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INTRODUCTION
Among the many neurotransmitter and hormone systems studied
to date, serotonin (5-HT) stands out in its relatively large diversity
of receptors. In studies on vertebrates, seven families of 5-HT
receptors have been identified, including six families of
metabotropic G protein-coupled receptors and one family of
ionotropic receptors (reviewed in Hoyer et al., 2002). Within these,
a total of 14 receptor subtypes have been distinguished in addition
to splice variants and RNA-edited isoforms for some of the
subtypes. Multiple subunits of the ionotropic 5-HT3 receptors have
been characterized, and these may occur in various heteromeric
combinations, resulting in further diversification of 5-HT receptors
(Hoyer et al., 2002). In the light of the impressive number of
receptor subtypes for 5-HT and the well-characterized role played
by 5-HT in a multitude of behavioral, physiological and
developmental pathways, this neurotransmitter system is well
suited to explore the evolution of neurotransmitter receptors from
integrated molecular and functional perspectives.

Studies on the molecular evolution of 5-HT receptors support the
idea that the various families of 5-HT receptors were established
before the radiation of most modern phyla (Peroutka, 1994; Tierney,
2001; Walker et al., 1996). This suggests that the 5-HT receptor
families characterized in vertebrate species should have homologs
in modern invertebrate species. However, the roughly
500–600·million years of evolution since the separation of chordates

from other invertebrate phyla could hamper the identification of
homologous receptor subtypes. Alternatively, unique receptor
families could have evolved or been lost relatively recently during
vertebrate evolution.

Molecular cloning studies on invertebrate 5-HT receptors have
in several cases revealed putative homologs to vertebrate 5-HT
receptors. To date, four G protein-coupled 5-HT receptors have been
cloned from Drosophila melanogaster (Colas et al., 1995; Saudou
et al., 1992; Witz et al., 1990), and two from Caenorhabditis elegans
(Hamdan et al., 1999; Olde and McCombie, 1997), all of which are
considered to be homologous to known vertebrate receptors
(Tierney, 2001). A third nematode 5-HT receptor has been cloned
from the parasite Ascaris suum (Huang et al., 1999); however, its
affiliation with a vertebrate receptor family is more tentative.
Somewhat surprisingly, all of these proposed homologies are
limited to the 5-HT1, 5-HT2 and 5-HT7 receptor families.

Molluscan model systems have been particularly useful for
gaining a comprehensive understanding of 5-HT function through
the integration of molecular, cellular and behavioral approaches.
Most notably, studies on Aplysia californica (Brunelli et al., 1976;
Sharma et al., 2003) have elucidated the cellular actions of 5-HT
and the underlying mechanisms that are central to the acquisition
of short- and long-term forms of learning. Similarly, the critical roles
played by 5-HT during feeding behavior have been extensively
analyzed in studies on A. californica (Hurwitz et al., 2000;
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SUMMARY
Helisoma trivolvis has served as a model system to study the functions of serotonin (5-HT) from cellular, developmental,
physiological and behavioural perspectives. To further explore the serotonin system at the molecular level, and to provide
experimental knockout tools for future studies, in this study we identified serotonin receptor genes from the H. trivolvis genome,
and characterized the molecular structure and expression profile of the serotonin receptor gene products. Degenerate
oligonucleotide primers, based on conserved regions of the Lymnaea stagnalis 5-HT1Lym receptor, were used to amplify G protein-
coupled biogenic amine receptor sequences from H. trivolvis genomic cDNA, resulting in the cloning of two putative serotonin
receptors. The deduced gene products both appear to be G protein-coupled serotonin receptors, with well-conserved structure in
the functional domains and high variability in the vestibule entrance of the receptor protein. Phylogenetic analysis placed these
receptors in the 5-HT1 and 5-HT7 families of serotonin receptors. They are thus named the 5-HT1Hel and 5-HT7Hel receptors,
respectively. In situ hybridization and immunofluorescence studies revealed that these genes and gene products are expressed
most heavily in the ciliated pedal and mantle epithelia of H. trivolvis embryos. In adults, widespread expression occurred in all
ganglia and connectives of the central nervous system. Expression of both receptor proteins was localized exclusively to neurites
when examined in situ. In contrast, when isolated neurons were grown in culture, 5-HT1Hel and 5-HT7Hel immunoreactivity were
located primarily in the cell body. This is the first study to reveal a 5-HT7 receptor in a molluscan species.
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Kabotyanski et al., 2000; Morgan et al., 2000) and Lymnaea
stagnalis (Straub and Benjamin, 2001; Yeoman et al., 1996). Of
the five 5-HT receptors cloned to date from these species, two from
L. stagnalis (Gerhardt et al., 1996; Sugamori et al., 1993) and one
from Aplysia (Angers et al., 1998) were proposed to be members
of the 5-HT1 and 5-HT2 receptor families (Tierney, 2001).
Pharmacological and structural characteristics of the other two
Aplysia 5-HT receptors precluded their assignment in any of the
known 5-HT receptor families (Li et al., 1995; Tierney, 2001).

The pond snail Helisoma trivolvis Say 1816 is a gastropod mollusc
that has been used to explore in depth the 5-HT neurotransmitter
system from a developmental perspective. Experiments
demonstrating inhibitory effects of 5-HT on regenerative neurite
outgrowth from various identified neurons, most notably buccal
ganglion neuron B19, played a pioneering role in establishing
neurotransmitters as developmental signals (Haydon et al., 1984;
McCobb and Kater, 1988). Neuron B19 was further used to examine
the signal transduction pathway of the neurite outgrowth response
to 5-HT (Mattson and Kater, 1987; McCobb et al., 1988; Polak et
al., 1991; Price and Goldberg, 1993; Zhou and Cohan, 2001), the
pharmacological profile of the underlying 5-HT receptors (Price and
Goldberg, 1993), and the activity of this response during embryonic
development (Goldberg and Kater, 1989).

The experimental tractability of H. trivolvis embryos revealed
in this earlier work led to their continued use in studies on 5-HT
and the realization that this neurotransmitter plays multiple roles
during embryonic development. These include the inhibition or
facilitation of neurite outgrowth in numerous embryonic neurons
(Goldberg et al., 1991; Goldberg et al., 1992), the autoregulation
of neurite outgrowth in the serotonergic embryonic neuron C1
(ENC1) (Diefenbach et al., 1995), and excitatory
neurotransmission in neural circuits between the ENC1 neurons
and their postsynaptic ciliary cells (Kuang and Goldberg, 2001).
Furthermore, the signal transduction mechanisms and
pharmacological profile of the cilioexcitatory response to 5-HT
have been extensively examined (Christopher et al., 1996; Doran
et al., 2004; Goldberg et al., 1994).

The molecular cloning of 5-HT receptors from H. trivolvis is a
logical next step in our studies on the developmental actions of 5-
HT. The information gained from this will help build the
bioinformatic database required to better understand the evolution
of 5-HT receptors (see above). In terms of the H. trivolvis model
system, it will provide the opportunity to characterize the 5-HT

receptors mediating the various known activities of 5-HT in future
studies. Furthermore, the cloning of 5-HT receptors will, potentially,
reveal further roles for 5-HT through receptor localization studies,
as well as provide the opportunity to perform highly specific
molecular knockout experiments in exploring these roles.

In this study, we used degenerate oligonucleotide primers based
on conserved regions of the 5-HT1Lym receptor to amplify G
protein-coupled biogenic amine receptor sequences from H. trivolvis
genomic cDNA. Sequences were used to generate primers for
screening a H. trivolvis cDNA library, resulting in the cloning of
two putative 5-HT receptors. We present here full nucleotide
sequences of the 5-HT1Hel and 5-HT7Hel genes, a phylogenetic
analysis, and localization of their expression in whole embryos and
adult central nervous system (CNS) by in situ hybridization and
immunochemistry.

MATERIALS AND METHODS
Receptor cloning

Degenerate oligonucleotide primers were used to amplify 5-HT
receptor sequences from H. trivolvis genomic DNA as described
previously (Sugamori et al., 1993). In the first round of polymerase
chain reaction (PCR), primers transmembrane·3 (TM3) and TM7
(Table·1) were used to amplify from a genomic DNA template
(concentration 10–4·�g·�l–1). MgCl2 concentration ranged from 1
to 5·mmol·l–1, with a buffer containing 20·mmol·l–1 Tris-HCl (pH
8.3 at 20°C), 25·mmol·l–1 KCl, 100·�g·ml–1 gelatin, 50·�mol·l–1 each
dNTP, Taq DNA Polymerase and Tli DNA Polymerase (Promega,
Madison, WI, USA). Touchdown PCR was carried out with an
annealing temperature range of 60 to 51°C.

PCR products (10·�l) from the first reaction were used as the
template for a second round of PCR using nested primers TM3 and
TM6 (Table·1). The re-amplification was performed using the same
program as above, over a MgCl2 concentration range of 1 to
9·mmol·l–1.

PCR products were then cloned into pGEM-T. Individual colonies
were picked, boiled, screened by PCR, and the DNA sequenced.
PCR primers specific for two distinct receptors were designed based
on the initial PCR products, and used to screen sections of a H.
trivolvis CNS lambda-ZAP cDNA library consisting of 44 fractions
(made by Erno Vreugdenhill, 1993, and kindly provided by Garry
Hauser and Andy Bulloch, University of Calgary). Primers
WJG1157 and WJG1158 were used to identify library sections
containing 5-HT1Hel, while primers WJG1183 and WJG1184 were

Table 1. Primers used for PCR reactions

Primer name Sequence Use

TM3 ATCYTSAACYTSTGYGYSATCAGCRTVGAYMGNT Deg. PCR
TM7 SAYGGGGTTSAMKGAKSWRTTAGCMCASCCNAACCA Deg. PCR
TM6 RMHGTKHRNSABGAAGAARGGNRKCCARCA Deg. PCR
WJG1157 CGGAAAGACAAGTTCCAGTTGACC 5-HT1Hel, screen
WJG1158 ATTATAGCCAGGGTCCTTGCGG 5-HT1Hel, screen
WJG1183 CAGTATGCTATCAAACGCACACCG 5-HT7Hel, screen
WJG1184 CAAGGTGAAGCAGCCCATGATTATC 5-HT7Hel, screen
WJG1340 TAATACGACTCACTATAGGGGTTCCATCAGGGCAGGCACACA 5-HT7Hel, in situ
WJG1341 ATTTAGGTGACACTATAGAAAGCCAACACATCTTTTTCTCCTAATCCA 5-HT7Hel, in situ
WJG1342 TAATACGACTCACTATAGGGCTTTGGACACGATTAGGGGCTCAC 5-HT7Hel, in situ
WJG1343 ATTTAGGTGACACTATAGAAGACCAGAGGATGACCACACAGTAAGTAGAAG 5-HT7Hel, in situ
WJG1353 TAATACGACTCACTATAGGGCAATGACTGTGGTGTTTTTCTGCTGTT 5-HT1Hel, in situ
WJG1354 ATTTAGGTGACACTATAGAACACCGTCAGCCCCCATAAAGC 5-HT1Hel, in situ
WJG1355 TAATACGACTCACTATAGGGGGTTGTCTTTGGCTTTGTTGTGATTGA 5-HT1Hel, in situ
WJG1356 ATTTAGGTGACACTATAGAATGAAACATAGCAAAACAAAACAAAAATAAAAC 5-HT1Hel, in situ

Deg. PCR, degenerate PCR.
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used to identify those sections containing 5-HT7Hel (Table·1). Out
of the cDNA library sections producing PCR bands of the expected
size, one was chosen for screening for each putative receptor clone:
CNS fraction no. 1 for 5-HT1Hel and CNS fraction no. 4 for 5-HT7Hel.

Inserts from plasmids containing the primary cloned PCR
products were excised and labeled with 32P-�dCTP using the Prime-
A-Gene labeling system (Promega, Madison, WI, USA). Labeled
probes were used for plaque screening of the lambda-ZAP library
sections.

Inserts of plaque-purified lambda clones were excised as plasmids
(Stratagene, La Jolla, CA, USA) and sequenced on both strands using
a primer walking strategy.

Phylogenetic analysis
A large-scale phylogenetic analysis of G protein-coupled biogenic
amine receptors was performed on a set of 768 proteins collected
from GenBank (National Center for Biotechnology Information
(NCBI, Bethesda, MD, USA). Sequences were aligned using
MUSCLE v3.6 (Edgar, 2004). The gapped regions corresponding
to poorly conserved N-terminal and C-terminal domains and
intracellular and extracellular loops were removed, yielding a final
data set of 214 characters. A phylogenetic tree was inferred from
this dataset using MrBayes v3.1.2 (Ronquist and Huelsenbeck,
2003). A mixture of 10 different amino acid substitution models
was evaluated, and rate variability was modeled as a gamma function
with a fraction of sites invariant. Two independent runs consisting
of four chains each were carried through a total of 2·000·000 cycles
of search, with every 100th cycle being kept. The first 15·001 stored
trees from each run were discarded and the remaining 10·000 trees
were used to construct the consensus. The two H. trivolvis receptors
were robustly partitioned into a clade consisting of the type 1, type
5 and type 7 receptors. A representative subset of the vertebrate and
invertebrate type 1, type 5 and type 7 receptors and two cnidarian
biogenic amine receptors were selected and aligned and the
alignment was trimmed to yield a dataset consisting of 252
characters. This dataset was used to infer another phylogenetic tree
as described above.

In situ hybridization
Templates based on the 3� untranslated region (UTR) for 5-HT1Hel

and the 5� UTR for 5-HT7Hel were produced by PCR using specific
primers, with nucleotide sequences for either the T7 (sense direction,
for control probe production) or SP6 (antisense direction, for
experimental probe production) promoter regions on the 5� end of
the appropriate primer (Table·1). PCR products were gel purified
and yields quantified, and products were sequenced using dye
termination.

RNA probes were transcribed and digoxigenin (DIG) labeled
using the DIG-RNA labeling kit (SP6/T7; Roche Diagnostics, Laval,
QC, Canada). Labeled probe was quantified by dot blot comparison
to standards.

H. trivolvis animals of an inbred lab-raised albino strain were
maintained and embryos collected as described before (Goldberg
et al., 1994). Embryos were staged as described previously
(Diefenbach et al., 1998; Goldberg et al., 1988). Embryos were
collected from their egg capsules, rinsed with 0.01·mol·l–1 phosphate
buffered saline (PBS) and immediately fixed in freshly prepared
and filtered 4% paraformaldehyde (pH 7.5) in PBS at 4°C for 2·h
to overnight. All solutions from this point on were RNase free.
Embryos were rinsed twice in PBT (PBS with 0.1% Triton X-100)
then dehydrated in an ascending ethanol series in PBT (25%, 50%,
75%) for 10·min each at room temperature, followed by two washes
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in 100% ethanol. Embryos were incubated at –20°C for at least 2·h.
Embryos were rehydrated in a descending (75%, 50%, 25%) ethanol
series in PBT at room temperature for 10·min per wash, and then
rinsed twice in PBT. Embryos were digested in either 20·�g·ml–1

proteinase K for 20·min at 37°C or 0.6·mg·ml–1 trypsin (Sigma-
Aldrich, Oakville, ON, Canada) for 5–10·min at 37°C. The digestion
was stopped by replacing the enzyme solution with 1·mmol·l–1

phenylmethylsulfonyl fluoride in PBT for 10·min at room
temperature. Embryos were refixed in 0.2% gluteraldehyde/4%
paraformaldehyde for 20·min at 4°C. They were washed twice in
PBT to remove all fixative, and then incubated in prewarmed (55°C)
prehybridization solution [40% deionized formamide, 10% dextran
sulfate, 1� Denhardt’s solution, 4� saline sodium citrate (SSC),
10·mmol·l–1 dithiothreitol (DTT), 1·mg·ml–1 yeast tRNA, 1·mg·ml–1

denatured and sheared salmon sperm DNA] for at least 2·h at 55°C
with gentle shaking. 

Hybridization with 100·ng probe·ml–1 hybridization solution was
carried out at 55°C overnight on a shaking platform. Washes,
antibody incubation and antibody washes were performed as
described previously (Nieto et al., 1996). Briefly, embryos were
washed thrice for 10·min at 55°C in 2� SSC, 0.1% 3-[(3-
cholamidopropyl)dimethylammonio]-1-propanesulfonate (CHAPS),
and then thrice for 10·min at 55°C in 0.2� SSC, 0.1% CHAPS.
Embryos were rinsed in KTBT (50·mmol·l–1 Tris-HCl pH 7.5,
150·mmol·l–1 NaCl, 10·mmol·l–1 KCl, 1% Triton X-100) at room
temperature for 10·min and preblocked in 20% fetal calf serum (FCS)
in KTBT for at least 2·h at 4°C. Embryos were incubated overnight
at 4°C on a rocking platform in 1:2000 diluted anti-DIG alkaline
phosphatase-conjugated Fab fragments (Roche Diagnostics, Laval,
QC, Canada) in 20% FCS in KTBT. Embryos were washed five
times for 1·h in KTBT at room temperature and incubated overnight
in KTBT at 4°C.

Chromogenic precipitate formation was carried out in 1·mmol·l–1

levamisole using either the NBT/BCIP color system (for purple
precipitate) or the Fast Red/ HNPP (for red fluorescent precipitate;
Roche Diagnostics). Purple-stained embryos were visualized using
brightfield microscopy, while fluorescent embryos were cleared with
glycerol and visualized using confocal microscopy.

The in situ hybridization data presented are representative of the
results obtained in three repeat experiments using the purple
precipitate and two repeat experiments using the Fast Red precipitate.
Sense controls were included in every experiment. In each
experiment, at least 10 embryos were included from each embryonic
stage tested.

Immunohistochemistry
Immunofluorescence localization of 5-HT1Hel and 5-HT7Hel

receptors was performed on histological sections from the CNS of
mature snails and whole-mounts of cultured identified neurons. The
intact CNS or subsets of CNS ganglia were dissected out of mature
snails as previously described (Young et al., 1999), fixed in 4%
paraformaldehyde in PBS for 24·h at 4°C, and washed three times
in PBS for 60·min at room temperature. The tissues were dehydrated
through a series of ethanol into toluene, embedded in paraffin wax,
cut into 10·�m sections, mounted on slides and incubated for 24·h
at 37°C. The sections were washed three times with toluene to
remove the paraffin, rehydrated though a series of ethanol and
rinsed three times with PBS over 30·min. Primary antibodies to 5-
HT1Hel and 5-HT7Hel were raised in rabbits against peptides derived
from intracellular loop sequences of the respective receptor proteins,
as described previously (Doran and Goldberg, 2004). The antibodies
were diluted 1:500 in blocking medium (4% horse serum, 0.1%
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NaN3, 0.1% Triton X-100 in 0.1·mol·l–1 PBS) and applied to
sections for 24·h at 4°C under gentle agitation. The sections were
washed six times in PBS over 3·h and then exposed to 1:400 diluted
goat anti-rabbit IgG conjugated to Alexa 488 (Invitrogen, Carlsbad,
CA, USA) for 3·h at 4°C under gentle agitation. The slides were
washed six times in PBS over 3·h, mounted in 80% glycerol in

PBS, and stored for 3·days at 4°C before viewing. The
immunoreactivity data presented are representative of the
results obtained from four different experiments on a total
of 12 isolated CNS.

Immunolocalization of 5-HT1Hel and 5-HT7Hel on the
identified cerebral ganglion neuron C1 in culture was
done according to the protocol used to detect 5-HT1Hel

and 5-HT7Hel immunoreactivity in cultured embryonic
ciliary cells (Doran and Goldberg, 2004). Neuron C1 was
isolated and cultured according to the methods of Price
and Goldberg (Price and Goldberg, 1993), with one
exception. The brain-conditioned medium was prepared
using H. trivolvis brains that were first washed for 24·h
in defined medium, and then incubated in defined medium
for 96·h. In control experiments, pre-immune serum from
the rabbit used to generate the primary antibody replaced
the primary antibody. In addition, control experiments
were also performed where the primary antibody was
excluded, or the primary antibody was pre-absorbed
either with blocking peptides from the sequence used to
generate the antibodies (negative control), or with
Keyhole limpet hemocyanin, a carrier protein used to
generate the antibody (positive control). Sections or
whole-mounts were viewed using an Axiovert 135
fluorescence microscope (Zeiss, ON, Canada) equipped
with differential interference contrast (DIC) optics.
Images were collected with a Retiga Ex digital charged-
coupled device camera (Q-Imaging, Burnaby, BC,
Canada) linked to a Pentium 4 PC computer running
Northern Eclipse software (Empix Imaging Inc.,
Mississauga, ON, Canada). The immunoreactivity data
are representative of the results obtained from three repeat
experiments on a total of 14 isolated C1 neurons.

RESULTS
Cloning of 5-HT receptors

We used nested degenerate PCR, as described by Sugamori
et al. (Sugamori et al., 1993) to amplify fragments of 5-HT
receptor genomic DNA. PCR products were cloned, and
those with sequences similar to those of known 5-HT
receptors were radiolabeled and used as probes to screen

H. trivolvis CNS cDNA libraries. Two full-length putative 5-HT
receptor cDNA clones were isolated in this manner. The sequences
of these clones were deposited in GenBank [5-HT1Hel is under
accession numbers AY395746.1 (nucleic acid) and AAQ95277.1
(protein), 5-HT7Hel is under accession numbers AY395747.1 (nucleic
acid) and AAQ84306.1 (protein)].
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Fig.·1. Phylogenetic reconstruction illustrating the placement of H.
trivolvis 5-HT receptor proteins as orthologs of 5-HT1 and 5-HT7

receptors in other animals. The tree illustrates the relationship
between the two H. trivolvis receptors and other receptors of the
5-HT1, 5-HT5 and 5-HT7 families. This figure represents a subtree
of a larger phylogenetic tree generated from 768 biogenic amine
receptors, aligned and trimmed to yield a matrix of 214 amino
acid characters. For simplicity, clades encompassing a large
number of vertebrate receptors are represented diagrammatically
as triangles. Each sequence is represented by the name of the
species from which it was obtained and a GenPept identification
number that is uniquely assigned to each sequence. The scale
bar represents an amount of evolutionary change corresponding
to an expected 0.1 changes per site.
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Phylogenetic analysis
The amino acid multiple sequence alignment of the two H. trivolvis
5-HT receptor proteins with 766 biogenic amine receptors from a
variety of organisms yielded a data set of 214 characters after
removal of gapped regions (supplementary material Fig.·S1). A
consensus phylogenetic tree constructed using MrBayes v3.1.2
(Ronquist and Huelsenbeck, 2003) robustly placed one H. trivolvis
receptor in a clade of invertebrate type 1 5-HT receptors and the
other in a clade of invertebrate type 7 5-HT receptors (Fig.·1 and
supplementary material Figs·S2 and S3). Thus we have designated
one receptor as 5-HT1Hel and the other as 5-HT7Hel, based on
phylogenetic relationships and the nomenclature suggested by
Tierney (Tierney, 2001). The large scale of the phylogenetic

S. Mapara and others

analysis supports a robust placement of the 5-HT5 family of
receptors as the sister group of the 5-HT1 family, with the 5-
HT7 receptor family being the sister group of the 5-HT1/5-
HT5 clade. To confirm that the phylogenetic partitioning was
not due to an artifact arising from aligning a large number of
sequences with widely varying sequence, we performed a
similar analysis using selected examples of Type 1, 5 and 7
receptors and two cnidarian receptor sequences as an out
group. This alignment of 26 sequences yielded 252 aligned
positions, and a phylogenetic tree (not shown) that was
completely compatible with the type1,5,7 clade from the larger
analysis (Fig.·1).

Unlike the vertebrate 5-HT1 receptor clade, which contains
five paralogs that apparently arose in the common ancestor
of vertebrates, the invertebrate 5-HT1 receptor clade generally
contains only single homologs from each species that is
represented. In the cases where there are more than one
paralogous sequence in an organism (e.g. the two 5-HT7

receptors from Dugesia japonica and the three 5-HT1

receptors from Drosophila melanogaster) the paralogy
appears to have arisen late in evolution.

Molecular characterization
Full-length 5-HT1Hel cDNA is over 4000 base pairs (bp) in
length, excluding the poly-adenylated tail. The 5� UTR is
144·bp long, the 3� UTR is over 2000·bp and the open reading
frame (ORF) is 1509·bp long, predicting a protein of 503 amino
acids (aa) in length. The putative 5-HT1Hel receptor has seven
hydrophobic helical domains that are strongly predicted by
the Transmembrane Hidden Markov Model program
(TMHMM) (Sonnhammer et al., 1998), with an extracellular
N-terminus that is weakly predicted to contain a non-cleaved
signal peptide sequence. The seven transmembrane helices
align with the characteristic motifs within transmembrane
regions of other seven-pass G protein-coupled receptors
(Fig.·2). Interestingly, the species homolog 5-HT1Lym from the
related pond snail Lymnaea stagnalis (Sugamori et al., 1993)
shares a similar protein structure profile, being 508 aa long,
having nearly identically sized amino- and carboxy-termini

(94 aa and 19 aa, respectively, for 5-HTLym compared with 95 aa
and 19 aa, respectively, for 5-HT1Hel) and comparably sized third
intracellular loops (150 aa for 5-HTLym, 154 aa for 5-HT1Hel).

The full-length 5-HT7Hel cDNA is 4295·bp in length excluding
the poly-adenylated tail. The 5� UTR is 820·bp in length, the 3�
UTR is 2034·bp long and the ORF is 1437·bp in length, predicting
a protein of 479 aa. Hydrophobicity analysis based on TMHMM
(Sonnhammer et al., 1998) predicts that the putative 5-HT7Hel

protein has seven distinct transmembrane regions. Both amino- and
carboxy-termini are 70 aa in length, and the third intracellular loop
is 97 aa long. There is no predicted cleaved signal peptide at the
N-terminus, but the N-terminus is identified as extracellular by
TMHMM.

Fig.·2. Alignment of the seven predicted transmembrane helices of
the two H. trivolvis receptors (Hel1, Hel2) with representative
vertebrate (Homo sapiens; Hum1D, Hum7) and invertebrate
(Drosophila melanogaster; Dmel1, Dmel7) 5-HT1 and 5-HT7

receptors. The conserved residues that have been shown to be
involved in 5-HT binding to the receptor are marked with asterisks.
The arrows along transmembrane (TM) helices 3 to 7 indicate the
portion of the sequence that forms the vestibule leading from the
extracellular space to the 5-HT binding site.
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The regions of both receptors that were identified as
transmembrane helices aligned well with each other and with
homologous regions from other 5-HT receptors (Fig.·2). The
conserved residues that are involved in 5-HT binding are conserved
in helices 3–7. The sequences of the helices are more conserved on
the cytoplasmic side of the binding cavity than they are in the
vestibule of the binding cavity that forms the pathway for 5-HT to
reach the ring of binding residues. The DRY (aspartate–arginine–
tyrosine) sequence motif that is found at the cytoplasmic boundary
of the third transmembrane helix of essentially all biogenic amine
receptors (D and R are both present in more than 99% of the
sequences and Y is present in more than 95% of the sequences) is
present in these two receptor proteins.

Localization in embryos and the CNS of adult H. trivolvis
Localization of the 5-HT1Hel and 5-HT7Hel gene transcripts was
initially examined using in situ hybridization in Helisoma embryos,
where 5-HT has been shown to be involved in the regulation of
ciliary beating (Diefenbach et al., 1991; Kuang and Goldberg, 2001),
neurite outgrowth (Diefenbach et al., 1995; Goldberg and Kater,
1989; Goldberg et al., 1991; Goldberg et al., 1992) and neuronal
intracellular calcium concentration (Goldberg et al., 1992). The RNA
DIG labeled probe for 5-HT1Hel was based on the full-length insert

corresponding to the coding region between TM3 and TM6.
Embryos at stage E45–50, which represents the end of the
prototrocal–juvenile transition, displayed consistent expression of
5-HT1Hel on the ciliated foot, tentacles and ciliated mantle
(Fig.·3A,B). Control reactions using the corresponding sense, rather
than anti-sense, sequences revealed no expression (Fig.·3C).
Furthermore, a second probe that was generated from the 3� UTR
of the 5-HT1Hel gene revealed a similar expression pattern to that
seen with the initial probe, suggesting that the expression did not
result from cross-reactivity with other receptor gene sequences. This
latter probe was revealed using Fast Red labeling of anti-DIG
immunoreactivity and confocal microscopy, confirming that the
whole-mount techniques were sufficient to reveal staining in the
interior of the embryos (Fig.·3D). This approach revealed additional
expression where the neurites of serotonergic neurons innervate foot
ciliary cells (Koss et al., 2003), as well as within the gastrointestinal
tract.

In situ hybridization experiments on the 5-HT7Hel receptor gene
revealed a similar expression pattern to that described for 5-HT1Hel

(Fig.·3E). Confocal optical sectioning of Fast Red–labeled embryos
showed expression of 5-HT7Hel in the region where the pedal cilia
are innervated by the ENC1 neurons, as well as in the gastrointestinal
tract and at the ventral mantle (Fig.·3E). Expression was also
observed in the primordial tentacles, whereas no expression was
observed when a sense probe was used (data not shown).

The expression of 5-HT1Hel and 5-HT7Hel receptors was also
characterized in histological sections of the CNS from mature snails.
Using antibodies raised against peptides from within distinct
intracellular loop regions of the receptor proteins (Doran and
Goldberg, 2004), immunohistochemistry revealed widespread
expression of both receptors throughout the CNS (Figs·4 and 5).
Whereas neuritic staining of both receptor proteins occurred in the
neuropile, connectives and peripheral nerves in every ganglion of
the CNS, neuronal somata appeared unstained in all cases. The
absence of cell body staining precluded an analysis of the expression

Fig.·3. Localization of 5-HT1Hel and 5-
HT7Hel transcripts in whole-mounts of
H. trivolvis embryos. In situ
hybridization of digoxigenin (DIG)-
labeled anti-sense RNA probes was
immunohistochemically localized with
alkaline phosphatase-conjugated anti-
DIG antibodies and reactants that form
either a purple (A–C; light microscope)
or fluorescent red (D and E; confocal
microscope) precipitate. Using anti-
sense probes in stage E45 embryos
(A, B and D), 5-HT1Hel RNA expression
was localized mainly to the ciliated
epithelium of the foot (open arrows),
anterior head (filled arrows), tentacles
(*), ciliated mantle (filled arrowheads)
and gut (open arrowheads). Using
sense probes to 5-HT1Hel, no signal
was observed (C). In stage E30
embryos (E), 5-HT7Hel RNA expression
was localized to the ciliated foot
epithelium (open arrows), developing
gut (open arrowheads), and ciliated
mantle (filled arrowhead). Using sense
probes to 5-HT7Hel, no signal was
observed (not shown). Scale bar,
100·�m.
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profile in known identified neurons. Interestingly, when cerebral
ganglion neuron C1 was isolated and grown in cell culture, 5-HT1Hel

(Fig.·5C–E) and 5-HT7Hel (data not shown) immunoreactivity was
observed primarily in the cell body. The widespread expression of
the 5-HT1Hel and 5-HT7Hel receptors in both embryos and mature
snails suggests that these receptors may mediate some of the well-
established developmental and physiological actions of 5-HT.

DISCUSSION
Studies on the H. trivolvis model system have made a major
contribution to the understanding of diverse functions of the 5-HT
system from molecular, cellular, developmental and physiological
perspectives. Both to further explore this broader question at the
molecular level and to provide experimental knockout tools to test
functional hypotheses, our objective in the present study was to
identify 5-HT receptor genes from the H. trivolvis genome, and to
provide an initial characterization of the molecular structure and
expression profile of the 5-HT receptor gene products. Through a
molecular cloning strategy that relied upon the structure of the first
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5-HT receptor gene cloned from the pond snail Lymnaea stagnalis
(Sugamori et al., 1993), we cloned two 5-HT receptor genes from
Helisoma trivolvis. The deduced gene products both appear to be
G protein-coupled 5-HT receptors, with typically well-conserved
structure in the functional domains and high variability in the
vestibule entrance of the receptor protein. Our phylogenetic analysis
placed these receptors in the 5-HT1 and 5-HT7 families of 5-HT
receptors, respectively, and they are thus named the 5-HT1Hel and
5-HT7Hel receptors according to the nomenclature system described
by Tierney (Tierney, 2001). In situ hybridization and
immunofluorescence studies revealed that these genes and gene
products are expressed in a variety of embryonic and mature tissues,
including widespread expression in a subset of neurites, but not cell
bodies, throughout the CNS.

Phylogenetic relationships of the 5-HT1Hel and 5-HT7Hel

receptors
Phylogenetic analysis clearly identifies the two new receptors as
homologs of type 1 and type 7 5-HT receptors from other

Fig.·4. Immunofluorescence expression
of 5-HT1Hel and 5-HT7Hel in the CNS of
mature H. trivolvis. 5-HT1Hel-like
immunoreactivity (A) and 5-HT7Hel-like
immunoreactivity (B–F) was observed
in select neurites within neuropile
(arrows) and neurite tracts (arrowhead)
in all ganglia of the CNS. The
expression observed in the cerebral
ganglia (A and B), pleural ganglia (C
and D) and buccal ganglia (E and F)
was representative of the pattern seen
in all ganglia. Immunoreactivity was not
observed in neuronal somata. Scale
bar, 30·�m.

THE JOURNAL OF EXPERIMENTAL BIOLOGY



907Serotonin receptors in Helisoma

organisms. Not unexpectedly, 5-HT1Hel grouped entirely within a
molluscan clade of 5-HT1 receptor genes, with the 5-HT1Lym

receptor being the closest ortholog. The non-molluscan 5-HT1

receptor sequences in our analysis were from arthropod and
nematode species. In every case, sequences from the same phylum
were more similar to each other than to those from different phyla.
Furthermore, arthropod and nematode sequences were more
closely related to each other than they were to the molluscan
sequences, as expected from the ecdysozoan relationship between
arthopods and nemotodes. The position of the 5-HT1Hel gene in
the phylogentic tree produced in our analysis supports the
hypothesis that a common ancestor of the ecdysozoans and
lophotrochozoans contained 5-HT1 receptors.

Interestingly, the phylogenetic relationships for 5-HT7 genes were
quite different, with 5-HT7 genes from various insect species
grouping together as expected, but the two nematode genes were
more related to 5-HT7Hel and planarian genes than to the insect genes.
5-HT7 sequences from additional arthropods, nematodes, planarians
and molluscs are required to confirm this surprising separation of
insect and nematode genes.

Expression and function of 5-HT1Hel and 5-HT7Hel receptors in
H. trivolvis

Invertebrates have long been known to express a wide variety of 5-
HT receptors, based on the variety of cellular responses, signal
transduction elements and pharmacological profiles associated with
the actions of 5-HT (Peroutka, 1994; Tierney, 2001). However, only
after the primary structure of many different 5-HT receptor proteins
was revealed through molecular cloning did it become evident that
most, if not all, invertebrate 5-HT receptors belong to one of the
seven major families of mammalian 5-HT receptors. It is not yet
clear whether all invertebrate 5-HT receptors in a particular family
couple to the same signal transduction elements (see below).
Furthermore, the pharmacological profile of specific invertebrate
receptors is less likely to match that of their mammalian homologs,
as the changes in molecular structure during 600 million years of
evolution beyond the divergence of invertebrates and vertebrates
would probably result in altered receptor binding characteristics
(Tierney, 2001).

Several invertebrate 5-HT1 receptor genes have been cloned to
date, including at least seven from molluscan species. Of particular

Fig.·5. In situ and cultured neurons display different cellular localization of 5-HT1Hel and 5-HT7Hel receptors. In situ, 5-HT1Hel-like immunoreactivity (A) and 5-
HT7Hel-like immunoreactivity (B) was restricted to neurites in neuropile (filled arrows) and neurite tracts within connectives and nerves (arrowhead; also see
Fig.·4). Cell bodies (open arrows) were always unstained as revealed by overlaying the differential interference contrast pattern on the fluorescence signal.
In contrast, after isolation and culture of cerebral neuron C1, 5-HT1Hel-like immunoreactivity occurred primarily in the cell body (C and D). Preabsorption of
antibody with Keyhole limpet hemocyanin (D) and replacement of antiserum with pre-immune serum (E) provided positive and negative controls for antibody
specificity, respectively. Scale bar, 50·�m.
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interest is the 5-HT1Lym receptor cloned from Lymnaea stagnalis
(Sugamori et al., 1993), which provided the template for the
original primers used in the present study. While a phylogenetic
analysis suggested that this receptor also fell into the 5-HT1 family
of receptors, binding analysis indicated a mixed pharmacology
relative to the 5-HT1 profile of vertebrate receptors, typical for
invertebrate 5-HT receptors (Goldberg et al., 1994). In contrast to
5-HT1 receptors, the only invertebrate 5-HT7 receptor genes cloned
to date are from arthropod, roundworm and possibly flatworm
species (Hobson et al., 2006; Pietrantonio et al., 2001; Witz et al.,
1990). Therefore, the present study is the first to describe the
molecular structure of a 5-HT7 receptor from a molluscan species.

The molecularly identified invertebrate 5-HT receptors generally
couple to their respective effector systems in a similar way to their
vertebrate homologs (reviewed by Tierney, 2001). Similar to the
vertebrate 5-HT1 receptors, activation of invertebrate 5-HT1

receptors decreases cyclic AMP levels through G�i protein-mediated
inhibition of adenylate cyclase. Likewise, both vertebrate and
invertebrate 5-HT7 receptors couple to G�s proteins, causing
activation of adenylate cyclase and cyclic AMP production. There
are, however, some invertebrate 5-HT receptors that do not belong
in any of the seven 5-HT receptor families, even though they couple
normally to an effector pathway. For example, the 5-HTAAp and 5-
HTBAp receptors cloned from Aplysia do not group in any of the
known families, even though they activate the enzyme phospholipase
C (PLC), a coupling characteristic of 5-HT2 receptors (Li et al.,
1995). Likewise, the MOD-1 5-HT receptor of C. elegans is a ligand-
gated chloride channel that does not appear to be a member of the
5-HT3 family of ligand-gated 5-HT receptors (Ranganathan et al.,
2000).

Although confirmation of the coupling characteristics of 5-HT1Hel

and 5-HT7Hel receptors awaits functional analyses performed both
in an expression system and in situ, it is reasonable to hypothesize
that these receptors act in the same manner as their vertebrate and
invertebrate homologs. Evaluation of various 5-HT-mediated
responses in H. trivolvis therefore allows for a tentative association
of the receptors cloned in this study with particular response
pathways. One such pathway is the 5-HT-induced inhibition of
neurite outgrowth in buccal ganglion neuron B19 (Haydon et al.,
1984; Price and Goldberg, 1993). When regenerating in cell culture,
the growth cone motility and neurite elongation of neuron B19 are
reversibly inhibited by 5-HT. This response is thought to be
transduced by a cascade involving the activation of adenylate cyclase
and elevation of cyclic AMP levels, activation of cyclic nucleotide-
gated sodium channels, depolarization and action potential activity,
influx of extracellular calcium, activation of calcium/calmodulin-
dependent protein kinase (Polak et al., 1991), and cytoskeletal
rearrangement (Welnhofer et al., 1999). This scheme leads to the
prediction that 5-HT7Hel receptors may mediate this response
through their adenylate cyclase-stimulating activity. Unfortunately,
both the anti-5-HT1Hel and anti-5-HT7Hel antibodies only stained
neurites in the intact CNS, such that the absence of soma staining
precluded a determination of whether the identifiable neuron B19
expressed these receptors. Staining cultured B19 neurons, or staining
in situ preparations after neuron B19 has been injected with a
fluorescent marker, could possibly reveal whether the 5-HT7Hel

receptors are expressed in these neurons. Interestingly, neither 5-
HT7 receptors nor members of the 5-HT4 or 5-HT6 receptor families,
all of which induce elevations in cyclic AMP levels, have been
cloned in Aplysia californica, in which serotonergic pathways
involving elevations in cyclic AMP have been well characterized
(Barbas et al., 2003).
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Another well-studied 5-HT pathway in Helisoma underlies a
behavioural response to hypoxia during embryonic development.
Helisoma embryos contain a pair of unique sensorimotor neurons
that detect hypoxia and stimulate ciliary beating in postsynaptic
ciliary cells through the release of 5-HT (Kuang et al., 2002; Kuang
and Goldberg, 2001). Cell culture studies have revealed that the
cilioexcitatory response to 5-HT occurs through a highly complex
signal transduction pathway that may include multiple 5-HT receptor
subtypes (Doran and Goldberg, 2004), PLC and protein kinase C
(PKC) activation (Christopher et al., 1999; Doran and Goldberg,
2006), constitutive nitric oxide activity (Doran et al., 2003) and
release of calcium from intracellular stores (Christopher et al., 1996;
Doran and Goldberg, 2004). Since inhibitors of PLC or PKC only
partially block the cilioexcitatory response (Christopher et al., 1999;
Doran and Goldberg, 2006), there may be more than one type of
5-HT receptor expressed on ciliary cells, with each one mediating
a component of the entire response through different pathways. The
current in situ hybridization experiments and previous
immunofluorescence experiments (Doran et al., 2004) together
suggest that both 5-HT1Hel and 5-HT7Hel receptors are expressed in
embryonic ciliary cells, thus supporting the multi-receptor model.
However, the expected coupling mechanisms of these types of 5-
HT receptors do not easily fit into what is currently known about
the signal transduction of the cilioexcitatory response. Previous
experiments indicated that the response is not mediated by an
elevation of cyclic AMP levels, which would be expected from a
5-HT7 receptor (Christopher et al., 1996). Furthermore, the
possibility that a 5-HT1-mediated decrease in cyclic AMP levels is
involved in the response has not yet been explored. One possibility
is that while an elevation in cyclic AMP may not be involved in
producing the primary response, it is involved in producing the long
duration plateau in the response that persists beyond the removal
of 5-HT (Gallin et al., 2006), as well as the response facilitation
that occurs upon repeated exposure of the animal to anoxia (Kuang
et al., 2002). Determining whether the 5-HT1Hel and 5-HT7Hel

receptors couple typically to the cyclic AMP system or operate
through atypical signal transduction pathways, and their specific
roles in the cilioexcitatory responses to 5-HT, awaits a functional
examination of expressed receptors and molecular knockout
experiments on ciliary cells.

The in situ hybridization experiments in this study and previous
immunolocalization experiments on embryos (Doran et al., 2004)
revealed widespread expression of both receptor subtypes in all
ciliated regions. Whether this expression indicates roles for these
receptors in the regulation of ciliary activity, as proposed above, or
more fundamental roles in regulating the development of these
tissues remains to be determined. Expression was also observed in
regions of the embryo associated with neural tissue, such as the
regions containing ENC1 somata at early stages of embryonic
development (data not shown), and the regions where ENC1
neurons innervate pedal ciliary cells at later stages (Fig.·3). In the
adult CNS, both receptor proteins were expressed widely and
selectively in neurons throughout all ganglia of the CNS,
corroborating the data from embryos that both of these are neural
receptors. To our surprise, CNS expression was entirely limited to
neurites within neuropiles and connectives, with none seen in
neuronal somata. Although our preliminary Western blot
experiments did not confirm that each antibody recognizes only a
single antigen, the striking restriction of CNS immunoreactivity to
neurites argues that the antibodies were highly selective for receptor
proteins. In an autoradiographic study of lysergic acid diethylamide
binding in the CNS of Aplysia californica, Kadan and Hartig (Kadan
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and Hartig, 1988) reported that 5-HT receptors were most
prominently localized to the neuropile, with relatively few neurons
displaying somatal expression. In the present study on tissue
sections, the intense immunoreactivity seen in numerous neurites
suggests that the absence of cell body staining correctly reflected
an absence of actual expression. Perhaps the small number of labeled
cell bodies seen in Aplysia represents the expression of a 5-HT
receptor subtype distinct from 5-HT1 or 5-HT7 receptors. On the
other hand, the expression of 5-HT1Hel and 5-HT7Hel

immunoreactivity in the cell body of cerebral ganglion neuron C1
only when it was regenerating in culture suggests that expression
in the cell body may be more likely to occur under conditions of
neuronal growth, such as during development or regeneration. This
will be tested in future immunolocalization experiments on Helisoma
embryos to confirm the expression in embryonic neuronal somata.
In any event, the widespread neuritic expression of 5-HT1Hel and
5-HT7Hel receptors throughout the CNS supports the hypothesis that
these molecules are critical to numerous physiological processes in
the Helisoma CNS.

This work was supported by NSERC Canada Discovery Grants to J.I.G. and
W.J.G. The authors thank Rose Tam for preparing and editing the manuscript.
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>Caenorhabditis_briggsae_Hypothetical_protein_CBG04044_gi395
95398 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
---------------------------------------MFLVSDGDGGIIEEVDYSKIA 
 
KLAGIS-----------MSN-----------------ESDLVSELCKEQLRIILR----- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------EKLRT--GE--QLPP---- 
 
A-----------------------------------VL-----------ILLCIPAVIII 
 
LLTVFG----------------------------NLLVLFFKARVGRTN----TTLLVWN 
 
LGLTDFLVGVIVLPMGAVYLIY-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------R-KWIFG-----------------RFLCRLWVAAD 
 
VTFCTCSVVTICVISVDR---------YLAV----------------------------- 
 
--------T-RPLR-YK--SIVT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------K-TKVITVMSIIW--VFSS-------------------- 
 
---------------S----------ILLT----T---------VR--------W----- 



 
----------EQ------------------------------------------------ 
 
-----------P-----E------------------C---YDD---------S-LCFVGN 
 
EI--RHLAHSVVFA-------FFLPASVTLTLYW----RIYKLARNRQ------------ 
 
-------------KA--------------------------------------------- 
 
-------------------L-----------------------------------DR--- 
 
----------------------------------------------------GF------ 
 
-LMILG------------------------------------------------------ 
 
---------------------------------------------------------S-N 
 
MNFLTNT----------------------------------------------------- 
 
----------LSQQTTLRVHFGKTNGMVEHQR---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
RVLR-----T--------------------HERIA------KTLGVVSCSFLF------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------GLYLTNYK------------------ 
 
------------------------------------C--------------S-------- 
 
G-CIPP--I--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------A-----I--DV----------AS---------------- 
 
----------WLGYCNSMLNP--------------------------------IIYSFTV 
 
--KEFKRS--AFRLVV---PIWQFVNRCL--PFVPAPPDNILQRIARHVHR--------- 
 
---------------------------HKEKEMQTRHRSFEMSSNKNGMLTTKVRSKRRQ 
 
TEPNVVGLITPDHKPPAIISKIYEIPVADSGLVTDRNLHLSPIIISLVSSLDVFISPCHN 
 
------------------------------------------------------------ 



 
------------------------------------------------------------ 
 
--------------------------- 
 
>Strongylocentrotus_purpuratus_PREDICTED_similar_to_adrenerg
ic_alpha_2D_receptor_a_gi72004622 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
MEKPIN-----------STD---------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------TDILM--TA--GTAT---- 
 
K------------------------------------------------VTIYVI---IM 
 
ITGIIG----------------------------NGMVFVAIGTFHTLR-TV-SNQFVLS 
 
LATADFTVSLVILPFSVQEAYY-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------K-AWYLG-----------------EILCRFWIAGD 
 
VLFVTISIFNLAAISIDR---------YRSI----------------------------- 
 
--------K-NPLK-YS--LKRT------------------------------------- 
 



------------------------------------------------------------ 
 
---------------------N-RMAYKQIAAAW--LLSL-------------------- 
 
---------------L----------VGVP-P-FY---------FA-------AF----H 
 
----------DG------------------------------------------------ 
 
------------------------------------------------------MCYLQL 
 
NP--YFIIPATTIG-------FFLPLAVVLYTHT----RIFGIAKKLA------------ 
 
-------------TR--------------------------------------------- 
 
-------------------V-----------------------------------GQ--- 
 
----------------------------------------------------GP------ 
 
-GTASE------------------------------------------------------ 
 
------------GTGSDPTRRQQSAVKRPTSL-------------------------A-V 
 
TKACDSR----------------------------------------------------- 
 
-------INDDAVSVAARPTPSGVQQPEFGKP---------------------------- 
 
------------------------------------------------------------ 
 
----------------------------------------------------------IT 
 
NKIS-----V-----------R--------RERKA----A-RTVAIVIGVFTV------- 
 
-------------CW---------------------------MP---------------- 
 
--------------------------FF------VAISVASV------------------ 
 
------------------------------------C--------------T-------- 
 
S-CDPQ--S--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------------FPLQV----------LT---------------- 
 
----------FMGYANSAANP--------------------------------IIYTIFN 
 
--KEFRQA---FGKIL----------RLF--CKTLDSLVLLKDKSVKPKKH--------- 
 



------------------------------------------------------------ 
 
---------------HYEQRLKWDFNLQ-------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Caenorhabditis_briggsae_Hypothetical_protein_CBG02068_gi395
91067 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------------MARA---VNISPFAS------------Y 
 
TVVPIT-----------SAW-----------------PPDDDPQTTRVQFSGLTS----- 
 
GKA------VL------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------------------------------TLIILA---MM 
 
MMTIVG----------------------------NALVFLAVLIVRKLK-TP-QNFLLVS 
 
LAVADFFVGLVVMPLALIDLLF-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------D-KWPLG-----------------STMCSVYTTAD 



 
LTLCTASIVNLCAISVDR---------YLVI----------------------------- 
 
--------S-RPLQ-YS--AIRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------T-RRIGWYIACVW--ITAA-------------------- 
 
---------------V----------VSIS-S-HI---------IA-------RF-LDDG 
 
------------------------------------------------------------ 
 
-----------T-----F-------------I---ED-----P---------G-TCQVLP 
 
HF--LYQSYATLIS-------FYGPTFIMVILNI----KIWREAKRLA------------ 
 
-------------AQ--------------------------------------------- 
 
-------------------D--------RLMS---------------------HCNS--- 
 
----------------------------------------------------VD------ 
 
-ASERP------------------------------------------------------ 
 
---------LNGGSSSSENKESTQEKETIEVP-------------------------K-- 
 
KERTNST----------------------------------------------------- 
 
-----NSRLFKLERKYLHRPSTFFSAAAKGPL---------------------------- 
 
------------------------------------------------------------ 
 
-----------------------------------------------------------I 
 
RQNE-----K--------------------SECKA----R-KTLGVIMSVFII------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------ILAIFKSF------------------ 
 
------------------------------------G----------------------- 
 
M-KIPG--W--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------L-----DLTAL---------------------------- 



 
----------WLGYSNSTVNP--------------------------------LIYCKYN 
 
--KEFRIP---FREML----------ACR--CATLQTVMRQQSFTSRYGPP--------- 
 
------------------------------------------------------------ 
 
--------VRYRTQSSSYRPLLSRRNDSHEASDV-------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Caenorhabditis_elegans_Serotonin_octopamine_receptor_family
_protein_7_isoform_a_gi15011757 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------------MARA---VNISPFAS------------Y 
 
TVVPIT-----------SAW-----------------------------PPDDLK----- 
 
ADR------VQ------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------------------------------L--ASFT---- 
 
T-------GK--------------------------AL--L--------AIAILA---MI 
 
IMTTVG----------------------------NALVCLAVLLVRKLK-HP-QNFLLVS 
 
LAVADFFVGLVVMPLALIDLLF-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------D-KWPLG-----------------STMCSVYTTSD 
 
LTLCTASIVNLCAISVDR---------YLVI----------------------------- 
 
--------S-SPLR-YS--AKRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------T-KRIMMYIACVW--IIAA-------------------- 
 
---------------I----------VSIS-S-HI---------IA-------NL-LNDG 
 
------------------------------------------------------------ 
 
-----------------T-------------Y---VD----DT---------G-TCQVIP 
 
HF--IYQSYATIIS-------FYAPTFIMVILNI----KIWRAAKRLA------------ 
 
-------------AQ--------------------------------------------- 
 
-------------------D---------RLM---------------------------- 
 
----------------------------------------------------SH------ 
 
-CNSVD------------------------------------------------------ 
 
-------------------------------A-------------------------S-- 
 
ERPRNGS----------------------------------------------------- 
 
------AETKDFLNEKETIDVPKKERANSTNS---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
RLFK-----LERKYLHRPSAFFSAAKGPLIRQTEKSECKARKTLGVIMSVFII------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------ILAIFKSF------------------ 
 
------------------------------------G----------------------- 
 



M-WIPD--W--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------L--------DL----------LAL--------------- 
 
----------WLGYSNSTLNP--------------------------------LIYCKYN 
 
--KEFRIP---FREML----------ACR--CATLQTVMRQQSFTSRYGPP--------- 
 
------------------------------------------------------------ 
 
--------VRYRTQSSSYRPLLSRRNDSHEASDV-------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Caenorhabditis_elegans_Serotonin_octopamine_receptor_family
_protein_7_isoform_b_gi20198773 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------MA---------------------- 
 
----RAVNIS-----------------------------PFASYT--------------- 
 
-VVPIT-----------SAW-----------------------------PP---D----- 
 
DLK------AD------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------R---------------------VQLAS---F--TTGK---- 
 
------------------------------------AL--L--------AIAILA---MI 
 
IMTTVG----------------------------NALVCLAVLLVRKLK-HP-QNFLLVS 
 
LAVADFFVGLVVMPLALIDLLF-------------------------------------- 



 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------D-KWPLG-----------------STMCSVYTTSD 
 
LTLCTASIVNLCAISVDR---------YLVI----------------------------- 
 
--------S-SPLR-YS--AKRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------T-KRIMMYIACVW--IIAA-------------------- 
 
---------------I----------VSIS-S-HI---------IA-------NL----L 
 
----------ND------------------------------------------G----- 
 
--TY-------V-----D------------------D-----T---------G-TCQVIP 
 
HF--IYQSYATIIS-------FYAPTFIMVILNI----KIWRAAKRLA------------ 
 
-------------AQ--------------------------------------------- 
 
-------------------D---------RLM-----------------------SH--- 
 
------------------------------------C-N-------------SV------ 
 
--DASE------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-RPRNGS---------------------------A------------------------- 
 
-------ETKDFLNEKETIDVPKKERANSTNS---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
RLFK-----LERKYLHRPSAFFSAAKGPLIRQTEKSECKARKTLGVIMSVFII------- 
 
-------------CW---------------------------LP---------------- 



 
--------------------------FF------ILAIFKSF------------------ 
 
---------------------------------------------------G-------- 
 
M-WIPD--W--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------L-----D--LL----------AL---------------- 
 
----------WLGYSNSTLNP--------------------------------LIYCKYN 
 
--KEFRIP---FREML----------ACR--CATLQTVMRQQSFT--------------- 
 
------------------------------------------------------------ 
 
---------------SRYGPPVSRRNDSHEASDV-------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Caenorhabditis_elegans_Serotonin_octopamine_receptor_family
_protein_7_isoform_c_gi28894840 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------MA---------------------- 
 
----RAVNIS-----------------------------PFASYT--------------- 
 
-VVPIT-----------SAW-----------------------------PP---D----- 
 
DLK------AD------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------R---------------------VQLAS---F--TTGK---- 
 



------------------------------------AL--L--------AIAILA---MI 
 
IMTTVG----------------------------NALVCLAVLLVRKLK-HP-QNFLLVS 
 
LAVADFFVGLVVMPLALIDLLF-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------D-KWPLG-----------------STMCSVYTTSD 
 
LTLCTASIVNLCAISVDR---------YLVI----------------------------- 
 
--------S-SPLR-YS--AKRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------T-KRIMMYIACVW--IIAA-------------------- 
 
---------------I----------VSIS-S-HI---------IA-------NL----L 
 
----------ND------------------------------------------G----- 
 
--TY-------V-----D------------------D-----T---------G-TCQVIP 
 
HF--IYQSYATIIS-------FYAPTFIMVILNI----KIWRAAKRLA------------ 
 
-------------AQ--------------------------------------------- 
 
-------------------D---------RLM-----------------------SH--- 
 
------------------------------------C-N-------------SV------ 
 
--DASE------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-RPRNGS---------------------------A------------------------- 
 
-------ETKDFLNEKETIDVPKKERANSTNS---------------------------- 
 
------------------------------------------------------------ 
 



------------------------------------------------------------ 
 
RLFK-----LERKYLHRPSAFFSAAKGPLIRQTEKSECKARKTLGVIMSVFII------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------ILAIFKSF------------------ 
 
---------------------------------------------------G-------- 
 
M-WIPD--W--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------L-----D--LL----------AL---------------- 
 
----------WLGYSNSTLNP--------------------------------LIYCKYN 
 
--KEFRIP---FREML----------ACR--CATLQTVMRQQSFTSRYGPPV-------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Caenorhabditis_elegans_hypothetical_protein_F14D12_6_gi7441
602 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-MWNLN-----------CSE---------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 



 
------------------------------------------------------------ 
 
----------------------------------------SDTKVA--CL--NLGE---- 
 
A------------------------------------------------VLTISSMLTVM 
 
LLIIFG----------------------------NLLVVVTVYRDRKLRMQR-QNWLIVS 
 
LAVADMLVGLLVMPLTLTYEIV-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-EWTMGNLKVIEGKKFRMWKFAGNILCEIWLALD 
 
VLFVTASILHICAISLDR---------YFSV----------------------------- 
 
--------T-SPLT-YP--ATRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-LRMFIYIGVSW--IVSL-------------------- 
 
---------------L----------ICLP-P--I---------FG--------W----R 
 
------------------------------------------------------------ 
 
-----------P-----E-------------R---AE---------------G-ECSVST 
 
DL--GYVLYSSLGS-------FYIPVVILIIVYA----KIYSITIRHS------------ 
 
-------------RQ--------------------------------------------- 
 
-------------------R--------LKET-----------------------ER--- 
 
----------------------------------------------------RD------ 
 
-HTLNM------------------------------------------------------ 
 
------------------LTIRSSTNERYNME-------------------------Y-- 
 
ELEENSD----------------------------------------------------- 



 
---PIEDEKEKVVTNRDMINKVCWQLRKISEE---------------------------- 
 
------------------------------------------------------------ 
 
----------------------LPRQGVKVSIALDTNHNSPPASDLTRKLEEKKFCEKRK 
 
RKLK-----A--------------------KERQA----T-LLLGIILSAFIL------- 
 
-------------SW---------------------------LP---------------- 
 
--------------------------FF------LIYVIGAF------------------ 
 
------------------------------------G----------------------- 
 
H-EAPP--L--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------V-----F--KF----------FF---------------- 
 
----------WLGYCNSGINP--------------------------------VIYTVFN 
 
--PIHSST----HGVL----------QMK--TSLQFEQFETGRALLYPF----------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Caenorhabditis_briggsae_Hypothetical_protein_CBG14708_gi395
98078 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-MWNLN-----------CSE---------------------------------------- 
 



------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------SDTKVACL--NLGEA---- 
 
-------------------------------------------------VLTISSMLTVM 
 
LIIIFG----------------------------NLLVVVTVYRDRKLRMQR-QNWLIVS 
 
LAVADMLVGLLVMPLTLTYEIV-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-EWTMG-----------------TVLCEMWLALD 
 
VLFVTASILHICAISLDR---------YFSV----------------------------- 
 
--------T-SPLT-YP--TTRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-LRMFIYIGVSW--IVSL-------------------- 
 
---------------L----------ICLP-P--I---------FG--------W----R 
 
------------------------------------------------------------ 
 
-----------------------------------PER--AEG-----------ECSVST 
 
DL--GYVLYSSLGS-------FYIPVVILIIVYA----KIYSITIRHS------------ 
 
-------------RQ--------------------------------------------- 
 
-------------------------R--LKET-----------------------ER--- 
 
----------------------------------------------------RD------ 
 



-HTLNM------------------------------------------------------ 
 
-------------LTIRSSTNERHNMEYELEE---------------------------- 
 
NSDPAD------------------------------------------------------ 
 
------DEKEKPASNRDMINKVCWQLRKISEE---------------------------- 
 
------------------------------------------------------------ 
 
------------------------LPRQGVKIALDTNHNSPPSSDLARKLEEKKFCEKRK 
 
RKLK-----A--------------------KERQA----T-LLLGIILSAFIL------- 
 
-------------SW---------------------------LP---------------- 
 
--------------------------FF------MIYVIGAF------------------ 
 
------------------------------------G----------------------- 
 
H-EAPP--L--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------V-----F--KF----------FF---------------- 
 
----------WLGYCNSGINP--------------------------------VIYTVFN 
 
--REFKRG------------------LCK--QLHKFERFIHPLMEFYK------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Caenorhabditis_elegans_Temporarily_assigned_gene_name_prote
in_24_isoform_a_gi34610410 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 



 
------------------------------------------------------------ 
 
-MWNLN-----------CSE---------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------------------------SDTKVACLNLGEA---- 
 
-------------------------------------------------VLTISSMLTVM 
 
LLIIFG----------------------------NLLVVVTVYRDRKLRMQR-QNWLIVS 
 
LAVADMLVGLLVMPLTLTYEIV-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-EWTMG-----------------NILCEIWLALD 
 
VLFVTASILHICAISLDR---------YFSV----------------------------- 
 
--------T-SPLT-YP--ATRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-LRMFIYIGVSW--IVSL-------------------- 
 
---------------L----------ICLP-P--I---------FG--------W----- 
 
----------RP------------------------------------------------ 
 
-----------------E---------------RAEG-----------------ECSVST 
 
DL--GYVLYSSLGS-------FYIPVVILIIVYA----KIYSITIRHS------------ 
 
-------------RQ--------------------------------------------- 



 
--------------------------RLKETE-----------------------RR--- 
 
----------------------------------------------------DHTLNMLT 
 
IRSSTN------------------------------------------------------ 
 
------------------ERYNMEYELEENSD---------------------------- 
 
PIEDEKE----------------------------------------------------- 
 
-----KVVTNRDMINKVCWQLRKISEELPRQG---------------------------- 
 
------------------------------------------------------------ 
 
-----------------------------VKIALDTNHNSPPASDLTRKLEEKKFCEKRK 
 
RKLK-----A--------------------KERQA----T-LLLGIILSAFIL------- 
 
-------------SW---------------------------LP---------------- 
 
--------------------------FF------LIYVIGAF------------------ 
 
------------------------------------G----------------------- 
 
H-EAPP--L--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------V-----F--KF----------FF---------------- 
 
----------WLGYCNSGINP--------------------------------VIYTVFN 
 
--REFKRG------------------LCKQLHKFERFIHPLMEFYK-------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Caenorhabditis_elegans_Temporarily_assigned_gene_name_prote
in_24_isoform_b_gi34610411 
 



------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-MWNLN-----------CSE---------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------SDTKVACLNLGEA----- 
 
-------------------------------------------------VLTISSMLTVM 
 
LLIIFG----------------------------NLLVVVTVYRDRKLRMQR-QNWLIVS 
 
LAVADMLVGLLVMPLTLTYEIV-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-EWTMG-----------------NILCEIWLALD 
 
VLFVTASILHICAISLDR---------YFSV----------------------------- 
 
--------T-SPLT-YP--ATRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-LRMFIYIGVSW--IVSL-------------------- 
 
---------------L----------ICLP-P--I---------FG--------W----- 
 
----------RP------------------------------------------------ 
 



------------------------------------E-RAEG------------ECSVST 
 
DL--GYVLYSSLGS-------FYIPVVILIIVYA----KIYSITIRHS------------ 
 
-------------RQ--------------------------------------------- 
 
--------------------------RLKETE-----------------------RR--- 
 
----------------------------------------------------DHTLNMLT 
 
IRSSTN------------------------------------------------------ 
 
----------------ERYNMEYELEENSD-P---------------------------- 
 
IEDEKEK----------------------------------------------------- 
 
------VVTNRDMINKVCWQLRKISEELPRQG---------------------------- 
 
------------------------------------------------------------ 
 
---------------------------VKVSIALDTNHNSPPASDLTRKLEEKKFCEKRK 
 
RKLK-----A--------------------KERQA----T-LLLGIILSAFIL------- 
 
-------------SW---------------------------LP---------------- 
 
--------------------------FF------LIYVIGAF------------------ 
 
------------------------------------G----------------------- 
 
H-EAPP-LV--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------------F--KF----------FF---------------- 
 
----------WLGYCNSGINP--------------------------------VIYTVFN 
 
--REFKRG------------------LCKQLHKFERFIHPLMEFYK-------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



--------------------------- 
 
>Anopheles_gambiae_str_PEST_ENSANGP00000025633_gi55246271 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------------------------GAEH------------H 
 
AVAALA-----------GWN-----------------------------QTQLLG----- 
 
ELP------AG------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------GDTAP--GR--YEWS---- 
 
-------------------------------------------------FLFVIL---FI 
 
FAGGLG----------------------------NILVCLAVALDRKLQ-NV-TNYFLLS 
 
LAIADLLVSLFVMPLGAIPGFL-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-YWPFG-----------------VTWCNIYVTCD 
 
VLACSASILHMCFISLGR---------YLGI----------------------------- 
 
--------R-NPLG-SR--HHST------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------K-RLTGIKIALVW--LLAM-------------------- 
 



---------------L----------VSSS-I-TV---------LG-------MI----N 
 
----------QN------------------------------------------------ 
 
-----------------N-------------I---MP---GPN-----------ECVINN 
 
R---AFFVFGSLVA-------FYIPMVMMVVTYA----LTVQLLRKKA------------ 
 
-------------RF--------------------------------------------- 
 
------------------LE--------QHPE---------------------------- 
 
----------------------------------------------------GE------ 
 
-LFRRP------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-YRANAH----------------------------------------------------- 
 
---------------------FKGLLVRTRPR---------------------------- 
 
------------------------------------------------------------ 
 
----------------------------------------------------IYFFLSSI 
 
SYLS-----L--------------------SYSSIYLFHTPQVLGLVFFTFVF------- 
 
-------------CW---------------------------AP---------------- 
 
--------------------------FF------ILNIIFAA------------------ 
 
------------------------------------W--PE------------------- 
 
A-KVPE--R--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------I-----V--SI----------CL---------------- 
 
----------WLGYVSSTINP--------------------------------IIYTIFN 
 
--KTFRAA---FIRLL-------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Anopheles_gambiae_str_PEST_ENSANGP00000013461_gi21291553 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
---------------------------------MNV---ELRNALVS------------P 
 
TWLNGA-----------EHH-----------------AVAALAGWNQTQLL---G----- 
 
ELP------AG------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------GDTAP--GR--YEWS---- 
 
-------------------------------------------------FLFVIL---FI 
 
FAGGLG----------------------------NILVCLAVALDRKLQ-NV-TNYFLLS 
 
LAIADLLVSLFVMPLGAIPGFL-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-YWPFG-----------------VTWCNIYVTCD 
 
VLACSASILHMCFISLGR---------YLGI----------------------------- 
 
--------R-NPLG-SR--HHST------------------------------------- 
 



------------------------------------------------------------ 
 
---------------------K-RLTGIKIALVW--LLAM-------------------- 
 
---------------L----------VSSS-I-TV---------LG-------MI----N 
 
------------------------------------------------------------ 
 
--QN-------------N-------------I---MP----GP---------N-ECVINN 
 
R---AFFVFGSLVA-------FYIPMVMMVVTYA----LTVQLLRKKA------------ 
 
-------------RF--------------------------------------------- 
 
-------------------L---------EQH-----------------------PE--- 
 
----------------------------------------------------GS------ 
 
-MSHPH------------------------------------------------------ 
 
------------------------------LG-------------------------Y-- 
 
SNGGNRT----------------------------------------------------- 
 
----MAGKRSRTVCDQGTQTPDSIERETRRQK---------------------------- 
 
------------------------------------------------------------ 
 
----------------------------------FCSFRIHLNSVPTPAINFNLKFLGSK 
 
KRTN-----LSANAVA--------------TEQKA----T-KVLGLVFFTFVF------- 
 
-------------CW---------------------------AP---------------- 
 
--------------------------FF------ILNIIFAA------------------ 
 
---------------------------------------------------W----P--E 
 
A-KVPE--R--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------I-----V--SI----------CL---------------- 
 
----------WLGYVSSTINP--------------------------------IIYTIFN 
 
--KTFRAA---FIRLL----------RCR--CERSGRPPRYRSVTDSRGAI--------- 
 



------------------------------------------------------------ 
 
-SLCTPSALPLAISLQGSSLLTPSTTQATPLSDFRGSYEITDDDC--------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Drosophila_melanogaster_dopamine_2_like_receptor_DD2R_461_g
i23320919 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------------MLLLENFNDYFPNYNGSTVSGTSTIAPGV 
 
AITGSR-----------GSG-----------------LLLEQNLTGLYLDGYRLNCTNET 
 
LNLTDS---CG------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------ELRVV--DH--NYW----- 
 
-------------------------------------------------ALILIL---FP 
 
ILTLFG----------------------------NILVILSVCRERSLQ-TV-TNYFIVS 
 
LAIADLLVAVVVMPFAVYFLVN-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-AWALP-----------------DVVCDFYIAMD 



 
VICSTSSIFNLVAISIDR---------YIAV----------------------------- 
 
--------T-QPIK-YA--KHKN------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------S-RRVCLTILLVW--AISA-------------------- 
 
---------------------------AIGSP-IV---------LG--------L----N 
 
----------NT------------------------------------------------ 
 
-----------P------------------------N---REP---------D-VCAFYN 
 
AD---FILYSSLSS-------FYIPCIIMVFLYW----NIFKALRSRA------------ 
 
-------------RK--------------------------------------------- 
 
-------------------Q---------RAA-----------------------RK--- 
 
----------------------------------------------------PH------ 
 
-LSELT------------------------------------------------------ 
 
GGSVIENIAQTRRLAETALDSSRHASRILPDE-------------------------A-A 
 
TNTASGS----------------------------------------------------- 
 
------NEEEDENAISPDIDDCHVIVNDKSTE---------------------------- 
 
------------------------------------------------------------ 
 
----------------------------------FMLATVVEETGKFTIYKVHKASKKKR 
 
EKSS-----A-----------K--------KERKA----T-KTLAIVLGVFLF------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------SCNIMDAM------------------ 
 
------------------------------------CAKFKK------------------ 
 
D-CRPG--L--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------------TAYMM----------TT---------------- 



 
----------WLGYINSFVNP--------------------------------VIYTIFN 
 
--PEFRKA---FKKIM----------HMG------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Strongylocentrotus_purpuratus_PREDICTED_similar_to_5_hydrox
ytryptamine_2C_receptor_5_HT_2C_Serotonin_receptor_2C_5_HT2C
_5_HTR2C_5HT_1C_gi72041290 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
---------------------------------------------M--PK--GLWP---- 
 
-------------------------------------------------VLLLIP---II 
 
LCTIIG----------------------------NLLVCLAISRDRRLH-NL-TNLFLFS 
 
MAIADLLVALLVMPFGLTKDLL-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 



 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-HWSMG-----------------LSMCDIWTTMD 
 
VFCCTSSILHMCTISIDR---------YLAI----------------------------- 
 
--------S-DPLRNKR--QPRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------R-RGIIIKICIVW--ACAA-------------------- 
 
---------------G----------LSSP-L-CI---------MG-------FL----- 
 
----------QP------------------------------------------------ 
 
-----------------A-------------TVLNNG-----------------QCAVTN 
 
IH---FMIYGSVVA-------FFIPLCIVIITYCLTTYTLYKKMKLCK------------ 
 
-------------EG--------------------------------------------- 
 
-------------------ETSDMIHNKDKQK---------------------TYPR--- 
 
------------------------------------FVLQMAKRNGFEPVKDTK------ 
 
-CDTSS------------------------------------------------------ 
 
---------------IESLPTPKECRLSQSSL-------------------------S-S 
 
INSDNSG----------------------------------------------------- 
 
------------LKPNATHLSLRRTMSHQGRS---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
GMKR-----L-----------S--------TEQRA----S-KVLGLVFTTFVV------- 
 
-------------GW---------------------------TP---------------- 
 
--------------------------FF------VANIIGAL------------------ 
 
------------------------------------C--PS------------------- 



 
C-ALDA--T--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------V-----F--TI----------CT---------------- 
 
----------WIGWGSSMVNP--------------------------------FIYTAFN 
 
--VRFRQA---FIGLL----------SCN--RDYTLPKRNPFKISERGRER--------- 
 
------------------------------------------------------------ 
 
-------GPDRSIPMRRKFVAYDGSMNRNGNTLWSLPEASQ------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Lymnaea_stagnalis_serotonin_receptor_5_HT2_gi3150433 
 
------------------------------------------------------------ 
 
---------------------------------------------MSDTVLSPDLKPTNG 
 
SHRHRHRHPRPSGAPANLSESGVQGLRYVGDVNGFYNSSGLYDQPRVNPRGDGSDVGLTF 
 
DPHGSNMTSLSVRAKPHDVTNDIYESASRVYGLDVKNATSSNLNISQRSNRTEHSALYSY 
 
FDPSSN-----------QNGPDDSEYQQYDIVPFNTDEDSESPHFDAEFFPEPVTNLHLD 
 
FNETASSLPSS------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
---------------------------NPFQYTPWGAHFNNSAANNHPIGYNSSIGPANL 
 
SPNQSFTGTVFDTGRVRLDFDSILTGVNTTSVFGSGFNSSAGEPTS--SGDLYTWS---- 
 
-------------------------------------------------ILIMAP---LV 
 
IFGIAG----------------------------NTLVILAISLEKRLQ-NV-TNYFLLS 
 
LAVTDLLVSLIVMPFSIINVFT-------------------------------------- 



 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-RWLFG-----------------FVLCDFFVTSD 
 
VLMCTSSILHMCTISLER---------YIGI----------------------------- 
 
--------R-YPL--WT--KNKS------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------K-RIVLLKIVLVW--TIAL-------------------- 
 
---------------A----------ITSP-I-TV---------LG-------IV----- 
 
----------KA------------------------------------------------ 
 
------------------------------------D-NVLFQ---------G-ACVLNN 
 
EH---FIIYGSICA-------FFIPLAIMVLMYA----LTVKMLNTQA------------ 
 
-------------RL--------------------------------------------- 
 
-------------------C---------QSR-----------------------GA--- 
 
----------------------------------------------------ED------ 
 
-GEGQP------------------------------------MIRRSTSRRNWQTRRQFY 
 
GREVLSVASSYSGTRNNEYDSAAGMNCPSIHQRYRPLGINRHNTIPLCHHYHHHSRHQ-Y 
 
HHHHHGN------------------------------------------------QDGSP 
 
RIEQAGSGGGGGPGSNVGSNNSINSLHRGRNSSNNNSAGANNNNSNNAGGNVESSSLNTA 
 
TSNNNNILRRGRYSTQNGRTGPNYVLRSSPPDYPYCNGHQEEMTSDVTSDSRNCCTSSSS 
 
SSSPSSSTREPKRLRELVRKHHVAVKAANILLMKREGQQTLTQGQIPTPSSSAYASVRRD 
 
NSVR--------------------------TEQKA----S-KVLGVVFMIFVV------- 
 
-------------CW---------------------------AP---------------- 



 
--------------------------FF------TVNILTAL------------------ 
 
------------------------------------C--TS------------------- 
 
C-RFEP--T--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------L-----I--TA----------FV---------------- 
 
----------WLGYVSSTLNP--------------------------------IIYTIFN 
 
--NIFRIT---FIKLL----------CCR--YRLLHRARRNSNMPGLRNGL--------- 
 
------------------------------------------------------------ 
 
---------------MGCSAFCPAPLTPNVTSNTTNTTIIDESNC--------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Tetraodon_fluviatilis_5_HT2B_serotonin_receptor_gi17384398 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------MFQAAV------------G 
 
PLQTNI-----------SLP---------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------EETPG--LE--LNWA---- 
 
-------------------------------------------------ALLIVM---VI 



 
IPTIGG----------------------------NILVILAVWLEKKLQ-NA-TNFFLMS 
 
LAVADLLVGLLVMPIALITILY-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------DSDWPLP-----------------EPLCPIWLFLD 
 
VLFSTASIMHLCAISLDR---------YIAI----------------------------- 
 
--------K-KPIQ-HS--QYKS------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------R-AKVMLKIALVW--LISI-------------------- 
 
---------------C----------IAIPIP--I---------KG--------L----R 
 
----------NY------------------------------------------------ 
 
--PH-------PNNITFT-------------S---NH-----------------TCVLKT 
 
DTFQEFIIFGSLVA-------FFIPLTIMMIIYF----LTVRVLRKKV------------ 
 
-------------YL--------------------------------------------- 
 
-------------------L---------RSK---------------------VTQR--- 
 
----------------------------------------------------FS------ 
 
-YPIIS------------------------------------------------------ 
 
------------------TVFQREQAANPPQP-------------------------E-- 
 
QPDSTGN----------------------------------------------------S 
 
LARIQEKTDTDGMSSPTGDEKSFRRLSTMGKK---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 



 
SMQT-----L-----------T--------NEQRA----S-KVLGIVFLLFVV------- 
 
-------------MW---------------------------CP---------------- 
 
--------------------------FF------ITNITSAL------------------ 
 
------------------------------------C--GPCD----------------- 
 
A-NIIG--R--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------L-----M--EI----------FS---------------- 
 
----------WVGYVSSGINP--------------------------------LVYTLFN 
 
--KTFRQA---FTRYI----------TCN--YRNFASKEQGRSFRASTVDR--------- 
 
---------------------------------------------MLTHISPRSSVAENA 
 
KLFTKQEIKNETTDYRSPLGCLQPSAQTSTGVVLDKILLTHTENCKQEERVSCV------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Tetraodon_fluviatilis_5_HT2B_serotonin_receptor_gi17384267 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-MFQAA-----------VGP-----------------------------LQ---T----- 
 
NIS------LP------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 



 
-----------------------------------------EETPG--LE--LNWA---- 
 
-------------------------------------------------ALLIVM---VI 
 
IPTIGG----------------------------NILVILAVWLEKKLQ-NA-TNFFLMS 
 
LAVADLLVGLLVMPIALITILY-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------DSDWPLP-----------------EPLCPIWLFLD 
 
VLFSTASIMHLCAISLDR---------YIAI----------------------------- 
 
--------K-KPIQ-HS--QYKS------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------R-AKVMLKIALVL-------------------------- 
 
---------------Q----------SQFQ----L---------RG--------L----- 
 
------------------------------------------------------------ 
 
------------------------------------G-----------------TTLILT 
 
TS----------------------PLPVTI------------------------------ 
 
-------------HA--------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 



 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------C----------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Canis_familiaris_5_hydroxytryptamine_serotonin_receptor_2B_
gi66864893 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
---------------------------------MAI---SYRISEQS------------T 
 
IPEHIL-----------QSS-----------------FHHLIFANWSGLQTESIP----- 
 
EEM------KQ------------------------------------------------- 
 



------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------TGEQQ--GK--KPQW---- 
 
A------------------------------------------------ALLILT---VI 
 
IPTIGG----------------------------NILVILAISLEKKLQ-YA-TNYFLMS 
 
LAVADLLVGLFVMPIALLTIMF-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------ETIWPLP-----------------LVLCPAWLFLD 
 
VLFSTASIMHLCAISVDR---------YIAI----------------------------- 
 
--------K-KPIQ-AN--QSNS------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------R-ATAFIKITVVW--LISI-------------------- 
 
---------------G----------IAIPVP--I---------RG--------I----- 
 
----------ET------------------------------------------------ 
 
-----------------D-------------R---SN---PSN---------I-TCVLTK 
 
DRFGNFMLYGSLAA-------FFTPLAIMIVTYF----LTIRALQKKA------------ 
 
------------------------------------------------------------ 
 
-----------------------------SLV-----------------------KN--- 
 
----------------------------------------------------KP------ 
 
-PPCLT------------------------------------------------------ 
 



-------------WLTVSTAFRRNETPCSSPE-------------------------K-- 
 
VAMLDGS----------------------------------------------------- 
 
--------HKDRTLPSSSDDLLMRRMSTAGKK---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
SMQT-----I-----------S--------NEQRA----S-KVLGIVFFLFLL------- 
 
-------------MW---------------------------CP---------------- 
 
--------------------------FF------ITNVTLVL------------------ 
 
------------------------------------C--------------D-------- 
 
S-CNQT--T--------------------------------------------------- 
 
-----------------------------------------------LNM---------- 
 
---------------------L-----L--EV----------FV---------------- 
 
----------WIGYVSSGVNP--------------------------------LVYTLFN 
 
--KTFRNA---FGRYI----------TCN--YQAMKSVKTVRKCSSNNYFR--------- 
 
------------------------------------------------------------ 
 
----------------------NGRELKVFHETWNVKWY--------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Homo_sapiens_5_hydroxytryptamine_serotonin_receptor_2B_gi40
254431 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
---------------------------------------MALSYRVS------------E 



 
LQSTIP-----------EHI-----------------LQSTFVHVISSNWSGLQT----- 
 
ESI------PE------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------EMKQIVEEQG--NK--LHWA---- 
 
-------------------------------------------------ALLILM---VI 
 
IPTIGG----------------------------NTLVILAVSLEKKLQ-YA-TNYFLMS 
 
LAVADLLVGLFVMPIALLTIMF-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------EAMWPLP-----------------LVLCPAWLFLD 
 
VLFSTASIMHLCAISVDR---------YIAI----------------------------- 
 
--------K-KPIQ-AN--QYNS------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------R-ATAFIKITVVW--LISI-------------------- 
 
---------------G----------IAIPVP--I---------KG--------I-ETDV 
 
----------DN------------------------------------------------ 
 
-----------P-----N------------------N-----I-----------TCVLTK 
 
ERFGDFMLFGSLAA-------FFTPLAIMIVTYFL---TIHALQKKAY------------ 
 
-------------LV--------------------------------------------- 
 
-------------------K--------NKPP-----------------------QR--- 



 
----------------------------------------------------LT------ 
 
-WLTVS------------------------------------------------------ 
 
------------------------------TV-------------------------F-- 
 
QRDETPC----------------------------------------------------- 
 
--------SSPEKVAMLDGSRKDKALPNSGDE---------------------------- 
 
------------------------------------------------------------ 
 
--------------------------------------------------------TLMR 
 
RTST-----I-----------GKKSVQTISNEQRA----S-KVLGIVFFLFLL------- 
 
-------------MW---------------------------CP---------------- 
 
--------------------------FF------ITNITLVL------------------ 
 
------------------------------------C--------------D-------- 
 
S-CNQT--T--------------------------------------------------- 
 
-----------------------------------------------LQM---------- 
 
---------------------L-----L--EI----------FV---------------- 
 
----------WIGYVSSGVNP--------------------------------LVYTLFN 
 
--KTFRDA---FGRYI----------TCN--YRATKSVKTLRKRSSKIYFR--------- 
 
----------------------------------------------------NPMAENSK 
 
FFKKHGIRNGINPAMYQSPMRLRSSTIQSSSIILLDTLLLTENEGDKTEERVSYV----- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Homo_sapiens_5_HT2B_serotonin_receptor_gi475198 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 



 
------------------------------------------------------------ 
 
---------------------------------------MALSYRVSELQSTIPEHILQS 
 
TFVHVI-----------SSN---------------------WSGLQTESIPEEMK----- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------QIVEE--QGNKLHWA---- 
 
-------------------------------------------------ALLILM---VI 
 
IPTIGG----------------------------NTLVILAVSLEKKLQ-YA-TNYFLMS 
 
LAVADLLVGLFVMPIALLTIMF-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------EAMWPLP-----------------LVLCPAWLFLD 
 
VLFSTASIMHLCAISVDR---------YIAI----------------------------- 
 
--------K-KPIQ-AN--QYNS------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------R-ATAFIKITVVW--LISI-------------------- 
 
---------------G----------IAIPVP--I---------KG--------I----- 
 
----------ET------------------------------------------------ 
 
-----------------D-----------------VD-NPNNI-----------TCVLTK 
 
ERFGDFMLFGSLAA-------FFTPLAIMIVTYF----LTIHALQKKA------------ 



 
----------YLVKN--------------------------------------------- 
 
-----------------------------KPP-----------------------QR--- 
 
----------------------------------------------------LTWLTVST 
 
VFQRDE------------------------------------------------------ 
 
---------------------------------------------------------T-P 
 
CSSPEKV----------------------------------------------------- 
 
-------AMLDGSRKDKALPNSGDETLMRRTS---------------------------- 
 
------------------------------------------------------------ 
 
-----------------------------------------------------TIGKKSV 
 
QTIS--------------------------NEQRA----S-KVLGIVFFLFLL------- 
 
-------------MW---------------------------CP---------------- 
 
--------------------------FF------ITNITLVL------------------ 
 
------------------------------------C---D------------------- 
 
S-CNQT-TL--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------Q-----MLLEI----------FV---------------- 
 
----------WIGYVSSGVNP--------------------------------LVYTLFN 
 
--KTFRDA---FGRYI----------TCN--YRATKSVKTLRKRSSKIYFR--------- 
 
----------------------------------------------------NPMAENSK 
 
FFKKHGIRNGINPAMYQSPMRLRSSTIQSSSIILLDTLLLTENEGDKTEEQVSYV----- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Homo_sapiens_serotonin_receptor_gi558383 



 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------------MALSYRVSELQSTIPEHILQSTFVHVISS 
 
NWSGLQ-----------TES-----------------------------IPEEMK----- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------QIVEE--QGNKLHWA---- 
 
-------------------------------------------------ALLILM---VI 
 
IPTIGG----------------------------NTLVILAVSLEKKLQ-YA-TNYFLMS 
 
LAVADLLVGLFVMPIALLTIMF-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------EAMWPLP-----------------LVLCPAWLFLD 
 
VLFSTASIMHLCAISVDR---------YIAI----------------------------- 
 
--------K-KPIQ-AN--QYNS------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------R-ATAFIKITVVW--LISI-------------------- 
 
---------------G----------IAIPVP-IK---------G---------I----- 
 
----------ET------------------------------------------------ 



 
-----------------D-----------------VD-NPNNI-----------TCVLTK 
 
ERFGDFMLFGSLAA-------FFTPLAIMIVTYF----LTIHALQKKA------------ 
 
----------YLVKN--------------------------------------------- 
 
-----------------------------KPP-----------------------QR--- 
 
----------------------------------------------------LT------ 
 
-WLTVS------------------------------------------------------ 
 
---------------------------------------------------------TVF 
 
QRDETP------------------------------------------------------ 
 
-------CSSPEKVAMLDGSRKDKALPNSGDE---------------------------- 
 
------------------------------------------------------------ 
 
----------------------------------------------TLMRRTSTIGKKSV 
 
QTIS--------------------------NEQRA----S-KVLGIVFFLFLL------- 
 
-------------MW---------------------------CP---------------- 
 
--------------------------FF------ITNITLVL------------------ 
 
------------------------------------C---D------------------- 
 
S-CNQT-TL--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------Q-----MLLEI----------FV---------------- 
 
----------WIGYVSSGVNP--------------------------------LVYTLFN 
 
--KTFRDA---FGRYI----------TCN--YRATKSVKTLRKRSSKIYFR--------- 
 
----------------------------------------------------NPMAENSK 
 
FFKKHGIRNGINPAMYQSPMRLRSSPIQSSSIILLDTLLLTENEGDKTEEQVSYV----- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 



 
--------------------------- 
 
>Rattus_norvegicus_stomach_fundus_serotonin_receptor_gi57305 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------MASSYK---MSEQSTIS------------E 
 
HILQKT-----------CDH-----------------LILTDRSGLKAESAAEEM----- 
 
KQT------AE------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------------------------NQG--NT--VHWA---- 
 
-------------------------------------------------ALLIFA---VI 
 
IPTIGG----------------------------NILVILAVSLEKRLQ-YA-TNYFLMS 
 
LAVADLLVGLFVMPIALLTIMF-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------EATWPLP-----------------LALCPAWLFLD 
 
VLFSTASIMHLCAISLDR---------YIAI----------------------------- 
 
--------K-KPIQ-AN--QCNS------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------R-TTAFVKITVVW--LISI-------------------- 



 
---------------G----------IAIPVP--I---------KG--------I----E 
 
------------------------------------------------------------ 
 
-----------ADVVNAH------------------N-----I-----------TCELTK 
 
DRFGSFMLFGSLAA-------FFAPLTIMIVTYF----LTIHALRKKA------------ 
 
----------YLVRN--------------------------------------------- 
 
-------------------R---------PPQ-----------------------RL--- 
 
----------------------------------------------------TR------ 
 
-WTVST------------------------------------------------------ 
 
--------------------------VLQRED-------------------------S-- 
 
SFSSPEK----------------------------------------------------- 
 
-MVMLDGSHKDKILPNSTDETLMRRMSSAGKK---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
PAQT-----I-----------S--------NEQRA----S-KVLGIVFLFFLL------- 
 
-------------MW---------------------------CP---------------- 
 
--------------------------FF------ITNVTLAL------------------ 
 
------------------------------------C--------------D-------- 
 
S-CNQT--T--------------------------------------------------- 
 
-----------------------------------------------LKT---------- 
 
---------------------L-----L--QI----------FV---------------- 
 
----------WVGYVSSGVNP--------------------------------LIYTLFN 
 
--KTFREA---FGRYI----------TCN--YQATKSVKVLRKCSSTLYFG--------- 
 
----------------------------------------------------NSMVENSK 
 
FFTKHGIRNGINPAMYQSPVRLRSSTIQSSSIILLNTFLTENDGDKVEDQVSYI------ 



 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Rattus_sp_serotonin_receptor_5_hydroxytryptamine_1C_2_recep
tor_5_hydroxytryptamine2F_receptor_5_HT2F_rats_stomach_fundu
s_Peptide_479_aa_gi258794 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
---------------------------------------MASSYK--------------- 
 
-MSEQS-----------TIS-----------------EHILQKTCDHLILT---D----- 
 
RSG------LK------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------AESAAEEMKQTA---------------------ENQGN---T--VHWA---- 
 
-------------------------------------------------ALLIFA---VI 
 
IPTIGG----------------------------NILVILAVSLEKRLQ-YA-TNYFLMS 
 
LAVADLLVGLFVMPIALLTIMF-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------EATWPLP-----------------LALCPAWLFLD 
 
VLFSTASIMHLCAISLDR---------YIAI----------------------------- 



 
--------K-KPIQ-AN--QCNS------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------R-TTAFVKITVVW--LISI-------------------- 
 
---------------G----------IAIP-V-PI---------KG--------I----E 
 
------------------------------------------------------------ 
 
--AD----VVNA-----H------------------N-----I-----------TCELTK 
 
DRFGSFMLFGSLAA-------FFAPLTIMIVTYF----LTIHALRKKA------------ 
 
----------YLVRN--------------------------------------------- 
 
-------------------R---------PPQ-----------------------RL--- 
 
------------------------------------TRW-------------TV------ 
 
--STVL------------------------------------------------------ 
 
------------------QREDS---SFSSPE-------------------------K-- 
 
MAMLDGS---------------------------H------------------------- 
 
---------KDKILPNSIDETLMRRMSSAGKK---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
PAQT-----I-----------S--------NEQRA----S-KVLGIVFLFFLL------- 
 
-------------MW---------------------------CP---------------- 
 
--------------------------FF------ITNVTLAL------------------ 
 
------------------------------------C---D------------------- 
 
S-CNQT--T--------------------------------------------------- 
 
-----------------------------------------------LKT---------- 
 
---------------------L-----L--QI----------FV---------------- 
 
----------WVGYVSSGVNP--------------------------------LIYTLFN 



 
--KTFREA---FGRYI----------TCN--YQATKSVKVLRKCSSTLYFG--------- 
 
----------------------------------------------------NSMVENSK 
 
FFTKHGIRNGINPAMYQSPVRLRSSTIQSSSIILLNTFLTENDGDKVEDQVSYI------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Mus_musculus_serotonin_receptor_gi54090 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
---------------------------------------MASSYKMS------------E 
 
QSTTSE-----------HIL-----------------QKTCDHLILTNRSGLETD----- 
 
SVA------EE------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------------------MKQTVEGQ--GH--TVHW---- 
 
A------------------------------------------------ALLILA---VI 
 
IPTIGG----------------------------NILVILAVALEKRLQ-YA-TNYFLMS 
 
LAIADLLVGLFVMPIALLTIMF-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 



 
-------------------------EAIWPLP-----------------LALCPAWLFLD 
 
VLFSTASIMHLCAISLDR---------YIAI----------------------------- 
 
--------K-KPIQ-AN--QCNT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------R-ATAFIKITVVW--LISI-------------------- 
 
---------------G----------IAIPVP--I---------KG--------I----E 
 
------------------------------------------------------------ 
 
-----------TDVINPH------------------N-----V-----------TCELTK 
 
DRFGSFMVFGSLAA-------FFVPLTIMVVTYFL---TIHTLQKKAY------------ 
 
-------------LV--------------------------------------------- 
 
-------------------K--------NKPP-----------------------QR--- 
 
----------------------------------------------------LT------ 
 
-RWTVP------------------------------------------------------ 
 
------------------TVFLREDSSFSSPE-------------------------K-- 
 
VAMLDGS----------------------------------------------------- 
 
--------HRDKILPNSSDETLMRRMSSVGKR---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
SAQT-----I-----------S--------NEQRA----S-KALGVVFFLFLL------- 
 
-------------MW---------------------------CP---------------- 
 
--------------------------FF------ITNLTLAL------------------ 
 
------------------------------------C--------------D-------- 
 
S-CNQT--T--------------------------------------------------- 
 
-----------------------------------------------LKT---------- 



 
---------------------L-----L--EI----------FV---------------- 
 
----------WIGYVSSGVNP--------------------------------LIYTLFN 
 
--KTFREA---FGRYI----------TCN--YRATKSVKALRKFSSTLCFG--------- 
 
----------------------------------------------------NSMVENSK 
 
FFTKHGIRNGINPAMYQSPMRLRCSTIQSSSIILLDTLLTENDGDKAEEQVSYILQERAG 
 
LILREGDEQDARAPWQVQE----------------------------------------- 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Mus_musculus_Htr2b_protein_gi23274018 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
---------------------------------------MASSYKMS------------E 
 
QSTTSE-----------HIL-----------------QKTCDHLILTNRSGLETD----- 
 
SVA------EE------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------------------MKQTVEGQ--GH--TVHW---- 
 
A------------------------------------------------ALLILA---VI 
 
IPTIGG----------------------------NILVILAVALEKRLQ-YA-TNYFLMS 
 
LAIADLLVGLFVMPIALLTIMF-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 



 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------EAIWPLP-----------------LALCPAWLFLD 
 
VLFSTASIMHLCAISLDR---------YIAI----------------------------- 
 
--------K-KPIQ-AN--QCNS------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------R-ATAFIKITVVW--LISI-------------------- 
 
---------------G----------IAIPVP--I---------KG--------I----E 
 
------------------------------------------------------------ 
 
-----------TDVINPH------------------N-----V-----------TCELTK 
 
DRFGSFMVFGSLAA-------FFAPLTIMVVTYFL---TIHTLQKKAY------------ 
 
-------------LV--------------------------------------------- 
 
-------------------K--------NKPP-----------------------QR--- 
 
----------------------------------------------------LT------ 
 
-RWTVP------------------------------------------------------ 
 
------------------TVFLREDSSFSSPE-------------------------K-- 
 
VAMLDGS----------------------------------------------------- 
 
--------HRDKILPNSSDETLMRRMSSVGKR---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
SAQT-----I-----------S--------NEQRA----S-KALGVVFFLFLL------- 
 
-------------MW---------------------------CP---------------- 
 
--------------------------FF------ITNLTLAL------------------ 
 
------------------------------------C--------------D-------- 



 
S-CNQT--T--------------------------------------------------- 
 
-----------------------------------------------LKT---------- 
 
---------------------L-----L--EI----------FV---------------- 
 
----------WIGYVSSGVNP--------------------------------LIYTLFN 
 
--KTFREA---FGRYI----------TCN--YRATKSVKALRKFSSTLCFG--------- 
 
----------------------------------------------------NSMVENSK 
 
FFTKHGIRNGINPAMYQSPMRLRSSTIQSSSIILLDTLLTENDGDKAEEQVSYI------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Mus_musculus_5_hydroxytryptamine_receptor_2B_variant_gi3341
3605 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
----------------------------------NILVILAVALEKRLQ-YA-TNYFLMS 
 



LAIADLLVGLFVMPIALLTIMF-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------EAIWPLP-----------------LALCPAWLFLD 
 
VLFSTASIMHLCAISLDR---------YIAI----------------------------- 
 
--------K-KPIQ-AN--QCNS------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------R-ATAFIKITVVW-------------------------- 
 
---------------L----------ISIG----M-------------------W----- 
 
------------------------------------------------------------ 
 
------------------------------------------------------GMPLF- 
 
----PYGQNASSG--------IAIPVPI-------------KGIETDV------------ 
 
-------------IN--------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
PHNVTCE----------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
---------L--------------------TKDRF-------------GSFMV------- 
 



------------------------------------------------------------ 
 
--------------------------FG-------------------------------- 
 
------------------------------------------------------------ 
 
--SLAA------------------------------------------------------ 
 
------------------------------------------------------------ 
 
---------------------------F--------------FV---------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Mus_musculus_serotonin_receptor_5_HT2B_gi3850791 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------MASSYKMSEQSTTSE---------------------- 
 
----HILQKT-----------------------------CDHLIL--------------- 
 
-TNRSG-----------LET-----------------------------DS---V----- 
 
AEE------MK------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------QTV---------------------EGQGH---T--VHWA---- 
 



-------------------------------------------------ALLILA---VI 
 
IPTIGG----------------------------NILVILAVALEKRLQ-YA-TNYFLMS 
 
LAIADLLVGLFVMPIALLTIMF-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------EAIWPLP-----------------LALCPAWLFLD 
 
VLFSTASIMHLCAISLDR---------YIAI----------------------------- 
 
--------K-KPIQ-AN--QCNS------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------R-ATAFIKITVVW--LISI-------------------- 
 
---------------G----------IAIP-V-PI---------KG-------IE----T 
 
----------DV------------------------------------------------ 
 
--IN-------P-----H------------------N-----V-----------TCELTK 
 
DRFGSFMVFGSLAA-------FFVPLTIMVVTYF----LTIHTLQKKA------------ 
 
----------YLVKN--------------------------------------------- 
 
-------------------K---------PPQ-----------------------RL--- 
 
----------------------------------------------------TR------ 
 
--WTVP------------------------------------------------------ 
 
------------------------------TV-------------------------F-- 
 
LREDSSF---------------------------S---SPEKVAM--------------- 
 
----LDGSHRDKILPNSSDETLMRRMSSVGKR---------------------------- 
 
------------------------------------------------------------ 
 



------------------------------------------------------------ 
 
SAQT-----I-----------S--------NEQRA----S-KALGVVFFLFLL------- 
 
-------------MW---------------------------CP---------------- 
 
--------------------------FF------ITNLTLAL------------------ 
 
------------------------------------C--------------D-------- 
 
S-CNQT--T--------------------------------------------------- 
 
-----------------------------------------------LKT---------- 
 
---------------------L-----L--EI----------FV---------------- 
 
----------WIGYVSSGVNP--------------------------------LIYTLFN 
 
--KTFREA---FGRYI----------TCN--YRATKSVKALRKFSSTLCFG--------- 
 
----------------------------------------------------NSMVENSK 
 
FFTKHGIRNGINPAMYQSPMRLRSSTIQSSSIILLDTLLTENDGDKAEEQVSYI------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Xenopus_laevis_5HT2B_serotonin_receptor_gi33636340 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-MPTLN-----------PSY-----------------SVGVPNTTASVAVP--------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



------------------------------------------------------------ 
 
-------------------------------------------------E--KCWL---- 
 
-------------------------------------------------ALLTLM---VI 
 
VPTIGG----------------------------NILVIMAISLEKKLQ-NA-TNYFLMS 
 
LAVADLLVGIFVMPVALINILF-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------NQVWQLP-----------------QCVCAIWLFLD 
 
VLFSTASIMHLCAISLDR---------YIAI----------------------------- 
 
--------K-KPIQ-AS--QYNS------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------R-GKTLIKITVVW--VISA-------------------- 
 
---------------G----------IAFPIP--I---------KG-------LL----- 
 
----------DP------------------------------------------------ 
 
-----------------N-------------TTFSAS-----Y-----------TCVIQV 
 
EPFKYFIIYGSMAA-------FFVPFGIMVVIYF----LTIHLLRKKA------------ 
 
-------------YL--------------------------------------------- 
 
-------------------I---------KNK---------------------PPQR--- 
 
----------------------------------------------------LT------ 
 
-WSTVS------------------------------------------------------ 
 
--------------------------TVFQRD-------------------------A-T 
 
PGSSPEK----------------------------------------------------- 
 



-IAMIEGARKDGTLSITGEELPIRRLSSVGKK---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
SMQT-----I-----------T--------NEQRA----S-KVLGIVFFLFVF------- 
 
-------------MW---------------------------CP---------------- 
 
--------------------------FF------LTNVASVL------------------ 
 
------------------------------------CGED-------------------- 
 
Q-CDED--V--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------IK----MLMDI----------FV---------------- 
 
----------WVGYISSGVNP--------------------------------LVYTLFN 
 
--KTFRDA---FRRYI----------KCD--FHGMQSVKLLRNCSSRISFR--------- 
 
----------------------------------------------------NSMAENSK 
 
LIMKHGMKNGINPVMYQSPLRLCNAQLESSAILLDTLLLTENEAGKTEEQASYV------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Gallus_gallus_PREDICTED_similar_to_5_hydroxytryptamine_2C_r
eceptor_5_HT_2C_Serotonin_receptor_2C_5HT_1C_gi50746090 
 
MGPLKIGYSALHPSYSTEVVCEEVLKERDIGLPVGALPICAHSLPQLGAAAAMVVLLLSY 
 
QQWEGTGCCLGFPQQPLWYQLCKEVIIFPVLLGFPHEGYVVWLEMTTVFWVKHPWELHWS 
 
CHSVIVITQSCCNLTVFSSLFARGHIGGGRVGRGGIDC---------------------- 
 
----LIRSVI-----------------------------SGYRVM--------------- 
 
-SASGG-----------GQE-----------------------------VC---M----- 
 
EPC------VQGSFLCRSLDGDVTAWVCCWGWRGKGFVGPGGKADCLNASEMKIEVRMSQ 



 
SLVAAKKKIQRLQAHCGGEERGCERRKGSGILWLSCTEIYNTNKNVVVAESSQRCGRGGV 
 
WLCSYRGTAAPWLYSKESLVSALKLAALPVLIRKRDLNSSGNALSANLTAGWSIDGSMNA 
 
VQRKFYAFSFLKAADKWKFLKCGKNGGPGIQLETAKPTAPQGCWSVVAFHCSQGNQRSSA 
 
LTSSLPTSDPLNASEKGEVS---------------------RMSVR---E--KNWP---- 
 
-------------------------------------------------ALLILV---VI 
 
LLTIGG----------------------------NILVIMAVSLEKKLQ-NA-TNFFLMS 
 
LAVADMLVGILVMPVSLIAVLYATGCVLCCGLMDPSAPNLLPFIDSAQGKTAPNHPQLLL 
 
FEGWCLLQKGLNKTGCVHLVNAAWKHESMYMRLKRQQSCVLVFVLKGDYFHFRCVSFEFV 
 
RYNSEFAFRKANLLYIPFDQLVKNECKERLLIHTAAAALRLRKVCCTVRSRADSLNGFDV 
 
PKSIIALKRMLNIALELECCPVEVFNTAGRVTLRMIRTSLNHFSTLGWQQKPRAVREHLY 
 
HLQEMRLASPAAFIEVLQQRQPRLPPVADREHNCNSEGIADKTANRNESWKTAVWNWLWV 
 
CGAPRAGGIPPERFPCLLLMHVPLSNYAWPLP-----------------KQLCPIWISLD 
 
VLFSTASIMHLCAISLDR---------CSVILDVWVLQGLLLKKLVEENADGNKRKKRKY 
 
AFSLHEYNR-NMLETHF--HTASPAGPSGRASYEPMQHFALGLQESSRKPAGPCSSVSSI 
 
KQHVAKAQGWNHSAPTAGANLRVFACVLQMSPWMSLLLNVNACTSTLKAELQGEPSKFCP 
 
LLSLPLNQHRAGTVVLVEHFNK-TRPNPSLKAVW--STSHR----------------FWD 
 
VWYLMEPKHQKEAFNNKESVARLAEGISMP-I-PV---------IG--------L----Q 
 
----------D------------------DSRV--------------------------- 
 
-----------F------------------------I-----N---------G-TCVLND 
 
E---NFVLIGSFMA-------FFIPLIIMVITYC----LTVQVLQRQA---------TVF 
 
-------------MC--------------------------------------------- 
 
-------------------G---------EVP-----------------------K---- 
 
-------------------------------QRRSSV-N-------------CL------ 
 
--KKEN--NTEHI----------------------------------------S--MLHN 



 
---------------------HE---GASHLN-------------------------S-- 
 
PVSKEAV---------------------------L------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
---------------------------------------------------------FRK 
 
GTMQ-----SI----------N--------NERRA----S-KVLGIVFFLFLI------- 
 
-------------MW---------------------------CP---------------- 
 
--------------------------FF------ITNVMSVL------------------ 
 
------------------------------------C---K----------E-------- 
 
A-CDKD--L--------------------------------------------------- 
 
-----------------------------------------------L------------ 
 
-------------------SEL-----L--DV----------FV---------------- 
 
----------WVGYVCSGVNP--------------------------------LVYTLFN 
 
--KTYRRA---FSSYI----------RC------QYKTSKK--------SALRQNQ---- 
 
----CLNVASTALYGKDLTLTSYRNGNEL-------NSMELD-----------EAEEGLE 
 
MQPGTSELSINSCNVVSERVS--------------------------------------- 
 
--------CV-------------------------------------------------- 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Danio_rerio_PREDICTED_similar_to_WAS_protein_family_member_
3_gi68396549 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



------------------------------------------------------------ 
 
-MALLN-----------TTA---------------------------------------- 
 
SCN------VT------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------LDTD--HS--YSWP---- 
 
-------------------------------------------------ALFILV---II 
 
FFTIAG----------------------------NILVIMAVSIESKLH-NP-TNFFLCS 
 
LAVADMLVGFLVMPISLISILY-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------NHTWPLP-----------------QLLCPLWIFLD 
 
VLFSTASIMHLCAISLDR---------YIGI----------------------------- 
 
--------R-NPFS-IS--HTQS------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------S-RKAMIKIITVW--TISI-------------------- 
 
---------------V----------LSLPIP--V---------MG--------L----- 
 
----------QD------------------------------------------------ 
 
-----------------E-------------QKVFID-----------------CACVLN 
 
EP--RFILVGSIVA-------FFVPLVIMVVCYY----LTLHHLQKHS------------ 
 
-------------KS--------------------------------------------- 
 



-------------------F---------PHD-----------------------SK--- 
 
----------------------------------------------------SS------ 
 
-CMHSS------------------------------------------------------ 
 
------------------------------------------------------------ 
 
IETSDTS----------------------------------------------------- 
 
------FLNSKSSSKMSAFPVIKRSPLKSRQG---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
MNGA-----L-----------E--------NERRA----S-KVLGMVFFLFLI------- 
 
-------------MWSVCVQYLSAVMPLVKRTIEPKHLCRGALPDGVTNELECVTNSTLA 
 
AIIKQLGGLSRHAEDIFGELFNEANSFY----MRMNSLQERVDLLAVKVTQLDSTVEEVS 
 
LQDINMRKAFKSSTIQDQQVVSRNSIPNPVMEVYQRCDKPPPLNILTPYRDDKKDGLKF- 
 
Y-TDPS--Y--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------F-----F--NL---------------------------- 
 
----------WKEKMLQATENKRKEKRRQKQEQKHTEDPTREVKKVRKARNRRQEWNMMA 
 
YDKEFRPD----TRLTPSPYHGMSSEGSL--SPDRSGMSDEHSYPASPNHPQEVGGVGPD 
 
GKDGGPTQTQSLDRAYRPAVSSSAASARQHSLGRVQPHHGPPPADSSLNGPRPAAAKDYS 
 
GHQMHEHFIPPAPPPPPPLIPSSQTAFDSTSGPPSLAPGTMASLRPYSPSPPPAPPSGYT 
 
ASPAHAVMGGPPVAPPPPPPGPPTHAPSPSRAAHPSGDSTLQRKGPVPLIPMSDARSDLL 
 
AAIRRGQWIKANVLSMFVH----------------------------------------- 
 
--------------------------- 
 
>Tetraodon_nigroviridis_unnamed_protein_product_gi47211450 
 
------------------------------------------------------------ 
 



------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------MGGAARTLLG---GFGTAAEG------------A 
 
GQVTWP-----------SHS-----------------PPDLNQTLPWGAGVDNSS----- 
 
QEW------VA------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------RRTAA--KE--KNWP---- 
 
-------------------------------------------------ALLILV---II 
 
ALTVGG----------------------------NILVILAVSLEKKLQ-NA-TNFFLRS 
 
LAVADMLVGILVMPVSLINILY-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------DYAWPLP-----------------SALCPIWIYLD 
 
VLFSTASIMHLCAISLDR---------YLAI----------------------------- 
 
--------R-NPIQ-HS--RFNS------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------R-TKAMMKIAAVW--TISI-------------------- 
 
------GECWLRPPAGTAADPCASAGVSTPIP--V---------IG--------L----H 
 
----------QE------------------------------------------------ 
 
-----------------D-------------K---VL---VNG-----------SCVLNE 
 



ER---FMLIGSFVA-------FFIPLVIMVVTYC----LTIQVGLLLL------------ 
 
------------------------------------------------------------ 
 
-------------------L--------LLLL---------------------LLLS--- 
 
----------------------------------------------------SP------ 
 
-VLHPS------------------------------------------------------ 
 
-------------SSSSRFSQRQASVFLYHVS-------------------------A-G 
 
AGPGRGP----------------------------------------------------- 
 
---WCGGGLPARLAGHRRLQERGGGLPRPPRH---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-DAS-----H--------------------QERETGFQGVGRRLLPLPGHVVS------- 
 
------------------------------------------LL---------------- 
 
--------------------------HHQRGLGAVPRRLRPL------------------ 
 
------------------------------------A----------------------- 
 
A-ARPP--Q--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------R-----LRVGG----------LH---------------- 
 
----------LLGGQPAGLHP-------------------------------------LQ 
 
--PHLPPGLLQLHQVS--------LQRCP--RRRRRRPRLQAPAGGPAVPL--------- 
 
------------------------------------------------------------ 
 
---------ARRHAAAGGRPAPQPLSQRKPGPPWGAGAGRRGRHG--------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 



>Danio_rerio_PREDICTED_similar_to_5_hydroxytryptamine_2C_rec
eptor_5_HT_2C_Serotonin_receptor_2C_5_HT2C_5_HTR2C_5HT_1C_gi
68363100 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------MGAPGGPVLGGFS---STTSSLDL------------V 
 
GWMIWP-----------GNT-----------------TVSLNQSFFGTDYSFNLS----- 
 
SSS------SS------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------SPHGVKREEM--KE--KNWP---- 
 
-------------------------------------------------ALLILV---II 
 
ILTIGG----------------------------NILVILAVSLEKKLQ-NA-TNFFLRS 
 
LAVADMLVGILVMPISLINILY-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------DYAWPLP-----------------SALCPIWIYLD 
 
VLFSTASIMHLCAISLDR---------YVAI----------------------------- 
 
--------R-NPIE-HS--RFNS------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------R-TKAMLKIAAVW--TISI-------------------- 
 



---------------G----------ISMPIP--V---------IG-------LS----N 
 
----------RE------------------------------------------------ 
 
-----------------K-------------V---LK-----N---------G-ICALNE 
 
E---LFILVGSFVA-------FFIPLVIMVVTYC----LTVQALQRQA------------ 
 
-------------TV--------------------------------------------- 
 
------------------FL--------YEGK-----------------------AS--- 
 
----------------------------------------------------SQ------ 
 
-QPLQP------------------------------------------------------ 
 
------------------------------------------------------------ 
 
PAPPSSQ----------------------------------------------------- 
 
---------LVPPLAPSRRSRRDPAGAHGRRG---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
MMQA-----I-----------K--------NERRA----S-KVLGVVFFLFLF------- 
 
-------------MW---------------------------CP---------------- 
 
--------------------------FF------VTNVLYVL------------------ 
 
------------------------------------C--HR------------------- 
 
T-CKET--L--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------LTELLNV--------------FV---------------- 
 
----------WVGYISSGVNP--------------------------------LVYTLFN 
 
--KTYRRA---FSNYM----------HCQ--YRHVGLKPITINVPCPSHAV--------- 
 
--------------------------------------------------VTPILMCDKV 
 
SIDRNSNCRNGDGNGIRNLETLDIDTDTGLELKPGISEISISSGHSHTEHTSSV------ 
 



------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Homo_sapiens_5_hydroxytryptamine_serotonin_receptor_2C_gi55
665890 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------------MVNL---RNAVHSFL------------V 
 
HLIGLL-----------VWQ-----------------CDISVSPVAAIVTDIFNT----- 
 
SDG------GR------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------FKFPD--GV--QNWP---- 
 
-------------------------------------------------ALSIVI---II 
 
IMTIGG----------------------------NILVIMAVSMEKKLH-NA-TNYFLMS 
 
LAIADMLVGLLVMPLSLLAILY-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------DYVWPLP-----------------RYLCPVWISLD 
 
VLFSTASIMHLCAISLDR---------CISS----------------------------- 
 
----------YPCDWTE--GRRK------------------------------------- 



 
------------------------------------------------------------ 
 
---------------------G-VREQHDVRAQR-------------------------- 
 
-------------------------------P-KF---------RS-------YW----- 
 
------------------------------------------------------------ 
 
-----------------V-------------L---RS----------------------- 
 
----FLHTADDYGD-------YVLP-------------DHLRSAPTSF------------ 
 
-------------DV--------------------------------------------- 
 
-------------------------------------------------------TA--- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------RPHRG----T-------------------- 
 
-------------AW--------------------------------------------- 
 
-------------------------------------TKSGF------------------ 
 
----------------------------------------P------------------- 
 
E-VLQE--E--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------------Y-------------------------------- 
 
------------GRGRELCKP--------------------------------------- 
 
------------------------------------------------------------ 



 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Saimiri_boliviensis_5_alpha_hydroxytryptamine_receptor_2C_g
i56122222 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
---------------------------------------RNAVHSFL------------V 
 
HLIGLL-----------VWQ-----------------CDISVSPVAALVTDIFNT----- 
 
SDG------GR------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------FKFPD--GV--QNWP---- 
 
-------------------------------------------------ALAIVI---II 
 
IMTIGG----------------------------NILVIMAVSMEKKLH-NA-TNYFLMS 
 
LAIADMLVGLLVMPLSLLAILY-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



-------------------------DYVWPLP-----------------RYLCPVWISLD 
 
VLFSTASIMHLCAISLDR---------YVAI----------------------------- 
 
--------R-NPXE-HS--RFNS------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------R-TKAIMKIAIVW--AISI-------------------- 
 
---------------G----------VSVPIP--V---------IG--------L----R 
 
----------DE------------------------------------------------ 
 
-----------E-----K-------------V---FV----NN---------T-TCVLND 
 
P---NFVLIGSFVA-------FFIPLTIMVITYCL---TIYVLRRQAL------------ 
 
-------------ML--------------------------------------------- 
 
-------------------------------------------------------LH--- 
 
----------------------------------------------------GH------ 
 
-TEEPP------------------------------------------------------ 
 
-------------------------GLSLDFL-------------------------K-- 
 
CCKRNTA----------------------------------------------------- 
 
------EEENSANPNQDQNARRRKKKERRPRG---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
TMQA-----I-----------N--------NERKA----S-KVLGIVFFVFLI------- 
 
-------------MW---------------------------CP---------------- 
 
--------------------------FF------LTNILSVL------------------ 
 
------------------------------------C--EK------------------- 
 
S-CNQK--L--------------------------------------------------- 
 
-----------------------------------------------MEK---------- 
 



---------------------L-----L--NV----------FV---------------- 
 
----------WIGYVCSGINP--------------------------------LVYTLFN 
 
--KVYRRA---FSNYL----------RCN--YKIEKKPPVRQIPRVAATAL--------- 
 
------------------------------------------------------------ 
 
----SGRELNVNIYRHTNEPVVKKTNDNEPGIEMQVENLELPVNPSSVVSER-------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Macaca_fascicularis_5_hydroxytryptamine_receptor_2C_gi55846
806 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-LIGLL-----------VWQ-----------------CDISVSPVAAIVTDIFNT----- 
 
XXG------GR------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------FKFPD--GV--QNWP---- 
 
-------------------------------------------------ALSIVV---II 
 
IMTIGG----------------------------NILVIMAVSMEKKLH-NA-TNYFLMS 
 
LAIADMLVGLLVMPLSLLAILY-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 



 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------DYVWPLP-----------------RYLCPVWISLD 
 
VLFSTASIMHLCAISLDR---------YVAI----------------------------- 
 
--------R-NPXM---------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------LLHG-------------------- 
 
---------------H----------TEEP-P-GL---------SL-------DF----- 
 
------------------------------------------------------------ 
 
-----------L------------------------------K-----------CCKRNT 
 
AE--EENAANPNQD---------------------------QNARRRR------------ 
 
-------------KK--------------------------------------------- 
 
-------------------E--------RRPR---------------------------- 
 
----------------------------------------------------GT------ 
 
-MQAIN------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------NERKA----S-KVLGIVFFVFLI------- 
 
-------------MW---------------------------CP---------------- 
 
--------------------------FF------ITNILSVL------------------ 
 
------------------------------------C--EK------------------- 



 
S-CNQK--L--------------------------------------------------- 
 
-----------------------------------------------MEK---------- 
 
---------------------L-----L--NV----------FV---------------- 
 
----------WIGYVCSGINP--------------------------------LVYTLFN 
 
--KIYRRA---FSNYL----------RCN--YKVEKKPPVRQIPRVAATAL--------- 
 
------------------------------------------------------------ 
 
----SGRELNVNIYRHTNEPVIKKASDNEPGIEMQAEN---------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Homo_sapiens_edited_5_hydroxytryptamine_receptor_2C_gi70253
45 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------------MVNL---RNAVHSFL------------V 
 
HLIGLL-----------VWQ-----------------CDISVSPVAAIVTDIFNT----- 
 
SDG------GR------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------FKFPD--GV--QNWP---- 
 
-------------------------------------------------ALSIVI---II 
 
IMTIGG----------------------------NILVIMAVSMEKKLH-NA-TNYFLMS 
 



LAIADMLVGLLVMPLSLLAILY-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------DYVWPLP-----------------RYLCPVWISLD 
 
VLFSTASIMHLCAISLDR---------YVAV----------------------------- 
 
--------R-SPVE-HS--RFNS------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------R-TKAIMKIAIVW--AISI-------------------- 
 
---------------G----------VSVPIP--V---------IG--------L----R 
 
----------DE------------------------------------------------ 
 
-----------E-----K-------------V---FV----NN---------T-TCVLND 
 
P---NFVLIGSFVA-------FFIPLTIMVITYCL---TIYVLRRQAL------------ 
 
-------------ML--------------------------------------------- 
 
-------------------------------------------------------LH--- 
 
----------------------------------------------------GH------ 
 
-TEEPP------------------------------------------------------ 
 
-------------------------GLSLDFL-------------------------K-- 
 
CCKRNTA----------------------------------------------------- 
 
------EEENSANPNQDQNARRRKKKERRPRG---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
TMQA-----I-----------N--------NERKA----S-KVLGIVFFVFLI------- 
 



-------------MW---------------------------CP---------------- 
 
--------------------------FF------ITNILSVL------------------ 
 
------------------------------------C--EK------------------- 
 
S-CNQK--L--------------------------------------------------- 
 
-----------------------------------------------MEK---------- 
 
---------------------L-----L--NV----------FV---------------- 
 
----------WIGYVCSGINP--------------------------------LVYTLFN 
 
--KIYRRA---FSNYL----------RCN--YKVEKKPPVRQIPRVAATAL--------- 
 
------------------------------------------------------------ 
 
----SGRELNVNIYRHTNEPVIEKASDNEPGIEMQVENLELPVNPSSVVSERISSV---- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Homo_sapiens_5_HT2c_receptor_human_gi2119501 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------MVNLRNA---VHSFLFFS------------V 
 
HLIGLL-----------VWQ-----------------CDISVSPVAAIVTDIFNT----- 
 
SDG------GR------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------FKFPD--GV--QNWP---- 
 



-------------------------------------------------ALSIVI---II 
 
IMTIGG----------------------------NILVIMAVSMEKKLH-NA-TNYFLMS 
 
LAIADMLVGLLVMPLSLLAILY-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------D-VWPLP-----------------RYLCPVWISLD 
 
VLFSTASIMHLCAISLDR---------YVAI----------------------------- 
 
--------R-NPIE-HS--RFNS------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------R-TKAIMKIAIVW--AISI-------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------------------------------------GK--- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Pan_troglodytes_5_alpha_hydroxytryptamine_receptor_2C_gi561
22298 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------------MVNL---RNAVHSFL------------V 
 
HLIGLL-----------VWQ-----------------CDISVSPVAAIVTDIFNT----- 
 
SDG------GR------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 



 
------------------------------------------------------------ 
 
-----------------------------------------FKFPD--GV--QNWP---- 
 
-------------------------------------------------ALSIVV---II 
 
IMTIGG----------------------------NILVIMAVSMEKKLH-NA-TNYFLMS 
 
LAIADMLVGLLVMPLSLLAILY-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------DYVWPLP-----------------RYLCPVWISLD 
 
VLFSTASIMHLCAISLDR---------YVAI----------------------------- 
 
--------R-NPIE-HS--RFNS------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------R-TKAIMKIAIVW--AISI-------------------- 
 
---------------G----------VSVPIP--V---------IG--------L----R 
 
----------DE------------------------------------------------ 
 
--RK-------------V-------------F---VN-----N---------T-TCVLND 
 
P---NFVLIGSFVA-------FFIPLTIMVITYCL---TIYVLRRQAL------------ 
 
-------------ML--------------------------------------------- 
 
-------------------------------------------------------LH--- 
 
----------------------------------------------------GH------ 
 
-TEEPP------------------------------------------------------ 
 
-------------------------GLSLDFL-------------------------K-- 
 
CCKRNTA----------------------------------------------------- 



 
------EEENSANPNQDQNARRRKKKERRPRG---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
TMQA-----I-----------N--------NERKA----S-KVLGIVFFVFLI------- 
 
-------------MW---------------------------CP---------------- 
 
--------------------------FF------ITNILSVL------------------ 
 
------------------------------------C--EK------------------- 
 
S-CNQK--L--------------------------------------------------- 
 
-----------------------------------------------MEK---------- 
 
---------------------L-----L--NV----------FV---------------- 
 
----------WIGYVCSGINP--------------------------------LVYTLFN 
 
--KIYRRA---FSNYL----------RCN--YKVEKKPPVRQIPRVAATAL--------- 
 
------------------------------------------------------------ 
 
----SGRELNVNIYRHTNEPVIEKASDNEPGIEMQVENLELPVNPSSVVSERISSV---- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Homo_sapiens_5_hydroxytryptamine_serotonin_receptor_2C_gi55
665891 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------MVNLRNAVHSF---LVHLIG--------------- 
 
-LLVWQ-----------CDI-----------------SVSPVAAIVTDIFN---T----- 
 



SDG------GR------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------F---------------------KFPDG---V--QNWP---- 
 
-------------------------------------------------ALSIVI---II 
 
IMTIGG----------------------------NILVIMAVSMEKKLH-NA-TNYFLMS 
 
LAIADMLVGLLVMPLSLLAILY-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------DYVWPLP-----------------RYLCPVWISLD 
 
VLFSTASIMHLCAISLDR---------YVAI----------------------------- 
 
--------R-NPIE-HS--RFNS------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------R-TKAIMKIAIVW--AISI-------------------- 
 
---------------G----------VSVP-I-PV---------IG--------L----R 
 
------------------------------------------------------------ 
 
--DE----EKVF-----V------------------N-----N---------T-TCVLND 
 
P---NFVLIGSFVA-------FFIPLTIMVITYCL---TIYVLRRQAL------------ 
 
-------------ML--------------------------------------------- 
 
-------------------L---------HGH-----------------------TE--- 
 
------------------------------------E-P-------------PG------ 
 



--LSLD------------------------------------------------------ 
 
------------------------------FL-------------------------K-- 
 
CCKRNTA---------------------------E------------------------- 
 
-------EENSANPNQDQNARRRKKKERRPRG---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
TMQA-----I-----------N--------NERKA----S-KVLGIVFFVFLI------- 
 
-------------MW---------------------------CP---------------- 
 
--------------------------FF------ITNILSVL------------------ 
 
------------------------------------C---E----------K-------- 
 
S-CNQK--L--------------------------------------------------- 
 
-----------------------------------------------MEK---------- 
 
---------------------L-----L--NV----------FV---------------- 
 
----------WIGYVCSGINP--------------------------------LVYTLFN 
 
--KIYRRA---FSNYL----------RCN--YKVEKKPPVRQIPRVAATAL--------- 
 
------------------------------------------------------------ 
 
----SGRELNVNIYRHTNEPVIEKASDNEPGIEMQVENLELPVNPSSVVSERISSV---- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Canis_familiaris_5_hydroxytryptamine_serotonin_receptor_2C_
gi54792733 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 



 
--------------------------------MVNL---RKAVHSFL------------V 
 
HLIGLL-----------VWQ-----------------CDISVSPVAALVTDIFNT----- 
 
SDG------GR------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------FKFPD--GV--QNWP---- 
 
-------------------------------------------------ALSIVI---II 
 
ILTIGG----------------------------NILVIMAVSLEKKLH-NA-TNYFLMS 
 
LAIADMLVGLLVMPLSLLAILY-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------DYVWPLP-----------------RYLCPVWISLD 
 
VLFSTASIMHLCAISLDR---------YVAI----------------------------- 
 
--------R-NPVE-HS--RFNS------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------R-TKAIMKIAIVW--AISI-------------------- 
 
---------------G----------VSVPIP--V---------IG--------L----R 
 
----------DE------------------------------------------------ 
 
-----------E-----K-------------V---FV----NN---------T-TCVLND 
 
P---NFVLIGSFVA-------FFIPLTIMVITYC----LTIHVLRRQA------------ 
 
------------------------------------------------------------ 



 
-----------------------------LML-----------------------LH--- 
 
----------------------------------------------------GH------ 
 
-VEEPP------------------------------------------------------ 
 
-------------------------RINLDFL-------------------------K-- 
 
CCRRNGT----------------------------------------------------- 
 
------EEENSANPNQDSNPRRRKKKERRPRG---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
TMQA-----I-----------N--------NERKA----S-KVLGIVFFVFLV------- 
 
-------------MW---------------------------CP---------------- 
 
--------------------------FF------ITNILSVL------------------ 
 
------------------------------------C--GK------------------- 
 
A-CNQK--L--------------------------------------------------- 
 
-----------------------------------------------MEK---------- 
 
---------------------L-----L--NV----------FV---------------- 
 
----------WIGYVCSGINP--------------------------------LVYTLFN 
 
--KIYRRA---FSNYL----------RCN--YKPEKKPPVRQMPRVAATAL--------- 
 
------------------------------------------------------------ 
 
----SGRELNVNIYRHTNEPVLKKANDKEPGIEMQVENLELPVNPSSVVSERISSV---- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Bos_taurus_PREDICTED_similar_to_5_hydroxytryptamine_2C_rece
ptor_5_HT_2C_Serotonin_receptor_2C_5_HT2C_5_HTR2C_5HT_1C_par
tial_gi76659135 



 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
---------------------------------------MAVSLEKKLH-NA-TNYFLMS 
 
LAIADMLVGLLVMPLSLLAILYGLEVDFLKNLHKKYCPVLVIELTLQLYGVELKMKYRTN 
 
TVNTVL------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------DYVWPLP-----------------RYLCPVWISLD 
 
VLFSTASIMHLCAISLDR---------YVAI----------------------------- 
 
--------R-NPIE-HS--RFNS------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------R-TKAIMKIAIVW--AISL-------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 



 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 



 
--------------------------- 
 
>Rattus_norvegicus_5_hydroxytryptamine_serotonin_receptor_2C
_gi17298688 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------------MVNL---GNAVRSLL------------M 
 
HLIGLL-----------VWQ-----------------FDISISPVAAIVTDTFNS----- 
 
SDG------GR------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
----------------------------------------LFQFPD--GV--QNWP---- 
 
-------------------------------------------------ALSIVV---II 
 
IMTIGG----------------------------NILVIMAVSMEKKLH-NA-TNYFLMS 
 
LAIADMLVGLLVMPLSLLAILY-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------DYVWPLP-----------------RYLCPVWISLD 
 
VLFSTASIMHLCAISLDR---------YVAI----------------------------- 
 
--------R-NPIE-HS--RFNS------------------------------------- 
 
------------------------------------------------------------ 
 



---------------------R-TKAIMKIAIVW--AISI-------------------- 
 
---------------G----------VSVPIP--V---------IG--------L----R 
 
----------DE------------------------------------------------ 
 
-----------S-----K-------------V---FV----NN---------T-TCVLND 
 
P---NFVLIGSFVA-------FFIPLTIMVITYFL---TIYVLRRQTL------------ 
 
-------------ML--------------------------------------------- 
 
-------------------L---------RGH-----------------------TE--- 
 
----------------------------------------------------EE------ 
 
-LANMS------------------------------------------------------ 
 
---------------------------LNFLN-------------------------C-- 
 
CCKKNGG----------------------------------------------------- 
 
-------EEENAPNPNPDQKPRRKKKEKRPRG---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
TMQA-----I-----------N--------NEKKA----S-KVLGIVFFVFLI------- 
 
-------------MW---------------------------CP---------------- 
 
--------------------------FF------ITNILSVL------------------ 
 
------------------------------------C--GK------------------- 
 
A-CNQK--L--------------------------------------------------- 
 
-----------------------------------------------MEK---------- 
 
---------------------L-----L--NV----------FV---------------- 
 
----------WIGYVCSGINP--------------------------------LVYTLFN 
 
--KIYRRA---FSKYL----------RCD--YKPDKKPPVRQIPRVAATAL--------- 
 
------------------------------------------------------------ 
 



----SGRELNVNIYRHTNERVARKANDPEPGIEMQVENLELPVNPSNVVSERISSV---- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Mus_musculus_unnamed_protein_product_gi26329999 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------------MVNLG---TAVRSLLV------------H 
 
LIGLLV-----------WQF-----------------DISISPVAAIVTDTFNSS----- 
 
DGG------RL------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------FQFPD--GV--QNWP---- 
 
-------------------------------------------------ALSIVV---II 
 
IMTIGG----------------------------NILVIMAVSMEKKLH-NA-TNYFLMS 
 
LAIADMLVGLLVMPLSLLAILY-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------DYVWPLP-----------------RYLCPVWISLD 
 
VLFSTASIMHLCAISLDR---------YVAV----------------------------- 
 



--------R-NPIE-HS--RFNS------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------R-TKAIMKIAIVW--AISI-------------------- 
 
---------------G----------VSVPIP--V---------IG--------L----R 
 
----------DE------------------------------------------------ 
 
-----------S-----K-------------V---FV----NN---------T-TCVLND 
 
P---NFVLIGSFVA-------FFIPLTIMVITYFL---TIYVLRRQTL------------ 
 
------------------------------------------------------------ 
 
-------------------M---------LLR-----------------------GH--- 
 
----------------------------------------------------TE------ 
 
-EELRN------------------------------------------------------ 
 
--------------------------ISLNFL-------------------------K-- 
 
CCCKKGD----------------------------------------------------- 
 
-------EEENAPNPNPDQKPRRKKKEKRPRG---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
TMQA-----I-----------N--------NEKKA----S-KVLGIVFFVFLI------- 
 
-------------MW---------------------------CP---------------- 
 
--------------------------FF------ITNILSVL------------------ 
 
------------------------------------C--GK------------------- 
 
A-CNQK--L--------------------------------------------------- 
 
-----------------------------------------------MEK---------- 
 
---------------------L-----L--NV----------FV---------------- 
 
----------WIGYVCSGINP--------------------------------LVYTLFN 
 



--KIYRRA---FSKYL----------RCD--YKPDKKPPVRQIPRVAATAL--------- 
 
------------------------------------------------------------ 
 
------SGRELNVNIYRHTNERVVRKANDTEPGIEMQVENLELPVNPSNVVSERISSV-- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Mus_musculus_serotonin_5_HT1c_receptor_gi311885 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-MVNLG-----------TAV-----------------RSLLVHLIGLLVWQFDISISPVA 
 
AIVTDTFNSSD------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------------------GGRLFQFP--DG-VQNWP---- 
 
-------------------------------------------------ALSIVV---II 
 
IMTIGG----------------------------NILVIMAVSMEKKLH-NA-TNYFLMS 
 
LAIADMLVGLLVMPLSLLAILY-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



-------------------------DYVWPLP-----------------RYLCPVWISLD 
 
VLFSTASIMHLCAISLDR---------YVAV----------------------------- 
 
--------R-SPVE-HS--RFNS------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------R-TKAIMKIAIVW--AISI-------------------- 
 
---------------G----------VSVPIP--V---------IG--------L----R 
 
----------DE------------------------------------------------ 
 
-----------------S------------------K-VFVNN---------T-TCVLND 
 
P---NFVLIGSFVA-------FFIPLTIMVITYFL---TIYVLRRQTL------------ 
 
-------------ML--------------------------------------------- 
 
-------------------------------------------------------LR--- 
 
----------------------------------------------------GH------ 
 
-TEEEL------------------------------------------------------ 
 
-------------------------RNISLNF-------------------------L-K 
 
CCCKKGD----------------------------------------------------- 
 
-------EEENAPNPNPDQKPRRKKKEKRPRG---------------------------- 
 
------------------------------------------------------------ 
 
----------------------------------------------------------TM 
 
QAIN--------------------------NEKKA----S-KVLGIVFFVFLI------- 
 
-------------MW---------------------------CP---------------- 
 
--------------------------FF------ITNILSVL------------------ 
 
------------------------------------C--GK------------------- 
 
A-CNQK-LM--------------------------------------------------- 
 
------------------------------------------------------------ 
 



-------------------EKL-----L--NV----------FV---------------- 
 
----------WIGYVCSGINP--------------------------------LVYTLFN 
 
--KIYRRA---FSKYL----------RCD--YKPDKKPPVRQIPRVAATAL--------- 
 
------------------------------------------------------------ 
 
----SGRELNVNIYRHTNERVVRKANDTEPGIEMQVENLELPVNPSNVVSERISSV---- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Danio_rerio_PREDICTED_similar_to_ATP7B_gi68361906 
 
------MALN-------------------------------------------------- 
 
--------------------------------GTAAELRSLGISAEISKDTSMEQKVSLG 
 
NAV--------------------------------------------------------- 
 
--------------------------------------------L--------------- 
 
-NNSMD-----------CNG-----------------------------SE---E----- 
 
RNR------SE------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
----------------------------------------------------FSSS---- 
 
-------------------------------------------DYV---Q--KNWV---- 
 
-------------------------------------------------ALLISL---VI 
 
IITVTG----------------------------NILVIMAVSLERKLQ-NA-TNYFLRS 
 
LAITDMLLGILVMPVAMVTILY-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------GYTWPLP-----------------RTLCPIWIYLD 
 
VLFSTASIMHLCAISLDR---------YIAI----------------------------- 
 
--------R-NPIH-HS--RSNS------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------L-TKARVKIIAAW--TISV-------------------- 
 
---------------G----------TRVE-V-NK---------VE--------N----S 
 
----------L------------------RRKA--------------------------- 
 
-----------E------------------------G-----S---------R-SGSFTN 
 
T---ERSICGSTQNKQERDEVFWDTGTMNKLSPF----SNLAKFISKSPDNGPVGGEQLC 
 
-------------MK--------------------------------------------- 
 
-------------------D---------CKP-----------------------LC--- 
 
---------HC--------------------DPELCV-C-------------SL------ 
 
--PQNS--KDGPTE---------YKENGSQQEGWIPTKHAFDNFGYEPDGLKHS--LVHQ 
 
LPAEEGMVKIQVEGMTCQSCVRS---IEEQIG-------------------------R-- 
 
LEGVIGV---------------------------Q------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
---------------------------------------------------------VSL 
 
SDKE-----AILRFNPAKVTPE--------DMRKR----I-EDMGFDALILALQGQIQPL 
 
STDWSEVTLGVEGMH---------------------------CG---------------- 
 
--------------------------SC------VKNITETL------------------ 
 
------------------------------------S---GM---------L-------- 
 



G-VNSV--F--------------------------------------------------- 
 
-----------------------------------------------VSLEKGSVDLRFD 
 
PSLLTLETVKGFLEEIPPGNFR-----V--SI----------PG---------------- 
 
----------WSSRLNSASTPTQSVTIGIEGMTCNSCVQAIEGMMSQRAGVCSIKVYLQE 
 
--KKGIVT---FDSTV----------TCP--EELRAE-IED--------MGFEAWLNQDS 
 
EICEVSSVSQMPSGLKHLPSQRHPSKPSP-------SPITKENADGTGERELRKCFVHVT 
 
GMTCASCVSNIERSLVKHEAGQYSEHAGVKLAQQRERKRTPGCGDRGITHAFVMLVEKDD 
 
VRHSLTPQGV-------------------------------------------------- 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Danio_rerio_PREDICTED_similar_to_5_hydroxytryptamine_seroto
nin_receptor_2A_gi68366212 
 
------------------------------------------------------------ 
 
---------------------------------------------------------MDG 
 
LPIVTSLSSSSTRMSADLRYRVELTRTMGFESSEERLQ---------------------- 
 
----KAKLLVRSCSLFDRGWRTLLVHRGEAADLSKA---LAGVQFLH------------S 
 
FMTTTT-----------SAQ-----------------DSAWSRVMETSRSPLWLF----- 
 
GDR------ER------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------VEGSVF 
 
KEDRMKQSSGANDCLKDAMKNASPLSELRSVLTSSNLMPFDPDSWTPSPDIMLGNVVHNS 
 
SIGCNRSWTDTEASLLPNLSMIGISSERTELLSSQRCNGETTKEEL--VR--KNWA---- 
 
-------------------------------------------------ALLILV---VV 
 
IVTVAG----------------------------NILVIMAVNLERKLQ-NA-TNYFLMS 
 
LAVADMLLGLLVMPVSMVTIVY-------------------------------------- 



 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------GYSWPFP-----------------ASLCPMWIYLD 
 
VLFSTASIMHLCAISLDR---------YVAI----------------------------- 
 
--------R-NPIR-HN--RSNS------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------R-SRARAKITAVW--TISA-------------------- 
 
---------------S----------ISMPIP--V---------LG--------L----- 
 
----------RD------------------------------------------------ 
 
-----------------H-------------T---KV---FKD---------G-SCLLTD 
 
N---SFVLIGSFVA-------FFVPLTIMVVTYF----LTISALQSEA------------ 
 
-------------TL--------------------------------------------- 
 
-------------------C---------LDQ---------------------LVPR--- 
 
----------------------------------------------------PK------ 
 
-WSTGL------------------------------------------------------ 
 
------------TLNFLPGPSFSPSEKKLFLR-------------------------R-S 
 
LSREPGA----------------------------------------------------- 
 
--------------------DSGVVTPPFGRH---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
NMQS-----I-----------S--------NEQKA----S-KVLGVVFFLFVV------- 
 
-------------MW---------------------------CP---------------- 



 
--------------------------FF------ITNVLAVV------------------ 
 
------------------------------------C--EP----------N-------- 
 
A-CNAN--I--------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------MNRL-----L--NV----------FV---------------- 
 
----------WVGYLSSAVNP--------------------------------LVYTLFN 
 
--KTYRSA---FARYI----------RCQ--FHEEKKPLQLILVNTIPPMA--------- 
 
------------------------------------------------------------ 
 
------------YQSTHLPLTGSIGNGDFSLPLPNKNHHLSKSGKNESVSCL-------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Gallus_gallus_PREDICTED_similar_to_5_hydroxytryptamine_rece
ptor_2A_gi50731215 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------MDTLCDEESSVNPTANPLIQINH---ERRLYRNV------------Y 
 
GPGEIN-----------VSH-----------------FCNLTADPENLTNLSCES----- 
 
PPC------YS------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------SLFQL--SE--KNWP---- 
 



-------------------------------------------------ALLTVI---VI 
 
VLTIAG----------------------------NILVIMAVSLEKKLQ-NA-TNYFLMS 
 
LAIADMLLGFLVMPVSMLTILYDASSPLQQKDQVLQRAPDQPSANSEASTEVLLTRSLTI 
 
FTDDIRISSYVEISYLKI------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------GYKWPLP-----------------RKFCAIWIYLD 
 
VLFSTASIMHLCAISLDR---------YIAI----------------------------- 
 
--------R-NPIY-HS--RFNS------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------R-TKAFAKIIAVW--TISV-------------------- 
 
---------------G----------ISMPIP--V---------FG--------L----- 
 
----------QN------------------------------------------------ 
 
--DC-------------K-------------V---FK-----K---------G-HCLLAD 
 
E---NFVLIGSFAA-------FFIPLTIMVVTYF----LTIRSLQKEA------------ 
 
-------------ML--------------------------------------------- 
 
-------------------C---------VND---------------------IGPK--- 
 
----------------------------------------------------TK------ 
 
-FASFS------------------------------------------------------ 
 
------------------------------FL-------------------------P-- 
 
QSSLSSE----------------------------------------------------- 
 
---------------KLFQRSLNRDMGTSGRR---------------------------- 
 
------------------------------------------------------------ 
 



------------------------------------------------------------ 
 
TMQS-----I-----------S--------NEQKA----S-KVLGIVFFLFVV------- 
 
-------------MW---------------------------CP---------------- 
 
--------------------------FF------ITNVMAVI------------------ 
 
------------------------------------C--KE------------------- 
 
S-CNEE--V--------------------------------------------------- 
 
-----------------------------------------------IGG---------- 
 
---------------------L-----L--NI----------FV---------------- 
 
----------WIGYLSSAVNP--------------------------------LVYTLFN 
 
--KTYRSA---FSRYI----------QCR--YKEEKKPFQLILVNTIPALA--------- 
 
------------------------------------------------------YNSSQL 
 
HLAQMKSLKKEAKLMSKDYSMVTIGIRHMDGTSKGSISPGNEKVSGV------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Cricetulus_griseus_5_HT2_receptor=serotoninergic_receptor_C
hinese_hamsters_Peptide_471_aa_gi238377 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
----------MEILCEDNTSLSSIPNSLMQVDGDSG---LYRNDFNS------------R 
 
DANSSD-----------ASN-----------------WTIDGENRTNLSFEGYLP----- 
 
PTC------LS------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 



 
------------------------------------------------------------ 
 
------------------------------------------ILHL--QE--KNWS---- 
 
-------------------------------------------------AILTAV---VI 
 
ILTIAG----------------------------NILVIMAVSLEKKIQ-NA-TNYFLMS 
 
LAIADMLLGFLVMPVSMLTILY-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------GYRWPIP-----------------SKLCAVWIYLD 
 
VIFSTASIMHLCAISLDR---------YVAI----------------------------- 
 
--------Q-NPIH-HS--RFNS------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------R-TKAFLKIIAVW--TISV-------------------- 
 
---------------G----------VSMPIP--V---------FG--------L----Q 
 
----------DD------------------------------------------------ 
 
-----------S-----K-------------V---FK-----Q---------G-SCLLAD 
 
D---NFVLIGSFVA-------FFIPITIMVITYF----LTIKSLQKEA------------ 
 
-------------TL--------------------------------------------- 
 
-------------------C---------VSD---------------------LSTR--- 
 
----------------------------------------------------AK------ 
 
-LASFS------------------------------------------------------ 
 
-----------------FLPQSSLSSEKLFQR-------------------------S-- 
 
IHREPGS----------------------------------------------------- 



 
---------------------------YTGRR---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
TMQS-----I-----------S--------NEQRA----C-KVLGIVFFLFVV------- 
 
-------------MW---------------------------CP---------------- 
 
--------------------------FF------ITNIMAVI------------------ 
 
------------------------------------C--KE------------------- 
 
S-CNEH--V--------------------------------------------------- 
 
-----------------------------------------------IGA---------- 
 
---------------------L-----L--NV----------FV---------------- 
 
----------WIGYLSSAVNP--------------------------------LVYTLFN 
 
--KTYRSA---FSRYI----------QCQ--YKENRKPLQLILVNTIPALA--------- 
 
------------------------------------------------------YKSSQL 
 
QAGQNKDSKEDAEPTDNDCSMVTLGKQQSEEYCTDNINTYNEKVSCV------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Cricetulus_griseus_unnamed_protein_product_gi49456 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
---------------------------------MEILCEDNTSLSSIPNSLMQVDGDSGL 
 
YRNDFN-----------SRD-----------------ANSSDASNWTIDGENRTNLSFEG 
 
YLP--------------------------------------------------------- 



 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------PTCLSILHLQEKNWS---- 
 
-------------------------------------------------ALLTAV---VI 
 
ILTIAG----------------------------NILVIMAVSLEKKLQ-NA-TNYFLMS 
 
LAIADMLLGFLVMPVSMLTILY-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------GYRWPLP-----------------SKLCAVWIYLD 
 
VLFSTASIMHLCAISLDR---------YVAI----------------------------- 
 
--------Q-NPIH-HS--RFNS------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------R-TKAFLKIIAVW--TISV-------------------- 
 
---------------G----------VSMPIP--V---------FG--------L----- 
 
----------QD------------------------------------------------ 
 
-----------DSKVFKQ------------------G-----------------SCLLAD 
 
D---NFVLIGSFVA-------FFIPLTIMVITYF----LTIKSLQKEA------------ 
 
-------------TL--------------------------------------------- 
 
-------------------------------------------------------CV--- 
 
----------------------------------------------------SD------ 
 
-LSTRA------------------------------------------------------ 



 
-------------KLASFSFLPQSSLSSEKLF-------------------------QRS 
 
IHREPGS----------------------------------------------------- 
 
-------------------------YTGRRTM---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
QSIS--------------------------NEQKA----C-KVLGIVFFLFVV------- 
 
-------------MW---------------------------CP---------------- 
 
--------------------------FF------ITNIMAVI------------------ 
 
------------------------------------C--KE------------------- 
 
S-CNEH-VI--------------------------------------------------- 
 
------------------------------------------------------------ 
 
-------------------GAL-----L--NV----------FV---------------- 
 
----------WIGYLSSAVNP--------------------------------LVYTLFN 
 
--KTYRSA---FSRYI----------QCQ--YKENRKPLQLILVNTIPALA--------- 
 
------------------------------------------------------YKSSQL 
 
QAGQNKDSKEDAEPTDNDCSMVTLGKQQSEETCTDNINTVNEKVSCV------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Cavia_porcellus_5_hydroxytryptamine_2A_receptor_5_HT_2A_Ser
otonin_receptor_2A_5_HT_2_gi543726 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------------------------------KLCAIWIYLD 
 
VLFSTASIMHLCAISLDR---------YVAI----------------------------- 
 
--------Q-NPIH-HS--RFNS------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------R-TKAFLKIIAVW--TISV-------------------- 
 
---------------G----------ISMPVP--V---------FG--------L----Q 
 
----------DD------------------------------------------------ 
 
-----------S-----K-------------V---FK-----E---------G-SCLLAD 
 
D---NFVLIGSFVA-------FFIPLTIMVITYF----LTIKSLQKEA------------ 
 
-------------TL--------------------------------------------- 
 



-------------------C---------VSD---------------------PGTR--- 
 
----------------------------------------------------AK------ 
 
-LSSFS------------------------------------------------------ 
 
-----------------FLPQSSLSSEKLFQR-------------------------S-- 
 
IHRETGS----------------------------------------------------- 
 
---------------------------YAGRR---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
TMQS-----I-----------S--------NEQKA----C-KVLGIVFFLFVV------- 
 
-------------MW---------------------------CP---------------- 
 
--------------------------FF------VTNIMAVI------------------ 
 
------------------------------------C--KE------------------- 
 
S-CNED--V--------------------------------------------------- 
 
-----------------------------------------------IGA---------- 
 
---------------------L-----L--NV----------FV---------------- 
 
----------WIGYLSSAVNP--------------------------------LVYTLFN 
 
--KTYRSA------FA-------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Equus_caballus_5_hydroxytryptamine_receptor_2A_gi32765774 
 
------------------------------------------------------------ 
 



------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------PVSMLTILY-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------GYRWPLP-----------------SKLCAIWIYLD 
 
VLFSTASIMHLCAISLDR---------YVAI----------------------------- 
 
--------Q-NPIH-HS--RFNS------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------R-TRAFLKIIAVW--TISV-------------------- 
 
---------------G----------ISMPVP--V---------FG--------L----- 
 
----------QD------------------------------------------------ 
 
------------------------------------DSKVFKE---------G-SCLLAD 
 



D---NFVLIGSFVA-------FFIPLTIMVITYF----LTIKSLQKEA------------ 
 
-------------TL--------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
CVNDLGT----------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------RAKLA--------------SFSF------- 
 
------------------------------------------LP---------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
QSSLSS--E--------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------KL----------FQ---------------- 
 
------------------------------------------------------------ 
 
--RSIHREPGSYGRRT-------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 



>Rattus_norvegicus_unnamed_protein_product_gi57856 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------------MARG---STIMTSTP------------E 
 
MLNTSE-----------ASN-----------------WTIDAENRTNLSCEGYLP----- 
 
PTC------LS------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------ILHL--QE--KNWS---- 
 
-------------------------------------------------ALLTTV---VI 
 
ILTIAG----------------------------NILVIMAVSLEKKLQ-NA-TNYFLMS 
 
LAIADMLLGFLVMPVSMLTILY-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------GYRWPLP-----------------SKLCAIWIYLD 
 
VLFSTASIMHLCAISLDR---------YVAI----------------------------- 
 
--------Q-NPIH-HS--RFNS------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------R-TKAFLKIIAVW--TISV-------------------- 
 
---------------G----------ISMPIP--V---------FG--------L----Q 
 



----------DD------------------------------------------------ 
 
-----------S-----K-------------V---FK-----E---------G-SCLLAD 
 
D---NFVLIGSFVA-------FFIPLTIMVITYF----LTIKSLQKEA------------ 
 
-------------TL--------------------------------------------- 
 
-------------------C---------VSD---------------------LSTR--- 
 
----------------------------------------------------AK------ 
 
-LASFS------------------------------------------------------ 
 
-----------------FLPQSSLSSEKLFQR-------------------------S-- 
 
IHREPGS----------------------------------------------------- 
 
---------------------------YAGRR---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
TMQS-----I-----------S--------NEQKA----C-KVLGIVFFLFVV------- 
 
-------------MW---------------------------CP---------------- 
 
--------------------------FF------ITNIMAVI------------------ 
 
------------------------------------C--KE------------------- 
 
S-CNEN--V--------------------------------------------------- 
 
-----------------------------------------------IGA---------- 
 
---------------------L-----L--NV----------FV---------------- 
 
----------WIGYLSSAVNP--------------------------------LVYTLFN 
 
--KTYRSA---FSRYI----------QCQ--YKENRKPLQLILVNTIPALA--------- 
 
------------------------------------------------------YKSSQL 
 
QVGQKKNSQEDAEQTVDDCSMVTLGKQQSEENCTDNIETVNEKVSCV------------- 
 
------------------------------------------------------------ 
 



------------------------------------------------------------ 
 
--------------------------- 
 
>Rattus_norvegicus_5_hydroxytryptamine_serotonin_receptor_2A
_gi8393583 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
----------MEILCEDNISLSSIPNSLMQLGDGPR---LYHNDFNS------------R 
 
DANTSE-----------ASN-----------------WTIDAENRTNLSCEGYLP----- 
 
PTC------LS------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------ILHL--QE--KNWS---- 
 
-------------------------------------------------ALLTTV---VI 
 
ILTIAG----------------------------NILVIMAVSLEKKLQ-NA-TNYFLMS 
 
LAIADMLLGFLVMPVSMLTILY-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------GYRWPLP-----------------SKLCAIWIYLD 
 
VLFSTASIMHLCAISLDR---------YVAI----------------------------- 
 
--------Q-NPIH-HS--RFNS------------------------------------- 
 
------------------------------------------------------------ 



 
---------------------R-TKAFLKIIAVW--TISV-------------------- 
 
---------------G----------ISMPIP--V---------FG--------L----Q 
 
----------DD------------------------------------------------ 
 
-----------S-----K-------------V---FK-----E---------G-SCLLAD 
 
D---NFVLIGSFVA-------FFIPLTIMVITYF----LTIKSLQKEA------------ 
 
-------------TL--------------------------------------------- 
 
-------------------C---------VSD---------------------LSTR--- 
 
----------------------------------------------------AK------ 
 
-LASFS------------------------------------------------------ 
 
-----------------FLPQSSLSSEKLFQR-------------------------S-- 
 
IHREPGS----------------------------------------------------- 
 
---------------------------YAGRR---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
TMQS-----I-----------S--------NEQKA----C-KVLGIVFFLFVV------- 
 
-------------MW---------------------------CP---------------- 
 
--------------------------FF------ITNIMAVI------------------ 
 
------------------------------------C--KE------------------- 
 
S-CNEN--V--------------------------------------------------- 
 
-----------------------------------------------IGA---------- 
 
---------------------L-----L--NV----------FV---------------- 
 
----------WIGYLSSAVNP--------------------------------LVYTLFN 
 
--KTYRSA---FSRYI----------QCQ--YKENRKPLQLILVNTIPALA--------- 
 
------------------------------------------------------YKSSQL 



 
QVGQKKNSQEDAEQTVDDCSMVTLGKQQSEENCTDNIETVNEKVSCV------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Mesocricetus_auratus_5_hydroxytryptamine_receptor_2A_gi6317
5434 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
----------MEILCEDNTSLSSIPNSLMQLDGDSR---LYHNDFNS------------R 
 
DANSSD-----------ASN-----------------WTIDAENRTNLSCEGYLP----- 
 
PTC------LS------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------ILHL--QE--KNWS---- 
 
-------------------------------------------------ALLTTV---VI 
 
ILTIAG----------------------------NILVIMAVSLEKKLR-NA-TNYFLMS 
 
LAIADMLLGFLVMPVSMLTILY-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------GYRWPLP-----------------SKLCAVWIYLD 
 



VLFSTASIMHLCAISLDR---------YVAI----------------------------- 
 
--------Q-NPIH-HS--RFNS------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------R-TKAFLKIIAVW--TISV-------------------- 
 
---------------G----------ISMPIP--V---------FG--------L----Q 
 
----------DD------------------------------------------------ 
 
-----------S-----K-------------V---FK-----E---------G-SCLLAD 
 
D---NFVLIGSFVA-------FFIPLTIMVITYF----LTIKSLQKEA------------ 
 
-------------TL--------------------------------------------- 
 
-------------------C---------VSD---------------------LSTR--- 
 
----------------------------------------------------AK------ 
 
-LASFS------------------------------------------------------ 
 
-----------------FLPQSSLSSEKLFQR-------------------------S-- 
 
IHREPGS----------------------------------------------------- 
 
---------------------------YTGRR---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
TMQS-----I-----------S--------NEQKA----C-KVLGIVFFLFVV------- 
 
-------------MW---------------------------CP---------------- 
 
--------------------------FF------ITNIMAVI------------------ 
 
------------------------------------C--KE------------------- 
 
S-CNED--I--------------------------------------------------- 
 
-----------------------------------------------IGA---------- 
 
---------------------L-----L--NV----------FV---------------- 
 



----------WIGYLSSAVNP--------------------------------LVYTLFN 
 
--KTYRSA---FSRYI----------QCQ--YKENRKPLQLILVNTIPALA--------- 
 
------------------------------------------------------YKSGQL 
 
QAGQNKNSKEDSEPAGNDCSMVTLGKQQSDETCTDSINTMNEKVSCV------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Sus_scrofa_5_HT2A_receptor_gi999236 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
----------MDVLCEENTSLSSPTNSFMQLNDDTR---LYHNDFNS------------G 
 
EANTSD-----------AFN-----------------WTVDSENRTNLSCEGCLS----- 
 
PPC------FS------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------LLHL--QE--KNWS---- 
 
-------------------------------------------------ALLTAV---VI 
 
ILTIAG----------------------------NILVIMAVSLEKKLQ-NA-TNYFLMS 
 
LAIADMLLGFLVMPVSMLTILY-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



------------------------------------------------------------ 
 
-------------------------GYRWPLP-----------------SKLCAVWIYLD 
 
VLFSTASIMHLCAISLDR---------YVAI----------------------------- 
 
--------Q-NPIH-HR--RFNS------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------R-TKAFLKIIAVW--TISV-------------------- 
 
---------------G----------ISMPIP--V---------FG--------L----Q 
 
----------DD------------------------------------------------ 
 
-----------S-----K-------------V---FK-----E---------G-SCLLAD 
 
D---NFVLIGSFVS-------FFIPLTIMVITYF----LTIKSLQKEA------------ 
 
-------------TL--------------------------------------------- 
 
-------------------C---------VSD---------------------LGTR--- 
 
----------------------------------------------------AK------ 
 
-LASFS------------------------------------------------------ 
 
-----------------FLPQSSLSSEKLFQR-------------------------S-- 
 
IHREPGS----------------------------------------------------- 
 
----------------------------YGRR---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
TMQS-----I-----------S--------NEQKA----C-KVLGIVFFLFVV------- 
 
-------------MW---------------------------CP---------------- 
 
--------------------------FF------ITNIMAVI------------------ 
 
------------------------------------C--KE------------------- 
 
S-CNED--V--------------------------------------------------- 
 



-----------------------------------------------IGA---------- 
 
---------------------L-----L--NV----------FV---------------- 
 
----------WIGYLSSAVNP--------------------------------LVYTLFN 
 
--KTYRSA---FSRYI----------QCQ--YKENKKPLQLILVNTIPALA--------- 
 
------------------------------------------------------YKSSQL 
 
QTGQKENSKQDDKATENDCTMVALGKQHSEDAPADNSNTVNEKVSCV------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Mus_musculus_5_hydroxytryptamine_serotonin_receptor_2_A_gi8
0478802 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
----------MEILCEDNISLSSIPNSLMQLGDDSR---LYPNDFNS------------R 
 
DANTSE-----------ASN-----------------WTIDAENRTNLSCEGYLP----- 
 
PTC------LS------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------ILHL--QE--KNWS---- 
 
-------------------------------------------------ALLTTV---VI 
 
ILTIAG----------------------------NILVIMAVSLEKKLQ-NA-TNYFLMS 
 
LAIADMLLGFLVMPVSMLTILY-------------------------------------- 
 
------------------------------------------------------------ 



 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------GYRWPLP-----------------SKLCAVWIYLD 
 
VLFSTASIMHLCAISLDR---------YVAI----------------------------- 
 
--------Q-NPIH-HS--RFNS------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------R-TKAFLKIIAVW--TISV-------------------- 
 
---------------G----------ISMPIP--V---------FG--------L----Q 
 
----------DD------------------------------------------------ 
 
-----------S-----K-------------V---FK-----E---------G-SCLLAD 
 
D---NFVLIGSFVA-------FFIPLTIMVITYF----LTIKSLQKEA------------ 
 
-------------TL--------------------------------------------- 
 
-------------------C---------VSD---------------------LSTR--- 
 
----------------------------------------------------AK------ 
 
-LSSFS------------------------------------------------------ 
 
-----------------FLPQSSLSSEKLFQR-------------------------S-- 
 
IHREPGS----------------------------------------------------- 
 
---------------------------YAGRR---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
TMQS-----I-----------S--------NEQKA----C-KVLGIVFFLFVV------- 
 
-------------MW---------------------------CP---------------- 
 
--------------------------FF------ITNIMAVI------------------ 



 
------------------------------------C--KE------------------- 
 
S-CNEN--V--------------------------------------------------- 
 
-----------------------------------------------IGA---------- 
 
---------------------L-----L--NV----------FV---------------- 
 
----------WIGYLSSAVNP--------------------------------LVYTLFN 
 
--KTYRSA---FSRYI----------QCQ--YKENRKPLQLILVNTIPTLA--------- 
 
------------------------------------------------------YKSSQL 
 
QVGQKKNSQEDAEPTANDCSMVTLGNQHSEEMCTDNIETVNEKVSCV------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Canis_familiaris_5_hydroxytryptamine_serotonin_receptor_2A_
gi54607157 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------MDVLFEDNAPLSPTTSSLMP---------------------- 
 
----SNGDPR-----------------------------LYGNDLNA------------G 
 
DANTSD-----------AFN-----------------WTVDAENRTNLSCEGCLS----- 
 
PPC------FS------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------LLHL--QE--KNWS---- 
 
-------------------------------------------------ALLTAV---VI 
 



ILTIAG----------------------------NILVIMAVSLEKKLQ-NA-TNYFLMS 
 
LAIADMLLGFLVMPVSMLTILY-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------GYRWPLP-----------------SKLCAVWIYLD 
 
VLFSTASIMHLCAISLDR---------YVAI----------------------------- 
 
--------Q-NPIH-HS--RFNS------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------R-TKAFLKIIAVW--TISV-------------------- 
 
---------------G----------ISMPIP--V---------FG--------L----Q 
 
----------DD------------------------------------------------ 
 
-----------S-----K-------------V---FK-----E---------G-SCLLAD 
 
D---NFVLIGSFVS-------FFIPLTIMVITYF----LTIKSLQKEA------------ 
 
-------------TL--------------------------------------------- 
 
-------------------C---------VSD---------------------PGTR--- 
 
----------------------------------------------------AK------ 
 
-LASFS------------------------------------------------------ 
 
-----------------FLPQSSLSSEKLFQR-------------------------S-- 
 
IHREPGS----------------------------------------------------- 
 
----------------------------YGRR---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



TMQS-----I-----------S--------NEQKA----C-KVLGIVFFLFVV------- 
 
-------------MW---------------------------CP---------------- 
 
--------------------------FF------ITNIMAVI------------------ 
 
------------------------------------C--KE------------------- 
 
S-CNED--I--------------------------------------------------- 
 
-----------------------------------------------IGA---------- 
 
---------------------L-----L--NV----------FV---------------- 
 
----------WIGYLSSAVNP--------------------------------LVYTLFN 
 
--KTYRSA---FSRYI----------QCQ--YKENKKPLQLILVNTIPALA--------- 
 
------------------------------------------------------YKSSQL 
 
QMGQKKNSKKDAKSTDNDYSMVALGKQHSEDAPTDNINTVNEKVSCV------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Canis_familiaris_5HT2A_receptor_gi2769593 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
----DMLLGFLVMPVSMLTILY-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------GYRWPLP-----------------SKLCAVWIYLD 
 
VLFSTASIMHLCAISLDR---------YVAI----------------------------- 
 
--------Q-NPIH-HS--RFNS------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------R-TKAFLKIIAVW--TISV-------------------- 
 
---------------G----------ISMP-I-PV---------FG--------L----Q 
 
----------DD------------------------------------------------ 
 
--SK-------V-----F------------------K-----E---------G-SCLLAD 
 
D---NFVLIGSFVS-------FFIPLTIMVITYF----LTIKSLQKEA------------ 
 
------------------------------------------------------------ 
 
-------------------T---------LCV-----------------------SD--- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------PGTRA----K-------LASFSF------- 
 
------------------------------------------LP---------------- 
 
--------------------------QS------SLSSEKLF------------------ 
 
---------------------------------------------------Q-------- 
 
R-SIHR--E--------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------P--------------------------------------- 
 
--GSYG------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Homo_sapiens_5_hydroxytryptamine_receptor_5_HT2_receptor_gi
5705916 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 



 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
----------------------------------------------------MQNA---- 
 
------------------------------------------------------------ 
 
-----------------------------------------------------TNYFLMS 
 
LAIADMLLGFLVMPVSMLTILY-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------GYRWPLP-----------------SKLCAVWIYLD 
 
VLFSTASIMHLCAISLDR---------YVAI----------------------------- 
 
--------Q-NPIH-HS--RFNS------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------R-TKAFLKIIAVW--TISV-------------------- 
 
---------------G----------ISMP------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 



 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------IP---------------- 
 
--------------------------VF-------------------------------- 
 
------------------------------------------------------------ 
 
G-LQDD------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Bos_taurus_5_hydroxytryptamine_receptor_2A_gi47564058 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------MDILCEENTSLSSTTNSLMQ---------------------- 
 
----LHADTR-----------------------------LYSTDFNS------------G 
 
EGNTSN-----------AFN-----------------WTVDSENRTNLSCEGCLS----- 



 
PPC------FS------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------LLHL--QE--KNWS---- 
 
-------------------------------------------------ALLTAV---VI 
 
ILTIAG----------------------------NILVIMAVSLEKKLQ-NA-TNYFLMS 
 
LAIADMLLGFLVMPVSTLTILY-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------GYRWPLP-----------------SKLCAVWIYLD 
 
VLFSTASIMHLCAISLDR---------YVAI----------------------------- 
 
--------Q-NPIH-HS--RFNS------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------R-TKAFLKIIAVW--TISV-------------------- 
 
---------------G----------ISMPIP--V---------FG--------L----Q 
 
----------DD------------------------------------------------ 
 
-----------S-----K-------------V---FK-----E---------G-SCLLAD 
 
E---NFVLIGSFVA-------FFIPLTIMVITYF----LTIKSLQKEA------------ 
 
-------------TL--------------------------------------------- 
 
-------------------C---------VSD---------------------PGTR--- 
 
----------------------------------------------------TK------ 



 
-LASFS------------------------------------------------------ 
 
-----------------FLPQSSLSSEKLFQR-------------------------S-- 
 
IHREPGS----------------------------------------------------- 
 
----------------------------YGRR---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
TMQS-----I-----------S--------NEQKA----C-KVLGIVFFLFVV------- 
 
-------------MW---------------------------CP---------------- 
 
--------------------------FF------ITNIMAVI------------------ 
 
------------------------------------C--KE------------------- 
 
S-CNRD--V--------------------------------------------------- 
 
-----------------------------------------------IEA---------- 
 
---------------------L-----L--NV----------FV---------------- 
 
----------WIGYLSSAVNP--------------------------------LVYTLFN 
 
--KTYRSA---FSRYI----------QCQ--YKENKKPLQLILVNTIPALA--------- 
 
------------------------------------------------------YKSSQL 
 
QMGPKKNSKKDDKTTDNDCTMVALGKEHPEDAPADSSNTVNEKVSCV------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Bos_taurus_5_hydroxytryptamine_2A_receptor_gi21665878 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 



 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------------LQ-NA-TNYFLMS 
 
LAIADMLLGFLVMPVSTLTILY-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------GYRWPLP-----------------SKLCAVWIYLD 
 
VLFSTASIMHLCAISLDR---------YVAI----------------------------- 
 
--------Q-NPIH-HS--RFNS------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------R-TKAFLKIIAVW--TISV-------------------- 
 
---------------G----------ISMP------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 



 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------IP---------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Ovis_aries_5_hydroxytryptamine_2A_receptor_gi4038079 
 
------------------------------------------------------------ 



 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
---------------LDR---------YVAI----------------------------- 
 
--------Q-NPIH-HS--RFNS------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------R-TKAFLKIIAVW--TISV-------------------- 
 
---------------G----------ISMPIP--V---------FG--------L----Q 
 
----------DD------------------------------------------------ 
 
-----------S-----K-------------V---FK-----E---------G-SCLLAD 



 
E---NFVLIGSFVA-------FFIPLTIMVITYF----LTIKSLQKEA------------ 
 
-------------TL--------------------------------------------- 
 
-------------------C---------VSD---------------------PGTR--- 
 
----------------------------------------------------TK------ 
 
-LASFS------------------------------------------------------ 
 
--------------FLPQSSLSSEKLFQRSIH-------------------------R-- 
 
EPCAHGR----------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
RTMQ-----SI----------S--------NEQKA----C-KVLGIVFFLFVV------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 



 
>Oryctolagus_cuniculus_5_HT2a_receptor_gi3320905 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-CLSPP-----------CFP---------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------------------------FL--RLQEKNWS---- 
 
-------------------------------------------------ALLTAV---VI 
 
VLTIAG----------------------------NILVIMAVSLEKKLQ-NA-TNYFLMS 
 
LAIADMLLGFLVMPVSMLTILY-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------GYRWPLP-----------------SKLCAVWIYLD 
 
VLFSTASIMHLCAISLDR---------YVAI----------------------------- 
 
--------Q-NPIH-HS------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 



 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 



 
------------------------------------------------------------ 
 
--------------------------- 
 
>Macaca_fascicularis_5_hydroxytryptamine_receptor_2A_gi55846
800 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------TSLSSTTNSLMQLNEDTR---LYSNDFNS------------G 
 
EANTSD-----------AFN-----------------WTVDSENRTNLSCEGCLS----- 
 
PSC------LS------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------LLHL--QE--KNWS---- 
 
-------------------------------------------------ALLTAV---VI 
 
ILTIAG----------------------------NILVIMAVSLEKKLQ-NA-TNYFLMS 
 
LAIADMLLGFLVMPVSMLTILY-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------GYRWPLP-----------------SKLCAVWIYLD 
 
VLFSTASIMHLCAISLDR---------YVAI----------------------------- 
 
--------Q-NPIH-HS--RFNS------------------------------------- 
 



------------------------------------------------------------ 
 
---------------------R-TKAFLKIIAVW--TISV-------------------- 
 
---------------G----------ISMPIP--V---------FG--------L----Q 
 
----------DD------------------------------------------------ 
 
-----------S-----K-------------V---FK-----E---------G-SCLLAD 
 
D---NFVLIGSFVS-------FFIPLTIMVITYF----LTIKSLQKEA------------ 
 
-------------TL--------------------------------------------- 
 
-------------------C---------VSD---------------------LGTR--- 
 
----------------------------------------------------AK------ 
 
-LASFS------------------------------------------------------ 
 
-----------------FLPQSSLSSEKLFQR-------------------------S-- 
 
IHRDPGS----------------------------------------------------- 
 
---------------------------YTGRR---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
TMQS-----I-----------S--------NEQKA----C-KVLGIVFFLFVV------- 
 
-------------MW---------------------------CP---------------- 
 
--------------------------FF------ITNIMAVI------------------ 
 
------------------------------------C--KE------------------- 
 
S-CNED--V--------------------------------------------------- 
 
-----------------------------------------------IGA---------- 
 
---------------------L-----L--NV----------FV---------------- 
 
----------WIGYLSSAVNP--------------------------------LVYTLFN 
 
--KTYRSA---FSRYI----------QCQ--YKENKKPLQLILVNTIPALA--------- 
 



------------------------------------------------------------ 
 
---------------YKSSQLQMGQKKNSKQDAKTTDNDCSMVA---------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Macaca_mulatta_5_HT2A_receptor_gi74136485 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------MDILCEENTSLSSTTNSLMQLNEDTRLYSN 
 
DFNSGE-----------ANT-----------------SDAFNWTVESENRTNLSCEGCLS 
 
PSCLSLLHLQE------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
----------------------------------------------------KNWS---- 
 
-------------------------------------------------ALLTAV---VI 
 
ILTIAG----------------------------NILVIMAVSLEKKLQ-NA-TNYFLMS 
 
LAIADMLLGFLVMPVSMLTILY-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------GYRWPLP-----------------SKLCAVWIYLD 
 



VLFSTASIMHLCAISLDR---------YVAI----------------------------- 
 
--------Q-NPIH-HS--RFNS------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------R-TKAFLKIIAVW--TISV-------------------- 
 
---------------G----------ISMPIP--V---------FG--------L----- 
 
----------QD------------------------------------------------ 
 
-----------------D------------------S-KVFKE---------G-SCLLAD 
 
D---NFVLIGSFVS-------FFIPLTIMVITYF----LTIKSLQKEA------------ 
 
-------------TL--------------------------------------------- 
 
-------------------C---------VSD---------------------LGTR--- 
 
----------------------------------------------------AK------ 
 
-LASFS------------------------------------------------------ 
 
---------------------------------------------------------F-L 
 
PQSSLSS----------------------------------------------------- 
 
-----------EKLFQRSIHRDPGSYTGRRTM---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
QSIS--------------------------NEQKA----C-KVLGIVFFLFVV------- 
 
-------------MW---------------------------CP---------------- 
 
--------------------------FF------ITNIMAVI------------------ 
 
------------------------------------C--KE------------------- 
 
S-CNED-VI--------------------------------------------------- 
 
------------------------------------------------------------ 
 
-------------------GAL-----L--NV----------FV---------------- 
 



----------WIGYLSSAVNP--------------------------------LVYTLFN 
 
--KTYRSA---FSRYI----------QCQ--YKENKKPLQLILVNTIPALA--------- 
 
------------------------------------------------------YKSSQL 
 
QMGQKKNSKQDAKTTDNDCSMVALGKQHSEDASKDNSDGVNEKVSCV------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Pongo_pygmaeus_hypothetical_protein_gi55733153 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
----------MDILCEENTSLSSTTNSLMQLNDDTR---LYSNDFNS------------G 
 
EANTSD-----------AFN-----------------WTVDSENRTNLSCEGCLS----- 
 
PSC------LS------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------LLHL--QE--KNWS---- 
 
-------------------------------------------------ALLTAV---VI 
 
ILTIAG----------------------------NILVIMAVSLEKKLQ-NA-TNYFLMS 
 
LAIADMLLGFLVMPVSMLTILY-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



------------------------------------------------------------ 
 
-------------------------GYRWPLP-----------------SKLCAVWIYLD 
 
VLFSTASIMHLCAISLDR---------YVAI----------------------------- 
 
--------Q-NPIH-HS--RFNS------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------R-TKAFLKIIAVW--TISV-------------------- 
 
---------------G----------ISMPIP--V---------FG--------L----Q 
 
----------DD------------------------------------------------ 
 
-----------S-----K-------------V---FK-----E---------G-SCLLAD 
 
D---NFVLIGSFVS-------FFIPLTIMVITYF----LTIKSLQKEA------------ 
 
-------------TL--------------------------------------------- 
 
-------------------C---------VSD---------------------LGTR--- 
 
----------------------------------------------------AK------ 
 
-LASFS------------------------------------------------------ 
 
-----------------FLPQSSLSSEKLFQR-------------------------S-- 
 
IHREPGS----------------------------------------------------- 
 
---------------------------YTGRR---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
TMQS-----I-----------S--------NEQKA----C-KVLGIVFSLFVV------- 
 
-------------MW---------------------------CP---------------- 
 
--------------------------FF------ITNIMAVI------------------ 
 
------------------------------------C--KE------------------- 
 
S-CNED--V--------------------------------------------------- 
 



-----------------------------------------------IGA---------- 
 
---------------------L-----L--NV----------FV---------------- 
 
----------WIGYLSSAVNP--------------------------------LVYTLFN 
 
--KTYRSA---FSRYI----------QCQ--YKENKKPLQLILVNTIPALA--------- 
 
------------------------------------------------------YKSSQL 
 
QMGQKKNSKQDAKTTDNDCSMVALGKQHSEDASKDNSDGVNEKVSCV------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Pan_troglodytes_PREDICTED_similar_to_5_hydroxytryptamine_se
rotonin_receptor_2A_gi55640257 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
----------MDILCEENTSLSSTTNSLMQLNDDTR---LYSNDFNS------------G 
 
EANTSD-----------AFN-----------------WTVDSENRTNLSCEGCLS----- 
 
PSC------LS------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------LLHL--QE--KNWS---- 
 
-------------------------------------------------ALLTAV---VI 
 
ILTIAG----------------------------NILVIMAVSLEKKLQ-NA-TNYFLMS 
 
LAIADMLLGFLVMPVSMLTILY-------------------------------------- 
 
------------------------------------------------------------ 



 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------GYRWPLP-----------------SKLCAVWIYLD 
 
VLFSTASIMHLCAISLDR---------YVAI----------------------------- 
 
--------Q-NPIH-HS--RFNS------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------R-TKAFLKIIAVW--TISVEMPEKEKKIIGEKSGKLKKG 
 
RNPSRTIFERGTPAHCPNYSSYKSCRISMPIP--V---------FG--------L----Q 
 
----------DD------------------------------------------------ 
 
-----------S-----K-------------V---FK-----E---------G-SCLLAD 
 
D---NFVLIGSFVS-------FFIPLTIMVITYF----LTIKSLQKEA------------ 
 
-------------TL--------------------------------------------- 
 
-------------------C---------VSD---------------------LGTR--- 
 
----------------------------------------------------AK------ 
 
-LASFS------------------------------------------------------ 
 
-----------------FLPQSSLSSEKLFQR-------------------------S-- 
 
IHREPGS----------------------------------------------------- 
 
---------------------------YTGRR---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
TMQS-----I-----------S--------NEQKA----C-KVLGIVFFLFVL------- 
 
------------------------------------------------------------ 
 
---------------------------I------LVNTIPAL------------------ 



 
------------------------------------------------------------ 
 
A-YKSS--Q--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------L-------------------------------------- 
 
----------QMGQKKNSK----------------------------------------- 
 
--QDAKTT----DN------------DCS--MVALGKQHSEEASKDNSDGVNEKVSCV-- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Homo_sapiens_serotonin_receptor_gi177776 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------TSLSSTTNSLMQLNDDTR---LYSNDFNS------------G 
 
EANTSD-----------AFN-----------------WTVDSENRTNLSCEGCLS----- 
 
PSC------LS------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------LLHL--QE--KNWS---- 
 
-------------------------------------------------ALLTAV---VI 
 
ILTIAG----------------------------NILVIMAVSLEKKLQ-NA-TNYFLMS 



 
LAIADMLLGFLVMPVSMLTILY-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------GYRWPLP-----------------SKLCAVWIYLD 
 
VLFSTASIMHLCAISLDR---------YVAI----------------------------- 
 
--------Q-NPIH-HS--RFNS------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------R-TKAFLKIIAVW--TISV-------------------- 
 
---------------G----------ISMPIP--V---------FG--------L----Q 
 
----------DD------------------------------------------------ 
 
-----------S-----K-------------V---FK-----E---------G-SCLLAD 
 
D---NFVLIGSFVS-------FFIPLTIMVITYF----LTIKSLQKEA------------ 
 
-------------TL--------------------------------------------- 
 
-------------------C---------VSD---------------------LGTR--- 
 
----------------------------------------------------AK------ 
 
-LASFS------------------------------------------------------ 
 
-----------------FLPQSSLSSEKLFQR-------------------------S-- 
 
IHREPGS----------------------------------------------------- 
 
---------------------------YTGRR---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
TMQS-----I-----------S--------NEQKA----C-KVLGIVFFLFVV------- 



 
-------------MW---------------------------CP---------------- 
 
--------------------------FF------ITNIMAVI------------------ 
 
------------------------------------C--KE------------------- 
 
S-CNED--V--------------------------------------------------- 
 
-----------------------------------------------IGA---------- 
 
---------------------L-----L--NV----------FV---------------- 
 
----------WIGYLSSAVNP--------------------------------LVYTLFN 
 
--KTYRSA---FSRYI----------QCQ--YKENKKPLQLILVNTIPALA--------- 
 
------------------------------------------------------------ 
 
-------YKSSQLQMGQKKNSKQDAKTTDNDCSMVALGKQHSEEASKDNSDGV------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Homo_sapiens_5_hydroxytryptamine_serotonin_receptor_2A_gi55
958068 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------MDILCEENTSLSSTTNSLMQLNDDTRLYSN 
 
DFNSGE-----------ANT-----------------SDAFNWTVDSENRTNLSCEGCLS 
 
PSCLSLLHLQE------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



----------------------------------------------------KNWS---- 
 
-------------------------------------------------ALLTAV---VI 
 
ILTIAG----------------------------NILVIMAVSLEKKLQ-NA-TNYFLMS 
 
LAIADMLLGFLVMPVSMLTILY-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------GYRWPLP-----------------SKLCAVWIYLD 
 
VLFSTASIMHLCAISLDR---------YVAI----------------------------- 
 
--------Q-NPIH-HS--RFNS------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------R-TKAFLKIIAVW--TISV-------------------- 
 
---------------G----------ISMPIP--V---------FG--------L----- 
 
----------QD------------------------------------------------ 
 
-----------------D------------------S-KVFKE---------G-SCLLAD 
 
D---NFVLIGSFVS-------FFIPLTIMVITYF----LTIKSLQKEA------------ 
 
-------------TL--------------------------------------------- 
 
-------------------C---------VSD---------------------LGTR--- 
 
----------------------------------------------------AK------ 
 
-LASFS------------------------------------------------------ 
 
---------------------------------------------------------F-L 
 
PQSSLSS----------------------------------------------------- 
 
-----------EKLFQRSIHREPGSYTGRRTM---------------------------- 
 



------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
QSIS--------------------------NEQKA----C-KVLGIVFFLFVV------- 
 
-------------MW---------------------------CP---------------- 
 
--------------------------FF------ITNIMAVI------------------ 
 
------------------------------------C--KE------------------- 
 
S-CNED-VI--------------------------------------------------- 
 
------------------------------------------------------------ 
 
-------------------GAL-----L--NV----------FV---------------- 
 
----------WIGYLSSAVNP--------------------------------LVYTLFN 
 
--KTYRSA---FSRYI----------QCQ--YKENKKPLQLILVNTIPALA--------- 
 
------------------------------------------------------YKSSQL 
 
QMGQKKNSKQDAKTTDNDCSMVALGKQHSEEASKDNSDGVNEKVSCV------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Panulirus_interruptus_type_2_serotonin_receptor_gi45331303 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------MPAFGDF---GLATATTTTTATSSSLDHGEF 
 
VHVISL-----------STL-----------------GYPGNLSYGRENETSAATWEEVV 
 
GGG------GG------------------------------------------------- 
 
------------------------------------------------------------ 
 



------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------GGPPP--AA--NWW----- 
 
-------------------------------------------------GLVALL---VV 
 
LLTLFG----------------------------NILLILAISWDRRLQ-NM-TNYFLLS 
 
LAVTDLMVASLVMPLSIVVLIL-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-HFPFS-----------------SELCLLWISLD 
 
VLFCTASIMHLCTLSVDR---------FLSL----------------------------- 
 
--------R-YPMK-FG--RHKT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------R-RRVVLKIVLVW--CLSL-------------------- 
 
---------------A----------ASLPLS-LM---------YA-------------T 
 
----------DP------------------------------------------------ 
 
-----------------H-------------STIVDG-----------------VCQIPV 
 
S---LFQIIGSVIC-------FYIPLIIMLVTYALTA-RLLSKKQSEL------------ 
 
-------------QS--------------------------------------------- 
 
------------TVLEAPSA-------SPSPR---------------------SIRWKKL 
 
LCKTTSNLSTSTA-------VSITDGDISDSGCRLDTRCEEGKLRRF---GSSP------ 
 
-LRRPPLVRYTSHHYRAALLRGGGCGARGYSSRDLKGDGSGAGVEDRLFPHLPTSPAYEL 
 
SVFPQGPCSAPTSTTTSPLHRSHHDADDHSQL-------------------------E-T 
 



NPEERGG-----------------------------------------------PKGSQV 
 
HAPSPSCEQNGDPRRRGAAEECSEECEGGDSSSSHVAVPCSCAPRFFLEDIKASSDSQCE 
 
ECTDPRPHEMEAPYRNHQRRRSQESRQRQEGRGRGCCPEEESGWCCPCLRTRLTLRRQNG 
 
SQGAEVPLSSPWHEGASPPRTTPDLVTRTALRSGGQVTTLLHKAGSTDSSSVGALPSSSR 
 
GLWR-----QRSCSASIKYVSSKRHGRNIRMEQKA----T-KVLGVVFFTFVL------- 
 
-------------LW---------------------------AP---------------- 
 
--------------------------FF------IANVLIS------------------- 
 
------------------------------------C--GA------------------- 
 
H-IEGE--M--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------I--------NL----------VT---------------- 
 
----------WLGYASSMVNP--------------------------------FFYTFFN 
 
--KTFRQT---FLKIL----------KCQ--MKSSRKYHL-------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Anopheles_gambiae_str_PEST_ENSANGP00000006270_gi55246274 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------E-------------------------YCLVWICLD 
 
VLFCTASIMHLCTISVDR---------YLSL----------------------------- 
 
--------R-YPMK-FG--RNKT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------R-RRVVLKISFVW--LLSI-------------------- 
 
---------------A----------MSLPLS-LM---------YS--------K----N 
 
------------------------------------------------------------ 
 
-----------H-----A-------------S---VL----VD---------G-TCQIPD 
 
P---VYKLVGSIVC-------FYIPLCVMLITYT----LTVRLLAQQS------------ 
 
-------------EN--------------------------------------------- 
 
-------------------L---------GGV-----------------------GS--- 
 
------------------------------------G---------------GG------ 
 



-WSSGS------------------------------------------------------ 
 
-------------------TVPTLATTTMAVR-------------------------S-- 
 
HHSRNSS----------------------------------------------------- 
 
----------------------MISRNSSRHG---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
RIIR-----L---------------------EQKA----T-KVLGVVFFTFVI------- 
 
-------------LW---------------------------AP---------------- 
 
--------------------------FF------VLNLLPSV------------------ 
 
------------------------------------C--------------K-------- 
 
H-CEDN--I--------------------------------------------------- 
 
-----------------------------------------------DQW---------- 
 
---------------------V-----F--EF----------VT---------------- 
 
----------WLGYASSLVNP--------------------------------IFYTIFN 
 
--KAFRDA---F-R---------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Strongylocentrotus_purpuratus_PREDICTED_similar_to_Beta_1_a
drenergic_receptor_Beta_1_adrenoceptor_Beta_1_adrenoreceptor
_gi72087290 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



------------------------------------------------------------ 
 
-------------------------------------------MS--------------- 
 
-DQLGT-----------MAT-----------------------------PT---Q----- 
 
VTA------TS------------------------------------------------- 
 
------------------------------------------------------------ 
 
-D---------------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------------------------------P---F--QGPD---- 
 
------------------------------------IV--V--------IIVLSL---IA 
 
LCGAFG----------------------------NALVVVAVYKTRVLH-TV-TNHFIVS 
 
LACADLFVSICIMPFAVVTQSL-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------NGRWLFG-----------------QIFCSIWSSLD 
 
ILCCTASTLNLCAVSVDR---------YIAI----------------------------- 
 
--------T-SPLK-YH--VAMT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------R-ARALGIICVVW--LFSM-------------------- 
 
---------------F----------LATT----Q---------LI--------W----K 
 
----------HF-----------------------------------------IG----- 
 
--QT----AELM-----P------------------G-----F---------E-ICPYAL 
 
DR--TFRMYAASSS-------FFIPLTVVIILYA----RIFRVAYKQA------------ 
 



-------------RQ---------------I----------------------------- 
 
-------------------N---------ATH-----------------------DQ--- 
 
------------------------------------L-Q-------------TS------ 
 
--HPSR-----------------------------------------------A------ 
 
------------------------------QM-------------------------R-- 
 
RNDSVEN---------------------------G------------------------- 
 
----NNNAPPNAPSNHQLRKASRMSIEFGIAS---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
REVY-----PH----------RQS------REVKA----F-KTVAAVLGAFII------- 
 
-------------CW---------------------------IP---------------- 
 
--------------------------FS------VTFVVEAY------------------ 
 
------------------------------------C---R----------K-------- 
 
C-HLPV--S--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------M-----M--DT----------FL---------------- 
 
----------WLGYVNSVVNP--------------------------------FIYAFFN 
 
--RTFRTS---FIRVL------GLHSRTS--CCGHTIDEDDYRSTIMA------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Anopheles_gambiae_str_PEST_ENSANGP00000004047_gi55244551 
 



------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------------IHRRS-------- 
 
-------CSFRFLPFLSFSFTE-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
---------------------------SWQLG-----------------WILCDIWISLD 
 
VLLCTASILSLCAISVDR---------YLAV----------------------------- 
 
--------T-RPLT-YSK-RRRS------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------K-RLALLMIFVVW--LVAL-------------------- 
 
---------------A----------ITCP-P--I---------LG--------W----Y 
 
----------DQ------------------------------------------------ 
 



-----------------D-------------RRTLQS-----Y-----------ECHYNQ 
 
NK--GYVVFSAMGS-------FFIPMTVMLYVYS----KICCVLTSRQ------------ 
 
-------------NR--------------------------------------------- 
 
-------------------M---------TKT---------------------EVSG--- 
 
----------------------------------------------------IR------ 
 
-RARSP------------------------------------------------------ 
 
---------------------------------------------------------I-Y 
 
SNCLSTC----------------------------------------------------- 
 
PLTLRLCQISLSESCASNVTTNATKVRLHGKR---------------------------- 
 
------------------------------------------------------------ 
 
---------------------------------------------------------IPI 
 
RISS-----L-----------K--------RETKT----A-QTLSMVVGGFIA------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------VYYLLMPF------------------ 
 
------------------------------------I--PD------------------- 
 
D-SKSD--D--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------L-----M--EF----------LT---------------- 
 
----------WLGWINSAINP--------------------------------FIYAFYN 
 
--VDFRVA---FWRLT-------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



--------------------------- 
 
>Apis_mellifera_PREDICTED_similar_to_ENSANGP00000004047_gi66
501456 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-MANQT-----------ANY-----------------------------YG---D----- 
 
VYQ------WN------------------------------------------------- 
 
------------------------------------------------------------ 
 
-H---------------------------------------------------------- 
 
------------------------------------------------------------ 
 
-----------TVSSGERDT---------------------RTEYY---L--PNWT---- 
 
D-----------------------------------LV--L--------AGLFTM---LI 
 
IVTIVG----------------------------NTLVIAAVITTRRLR-SV-TNCFVSS 
 
LAAADLLVGLAVMPPAVLLQLT-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------GGTWELG-----------------PMLCDSWVSLD 
 
ILLCTASILSLCAISIDR---------YLAV----------------------------- 
 
--------T-QPLI-YS-RRRRS------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------K-RLAGLMIVAVW--VLAG-------------------- 



 
---------------A----------ITSP-P--L---------LG--------C----F 
 
----------PR------------------------------------------------ 
 
--AT----NRDI-----K------------------------------------KCSYNM 
 
DS--SYVIFSAMGS-------FFLPMLVMLYVYG----RISCVIASRH------------ 
 
-------------RN---------------L----------------------------- 
 
-------------------E---------ATE-----------------------SE--- 
 
------------------------------------N-V-------------RP------ 
 
--RRNV-----------------------------------------------L------ 
 
-------------------IERA---KSIRAR-------------------------R-- 
 
TECVTNS---------------------------V------------------------- 
 
----TCDRPSDEAEPSSTSKKSGIVRSHQQSC---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--IN-----RV----------A--------RETKT----A-GTLAVVVGGFVA------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------ILYLATPF------------------ 
 
------------------------------------V---P----------V-------- 
 
E-P-PD--I--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------L-----M--PA----------LT---------------- 
 
----------WLGWINSAINP--------------------------------FIYAFYS 
 
--ADFRLA---FWRLT----------CRK--CFKSRTNLDPSNRKLPAPANWKKDTTRT- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 



 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Aplysia_californica_5_hydroxytryptamine_1_receptor_5_HTB1_S
erotonin_receptor_1_gi2494930 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
---------M-----------------------------KSLKSS--------------- 
 
-THDVP-----------HPE-----------------------------HV---V----- 
 
WAP------PA------------------------------------------------- 
 
------------------------------------------------------------ 
 
-Y---------------------------------------------------------- 
 
------------------------------------------------------------ 
 
-------------------D---------------------EQHHL---F--FSHG---- 
 
T-----------------------------------VL--I--------GIVGSL---II 
 
TVAVVG----------------------------NVLVCLAIFTEPILSHSK-SNFFIVS 
 
LAVADLLLALLVMTFALVNDMY-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-YWLFG-----------------ETFCFIWMSAD 
 
VMCETASIFSICVISYDR---------LKQV----------------------------- 
 



--------Q-KPLH-YE--EFMT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------T-TRALLIIACLW--ICSF-------------------- 
 
---------------V----------LSFV-P-IF---------LE--------W----H 
 
----------EL--------------SVEEIKAIFKDNKTEKEKALEAHNFSSALNQTLG 
 
DNQK-------S-----N------------------A-----K---------H-VCLFDV 
 
HF--TYSVIYSFIC-------FYVPCTLMLTNYL----RLFLIAQTHQ------------ 
 
-------------VR---------------I----------------------------- 
 
-------------------R---------SLQ-----------------------MT--- 
 
------------------------------------N-P-------------PQ------ 
 
--LRGQ-----------------------------------------------G------ 
 
---------------------------------------------------------A-- 
 
SSYRNQG---------------------------T------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------QGSKA----A-RTLTIITGTFLA------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------IINPIAAA------------------ 
 
--------------------------------------------------DE-------- 
 
H-LIPL--E--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------C-----F--MV----------TI---------------- 
 
----------WLGYFNSSVNP--------------------------------IIYGTSN 
 



--SKFRAA---FKRLL----------RCR--SVKSVVGSISPVSPAYRAFS--------- 
 
--------------------------------------------WIRPSRLDLSSSEHPS 
 
DACDTGRGKNSKGGDCATADPTKPDVSVSEEIIYAGTKVFDSDTAFSS------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Homo_sapiens_dopamine_receptor_D3_isoform_e_gi56549127 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-MASLS-----------QLS-----------------SHL---------------NY--- 
 
TCG------AE------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------NSTGA---S--QARP---- 
 
H-----------------------------------AY--Y--------ALSYCA---LI 
 
LAIVFG----------------------------NGLVCMAVLKERALQ-TT-TNYLVVS 
 
LAVADLLVATLVMPWVVYLEVT-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



-------------------------GGVWNFS-----------------RICCDVFVTLD 
 
VMMCTASILNLCAISIDR---------YTAV----------------------------- 
 
--------V-MPVH-YQHGTGQS------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------SCRRVALMITAVW--VLAF-------------------- 
 
---------------A----------VSCP-L--L---------FG--------F----N 
 
-----TT-GDPT------------------------------------------------ 
 
------------------------------------------------------VCSISN 
 
PD---FVIYSSVVS-------FYLPFGVTVLVYA----RIYVVLKQRR------------ 
 
-------------RK--------------------------------------------- 
 
-------------------R-ILT--RQNSQC---------------------NSVR--- 
 
----------------------------------------------------PG------ 
 
-FPQQT------------------------------------------------------ 
 
------------------------------------------------------------ 
 
LSPDPAH-----------------------------------------------LEL--- 
 
--KRYYSICQDTALG-------GPGFQERGGE---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------LK---------------REEKTRN 
 
SLMP-----L--------------------REKKA----T-QMVAIVLGAFIV------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------LTHVLNTH------------------ 
 
------------------------------------C--QT------------------- 
 
C-HVSP--E--------------------------------------------------- 
 
------------------------------------------------------------ 
 



---------------------L-----Y--SA----------TT---------------- 
 
----------WLGYVNSALNP--------------------------------VIYTTFN 
 
--IEFRKA---FLKIL----------SC-------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Rattus_norvegicus_dopamine_receptor_subtype_D2_gi203906 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-MDPLN-----------LSW-----------------YDDDLERQNWSRPFNGSE----- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------GKADR--PH--YNYY---- 
 
-------------------------------------------------AMLLTL---LI 
 
FIIVFG----------------------------NVLVCMAVSREKALQ-TT-TNYLIVS 
 
LAVADLLVATLVMPWVVYLEVV-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-EWKFS-----------------RIHCDIFVTLD 
 
VMMCTASILNLCAISIDR---------YTAV----------------------------- 
 
--------A-MPML-YN--TRYS------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------SKRRVTVMIAIVW--VLSF-------------------- 
 
---------------T----------ISC--P-LL---------FG--------L----- 
 
------------------------------------------------------------ 
 
------------------------------------N-NTDQN-----------ECIIAN 
 
P---AFVVYSSIVS-------FYVPFIVTLLVYI----KIYIVLRKRR------------ 
 
-------------KR--------------------------------------------- 
 
-------------------VNTKRSSRAFRAN-----------------------LK--- 
 
----------------------------------------------------TP------ 
 
-LKDAA------------------------------------------------------ 
 
------RRAQELEMEMLSSTSPPERTRYSPIP-------------------------P-S 
 
HHQLT------------------------------------------------------- 
 
--------LPDPSHHGLHSNPDSPAKPEKNGH---------------------------- 
 
------------------------------------------------------------ 
 
-----------------------------AKIVNPRIAKFFEIQTMPNGKTRTSLKTMSR 
 
RKLS-----Q-----------Q--------KEKKA----T-QMLAIVLGVFII------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------ITHILNIH------------------ 
 
------------------------------------C---D------------------- 
 



C-NIPP--V--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------L-----Y--SA----------FT---------------- 
 
----------WLGYVNSAVNP--------------------------------IIYTTFN 
 
--IEFRKA---FMKIL----------HC-------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Mus_musculus_unnamed_protein_product_gi26336416 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
---------------------------------------LGNSSA--------------- 
 
-TEDGG------------LL-----------------------------AG---R----- 
 
GP---------------------------------------------------------- 
 
------------------------------------------------------------ 
 
-K---------------------------------------------------------- 
 
------------------------------------------------------------ 
 
-------------------S---------------------LGTGA---G--LGGA---- 
 
G-----------------------------------AA--A--------LVGGVL---LI 
 
GLVLAG----------------------------NSLVCVSVASERTLQ-TP-TNYFIVS 
 
LAAADLLLAVLVLPLFVYSEVQ-------------------------------------- 
 



------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------GGVWLLS-----------------PRLCDTLMAMD 
 
VMLCTASIFNLCAISVDR---------FVAV----------------------------- 
 
--------T-VPLR-YN--QQ--------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------G-QCQLLLIAATW--LLSA-------------------- 
 
---------------A----------VASP-V--V---------CG--------L----N 
 
----------DV------------------------------------------P----- 
 
-----------G-----R------------------D-----P---------A-VCCLEN 
 
RD---YVVYSSVCS-------FFLPCPLMLLLYW----ATFRGLRRWE------------ 
 
-------------AA--------------------------------------------- 
 
-------------------R---------HTK-----------------------LH--- 
 
------------------------------------S-R--------------------- 
 
------------------------------------------------------------ 
 
--APRRPS---------------------GPG-------------------------P-- 
 
PVSDPTQ---------------------------G------------------------- 
 
------PFFPDCPPPLPSLRTSPSDSSRPESE---------------------------- 
 
------------------------------------------------------------ 
 
----------------------------LSQRPCSPGCLLAD----AALPQPPEPSSRRR 
 
RGAK-----IT----------G--------RERKA----M-RVLPVVVGAFLV------- 
 
-------------CW---------------------------TP---------------- 
 



--------------------------FF------VVHITRAL------------------ 
 
------------------------------------C---P----------A-------- 
 
C-FVSP--R--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------L-----V--SA----------VT---------------- 
 
----------WLGYVNSALNP--------------------------------IIYTIFN 
 
--AEFRSV---FRKTL-----RL---RC-------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Mus_musculus_Drd4_protein_gi30802171 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------GT-----------------------------MGNSSA--------------- 
 
-TEDGG------------LL-----------------------------AG---R----- 
 
GP---------------------------------------------------------- 
 
------------------------------------------------------------ 
 
-E---------------------------------------------------------- 
 
------------------------------------------------------------ 
 
-------------------S---------------------LGTGA---G--LGGA---- 
 
G-----------------------------------AA--A--------LVGGVL---LI 
 



GLVLAG----------------------------NSLVCVSVASERTLQ-TP-TNYFIVS 
 
LAAADLLLAVLVLPLFVYSEVQ-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------GGVWLLS-----------------PRLCDTLMAMD 
 
VMLCTASIFNLCAISVDR---------FVAV----------------------------- 
 
--------T-VPLR-YN--QQ--------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------G-QCQLLLIAATW--LLSA-------------------- 
 
---------------A----------VASP-V--V---------CG--------L----N 
 
----------DV------------------------------------------P----- 
 
-----------G-----R------------------D-----P---------A-VCCLEN 
 
RD---YVVYSSVCS-------FFLPCPLMLLLYW----ATFRGLRRWE------------ 
 
-------------AA--------------------------------------------- 
 
-------------------R---------HTK-----------------------LH--- 
 
------------------------------------S-R--------------------- 
 
------------------------------------------------------------ 
 
--APRRPS---------------------GPG-------------------------P-- 
 
PVSDPTQ---------------------------G------------------------- 
 
------PFFPDCPPPLPSLRTSPSDSSRPESE---------------------------- 
 
------------------------------------------------------------ 
 
----------------------------LSQRPCSPGCLLAD----AALPQPPEPSSRRR 
 



RGAK-----IT----------G--------RERKA----M-RVLPVVVGAFLV------- 
 
-------------CW---------------------------TP---------------- 
 
--------------------------FF------VVHITRAL------------------ 
 
------------------------------------C---P----------A-------- 
 
C-FVSP--R--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------L-----V--SA----------VT---------------- 
 
----------WLGYVNSALNP--------------------------------IIYTIFN 
 
--AEFRSV---FRKTL-----RL---RC-------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Mus_musculus_Dopamine_receptor_4_gi16359242 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
---------------------------------------MGNSSA--------------- 
 
-TEDGG------------LL-----------------------------AG---R----- 
 
GP---------------------------------------------------------- 
 
------------------------------------------------------------ 
 
-E---------------------------------------------------------- 
 
------------------------------------------------------------ 
 



-------------------S---------------------LGTGA---G--LGGA---- 
 
G-----------------------------------AA--A--------LVGGVL---LI 
 
GLVLAG----------------------------NSLVCVSVASERTLQ-TP-TNYFIVS 
 
LAAADLLLAVLVLPLFVYSEVQ-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------GGVWLLS-----------------PRLCDTLMAMD 
 
VMLCTASIFNLCAISVDR---------FVAV----------------------------- 
 
--------T-VPLR-YN--QQ--------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------G-QCQLLLIAATW--LLSA-------------------- 
 
---------------A----------VASP-V--V---------CG--------L----N 
 
----------DV------------------------------------------P----- 
 
-----------G-----R------------------D-----P---------A-VCCLEN 
 
RD---YVVYSSVCS-------FFLPCPLMLLLYW----ATFRGLRRWE------------ 
 
-------------AA--------------------------------------------- 
 
-------------------R---------HTK-----------------------LH--- 
 
------------------------------------S-R--------------------- 
 
------------------------------------------------------------ 
 
--APRRPS---------------------GPG-------------------------P-- 
 
PVSDPTQ---------------------------G------------------------- 
 
------PFFPDCPPPLPSLRTSPSDSSRPESE---------------------------- 
 



------------------------------------------------------------ 
 
----------------------------LSQRPCSPGCLLAD----AALPQPPEPSSRRR 
 
RGAK-----IT----------G--------RERKA----M-RVLPVVVGAFLV------- 
 
-------------CW---------------------------TP---------------- 
 
--------------------------FF------VVHITRAL------------------ 
 
------------------------------------C---P----------A-------- 
 
C-FVSP--R--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------L-----V--SA----------VT---------------- 
 
----------WLGYVNSALNP--------------------------------IIYTIFN 
 
--AEFRSV---FRKTL-----RL---RC-------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Mus_sp_dopamine_D4_receptor_D4_receptor_gi1911570 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
---------------------------------------MGNSSA--------------- 
 
-TEDGG------------LL-----------------------------AG---R----- 
 
GP---------------------------------------------------------- 
 
------------------------------------------------------------ 
 



-E---------------------------------------------------------- 
 
------------------------------------------------------------ 
 
-------------------S---------------------LGTGA---G--LGGA---- 
 
G-----------------------------------AA--A--------LVGGVL---LI 
 
GLVLTG----------------------------NSLVCVSVASERTLQ-TP-TNYFIVS 
 
LAAADLLLAVLVLPLFVYSEVQ-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------GGVWLLS-----------------PRLCDTLMAMD 
 
VMLCTASIFNLCAISVDR---------FVAV----------------------------- 
 
--------T-VPLR-YN--QQ--------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------G-QCQLLLIAATW--LLSA-------------------- 
 
---------------A----------VASP-V--V---------CG--------L----N 
 
----------DV------------------------------------------P----- 
 
-----------G-----R------------------D-----P---------A-VCCLEN 
 
RD---YVVYSSVCS-------FFLPCPLMLLLYW----ATFRGLRRWE------------ 
 
-------------AA--------------------------------------------- 
 
-------------------R---------HTK-----------------------LH--- 
 
------------------------------------S-R--------------------- 
 
------------------------------------------------------------ 
 
--APRRPS---------------------GPG-------------------------P-- 
 



PVSDPTQ---------------------------G------------------------- 
 
------PFFPDCPPPLPSLRTSPSDSSRPESE---------------------------- 
 
------------------------------------------------------------ 
 
----------------------------LSQRPCSPGCLLAD----AALPQPPEPSSRRR 
 
RGAK-----IT----------G--------RERKA----M-RVLPVVVGAFLV------- 
 
-------------CW---------------------------TP---------------- 
 
--------------------------FF------VVHITRAL------------------ 
 
------------------------------------C---P----------A-------- 
 
C-FVSP--R--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------L-----V--SA----------VT---------------- 
 
----------WLGYVNSALNP--------------------------------IIYTIFN 
 
--AEFRSV---FRKTL-----RL---RC-------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Mustela_putorius_dopamine_receptor_D4_furo_gi37625043 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-MGNRS-----------AAD-----------------------------ADGLLA----- 
 



GRG------PG------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------TGGGA--GS--PGAA---- 
 
A-----------------------------------AL--V--------GGVL-----LI 
 
GAVLAG----------------------------NALVCVSVAAERALQ-TP-TNYFIVS 
 
LAAADLLLALLVLPLFVYSEVQ-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------GGVWQFS-----------------PGLCDALMAMD 
 
VMLCTASIFNLCAISADR---------FVAV----------------------------- 
 
--------A-VPLS-YN--RQSG------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------G-GRQLLLIGATW--LLSA-------------------- 
 
---------------A----------VAA--P-VL---------CG--------L----N 
 
----------DA------------------------------------------------ 
 
-----------------R-------------G---RD-----P---------A-VCRLED 
 
R---DYVVYSSVCS-------FFLPCPVMLLLYW----ATFRGLRRWE------------ 
 
-------------AA--------------------------------------------- 
 
-------------------R--------RTKL---------------------HGRR--- 
 
----------------------------------------------------PR------ 
 



-RPSGP------------------------------------------------------ 
 
-----------------------------GPP-------------------------P-- 
 
PEAVETP----------------------------------------------------- 
 
-------EAPEAIPTPDATLAEPALPASEERR---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
AKIT-----G--------------------RERKA----M-RVLPVVVGAFLV------- 
 
-------------CW---------------------------TP---------------- 
 
--------------------------FF------VVHITGAL------------------ 
 
------------------------------------C--PA------------------- 
 
C-AVPP--R--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------L-----V--SA----------VT---------------- 
 
----------WLGYVNSALNP--------------------------------LIYTVFN 
 
--AEFRAV---FRKAL--------RLCC-------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>_synthetic_dopamine_receptor_D4_2_synthetic_construct_gi432
5156 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 



 
---------------------------------------MGNRST--------------- 
 
-ADADG------------LL-----------------------------AG---R----- 
 
GPA------AG------------------------------------------------- 
 
------------------------------------------------------------ 
 
-A---------------------------------------------------------- 
 
------------------------------------------------------------ 
 
-------------------S---------------------AGASA---G--LAGQ---- 
 
G-----------------------------------AA--A--------LVGGVL---LI 
 
GAVLAG----------------------------NSLVCVSVATERALQ-TP-TNSFIVS 
 
LAAADLLLALLVLPLFVYSEVQ-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------GGAWLLS-----------------PRLCDALMAMD 
 
VMLCTASIFNLCAISVDR---------FVAV----------------------------- 
 
--------A-VPLR-YN--RQGG------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------S-RRQLLLIGATW--LLSA-------------------- 
 
---------------A----------VAAP-V--L---------CG--------L----N 
 
----------DV------------------------------------------R----- 
 
-----------G-----R------------------D-----P---------A-VCRLED 
 
RD---YVVYSSVCS-------FFLPCPLMLLLYW----ATFRGLQRWE------------ 
 
-------------VA--------------------------------------------- 



 
-------------------R---------RAK-----------------------LH--- 
 
------------------------------------G-R--------------------- 
 
------------------------------------------------------------ 
 
--APRRPS---------------------GPG-------------------------P-- 
 
PSPTP-P---------------------------A------------------------- 
 
------PRLPQDPC--------GPDCAPPAPG---------------------------- 
 
------------------------------------------------------------ 
 
----------------------------LPPDPCGSNCAPPDAVRAAALPPQTPPQTRRR 
 
RRAK-----IT----------G--------RERKA----M-RVLPVVVGAFLL------- 
 
-------------CW---------------------------TP---------------- 
 
--------------------------FF------VVHITQAL------------------ 
 
------------------------------------C---P----------A-------- 
 
C-SVPP--R--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------L-----V--SA----------VT---------------- 
 
----------WLGYVNSALNP--------------------------------VIYTVFN 
 
--AEFRNV---FRKAL-----RA---CC-------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Danio_rerio_dopamine_D4c_receptor_gi60460905 
 
------------------------------------------------------------ 



 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
---------M-----------------------------SANISS--------------- 
 
-TLQPA------------LF-----------------------------TY---N----- 
 
VP---------------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
----------------------------------------A--------LVFGIL---LI 
 
IVIICG----------------------------NVLVCLSVYKEKALK-TT-TNYFIVS 
 
LAVADLMLAVLVLPLFVYAEFQ-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------GGVWSLN-----------------VSVCDGLMTMD 
 
VMLCTASIFNLCAISVDR---------FIAV----------------------------- 
 
--------S-IPLN-YN--RKHV------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------D-YRQIILLSATW--LLAL-------------------- 
 
---------------A----------VASP-V--I---------FG--------I----N 
 
----------NV------------------------------------------P----- 
 
-----------Q-----R------------------D-----P---------S-ECKLED 



 
NN---YVVYSSVCS-------FFIPCPIMLMLYF----GMFHGLRKWE------------ 
 
-------------ET--------------------------------------------- 
 
-------------------R---------KAK-----------------------LR--- 
 
------------------------------------N-S-------------IQ------ 
 
--ACRS-----------------------------------------------L--QHAA 
 
VAAALPPL---------------------GAL-------------------------P-- 
 
ASLPRVI---------------------------E------------------------- 
 
------RDLAQSSL------EELDD--FTQPV---------------------------- 
 
------------------------------------------------------------ 
 
----------------------------CPFPPEYKNSTIQTVAYSDIQYGQ---KTQRK 
 
KRAK-----IN----------G--------RERKA----M-RVLPVVVGVFLF------- 
 
-------------CW---------------------------TP---------------- 
 
--------------------------FF------VVHTTRAL------------------ 
 
------------------------------------C---E----------S-------- 
 
C-HISS--D--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------L-----M--ST----------VT---------------- 
 
----------WLGYVNSALNP--------------------------------IIYTVFN 
 
--TEFRKF---FRGFV-----PR--CCC-------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 



 
>Cyprinus_carpio_D4B_Dopamine_receptor_gi2340867 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------------------------------------MPAN 
 
LTASSH-----------STN---------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
----------------------------------------------------YNFP---- 
 
-------------------------------------------------ALIFGIL--LI 
 
VIIICG----------------------------NVLVCLSVYTEKALK-TT-TNYFIVS 
 
LAVADLLLAVLVLPLFVYAEFQ-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------DGVWSLN-----------------MTLCDGLMTMD 
 
VMLCTASIFNLCAISIDR---------FIAV----------------------------- 
 
--------S-IPLN-YN--RKHV------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------G-QRQIVLLSATW--ILAS-------------------- 
 
---------------A----------VAS--P-VM---------FG-------IN-NVPN 



 
----------RD------------------------------------------------ 
 
-----------------H------------------S-----------------ECKLED 
 
N---NYVVYSSVCS-------FFVPCPIMLLLYC----GMFRGLRNWE------------ 
 
-------------EA--------------------------------------------- 
 
-------------------R---------KAK-----------------------LR--- 
 
----------------------------------------------------SS------ 
 
-MQACR------------------------------------------------------ 
 
------------KLQEAAASLQPLSGLPPPLP-------------------------P-V 
 
IKKDLTD----------------------------------------------------- 
 
ITLEELEQDPDSPEPVCMLAYPGGTYHEHRNQ---------------------------- 
 
------------------------------------------------------------ 
 
--------------------------------------------------------NRQR 
 
KRAK-----ING------------------RERKA----M-RVLPVVVGAFLF------- 
 
-------------CW---------------------------TP---------------- 
 
--------------------------FF------VVHTMRAL------------------ 
 
------------------------------------C--ED------------------- 
 
C-YIPS--S--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------V-----T--SI----------VT---------------- 
 
----------WLGYVNSALNP--------------------------------VIYTVFN 
 
--TEFRKF---FRKFL------PTLPNCC------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 



 
------------------------------------------------------------ 
 
--------------------------- 
 
>Danio_rerio_dopamine_D4a_receptor_gi60460901 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------------------------------------MPAN 
 
LTISTH-----------TTN---------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
----------------------------------------------------YNFP---- 
 
-------------------------------------------------ALIFGIL--LI 
 
IIIICG----------------------------NVLVCLSVYTEKALK-TT-TNYFIVS 
 
LAVADLLLAVLVLPLFVYAEFQ-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------DGVWSLN-----------------MTVCDGLMTMD 
 
VMLCTASIFNLCAISIDR---------FIAV----------------------------- 
 
--------S-IPLN-YN--RKHV------------------------------------- 
 
------------------------------------------------------------ 



 
---------------------D-QRQIVLLSATW--ILAL-------------------- 
 
---------------A----------VAS--P-VM---------FG-------IN-NVPN 
 
----------RD------------------------------------------------ 
 
-----------------H------------------S-----------------ECKLED 
 
N---NYVIYSSVCS-------FFVPCPIMLLLYC----GMFRGLRNWE------------ 
 
-------------EA--------------------------------------------- 
 
-------------------R---------KAK-----------------------LR--- 
 
----------------------------------------------------SN------ 
 
-MEACR------------------------------------------------------ 
 
------------KLQEAAASLQPLSGLPPPLP-------------------------P-V 
 
IEKDITL----------------------------------------------------- 
 
------EELDQDHYPDPDSPDPVSMLAYPGGG---------------------------- 
 
------------------------------------------------------------ 
 
-------------------------------------------------YNQDQNQNRQR 
 
KRAK-----ING------------------RERKA----M-RVLPVVVGAFLF------- 
 
-------------CW---------------------------TP---------------- 
 
--------------------------FF------VVHTMRAL------------------ 
 
------------------------------------C--ED------------------- 
 
C-EIPG--S--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------V-----T--SI----------VT---------------- 
 
----------WLGYVNSAINP--------------------------------IIYTVFN 
 
--TEFRKF---FRKFL------PTLPGCC------------------------------- 
 
------------------------------------------------------------ 



 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Canis_familiaris_PREDICTED_similar_to_5_hydroxytryptamine_6
_receptor_5_HT_6_Serotonin_receptor_6_gi73950679 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------MVGLVVMPPAMLNALY-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-RWVLA-----------------RGLCQLWAAFD 
 



VMCCSASILNLCLISLDR---------YLLI----------------------------- 
 
--------L-SPLS-YK--LRMT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-PRALGLVLGAW--SLAA-------------------- 
 
---------------L----------ASFL-P-LL---------LG--------W----H 
 
-----QLGRARA------------------------------------------------ 
 
-----------P------------------------A-----P---------G-QCRLLA 
 
SL--PFVLVASGLT-------FFLPSGAICYTYC----RILLAARKQA------------ 
 
-------------VQ--------------------------------------------- 
 
-------------------V---------ASL---------------------TTGA--- 
 
----------------------------------------------------AG------ 
 
-QALET------------------------------------------------------ 
 
--------------------------LQTQPS-------------------------W-- 
 
VLQTQGC----------------------------------------------------- 
 
----LQDSAVGMWGSFQKVPRTPRPGMESADS---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
RRLA-----T--------------------KHSRKALKAS-LTLGILLGMFFV------- 
 
-------------TW---------------------------LP---------------- 
 
--------------------------FF------VANIVQAV------------------ 
 
------------------------------------C----------------------- 
 
D-CISP--D--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------L-----F--DV----------LT---------------- 
 



----------WLGYCNSTMNP--------------------------------IIYPLFM 
 
--RDFKRA---L--------------GSG--PRPGLSLQHVLPLPLPPDSN--------- 
 
-------------------------------------------SDSGSGSGGSSGQQRTA 
 
QPLLPREAPREPPPPTRVAAVVNFFNIDPVEPQLQLHPLGAPTN---------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Bos_taurus_PREDICTED_similar_to_5_hydroxytryptamine_6_recep
tor_5_HT_6_Serotonin_receptor_6_gi61832609 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
---------------------------------------MVPEQGPA------------N 
 
YSTPDW-----------GSG---------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------PPWAP--GG--SGWV---- 
 
-------------------------------------------------AAALCV---VI 
 
ALTAAA----------------------------NSLLIALICAQPALR-NT-SNFFLVS 
 
LFTSDLMVGLVVMPPAMLNVLY-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 



 
------------------------------------------------------------ 
 
-------------------------G-RWVLA-----------------RGLCLLWAAFD 
 
VMCCSASILNLCLISLDR---------YLLI----------------------------- 
 
--------L-SPLR-YK--LRMT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-ARALALVLGAW--SLAA-------------------- 
 
---------------L----------ASFL-P-LL---------LG--------W----H 
 
-----EPGRARA------------------------------------------------ 
 
-----------P------------------------A-----P---------G-QCRLLA 
 
SL--PFVLVASGLT-------FFLPSGAICFTYS----RILLAARKQA------------ 
 
-------------IQ--------------------------------------------- 
 
-------------------V--------ASLT---------------------TGTA--- 
 
----------------------------------------------------GQ------ 
 
-ALETL------------------------------------------------------ 
 
--------------------------QVPRTP-------------------------R-- 
 
PGVESAD----------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------------------------S 
 
RRLA-----T--------------------KHSRKALKAS-LTLGILLGMFFV------- 
 
-------------TW---------------------------LP---------------- 
 
--------------------------FF------VANIVQAV------------------ 
 
------------------------------------C----------------------- 
 
D-CISL--G--------------------------------------------------- 



 
------------------------------------------------------------ 
 
---------------------L-----F--DT----------LT---------------- 
 
----------WLGYCNSTMNP--------------------------------IIYPLFM 
 
--RDFKRA---LGRLL----------PCP--RGPREQQPGLASPSVRTSHS--------- 
 
----------------------GARPGLSLQHVLPLPLPPDSDSDSGSGSGGFSGPRLTA 
 
QLLLPGEATRDPPPPARATTTVNFFSIDRAEPELRPRPPGTPTN---------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Saimiri_boliviensis_5_alpha_hydroxytryptamine_receptor_6_gi
56122224 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------------------------SAP--GG--SGWV---- 
 
-------------------------------------------------AAALCV---VI 
 
ALTAAA----------------------------NSLLIALICTQPALR-NT-SNFFLVS 
 
LFTSDLMVGLVVMPPAMLNALY-------------------------------------- 
 



------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-RWVLA-----------------RGLCLLWTAFD 
 
VMCCSASILNLCLISLDR---------YLLI----------------------------- 
 
--------L-SPLR-YK--LRMT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-PRALALVLGAW--SLAA-------------------- 
 
---------------L----------ASFL-P-LL---------LG--------W----H 
 
-----ELGHARP------------------------------------------------ 
 
--PV-------P------------------------G-----------------QCRLLA 
 
SL--PFVLVASGLT-------FFLPSGAICFTYC----RILLAARKQA------------ 
 
-------------VQ--------------------------------------------- 
 
-------------------V--------ASLT---------------------TGMA--- 
 
----------------------------------------------------SQ------ 
 
-ASETL------------------------------------------------------ 
 
--------------------------QVPRTP-------------------------R-- 
 
PGVESAD---------------------------S------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
RRLA-----T--------------------KHSRKALKAS-LTLGILLGMFFV------- 
 
-------------TW---------------------------LP---------------- 
 



--------------------------FF------VANIVQAV------------------ 
 
------------------------------------C----------------------- 
 
D-CISP--G--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------L-----F--DV----------LT---------------- 
 
----------WLGYCNSTMNP--------------------------------IIYPLFM 
 
--RDFKRA---LGRFL----------PCP--RCPRERQASLASPSLRTSHS--------- 
 
------------------------------------------------------------ 
 
------GPRPGLSLQQVLPLPLPPDSDSDSDAGSGGSSGLQLTAQLLLPGEATRDALLPT 
 
R----------------------------------------------------------- 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Homo_sapiens_5_hydroxytryptamine_serotonin_receptor_6_gi562
03286 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
---------------------------------------MVPEPGPT------------A 
 
NSTPAW-----------GAG---------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------PPSAP--GG--SGWV---- 
 
-------------------------------------------------AAALCV---VI 



 
ALTAAA----------------------------NSLLIALICTQPALR-NT-SNFFLVS 
 
LFTSDLMVGLVVMPPAMLNALY-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-RWVLA-----------------RGLCLLWTAFD 
 
VMCCSASILNLCLISLDR---------YLLI----------------------------- 
 
--------L-SPLR-YK--LRMT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-LRALALVLGAW--SLAA-------------------- 
 
---------------L----------ASFL-P-LL---------LG--------W----H 
 
-----ELGHARP------------------------------------------------ 
 
--PV-------P------------------------G-----------------QCRLLA 
 
SL--PFVLVASGLT-------FFLPSGAICFTYC----RILLAARKQA------------ 
 
-------------VQ--------------------------------------------- 
 
-------------------V--------ASLT---------------------TGMA--- 
 
----------------------------------------------------SQ------ 
 
-ASETL------------------------------------------------------ 
 
--------------------------QVPRTP-------------------------R-- 
 
PGVESAD---------------------------S------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 



 
RRLA-----T--------------------KHSRKALKAS-LTLGILLGMFFV------- 
 
-------------TW---------------------------LP---------------- 
 
--------------------------FF------VANIVQAV------------------ 
 
------------------------------------C----------------------- 
 
D-CISP--G--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------L-----F--DV----------LT---------------- 
 
----------WLGYCNSTMNP--------------------------------IIYPLFM 
 
--RDFKRA---LGRFL----------PCP--RCPRERQASLASPSLRTSHS--------- 
 
--------------------------------------GPRPGLSLQQVLPLPLPPDSDS 
 
DSDAGSGGSSGLRLTAQLLLPGEATQDPPLPTRAAAAVNFFNIDPAEPELRPHPLGIPTN 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Pan_troglodytes_5_alpha_hydroxytryptamine_receptor_6_gi5612
2300 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
---------------------------------------MVPEPG--------------- 
 
-PSANS-----------TPA-----------------------------WG---A----- 
 
GPP------SA------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



------------------------------------------------------------ 
 
--------------------------------------------PG---G--SGWV---- 
 
-------------------------------------------------AAALCV---VI 
 
ALTAAA----------------------------NSLLIALICTQPALR-NT-SNFFLVS 
 
LFTSDLMVGLVVMPPAMLNALY-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-RWVLA-----------------RGLCLLWTAFD 
 
VMCCSASILNLCLISLDR---------YLLI----------------------------- 
 
--------L-SPLR-YK--LRMT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-PRALALVLGAW--SLAA-------------------- 
 
---------------L----------ASFL-P-LL---------LG--------W----H 
 
--------ELGH------------------------------------------------ 
 
--AR-------P-----P------------------V-----P---------G-QCRLLA 
 
SL--PFVLVASGLT-------FFLPSGAICFTYC----RILLAARKQA------------ 
 
-------------VQ--------------------------------------------- 
 
-------------------V---------ASL-----------------------TT--- 
 
----------------------------------------------------GM------ 
 
--ASQA------------------------------------------------------ 
 
-------------------SETL---QVPRTP-------------------------R-- 
 
PGVESAD---------------------------S------------------------- 
 



------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
RRLA-----T--------------------KHSRKALKAS-LTLGILLGMFFV------- 
 
-------------TW---------------------------LP---------------- 
 
--------------------------FF------VANIVQAV------------------ 
 
------------------------------------C---D------------------- 
 
--CISP--G--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------L-----F--DV----------LT---------------- 
 
----------WLGYCNSTMNP--------------------------------IIYPLFM 
 
--RDFKRA---LGRFL----------PCP--RCPRERQASLASPSLRTSHS--------- 
 
--------------------------------------GPRPGLSLQQVLPLPLPPDSDS 
 
DSDAGSGGSSGLRLTAQLLLPGEATRDPPLPTRAAAAVNFFNIDPAEPELRPHPLGIPTN 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Rattus_norvegicus_5_hydroxytryptamine_receptor_gi294508 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
---------------------------------------MVPEPGPV------------N 
 
SSTPAW-----------GPG---------------------------------------- 
 
------------------------------------------------------------ 
 



------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------PPPAP--GG--SGWV---- 
 
-------------------------------------------------AAALCV---VI 
 
VLTAAA----------------------------NSLLIVLICTQPAVR-NT-SNFFLVS 
 
LFTSDLMVGLVVMPPAMLNALY-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-RWVLA-----------------RGLCLLWTAFD 
 
VMCCSASILNLCLISLDR---------YLLI----------------------------- 
 
--------L-SPLR-YK--LRMT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------A-PRALALILGAW--SLAA-------------------- 
 
---------------L----------ASFL-P-LL---------LG--------W----H 
 
-----ELGKART------------------------------------------------ 
 
-----------P------------------------A-----P---------G-QCRLLA 
 
SL--PFVLVASGVT-------FFLPSGAICFTYC----RILLAARKQA------------ 
 
-------------VQ--------------------------------------------- 
 
-------------------V--------ASLT---------------------TGTA--- 
 
----------------------------------------------------GQ------ 
 
-ALETL------------------------------------------------------ 
 



--------------------------QVPRTP-------------------------R-- 
 
PGMESAD----------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------------------------S 
 
RRLA-----T--------------------KHSRKALKAS-LTLGILLGMFFV------- 
 
-------------TW---------------------------LP---------------- 
 
--------------------------FF------VANIAQAV------------------ 
 
------------------------------------C----------------------- 
 
D-CISP--G--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------L-----F--DV----------LT---------------- 
 
----------WLGYCNSTMNP--------------------------------IIYPLFM 
 
--RDFKRALGRF--LHASTVPRSTGQPCL--PLHVDLSQRCQTRPQLQQVL--------- 
 
------------------------------------ALPLPPNSDSDSASGGTSGLQLTA 
 
QLLLPGEATRDPPPPTRATTVVNFFVTDSVEPEIRPHPLSSPVN---------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Rattus_sp_serotonin_receptor_5_HT6_gi385709 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
---------------------------------------MVPEPGPV------------N 
 



SSTPAW-----------GPG---------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------PPPAP--GG--SGWV---- 
 
-------------------------------------------------AAALCV---VI 
 
VLTAAA----------------------------NSLLIVLICTQPALR-NT-SNFFLVS 
 
LFTSDLMVGLVVMPPAMLNALY-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-RWVLA-----------------RGLCLLWTAFD 
 
VMCCSASILNLCLISLDR---------YLLI----------------------------- 
 
--------L-SPLR-YK--LRMT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------A-PRALALILGAW--SLAA-------------------- 
 
---------------L----------ASFL-P-LL---------LG--------W----H 
 
-----ELGKART------------------------------------------------ 
 
-----------P------------------------A-----P---------G-QCRLLA 
 
SL--PFVLVASGVT-------FFLPSGAICFTYC----RILLAARKQA------------ 
 
-------------VQ--------------------------------------------- 
 
-------------------V--------ASLT---------------------TGTA--- 
 



----------------------------------------------------GQ------ 
 
-ALETL------------------------------------------------------ 
 
--------------------------QVPRTP-------------------------R-- 
 
PGMESAD----------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------------------------S 
 
RRLA-----T--------------------KHSRKALKAS-LTLGILLGMFFV------- 
 
-------------TW---------------------------LP---------------- 
 
--------------------------FF------VANIAQAV------------------ 
 
------------------------------------C----------------------- 
 
D-CISP--G--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------L-----F--DV----------LT---------------- 
 
----------WLGYCNSTMNP--------------------------------IIYPLFM 
 
--RDFKRA---LGRFL----------PCV--HCPPEHRPALPPPPCGPLTA--------- 
 
-------------------------------------------VPDQASACSRCCLCLCR 
 
QTQIQTPLQGAPRACSSQPSFCCLERPPGTPRHPPGPPLWSTSLSQTLWSLRYGRIHSVP 
 
P----------------------------------------------------------- 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Mus_musculus_unnamed_protein_product_gi74149111 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



------------------------------------------------------------ 
 
---------------------------------------MVPEPSPV------------N 
 
SSTPAW-----------GPG---------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------PPPAP--GG--SGWV---- 
 
-------------------------------------------------AAALCV---VI 
 
VLTAAA----------------------------NSLLIALICTQPALR-NT-SNFFLVS 
 
LFTSDLMVGLVVMPPAMLNALY-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-RWVLA-----------------RGLCLLWTAFD 
 
VMCCSASILNLCLISLDR---------YLLI----------------------------- 
 
--------L-SPLR-YK--LRMT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------A-PRALALILGAW--SLAA-------------------- 
 
---------------L----------ASFL-P-LL---------LG--------W----H 
 
-----ELGKART------------------------------------------------ 
 
------------------------------------S----AP---------G-QCRLLA 
 
SL--PYVLVASGVT-------FFLPSGAICFTYC----RILLAARKQA------------ 
 



-------------VQ--------------------------------------------- 
 
-------------------------------------------------------VA--- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------SL-------------------------T-- 
 
TGTATAG----------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------QALET----L-QVPGVGLGDLAF------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
----------GMGRNKPPLG---------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Rattus_norvegicus_5_HT6_serotonin_receptor_gi1162962 
 



------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
---------------------------------------MVPEPGPV------------N 
 
SSTPAW-----------GPG---------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------PPPAP--GG--SGWV---- 
 
-------------------------------------------------AAALCV---VI 
 
VLTAAA----------------------------NSLLIVLICTQPAVR-NT-SNFFLVS 
 
LFTSDLMVGLVVMPPAMLNALY-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-RWVLA-----------------RGLCLLWTAFD 
 
VMCCSASILNLCLISLDR---------YLLI----------------------------- 
 
--------L-SPLR-YK--LRMT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------A-PRALALILGAW--SLAA-------------------- 
 
---------------L----------ASFL-P-LL---------LG--------W----H 
 
-----ELGKART------------------------------------------------ 
 



-----------P------------------------A-----P---------G-QCRLLA 
 
SL--PFVLVASGVT-------FFLPSGAICFTYC----RILLAARKQA------------ 
 
-------------VQ--------------------------------------------- 
 
-------------------V--------ASLT---------------------TGTA--- 
 
----------------------------------------------------GQ------ 
 
-ALETL------------------------------------------------------ 
 
------------------------------QV-------------------------P-- 
 
RTPRPGM----------------------------------------------------- 
 
---------------------------ESADS---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
RRLA-----T--------------------KHSRKALKAS-LTLGILLGMFFV------- 
 
-------------TW---------------------------LP---------------- 
 
--------------------------FF------VANIAQAV------------------ 
 
------------------------------------C----------------------- 
 
D-CISP--G--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------L-----F--DV----------LT---------------- 
 
----------WLGYCNSTMNP--------------------------------IIYPLFM 
 
--RDFKRA---LGRFL----------PCV--HCPPEHRASPASPSMWTSHS--------- 
 
----------------------------------------GARPGLSLQQVLPLPLPPNS 
 
DSDSASGGTSGLQLTAQLLLPGEATRDPPPPTRATTVVNFFVTDSVEPEIRPHPLSSPVN 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



--------------------------- 
 
>Mus_musculus_5_hydroxytryptamine_serotonin_receptor_6_gi109
46684 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
---------------------------------------MVPEPGPV------------N 
 
SSTPAW-----------GPG---------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------PPPAP--GG--SGWV---- 
 
-------------------------------------------------AAALCV---VI 
 
VLTAAA----------------------------NSLLIALICTQPALR-NT-SNFFLVS 
 
LFTSDLMVGLVVMPPAMLNALY-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-RWVLA-----------------RGLCLLWTAFD 
 
VMCCSASILNLCLISLDR---------YLLI----------------------------- 
 
--------L-SPLR-YK--LRMT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------A-PRALALILGAW--SLAA-------------------- 



 
---------------L----------ASFL-P-LL---------LG--------W----H 
 
-----ELGKART------------------------------------------------ 
 
-----------------S------------------A-----P---------G-QCRLLA 
 
SL--PYVLVASGVT-------FFLPSGAICFTYC----RILLAARKQA------------ 
 
-------------VQ--------------------------------------------- 
 
-------------------V---------ASL-----------------------TT--- 
 
----------------------------------------------------GT------ 
 
--ATAG------------------------------------------------------ 
 
-----------------QALETL---QVPRTP-------------------------R-- 
 
PGMESAD---------------------------S------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
RRLT-----T--------------------KHSRKALKAS-LTLGILLSMFFV------- 
 
-------------TW---------------------------LP---------------- 
 
--------------------------FF------VASIAQAV------------------ 
 
------------------------------------C----------------------- 
 
D-CISP--G--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------L-----F--DV----------LT---------------- 
 
----------WLGYCNSTMNP--------------------------------IIYPLFM 
 
--RDFKRA---LGRFV----------PCV--HCPPEHRASPASPSMWTSHS--------- 
 
----------------------------------------GARPGLSLQQVLPLPLPPNS 
 
DSDSASGGTSGLQLTAQLLLPGEATRDPPPPTRAPTVVNFFVTDSVEPEIRQHPLGSPMN 



 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Danio_rerio_PREDICTED_similar_to_5_hydroxytryptamine_6_rece
ptor_5_HT_6_Serotonin_receptor_6_ST_B17_gi68402990 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------MSGSPPIPRVEAASDLWKIHRSFND 
 
SSTISD-----------GWS---------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------IGGSGPWL---- 
 
----------------------------------------L--------AVMLSL---II 
 
LVTACG----------------------------NILLIALVFAHRSLR-CT-SNCFLVS 
 
LFLSDLMVALVVMPPAMLNVLC-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-TWVLA-----------------PGFCPVWLCFD 
 
VMCCSASILNLCVISLDR---------YLLI----------------------------- 
 



--------I-SPLR-YK--QHMT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-PRALLLVGGAW--GLAA-------------------- 
 
---------------L----------TSFL-PIKMDWHSLGRMQELTEDDPGNATHLNSF 
 
----------YP------------------------------------------------ 
 
-----------SSYFQLSSSGMPST-----------------------------QCRLRV 
 
TL--PFALVATFLT-------FFLPSTAICFTYC----RILLAARRQA------------ 
 
-------------RQ--------------------------------------------- 
 
-------------------VEALTHPAY--PQ-----------------------HS--- 
 
----------------------------------------------------LGE-PSRP 
 
PSPGHA------------------------------------------------------ 
 
--------------------------IQDGD----------------------------- 
 
---DYSH----------------------------------------------------- 
 
--QEPPGLRHAPLSVNSE------------------------------------------ 
 
------------------------------------------------------------ 
 
---------------------------------------------------------RRL 
 
AH----------------------------RQRKRALKAS-LTLGVLLGLFFS------- 
 
-------------AW---------------------------LP---------------- 
 
--------------------------FF------ITNMAQAV------------------ 
 
------------------------------------C----------------------- 
 
-ECVPP--S--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------F-----F--DA----------IT---------------- 
 
----------WLGYCNSTMNP--------------------------------IIYPMFM 
 



--RDFKRA---LARLL---------PCCSSSQAPRRPSLPLSLSLRNSGEP--------- 
 
--------------------------------------------------------QLPS 
 
EPPSLVSDPPQLPATATDAVNLLDAEHAGIDLPLLLPNQVDTLDD--------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Tetraodon_nigroviridis_unnamed_protein_product_gi47222737 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------------MADSYSSGSLG------------YN--- 
 
GSSPT------------WNV---------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------TS-SGPWL---- 
 
----------------------------------------L--------AFMLAA---II 
 
LVTVCG----------------------------NLLLIALVFAHRSLR-CT-SNCFLVS 
 
LFLSDLMVALVVMPPAMLNVLC-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



-------------------------G-AWVLW-----------------PAFCPIWLCFD 
 
VMCCSASILNLCVISLDR---------YLFI----------------------------- 
 
--------I-SPLR-YK--QRMT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-PRALLLVGAAW--GLAA-------------------- 
 
---------------L----------ASFL-PIEMKWH-----SLG-------HW----S 
 
----------RQ------------------------------------------------ 
 
-----------P-----A--V--PGPNEANISAYVDTLYPNSYFQLSPSGGLSFQCRLRV 
 
TL--PFALVASVLT-------FFLPSIAICFTYC----RILLAARRQA------------ 
 
-------------KR--------------------------------------------- 
 
-------------------V-AAL--SHPPYP------------------------H--- 
 
----------------------------------------------------PSLG---- 
 
EPS-RP------------------------------------------------------ 
 
--------------------------PSSGAV-------------------------GGL 
 
PQQDQDD----------------------------------------------------- 
 
-----------CSQQEPQGSQNVPPSVNSERR---------------------------- 
 
------------------------------------------------------------ 
 
---------------------------------------------------------LAH 
 
RHGR--------------------------RALKA----S-LTLGVLLGLFFS------- 
 
-------------TW---------------------------LP---------------- 
 
--------------------------FF------ITNMAQAV------------------ 
 
------------------------------------C----------------------- 
 
E-CVPL--A--------------------------------------------------- 
 
------------------------------------------------------------ 
 



---------------------L-----F--DA----------IT---------------- 
 
----------WLGYCNSTMNP--------------------------------IIYPLFM 
 
--RDFKRA---LGKLL----------PC-------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Lampetra_fluviatilis_putative_odorant_receptor_LOR3_gi39415
47 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------------------------ML--------------- 
 
-QETVQ-----------KVV-----------------------------TC---N----- 
 
VSF------YN------------------------------------------------- 
 
------------------------------------------------------------ 
 
-F---------------------------------------------------------- 
 
------------------------------------------------------------ 
 
-------------------K---------------------CTLSE---L--TQPQ---- 
 
R-----------------------------------VV--L--------IWVFTI---II 
 
TITVVG----------------------------NILTIVSILYFRQLQTR--TNVLALS 
 
LALADFLVGCLIMPFSVMRTAY-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 



 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------S-CWFYG-----------------QLMCRIHTWLD 
 
YTFTTCSIFNLACISIDR---------YVAI----------------------------- 
 
--------S-DPLR-YD--QRVT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------Y-RILAVMLTICWGNIIPY-------------------- 
 
---------------G----------VSYM-L--K---------LN--------I----N 
 
----------GI------------------------------------------E----- 
 
--SV----VAAK-----S------------------C-----P---------D-NCSVFM 
 
NV--PFGLANSMGA-------YVLPMLFIMAAYS----RIYVMARNQA------------ 
 
-------------KR---------------I----------------------------- 
 
-------------------S---------SLG-----------------------DQ--- 
 
------------------------------------V-R-------------AS------ 
 
--NASD-----------------------------------------------L------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
---------------------------------------------------------TMQ 
 
SKWN-----AM----------K--------RDHNA----T-KTLGMIMVVLFI------- 
 
-------------VW---------------------------LP---------------- 
 
--------------------------FI------VVVATEPV------------------ 
 
------------------------------------I--------------G-------- 



 
Y-RMDS--T--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------V-----W--DV----------AN---------------- 
 
----------WFTYFNSRMNP--------------------------------ILFASFN 
 
--NSFRSA---FYLIM----------SGK--ILRGSYRGTDLFNFRRLEK---------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Caenorhabditis_briggsae_Hypothetical_protein_CBG14463_gi395
97901 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------------------------NSM--NE--VQWP---- 
 
L------------------------------------------------LALFSI---LI 
 
ILALFG----------------------------NLLVCAAILWDRSLRKQP-ENLFLVS 
 



LAVSDLLVSVLVMVFAAVNDIL-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-YWPFG-----------------QFYCQFWISFD 
 
ITTCTASILNLCAISLDR---------YWHI----------------------------- 
 
--------S-RPMV-YI--RYCN------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------R-RRINYVIVLVW--LISA-------------------- 
 
---------------G----------IGAA-P-LG---------FD--------F----- 
 
------------------------------------------------------------ 
 
-----------GSKVTIN-------------S---LT---GLP-----------VCEMRL 
 
PL--PYAISSSMVS-------FFLPAMVMVILYT----KLYLYARKHV------------ 
 
-------------RS--------------------------------------------- 
 
-------------------------------------------------------IK--- 
 
----------------------------------------------------TQ------ 
 
-LQQAT------------------------------------------------------ 
 
---------SFLIMQLASEKIREVGDYDSRTN-------------------------A-- 
 
PRRILIH----------------------------------------------------- 
 
------------PQHTTVQTLVIRKLGKRENR---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
VRIV-----S--------------------KNVSF----FSLTLGVIMGTFLV------- 
 



-------------CW---------------------------LP---------------- 
 
--------------------------FF------TVNILRAW------------------ 
 
------------------------------------L--PE------------------- 
 
I-FSSK--T--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------I--------MA----------VT---------------- 
 
----------WLGYANSSANP--------------------------------LIYSIFN 
 
--RDFRRA---FKKII-----VKVIGCCW--EEPDLNKSISSRYAAPDQIE--------- 
 
------------------------------------------------------------ 
 
-------------RRRSCTRSSESAHDNNNDANATRLNLLSNNNEPTIPE---------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Caenorhabditis_elegans_hypothetical_protein_F15A8_5_gi74991
60 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-MYHDD-----------GML---------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------LNSM--ND--LQWP---- 



 
L------------------------------------------------LGLFSV---LI 
 
ILALFG----------------------------NLLVCAAILWDRSLRKQP-ENLFLVS 
 
LAVSDLLVSVLVMLFAAVNDIL-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-YWPFG-----------------QFYCQFWISFD 
 
ITTCTASILNLCAISLDR---------YWHI----------------------------- 
 
--------S-RPMV-YI--RYCN------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------R-RRINYVIVLVW--LISA-------------------- 
 
---------------G----------IGAA-P-LG---------FG--------F----G 
 
------------------------------------------------------------ 
 
-----------SKVTINN-------------L---TG-----L---------P-VCEMRL 
 
PL--PYAIGSSMVS-------FFLPAMVMVILYT----KLYLYARKHV------------ 
 
-------------RS--------------------------------------------- 
 
-------------------I--------KTQL-----------------------QQ--- 
 
---------------------------------ATSFLI-------------MQ------ 
 
-LASEK------------------------------------------------------ 
 
--------------------------IREVII-------------------------Y-- 
 
FHFLDAP----------------------------------------------------- 
 
-----SRIVFQQFSMFAFYIFLPRSESTVRQT---------------------------- 
 
------------------------------------------------------------ 



 
------------------------------------------------------------ 
 
RIVS-----K--------------------SKASF----FSLTLGVIMGTFLV------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------TVNILRAW------------------ 
 
------------------------------------L--PE------------------- 
 
I-FSSK--T--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------I--------MA----------VT---------------- 
 
----------WLGYANSSANP--------------------------------LIYSIFN 
 
--RDFRRA---FKKII-----VRVFGCCW--EEPDLNKSISSRYAAPDNIE--------- 
 
------------------------------------------------------------ 
 
-------------RRRSCTRSSESAHDNNNDANATRLNLLSNNNEETIPE---------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Caenorhabditis_elegans_DOPamine_receptor_family_member_dop_
1_gi71987807 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
---------------------------------------------M--ND--LQWP---- 
 
L------------------------------------------------LGLFSV---LI 
 
ILALFG----------------------------NLLVCAAILWDRSLRKQP-ENLFLVS 
 
LAVSDLLVSVLVMLFAAVNDIL-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-YWPFG-----------------QFYCQFWISFD 
 
ITTCTASILNLCAISLDR---------YWHI----------------------------- 
 
--------S-RPMV-YI--RYCN------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------R-RRINYVIVLVW--LISA-------------------- 
 
---------------G----------IGAA-P-LG---------FG--------F----G 
 
------------------------------------------------------------ 
 
-----------SKVTINN-------------L---TG----LP-----------VCEMRL 
 
PL--PYAIGSSMVS-------FFLPAMVMVILYT----KLYLYARKHV------------ 
 
-------------RS---------------I----------------------------- 
 
-------------------K--------TQLQ---------------------QATS--- 
 
------------------------------------FLI-------------MQ------ 
 
-LASEK------------------------------------------------------ 
 
-----IREIRTSIFSKLNFLCPTRFKNQRSPQ-------------------------D-- 
 



PHTPAAH----------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
NRSN-----I--------------------SDQKA----R-LTLGVIMGTFLV------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------TVNILRAW------------------ 
 
------------------------------------L--PE------------------- 
 
I-FSSK--T--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------I--------MA----------VT---------------- 
 
----------WLGYANSSANP--------------------------------LIYSIFN 
 
--RDFRRA---FKKII-----VRVFGCCW--EEPDLNKSIYAAPDNIERRR--------- 
 
------------------------------------------------------------ 
 
----------------SCTRSSESAHDNNNDANATRLNLLSNNNEETIPE---------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Caenorhabditis_elegans_DOPamine_receptor_family_member_dop_
1_gi71987800 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 



 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------------------------------MNDLQWP---- 
 
----------------------------------------L--------LGLFSV---LI 
 
ILALFG----------------------------NLLVCAAILWDRSLRKQP-ENLFLVS 
 
LAVSDLLVSVLVMLFAAVNDIL-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-YWPFG-----------------QFYCQFWISFD 
 
ITTCTASILNLCAISLDR---------YWHI----------------------------- 
 
--------S-RPMV-YI--RYCN------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------R-RRINYVIVLVW--LISA-------------------- 
 
---------------G----------IGAA-P-LG---------FG--------F----- 
 
------------------------------------------------------------ 
 
-----------GSKVTIN------------------N-LTGLP-----------VCEMRL 
 
PL--PYAIGSSMVS-------FFLPAMVMVILYT----KLYLYARKHV------------ 
 
-------------RS--------------------------------------------- 
 
-------------------------------------------------------IK--- 
 
----------------------------------------------------TQ------ 



 
-LQQAT------------------------------------------------------ 
 
-----------------------SFLIMQLAS-------------------------E-K 
 
IREIRTS----------------------------------------------------- 
 
----IFSKLNFLCPTRFKNQRSPQDPHTPAAH---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
NRSN-----I--------------------SDQKA----R-LTLGVIMGTFLV------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------TVNILRAW------------------ 
 
------------------------------------------------------------ 
 
---LPE------------------------------------------------------ 
 
------------------------------------------------------------ 
 
---------------------I-----FSSKT----------IMAVT------------- 
 
----------WLGYANSSANP--------------------------------LIYSIFN 
 
--RDFRRA---FKKII-----VRVFGCCW--EEPDLNKSISSRYAAPDNIE--------- 
 
------------------------------------------------------------ 
 
-------------RRRSCTRSSESAHDNNNDANATRLNLLSNNNEETIPE---------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Panulirus_interruptus_type_1_dopamine_receptor_gi82623606 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 



 
------------------------------------------------------------ 
 
MGERPP-----------GDD---------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------MSEPS--DI--PVTQ---- 
 
K-----------------------------------VL--I--------GIVLSS---VI 
 
FLSIFG----------------------------NGLVCVAVYTDRNLR-KI-GNLFVVS 
 
LAIADLFVACVVMTFALVNDLL-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-YWPFG-----------------SQFCNTWIACD 
 
VMCSTASIVNLCAISLDR---------YIHI----------------------------- 
 
--------K-DPLR-YG--RWMT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------K-RIVTISIAAIW--VLSA-------------------- 
 
---------------L----------VSFL-P-IS---------LG--------L----H 
 
-----LPETLKD------------------------------------------------ 
 
-----------------T-------------VVEPQQ-----E-----------QCALEL 
 
SE--IYAVVSSCIS-------FFLPCCVMLYLYA----RLYLYAKRHV------------ 
 
-------------ES--------------------------------------------- 



 
------------------------------------------------------------ 
 
----------------------------------------------------IK------ 
 
-ALVRP------------------------------------------------------ 
 
---------------------------------------------------------V-T 
 
LGSLEGD----------------------------------------------------- 
 
-------------------TSRPKKVAAPCHV---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------SESKA----A-TTVGIIVGTFLT------- 
 
-------------CW---------------------------VP---------------- 
 
--------------------------FF------CVNIAHAF------------------ 
 
------------------------------------C--------------Q-------- 
 
G-CIPD--V--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------V-----F--KT----------LT---------------- 
 
----------WFGYTNSSFNP--------------------------------IIYSIFN 
 
--QEFREA---FKRIL-TSKCRPCSSCCS--QACFGDPAGFSPSPPPCYCC--------- 
 
-----------------------------GCCLLEKSRPRRPTASVARSNVSRCIEVPRH 
 
HQNGTSSTALTEYTVLDASATPRFSHDRSRASSGERCLILEQISAI-------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Apis_mellifera_dopamine_receptor_D1_gi58585130 
 
------------------------------------------------------------ 



 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-MILSQ-----------NNL---------------------------------------- 
 
TDG------KE------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------DQPEN--TF--SLLS---- 
 
V-----------------------------------LL--V--------GFLFLI---LI 
 
FLSVAG----------------------------NILVCVAIYTDRGLR-RI-GNLFLAS 
 
LAIADLFVGCLVMTFAGVNDLL-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-YWVFG-----------------PRFCDTWIAFD 
 
VMCSTASILNLCAISLDR---------YIHI----------------------------- 
 
--------K-DPLR-YG--RWVT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------R-RIAVAGIAVVW--LLAG-------------------- 
 
---------------L----------ISFV-P-IS---------LG--------L-HRAN 
 
-----EPVVLDD------------------------------------------------ 
 
-----------S-----K------------------E---EHP-----------TCALDL 



 
TP--TYAVVSSSIS-------FYVPCIVMLGIYC----RLYCYAQKHV------------ 
 
-------------KS--------------------------------------------- 
 
-------------------I---------RAV---------------------------- 
 
----------------------------------------------------TK------ 
 
-LPDTS------------------------------------------------------ 
 
--------------------------MAKSFV-------------------------R-K 
 
VHATKPP----------------------------------------------------- 
 
-----------------------KPQTKTKPT---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
SPYH-----V--------------------SDHKA----A-ITVGVIMGVFLI------- 
 
-------------CW---------------------------VP---------------- 
 
--------------------------FF------CVNIVTSY------------------ 
 
------------------------------------C--------------K-------- 
 
T-CISG--R--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------A-----F--QV----------LT---------------- 
 
----------WLGYSNSAFNP--------------------------------IIYSIFN 
 
--TEFREA---FKRILTKGARARGNQPST--SECGEFRSVVVQKRNGSMIE--------- 
 
------------------------------------------------------------ 
 
--------CNISPRSSADSCQVGIMAQRHRDTIVSAI----------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 



 
>Drosophila_pseudoobscura_GA21941_PA_gi54638423 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
----------------SSRNGTLLDADHLPLQLTTA---KVDMDIEI------------D 
 
IQLLTN-----------GYD-----------------GTTLTSFYNESSWTNASE----- 
 
MDT------IV------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------GEEPE--PL--SLVS---- 
 
I-----------------------------------VV--V--------GIFLSV---LI 
 
FLSVAG----------------------------NILVCLAIYTERSLR-RI-GNLFLAS 
 
LAIADLFVASLVMTFAGVNDLL-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-YWIFG-----------------AQFCDTWVAFD 
 
VMCSTASILNLCAISMDR---------YIHI----------------------------- 
 
--------K-DPLR-YG--RWVT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------R-RVAVITIAAIW--LLAA-------------------- 
 
---------------F----------VSFV-P-IS---------LG--------I----H 



 
----------RP------------------------------------------------ 
 
--DQ-------PMIFEDN-------------G---KK----YP-----------TCALDL 
 
TP--TYAVVSSCIS-------FYLPCVVMIGIYC----RLYCYAQKHV------------ 
 
-------------KS--------------------------------------------- 
 
-------------------I--------KAVT-----------------------RP--- 
 
----------------------------------------------------GE------ 
 
-VAEKQ------------------------------------------------------ 
 
------------------------------RY-------------------------K-- 
 
SIRRPKM----------------------------------------------------- 
 
-------------------TPKKFKVRNLHHS---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
SPYH-----V--------------------SDHKA----A-VTVGVIMGVFLI------- 
 
-------------CW---------------------------VP---------------- 
 
--------------------------FF------CVNITAAF------------------ 
 
------------------------------------C--------------K-------- 
 
T-CIGG--Q--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------T-----F--KI----------LT---------------- 
 
----------WLGYSNSAFNP--------------------------------IIYSIFN 
 
--KEFRDA---FKRIL----TMRNPWCCA--QDVGNIHPRNSDRFITDYAS--------- 
 
------------------------------------------------------------ 
 
---------------KNVVVMNSGRSSAELEQVSAI------------------------ 
 
------------------------------------------------------------ 



 
------------------------------------------------------------ 
 
--------------------------- 
 
>Drosophila_melanogaster_dopamine_receptor_gi479128 
 
------------------------------------------------------------ 
 
----------------------------------------MYTPHPFGFLIILVPMTNAM 
 
RAIAAIAAGVGSVAATVATSTTSSISSSTTIINTSSAT---------------------- 
 
----TIGGNHTSGSTGFSTNSTLLDADHLPLQLTTA---KVDLDIEI------------D 
 
IQLLTN-----------GYD-----------------GTTLTSFYNESSWTNASE----- 
 
MDT------IV------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------GEEPE--PL--SLVS---- 
 
I-----------------------------------VV--V--------GIFLSV---LI 
 
FLSVAG----------------------------NILVCLAIYTDGSLP-RI-GNLFLAS 
 
LAIADLFVASLVMTFAGVNDLL-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-YWIFG-----------------AQFCDTWVAFD 
 
VMCSTASILNLCAISMDR---------YIHI----------------------------- 
 
--------K-DPLR-YG--RWVT------------------------------------- 
 
------------------------------------------------------------ 



 
---------------------R-RVAVITIAAIW--LLAA-------------------- 
 
---------------F----------VSFV-P-IS---------LG--------I----H 
 
----------RP------------------------------------------------ 
 
--DQ-------PLIFEDN-------------G---KK----YP-----------TCALDL 
 
TP--TYAVVSSCIS-------FYFPCVVMIGIYC----RLYCYAQKHV------------ 
 
-------------KS--------------------------------------------- 
 
-------------------I--------KAVT-----------------------RP--- 
 
----------------------------------------------------GE------ 
 
-VAEKQ------------------------------------------------------ 
 
----------------------------RYKS-------------------------I-- 
 
RRPKNQP----------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
KKFK-----VRNLHTHSSPYHV--------SDHKA----A-VTVGVIMGVFLI------- 
 
-------------CW---------------------------VP---------------- 
 
--------------------------FF------CVNITAAF------------------ 
 
------------------------------------C--------------K-------- 
 
T-CIGG--Q--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------T-----F--KI----------LT---------------- 
 
----------WLGYSNSAFNP--------------------------------IIYSIFN 
 
--KEFRDA---FKRIL----TMRNPWCCA--QDVGNIHPRNSDRFITDYAA--------- 
 
------------------------------------------------------------ 



 
---------------KNVVVMNSGRSSAELEQVSAI------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Drosophila_melanogaster_CG9652_PA_gi23171234 
 
------------------------------------------------------------ 
 
----------------------------------------MYTPHPFGFLIILVPMTNAM 
 
RAIAAIAAGVGSVAATVATSTTSSISSSTTIINTSSAT---------------------- 
 
----TIGGNHTSGSTGFSTNSTLLDADHLPLQLTTA---KVDLDIEI------------D 
 
IQLLTN-----------GYD-----------------GTTLTSFYNESSWTNASE----- 
 
MDT------IV------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------GEEPE--PL--SLVS---- 
 
I-----------------------------------VV--V--------GIFLSV---LI 
 
FLSVAG----------------------------NILVCLAIYTERSLR-RI-GNLFLAS 
 
LAIADLFVASLVMTFAGVNDLL-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-YWIFG-----------------AQFCDTWVAFD 
 
VMCSTASILNLCAISMDR---------YIHI----------------------------- 



 
--------K-DPLR-YG--RWVT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------R-RVAVITIAAIW--LLAA-------------------- 
 
---------------F----------VSFV-P-IS---------LG--------I----H 
 
----------RP------------------------------------------------ 
 
--DQ-------PLIFEDN-------------G---KK----YP-----------TCALDL 
 
TP--TYAVVSSCIS-------FYFPCVVMIGIYC----RLYCYAQKHV------------ 
 
-------------KS--------------------------------------------- 
 
-------------------I--------KAVT-----------------------RP--- 
 
----------------------------------------------------GE------ 
 
-VAEKQ------------------------------------------------------ 
 
----------------------------RYKS-------------------------I-- 
 
RRPKNQP----------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
KKFK-----VRNLHTHSSPYHV--------SDHKA----A-VTVGVIMGVFLI------- 
 
-------------CW---------------------------VP---------------- 
 
--------------------------FF------CVNITAAF------------------ 
 
------------------------------------C--------------K-------- 
 
T-CIGG--Q--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------T-----F--KI----------LT---------------- 
 
----------WLGYSNSAFNP--------------------------------IIYSIFN 



 
--KEFRDA---FKRIL----TMRNPWCCA--QDVGNIHPRNSDRFITDYAA--------- 
 
------------------------------------------------------------ 
 
---------------KNVVVMNSGRSSAELEQVSAI------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Drosophila_melanogaster_dopamine_D1_like_receptor_gi722319 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-MDTIV-----------GEE---------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------------------------PEP---L--SLVS---- 
 
I-----------------------------------VV--V--------GIFLSV---LI 
 
FLSVAG----------------------------NILVCLAIYTERSLR-RI-GNLFLAS 
 
LAIADLFVASLVMTFAGVNDLL-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 



 
-------------------------G-YWIFG-----------------AQFCDTWVAFD 
 
VMCSTASILNLCAISMDR---------YIHI----------------------------- 
 
--------K-DPLR-YG--RWVT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------R-RVAVITIAAIW--LLAA-------------------- 
 
---------------F----------VSFV-P-IS---------LG--------I----H 
 
----------RP------------------------------------------------ 
 
--DQ----PLIF-----E------------------D-----NGKKY-----P-TCALDL 
 
TP--TYAVVSSCIS-------FYFPCVVMIGIYC----RLYCYAQKHV------------ 
 
-------------KS--------------------------------------------- 
 
-------------------I---------KAV-----------------------TR--- 
 
--------------------------------------P-------------GE------ 
 
--VAEK------------------------------------------------------ 
 
--------------------------QR-YKS-------------------------I-- 
 
RRPKNQP----------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
KKFK-----VRNLHTHSSPYHV--------SDHKA----A-VTVGVIMGVFLI------- 
 
-------------CW---------------------------VP---------------- 
 
--------------------------FF------CVNITAAF------------------ 
 
------------------------------------C---K------------------- 
 
T-CIGG--Q--------------------------------------------------- 
 
------------------------------------------------------------ 



 
---------------------T-----F--KI----------LT---------------- 
 
----------WLGYSNSAFNP--------------------------------IIYSIFN 
 
--KEFRDA---FKRIL----TMRNPWCCA--QDVGNIHPRNSDRFITDYAA--------- 
 
------------------------------------------------------------ 
 
---------------KNVVVMNSGRSSAELEQVSAI------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Strongylocentrotus_purpuratus_PREDICTED_similar_to_Histamin
e_H2_receptor_H2R_Gastric_receptor_I_partial_gi72149280 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-MEEVD-----------SNY-----------------TLIYYDNDNDSLALSEST----- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------------------------SE--GY--STGV---- 
 
L-----------------------------------AI--I--------GVVLVI---II 
 
IATIFG----------------------------NILVILSPTVNRRLR-NV-TNMFIVS 
 
LAVADLMLAVLVQPFSGLMELR-------------------------------------- 
 
------------------------------------------------------------ 
 



------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------NQRWSFG-----------------AIVCNLYVSFD 
 
VQLCTASILHLFAISIDR---------YIAI----------------------------- 
 
--------S-DPMN-YR--KRLT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------R-RKAVITLIIVW--AVSI-------------------- 
 
---------------S----------ISFL-P-LH---------LG--------W-NTAS 
 
------------------------------------------------------------ 
 
-----------------G-------------EIQNFA---QPE-----------MCYLHA 
 
NT--FFALLDGLLL-------FYLPLTVMCCLYF----RVLNIARNQA------------ 
 
-------------RK--------------------------------------------- 
 
-------------------I---------------------------------------- 
 
----------------------------------------------------NS------ 
 
-QTAHV------------------------------------------------------ 
 
------------------------------------------------------------ 
 
SGQYNGN----------------------------------------------------- 
 
-------------------VKNSSREVLKAPK---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
PRAG-----V--------------------DEHRA----T-KLLGVIMGSFII------- 
 
-------------CW---------------------------VP---------------- 
 
--------------------------YF------TIFTFIPL------------------ 
 



------------------------------------C---P------------------- 
 
C-EVPQ--A--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------L-----Y--SV----------AL---------------- 
 
----------WLGYLNSTLNP--------------------------------ILYAALN 
 
--REFRKS---FRKLL----------RLR--HFRRRESNTYISHLELTTPH--------- 
 
------------------------------------------------------------ 
 
-------------------LLSGQNGGCSTSANMRGK----------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Gallus_gallus_PREDICTED_similar_to_histamine_H2_receptor_gi
50755091 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-MDPCS-----------NLT---------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------DPSK--TM--DFPL---- 
 
Q-----------------------------------LL--V--------GSCLAL---LI 
 
TFTLCG----------------------------NIIVCLAVTLDRRLR-SL-TNCIIVS 



 
LAITDLLLALLVLPFSAYYELT-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------S-EWPFS-----------------STLCNIYLSLD 
 
VMLCTASILNLFIISLDR---------YFAV----------------------------- 
 
--------T-TPLR-YQ--QLVT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------R-SRVAVGLVVIW--TVSL-------------------- 
 
---------------M----------VSFL-P-IH---------LG--------W-NTNG 
 
-----TMVQNTT------------------------------------------------ 
 
-----------P------------------------N---CTR-----------ECKLEV 
 
NS--VYGLVDSLLT-------FYIPLVIMCITYY----RIFKIAREQA------------ 
 
-------------KR--------------------------------------------- 
 
-------------------I-----------------------------------NH--- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
---------------------------------------------------------T-W 
 
CCSSNGP----------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
MPPM-----V--------------------KEHKA----T-VTLAVVMGAFII------- 



 
-------------CW---------------------------FP---------------- 
 
--------------------------YF------TVFTYRGV------------------ 
 
------------------------------------WGDSS------------------- 
 
V-KGIP--M--------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------SI----------VL---------------- 
 
----------WLGYANSALNP--------------------------------ILYGTFN 
 
--RDFRVA---YQHLL----------QCW--RTGDPKSSLQKGQPRGRSCG--------- 
 
------------------------------------------------------------ 
 
-----------ESLDGQEGKCLKLEMRNGKGTLLADGALQR------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Bos_taurus_PREDICTED_similar_to_Histamine_H2_receptor_H2R_G
astric_receptor_I_gi76626422 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--MAAN-----------GTA---------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



-----------------------------------------SSSCL--DP--TAFK---- 
 
V-----------------------------------TV-----------TVVLIL---LI 
 
LITIAG----------------------------NVVVCLAVGLNRRLR-SL-TNCFIVS 
 
LAITDLLLGLLVLPFSAFYQL--------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------SCQWSFG-----------------KVFCNIYTSLD 
 
VMLCTASILNLFMISLDR---------YCAV----------------------------- 
 
--------T-DPLR-YP--VLVT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-VRVAVSLVLIW--VISI-------------------- 
 
---------------T----------LSFL-S-IH---------LE--------W----- 
 
----------NS------------------------------------------------ 
 
-----------------R-------------PENHSD-SHTIP-----------KCKVQV 
 
NL--VYGLVDGLVT-------FYLPLLVMCITYY----RIFRIAREQA------------ 
 
-------------RR--------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
IHNVGPW----------------------------------------------------- 
 
------------------------------------------------------------ 
 



------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
RAAT-----L--------------------REHKA----T-VTLAAVMGAFIV------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------YF------TVFVYRGL------------------ 
 
------------------------------------R--GD------------------- 
 
S-AVDK--T--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------V-----E--DV----------VL---------------- 
 
----------WLGYANSALNP--------------------------------VLYAALN 
 
--RDFRTA---YQQLF----------RCS--PAGQDARRTSLGSNSSQLVR--------- 
 
------------------------------------------------------------ 
 
--HPGQGPRWPEERPLRLQVWSGTELTAPQGATDR------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Cavia_porcellus_Histamine_H2_receptor_H2R_Gastric_receptor_
I_gi1346291 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--MAFN-----------GTV---------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 



 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------PSFCM--DF--TVYK---- 
 
------------------------------------VT--I--------SVILII---LI 
 
LVTVAG----------------------------NVVVCLAVGLNRRLR-SL-TNCFIVS 
 
LAVTDLLLGLLVLPFSAIYQLS-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------C-KWSFS-----------------KVFCNIYTSLD 
 
VMLCTASILNLFMISLDR---------YCAV----------------------------- 
 
--------T-DPLR-YP--VLIT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-ARVAISLVFIW--VISI-------------------- 
 
---------------T----------LSFL-S-IH---------LG--------W----- 
 
----------NS------------------------------------------------ 
 
-----------------R-------------NETSKD-NDTIV-----------KCKVQV 
 
NE--VYGLVDGLVT-------FYLPLLIMCITYF----RIFKIAREQA------------ 
 
-------------RR--------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 



 
INHIGSW----------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
KAAT-----I--------------------REHKA----T-VTLAAVMGAFII------- 
 
-------------CW---------------------------FP---------------- 
 
--------------------------YF------TVFVYRGL------------------ 
 
------------------------------------K--GD------------------- 
 
D-AVNE------------------------------------------------------ 
 
------------------------------------------------------------ 
 
---------------------V-----F-EDV----------VL---------------- 
 
----------WLGYANSALNP--------------------------------ILYAALN 
 
--RDFRTA---YHQLF----------CCR--LASHNSHETSLRLNNSQLNR--------- 
 
------------------------------------------------------------ 
 
--SQCQEPRWQEDKPLNLQVWSGTEVTAPQGATNR------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Rattus_norvegicus_histamine_receptor_H_2_gi6981044 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-MEPNG-----------TVH---------------------------------------- 



 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------SCCLD--SM--ALKV---- 
 
------------------------------------TI-----------SVVLTT---LI 
 
LITIAG----------------------------NVVVCLAVSLNRRLR-SL-TNCFIVS 
 
LAATDLLLGLLVLPFSAIYQL--------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------SFTWSFG-----------------HVFCNIYTSLD 
 
VMLCTASILNLFMISLDR---------YCAV----------------------------- 
 
--------T-DPLR-YP--VLVT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-VRVAISLVFIW--VISI-------------------- 
 
---------------T----------LSFL-S-IH---------LG--------W-NSRN 
 
----------GT------------------------------------------------ 
 
-----------------R------------------G-GNDTF-----------KCKVQV 
 
NE--VYGLVDGLVT-------FYLPLLIMCVTYY----RIFKIAREQA------------ 
 
-------------KR--------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 



 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
INHISSW----------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
KAAT-----I--------------------REHKA----T-VTLAAVMGAFII------- 
 
-------------CW---------------------------FP---------------- 
 
--------------------------YF------TAFVYRGL------------------ 
 
------------------------------------R--GD------------------- 
 
D-AINE--A--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------V-----E--GI----------VL---------------- 
 
----------WLGYANSALNP--------------------------------ILYAALN 
 
--RDFRTA---YQQLF----------HCK--FASHNSHKTSLRLNNSLLPR--------- 
 
------------------------------------------------------------ 
 
--SQSREGRWQEEKPLKLQVWSGTELTHPQGNPIR------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Mus_musculus_Histamine_H2_receptor_H2R_Gastric_receptor_I_g
i3023953 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--MEPN-----------GTV---------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------HSCCL--DS--IALK---- 
 
V-----------------------------------TI-----------SVVLTT---LI 
 
FITVAG----------------------------NVVVCLAVSLNRRLR-SL-TNCFIVS 
 
LAATDLLLGLLVMPFSAIYQL--------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------SFKWRFG-----------------QVFCNIYTSLD 
 
VMLCTASILNLFMISLDR---------YCAV----------------------------- 
 
--------T-DPLR-YP--VLVT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-VRVAISLVFIW--VISI-------------------- 
 
---------------T----------LSFL-S-IH---------LG--------W----- 
 
----------NS------------------------------------------------ 
 
-----------------R-------------NGTRGG-NDTF------------KCKVQV 
 
NE--VYGLVDGMVT-------FYLPLLIMCVTYY----RIFKIAREQA------------ 
 



-------------KR--------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
INHISSW----------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
KAAT-----I--------------------REHKA----T-VTLAAVMGAFIV------- 
 
-------------CW---------------------------FP---------------- 
 
--------------------------YF------TAFVYRGL------------------ 
 
------------------------------------R--GD------------------- 
 
D-PVNE--V--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------V-----E--GI----------VL---------------- 
 
----------WLGYANSALNP--------------------------------ILYATLN 
 
--RDFRMA---YQQLF----------HCK--LASHNSHKTSLRLNNSLLSR--------- 
 
------------------------------------------------------------ 
 
--SQSREGRWQEEKPLKLQVWSGTELTHPQGSPVR------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Mus_musculus_Hrh2_protein_gi75517333 
 



------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
---EPN-----------GTV---------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------HSCCL--DS--IALK---- 
 
V-----------------------------------TI-----------SVVLTT---LI 
 
FITVAG----------------------------NVVVCLAVSLNRRLR-SL-TNCFIVS 
 
LAATDLLLGLLVMPFSAIYQL--------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------SFKWSFG-----------------QVFCNIYTSLD 
 
VMLCTASILNLFMISLDR---------YCAV----------------------------- 
 
--------T-DPLR-YP--VLVT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-VRVAISLVFIW--VISI-------------------- 
 
---------------T----------LSFL-S-IH---------LG--------W----- 
 
----------NS------------------------------------------------ 
 



-----------------R-------------NGTRGG-NDTF------------KCKVQV 
 
NE--VYGLVDGMVT-------FYLPLLIMCVTYY----RIFKIAREQA------------ 
 
-------------KR--------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
INHISSW----------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
KAAT-----I--------------------REHKA----T-VTLAAVMGAFIV------- 
 
-------------CW---------------------------FP---------------- 
 
--------------------------YF------TAFVYRGL------------------ 
 
------------------------------------R--GD------------------- 
 
D-AVNE--V--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------V-----E--GI----------VL---------------- 
 
----------WLGYANSALNP--------------------------------ILYATLN 
 
--RDFRTA---YQQLF----------HCK--LASHNSHKTSLRLNNSLLSR--------- 
 
------------------------------------------------------------ 
 
--SQSREGRWQEEKPLKLQVWSGTELTHPQGSPVR------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



--------------------------- 
 
>Mus_musculus_unnamed_protein_product_gi74202790 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--MEPN-----------GTV---------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------HSCCL--DS--IALK---- 
 
V-----------------------------------TI-----------SVVLTT---LI 
 
FITVAG----------------------------NVVVCLAVSLNRRLR-SL-TNCFIVS 
 
LAATDLLLGLLVMPFSAIYQL--------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------SFKWSFG-----------------QVFCNIYTSLD 
 
VMLCTASILNLFMISLDR---------YCAV----------------------------- 
 
--------T-DPLR-YP--VLVT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-VRVAISLVFIW--VISI-------------------- 
 



---------------T----------LSFL-S-IH---------LG--------W----- 
 
----------NS------------------------------------------------ 
 
-----------------R-------------NGTRGG-NDTF------------KCKVQV 
 
NE--VYGLVDGMVT-------FYLPLLIMCVTYY----RIFKIAREQA------------ 
 
-------------KR--------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
INHISSW----------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
KAAT-----I--------------------REHKA----T-VTLAAVMGAFIV------- 
 
-------------CW---------------------------FP---------------- 
 
--------------------------YF------TAFVYRGL------------------ 
 
------------------------------------R--GD------------------- 
 
D-AVNE--V--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------V-----E--GI----------VL---------------- 
 
----------WLGYANSALNP--------------------------------ILYATLN 
 
--RDFRMA---YQQLF----------HCK--LASHNSHKTSLRLNNSLLSR--------- 
 
------------------------------------------------------------ 
 
--SQSREGRWQEEKPLKLQVWSGTELTHPQGSPVRTRLSHSSCLLSLSLLSFIWKLGTWI 
 



HHRRPFQPSLHISA---------------------------------------------- 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Mus_musculus_Hrh2_protein_gi73768881 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-EPNGT-----------VHS---------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------CCLD--SIALKVTI---- 
 
-------------------------------------------------SVVLTT---LI 
 
FITVAG----------------------------NVVVCLAVSLNRRLR-SL-TNCFIVS 
 
LAATDLLLGLLVMPFSAIYQL--------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------SFKWSFG-----------------QVFCNIYTSLD 
 
VMLCTASILNLFMISLDR---------YCAV----------------------------- 
 
--------T-DPLR-YP--VLVT------------------------------------- 
 



------------------------------------------------------------ 
 
---------------------P-VRVAISLVFIW--VISI-------------------- 
 
---------------T----------LSFL-S-IH---------LG--------W-NSRN 
 
----------GT------------------------------------------------ 
 
-----------------R------------------G-GNDTF-----------KCKVQV 
 
NE--VYGLVDGMVT-------FYLPLLIMCVTYY----RIFKIAREQA------------ 
 
-------------KR--------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
INHISSW----------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
KAAT-----I--------------------REHKA----T-VTLAAVMGAFIV------- 
 
-------------CW---------------------------FP---------------- 
 
--------------------------YF------TAFVYRGL------------------ 
 
------------------------------------R--GD------------------- 
 
D-AVNE------------------------------------------------------ 
 
------------------------------------------------------------ 
 
---------------------------VVEGI----------VL---------------- 
 
----------WLGYANSALNP--------------------------------ILYATLN 
 
--RDFRMA---YQQLF----------HCK--LASHNSHKTSLRLNNSLLSR--------- 
 



------------------------------------------------------------ 
 
--SQSREGRWQEEKPLKLQVWSGTELTHPQGSPVR------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Mus_musculus_histamine_receptor_H2_gi21314570 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-MEPNG-----------TVH---------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------SCCLD--SIALKVTI---- 
 
-------------------------------------------------SVVLTT---LI 
 
FITVAG----------------------------NVVVCLAVSLNRRLR-SL-TNCFIVS 
 
LAATDLLLGLLVMPFSAIYQL--------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------SFKWSFG-----------------QVFCNIYTSLD 
 



VMLCTASILNLFMISLDR---------YCAV----------------------------- 
 
--------T-DPLR-YP--VLVT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-VRVAISLVFIW--VISI-------------------- 
 
---------------T----------LSFL-S-IH---------LG--------W-NSRN 
 
----------GT------------------------------------------------ 
 
-----------------R------------------G-GNDTF-----------KCKVQV 
 
NE--VYGLVDGMVT-------FYLPLLIMCVTYY----RIFKIAREQA------------ 
 
-------------KR--------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
INHISSW----------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
KAAT-----I--------------------REHKA----T-VTLAAVMGAFIV------- 
 
-------------CW---------------------------FP---------------- 
 
--------------------------YF------TAFVYRGL------------------ 
 
------------------------------------R--GD------------------- 
 
D-AVNE------------------------------------------------------ 
 
------------------------------------------------------------ 
 
---------------------------VVEGI----------VL---------------- 
 



----------WLGYANSALNP--------------------------------ILYATLN 
 
--RDFRMA---YQQLF----------HCK--LASHNSHKTSLRLNNSLLSR--------- 
 
------------------------------------------------------------ 
 
--SQSREGRWQEEKPLKLQVWSGTELTHPQGSPVR------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Canis_familiaris_PREDICTED_similar_to_Histamine_H2_receptor
_H2R_Gastric_receptor_I_gi73954021 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------------------------M 
 
ISNGTG-----------SSF---------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------CLDSP--PC--RITV---- 
 
-------------------------------------------------SVVLTV---LI 
 
LITIAG----------------------------NVVVCLAVGLNRRLR-SL-TNCFIVS 
 
LAITDLLLGLLVLPFSAFYQLS-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 



 
------------------------------------------------------------ 
 
-------------------------C-RWSFG-----------------KVFCNIYTSLD 
 
VMLCTASILNLFMISLDR---------YCAV----------------------------- 
 
--------T-DPLR-YP--VLIT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-VRVAVSLVLIW--VISI-------------------- 
 
---------------T----------LSFL-S-IH---------LG--------W----N 
 
SRNETSSFNHTI------------------------------------------------ 
 
------------------------------------------P-----------KCKVQV 
 
NL--VYGLVDGLVT-------FYLPLLVMCITYY----RIFKIARDQA------------ 
 
-------------KR--------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
IHHMGSW----------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
KAAT-----I--------------------GEHKA----T-VTLAAVMGAFII------- 
 
-------------CW---------------------------FP---------------- 
 
--------------------------YF------TVFVYRGL------------------ 
 
------------------------------------K--GD------------------- 
 
D-AINE--A--------------------------------------------------- 



 
------------------------------------------------------------ 
 
---------------------------F-EAV----------VL---------------- 
 
----------WLGYANSALNP--------------------------------ILYATLN 
 
--RDFRTA---YQQLF----------RCR--PASHNAQETSLRSNSSQLAR--------- 
 
------------------------------------------------------------ 
 
--NQSREPMRQEEKPLKLQVWSGTEVTAPRGATDR------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Homo_sapiens_histamine_H2_receptor_gi1359759 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----N-----------GTA---------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------SSFCL--DS--TACK---- 
 
I-----------------------------------TI-----------TVVLAV---LI 
 
LITVAG----------------------------NVVVCLAVGLNRRLR-NL-TNCFIVS 
 
LAITDLLLGLLVLPFSAIYQL--------------------------------------- 
 
------------------------------------------------------------ 



 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------SCKWSFG-----------------KVFCNIYTSLD 
 
VMLCTASILNLFMISLDR---------YCAV----------------------------- 
 
--------M-DPLR-YP--VLVT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-ARVAISLVLIW--VISI-------------------- 
 
---------------T----------LSFL-S-IH---------LG--------W----- 
 
----------NS------------------------------------------------ 
 
-----------------R-------------NETSKG-NHTTS-----------KCNVQV 
 
NE--VYGLVDGLVT-------FYLPLLIMCITYY----RIFRVARDQA------------ 
 
-------------KR--------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
IDHISSW----------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
KAAT-----I--------------------REHRA----T-VTLAAVMGAFII------- 
 
-------------CW---------------------------FP---------------- 
 
--------------------------YF------TAFVYRGL------------------ 



 
------------------------------------R--GD------------------- 
 
D-AINE--M--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------L-----E--AI----------VL---------------- 
 
----------WLGYANSALNP--------------------------------ILYAALN 
 
--RDFRTG---YQQLF----------CCR--LANRNSHKTSLRSNASQLSR--------- 
 
------------------------------------------------------------ 
 
--TQSREPRQQEEKPLKLQVWSGTEVT--------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Homo_sapiens_histamine_receptor_H2_gi22658471 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--MAPN-----------GTA---------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------SSFCL--DS--TACK---- 
 
I-----------------------------------TI-----------TVVLAV---LI 
 
LITVAG----------------------------NVVVCLAVGLNRRLR-NL-TNCFIVS 



 
LAITDLLLGLLVLPFSAIYQL--------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------SCKWSFG-----------------KVFCNIYTSLD 
 
VMLCTASILNLFMISLDR---------YCAV----------------------------- 
 
--------M-DPLR-YP--VLVT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-VRVAISLVLIW--VISI-------------------- 
 
---------------T----------LSFL-S-IH---------LG--------W----- 
 
----------NS------------------------------------------------ 
 
-----------------R-------------NETSKG-NHTTS-----------KCKVQV 
 
NE--VYGLVDGLVT-------FYLPLLIMCITYY----RIFKVARDQA------------ 
 
-------------KR--------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
INHISSW----------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
KAAT-----I--------------------REHKA----T-VTLAAVMGAFII------- 



 
-------------CW---------------------------FP---------------- 
 
--------------------------YF------TAFVYRGL------------------ 
 
------------------------------------R--GD------------------- 
 
D-AINE--V--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------L-----E--AI----------VL---------------- 
 
----------WLGYANSALNP--------------------------------ILYAALN 
 
--RDFRTG---YQQLF----------CCR--LANRNSHKTSLRSNASQLSR--------- 
 
------------------------------------------------------------ 
 
--TQSREPRQQEEKPLKLQVWSGTEVTAPQGATDR------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Homo_sapiens_HRH2_protein_gi32493367 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-MAPNG-----------TAS---------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------SFCLD--STACKITI---- 



 
-------------------------------------------------TVVLAV---LI 
 
LITVAG----------------------------NVVVCLAVGLNRRLR-NL-TNCFIVS 
 
LAITDLLLGLLVLPFSAIYQLS-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------C-KWSFG-----------------KVFCNIYTSLD 
 
VMLCTASILNLFMISLDR---------YCAV----------------------------- 
 
--------M-DPLR-YP--VLVT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-VRVAISLVLIW--VISI-------------------- 
 
---------------T----------LSFL-S-IH---------LG--------W----- 
 
----------NS------------------------------------------------ 
 
-----------------R-------------NETSKG-NHTTS-----------KCKVQV 
 
NE--VYGLVDGLVT-------FYLPLLIMCITYY----RIFKVARDQA------------ 
 
-------------KR--------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
INHISSW----------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 



 
------------------------------------------------------------ 
 
KAAT-----I--------------------REHKA----T-VTLAAVMGAFII------- 
 
-------------CW---------------------------FP---------------- 
 
--------------------------YF------TAFVYRGL------------------ 
 
------------------------------------R--GD------------------- 
 
D-AINE------------------------------------------------------ 
 
------------------------------------------------------------ 
 
---------------------------VLEAI----------VL---------------- 
 
----------WLGYANSALNP--------------------------------ILYAALN 
 
--RDFRTG---YQQLF----------CCR--LANRNSHKTSLRSNASQLSR--------- 
 
----------------------------------------------TQSREPRQQEEKPL 
 
KLQVWSGTEVTAPQGATDRPWLCLPECWSVELTHSFIHLFIHSFANIHPIPTTCQEL--- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Tetraodon_nigroviridis_unnamed_protein_product_gi47215666 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 



 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------VV--L--------GVLLSL---LI 
 
LLTVGG----------------------------NVLVCLAVCASRRLR-CL-SNCFIVS 
 
LAATDLLLGLLVLPFSALLQLS-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------D-EWPLG-----------------PVFCNFYISMD 
 
VMLCTASILTLLVISVDR---------YLAV----------------------------- 
 
--------T-MPLR-YA--SLVL------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-WRVALAMASVW--TVSV-------------------- 
 
---------------A----------VSFL-P-IQ---------MG--------W-NTIN 
 
-----GTVQNRG------------------------------------------------ 
 
-----------P-----G------------------S---PGR-----------KCRFEL 
 
NR--PYVLTDSLLT-------FYIPLMAMCWTYF----RILLIARTHA------------ 
 
-------------KR--------------------------------------------- 
 
-----------------------------IIS-----------------------TR--- 
 
----------------------------------------------------PT------ 
 
-CITSY------------------------------------------------------ 
 
------------------------------------------------------------ 
 
SCRNTSS----------------------------------------------------- 



 
-----------------------TTKTLVSSV---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
SAMT-----L--------------------REHKA----T-VTLAALIGAFVV------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------YF------ILFTVLGL------------------ 
 
------------------------------------KEHPD------------------- 
 
P-SSVP--E--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------------Y--SI----------VL---------------- 
 
----------WLGYANSALNP--------------------------------ILYGALN 
 
--KDFR-----I--FL----------IYQ--QSVFVPQSPLSLLSILFLKH--------- 
 
------------------------------------------SHTEERIMNHKSYECHLQ 
 
TAQRYEKEMIDRCTRARWLVAAGPLSLPSPPPLYEHPTGRQQEG---------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Tetraodon_nigroviridis_unnamed_protein_product_gi47219388 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-MSSMA-----------AL----------------------------------------- 
 
------------------------------------------------------------ 



 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------------------------------CVLLVA---FI 
 
LLTVSG----------------------------NVMVCLAVCRSRRLQ-RV-ANCFVVS 
 
LAVTDLLLGLLVLPFSATVELR-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------SGNWSLG-----------------GALCNIYISVD 
 
ILLCTCSILTLLAISVDR---------YLAI----------------------------- 
 
--------S-APLT-YS--QRVT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------R-LRVALVLISIW--VWSL-------------------- 
 
---------------A----------LSFV-P-IH---------MG--------W----N 
 
------------------------------------------------------------ 
 
--TADYHVQHLDWGIGDE-------------D---RD----GR-----------YCQFEW 
 
NN--NYIVLYTLCS-------FYLPLLLMCGMYL----CIFRVAREQV------------ 
 
-------------RR--------------------------------------------- 
 
-------------------I--------RAAM---------------------------- 
 
----------------------------------------------------PS------ 
 
-FARSP------------------------------------------------------ 



 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
STAA-----I-----------A--------REHKA----T-VTLAAVLGAFVI------- 
 
-------------CW---------------------------FP---------------- 
 
--------------------------YF------TFFTWTGI------------------ 
 
------------------------------------K--PK------------------- 
 
R-NPPN--T--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------V-----H--SV----------VL---------------- 
 
----------WLGYFNSALNP--------------------------------ILYPAFN 
 
--RDFRRA---YAELL----------CCR--G---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Gallus_gallus_PREDICTED_similar_to_alpha2Da_adrenoceptor_gi
50755081 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



----------------------------------------------------------ME 
 
AAVTLP-----------NAS---------------------------------------- 
 
NNG------SQ------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------AGSP--PH--SPAA---- 
 
T------------------------------------------------GLILLAVLAVL 
 
LATLVG----------------------------NALVVAAVSTSRALR-AP-QNLFLVS 
 
LASADILVAVLILPFSLAKELM-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-YWYFG-----------------SLWCSLYLALD 
 
VLLCTASIGHLCAISLDR---------YWAV----------------------------- 
 
--------T-RAAR-LN--LRRS------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-GRVKGMIGAVW--AAAA-------------------- 
 
---------------L----------VALP-P-LF---------KA-------------- 
 
----------RP------------------------------------------------ 
 
-----------------R------------------A-----R-----------QCELID 
 
ET--WYVLASCVAS-------FFAPCLVMVTVYC----RIYRLTTRRS------------ 
 
------------------------------------------------------------ 
 



-----------------------------AAV---------------------LAAR--- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
---------------------------------------------------------R-G 
 
SAPCPGD----------------------------------------------------- 
 
----------------ANRRASWAAAPSRRHR---------------------------- 
 
------------------------------------------------------------ 
 
-------------------------------------------------SQHQSVSLCRR 
 
RLLR-----V--------------------RERRF----T-IVLAVVMGAFVL------- 
 
-------------CW---------------------------FP---------------- 
 
--------------------------FF------FTYSLEAV------------------ 
 
------------------------------------CGEG-------------------- 
 
C-RVSK--P--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------L-----F--SF----------FF---------------- 
 
----------WIGYCNSSLNP--------------------------------IIYTVFN 
 
--RDFRAA---FRRLL----------AAL--VRHGS------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Macropus_rufus_alpha_adrenergic_receptor_2B_gi11322426 
 
------------------------------------------------------------ 
 



------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------------------A--I--------AAVITF---LI 
 
LFTIFG----------------------------NALVILAVLTSRSLR-AP-QNLFLVS 
 
LAAADILVGTLIIPFSLANELL-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-YWYFR-----------------HTWCEVYLALD 
 
VLFCTSSIVHLCAISLDR---------YWSV----------------------------- 
 
--------S-RALE-YN--SKRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-RRIKGIILTVW--LIAA-------------------- 
 
---------------F----------ISLP-P--L---------IY--------K----G 
 
----------DK------------------------------------------G----- 
 
--KK-------S-----G------------------G-----R---------P-QCKLNE 
 



EA--WYILSSSIGS-------FFAPCLIMILVYL----RIYLIAKRRN------------ 
 
-------------RQ--------------------------------------------- 
 
-------------------G----------PH-----------------------GK--- 
 
---------------------------------RALS-D-------------GD------ 
 
--TGPS------------------------------------------------------ 
 
---------GPGGASAI-SKLPS-----SVLS-------------------------A-- 
 
VGEANGH---------------------------SKP-AGERE----------------- 
 
-----GGEQIGDP--PS-TTPNQSSVGPEDVS--------------------HRQ----- 
 
--------EE---------------------EEEEDEEGE---ECGSP-ALPTSS----- 
 
----------------SPQGTPNXQPPQGSQMLATLRGQVLLARQPASLGLQPW---R-- 
 
RRTQ-----M-----------N--------REKRF----T-FVLAVVIGVFVL------- 
 
-------------CW---------------------------FP---------------- 
 
--------------------------FF------FSYSLGAI------------------ 
 
------------------------------------C---P----------Q-------- 
 
H-CKVP--H--------------------------------------------------- 
 
-----------------------------------------------G------------ 
 
---------------------L-----F-------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 



>Priodontes_maximus_alpha_adrenergic_receptor_2B_gi23306887 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
LFTIFG----------------------------NALVILAVLTSRPLR-AP-QNLFLVS 
 
LAAADILVATFIIPFSLANELL-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-YWYFR-----------------RTWCEVYLALD 
 
VLFCTSSIVHLCAISLDR---------YWAV----------------------------- 
 
--------S-RALE-YN--SKRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-RRIKRIILVVW--LIAA-------------------- 
 
---------------A----------ISLP-P--L---------VY--------K----G 
 



----------DP------------------------------------------G----- 
 
--PQ-------P-----R------------------G-----R---------P-QCKLNQ 
 
EA--WYILASSVGS-------FFAPCLIMILVYL----RIYLIARRSH------------ 
 
-------------RR--------------------------------------------- 
 
-------------------G----------PR-----------------------AQ--- 
 
---------------------------------GSSG-D-------------GE------ 
 
--VRQP-----------------------------------------------R------ 
 
------S--LP--AGAS-ATLPT---LASSGT-------------------------A-- 
 
AREANGH---------------------------PKA-NGEGE----------------- 
 
-----EGETPEDPRPQD-APPGRPALPGGGQG--------------------PSEGACGA 
 
SP------QEEG---------------------------E---EPGPQ--AAASG----- 
 
----------------ATARSPPLQPAPGARVLATLRGQVLLGRGAGTAGAQWW---R-- 
 
RRAQ-----L-----------T--------REKRF----T-FVLAVVIGVFVL------- 
 
-------------CW---------------------------FP---------------- 
 
--------------------------FF------FSYSLGAI------------------ 
 
------------------------------------C---P----------R-------- 
 
R-CQVP--H--------------------------------------------------- 
 
-----------------------------------------------G------------ 
 
---------------------L-----F-------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



------------------------------------------------------------ 
 
--------------------------- 
 
>Mus_musculus_alpha_2C2_adrenergic_receptor_gi927108 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------MSGPAM---------------------VHQEP---Y--SVQA---- 
 
T-----------------------------------AA--I--------ASAITF---LI 
 
LFTIFG----------------------------NALVILAVLTSRSLR-AP-QNLFLVS 
 
LAAADILVATLIIPFSLANELL-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-YWYFW-----------------RAWCEVYLALD 
 
VLFCTSSIVHLCAISLDR---------YWAV----------------------------- 
 
--------S-RALE-YN--SKRT------------------------------------- 
 
------------------------------------------------------------ 
 



---------------------P-RRIKCIILTVW--LIAA-------------------- 
 
---------------V----------ISLP-P--L---------IY--------K----G 
 
----------DQ------------------------------------------R----- 
 
--PE-------P-----H------------------G-----L---------P-QCELNQ 
 
EA--WYILASSIGS-------FFAPCLIMILVYL----RIYLIAKRSH------------ 
 
-------------CR--------------------------------------------- 
 
-------------------G----------LG-----------------------AK--- 
 
---------------------------------RGSG-E-------------GE------ 
 
--SKKP-----------------------------------------------R------ 
 
------PGPAAGGVPAS-AKVPT---LVSPLS-------------------------S-- 
 
VGEANGH---------------------------PKP-PREKE----------------- 
 
-----EGETPEDPEARA-LPPNWSALPRSVQD--------------------QKKGTSGA 
 
TA------EKGA-------------------EE-DEEEVE---ECEPQ-TLPASP----- 
 
----------------ASVFNPPLQQPQTSRVLATLRGQVLLSKNVGVASGQWW---R-- 
 
RRTQ-----L-----------S--------REKRF----T-FVLAVVIGVFVV------- 
 
-------------CW---------------------------FP---------------- 
 
--------------------------FF------FSYSLGAI------------------ 
 
------------------------------------C---P----------Q-------- 
 
H-CKVP--H--------------------------------------------------- 
 
-----------------------------------------------G------------ 
 
---------------------L-----F--QF----------FF---------------- 
 
----------WIGYCNSSLNP--------------------------------VIYTIFN 
 
--QDFRRA---FRRIL-----------CR--QWTQTGW---------------------- 
 
------------------------------------------------------------ 
 



------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Mus_musculus_Adra2b_protein_gi44890565 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------MSGPAM---------------------VHQEP---Y--SVQA---- 
 
T-----------------------------------AA--I--------ASAITF---LI 
 
LFTIFG----------------------------NALVILAVLTSRSLR-AP-QNLFLVS 
 
LAAADILVATLIIPFSLANELL-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-YWYFW-----------------RAWCEVYLALD 
 
VLFCTSSIVHLCAISLDR---------CWAV----------------------------- 
 



--------S-RALE-YN--SKRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-RRIKCIILTVW--LIAA-------------------- 
 
---------------V----------ISLP-P--L---------IY--------K----G 
 
----------DQ------------------------------------------R----- 
 
--PE-------P-----H------------------G-----L---------P-QCELNQ 
 
EA--WYILASSIGF-------FFAPCLIMILVYL----RIYVIAKRSH------------ 
 
-------------CR--------------------------------------------- 
 
-------------------G----------LG-----------------------AK--- 
 
---------------------------------RGSG-E-------------GE------ 
 
--SKKP-----------------------------------------------H------ 
 
------P--AAGGVPAS-AKVPT---LVSPLS-------------------------S-- 
 
VGEANGH---------------------------PKP-PREKE----------------- 
 
-----EGETPEDPEARA-LPPNWSALPRSVQD--------------------QKKGTSGA 
 
TA------EKGA-------------------EE-DEEEVE---ECEPQ-TLPASP----- 
 
----------------ASVFNPPLQQPQTSRVLATLRGQVLLSKNVGVASGQWW---R-- 
 
RRTQ-----L-----------S--------REKRF----T-FVLAVVIGVFVV------- 
 
-------------CW---------------------------FP---------------- 
 
--------------------------FF------FSYSLGAI------------------ 
 
------------------------------------C---P----------Q-------- 
 
H-CKVP--H--------------------------------------------------- 
 
-----------------------------------------------G------------ 
 
---------------------L-----F--QF----------FF---------------- 
 
----------WIGYCNSSLNP--------------------------------VIYTIFN 
 



--QDFRRA---FRRIL-----------CR--QWTQTGWRACLLRASARQG---------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Mus_musculus_adrenergic_receptor_alpha_2b_gi46575786 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------MSGPAM---------------------VHQEP---Y--SVQA---- 
 
T-----------------------------------AA--I--------ASAITF---LI 
 
LFTIFG----------------------------NALVILAVLTSRSLR-AP-QNLFLVS 
 
LAAADILVATLIIPFSLANELL-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



-------------------------G-YWYFW-----------------RAWCEVYLALD 
 
VLFCTSSIVHLCAISLDR---------YWAV----------------------------- 
 
--------S-RALE-YN--SKRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-RRIKCIILTVW--LIAA-------------------- 
 
---------------V----------ISLP-P--L---------IY--------K----G 
 
----------DQ------------------------------------------R----- 
 
--PE-------P-----H------------------G-----L---------P-QCELNQ 
 
EA--WYILASSIGS-------FFAPCLIMILVYL----RIYVIAKRSH------------ 
 
-------------CR--------------------------------------------- 
 
-------------------G----------LG-----------------------AK--- 
 
---------------------------------RGSG-E-------------GE------ 
 
--SKKP-----------------------------------------------H------ 
 
------P--AAGGVPAS-AKVPT---LVSPLS-------------------------S-- 
 
VGEANGH---------------------------PKP-PREKE----------------- 
 
-----EGETPEDPEARA-LPPNWSALPRSVQD--------------------QKKGTSGA 
 
TA------EKGA-------------------EE-DEEEVE---ECEPQ-TLPASP----- 
 
----------------ASVFNPPLQQPQTSRVLATLRGQVLLSKNVGVASGQWW---R-- 
 
RRTQ-----L-----------S--------REKRF----T-FVLAVVIGVFVV------- 
 
-------------CW---------------------------FP---------------- 
 
--------------------------FF------FSYSLGAI------------------ 
 
------------------------------------C---P----------Q-------- 
 
H-CKVP--H--------------------------------------------------- 
 
-----------------------------------------------G------------ 
 



---------------------L-----F--QF----------FF---------------- 
 
----------WIGYCNSSLNP--------------------------------VIYTIFN 
 
--QDFRRA---FRRIL-----------CR--QWTQTGW---------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Mus_musculus_Alpha_2B_adrenergic_receptor_Alpha_2B_adrenoce
ptor_Alpha_2B_adrenoreceptor_gi68067981 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------M---------------------VHQEP---Y--SVQA---- 
 
T-----------------------------------AA--I--------ASAITF---LI 
 
LFTIFG----------------------------NALVILAVLTSRSLR-AP-QNLFLVS 
 
LAAADILVATLIIPFSLANELL-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 



 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-YWYFW-----------------RAWCEVYLALD 
 
VLFCTSSIVHLCAISLDR---------YWAV----------------------------- 
 
--------S-RALE-YN--SKRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-RRIKCIILTVW--LIAA-------------------- 
 
---------------V----------ISLP-P--L---------IY--------K----G 
 
----------DQ------------------------------------------R----- 
 
--PE-------P-----H------------------G-----L---------P-QCELNQ 
 
EA--WYILASSIGS-------FFAPCLIMILVYL----RIYVIAKRSH------------ 
 
-------------CR--------------------------------------------- 
 
-------------------G----------LG-----------------------AK--- 
 
---------------------------------RGSG-E-------------GE------ 
 
--SKKP-----------------------------------------------R------ 
 
------PGPAAGGVPAS-AKVPT---LVSPLS-------------------------S-- 
 
VGEANGH---------------------------PKP-PREKE----------------- 
 
-----EGETPEDPEARA-LPPNWSALPRSVQD--------------------QKKGTSGA 
 
TA------EKGA-------------------EE-DEEEVE---ECEPQ-TLPASP----- 
 
----------------ASVFNPPLQQPQTSRVLATLRGQVLLSKNVGVASGQWW---R-- 
 
RRTQ-----L-----------S--------REKRF----T-FVLAVVIGVFVV------- 
 
-------------CW---------------------------FP---------------- 
 
--------------------------FF------FSYSLGAI------------------ 
 
------------------------------------C---P----------Q-------- 



 
H-CKVP--H--------------------------------------------------- 
 
-----------------------------------------------G------------ 
 
---------------------L-----F--QF----------FF---------------- 
 
----------WIGYCNSSLNP--------------------------------VIYTIFN 
 
--QDFRRA---FRRIL-----------CR--QWTQTGW---------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Mus_musculus_adrenergic_receptor_alpha_2B_gi14193666 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------M---------------------VHQEP---Y--SVQA---- 
 
T-----------------------------------AA--I--------ASAITF---LI 
 
LFTIFG----------------------------NALVILAVLTSRSLR-AP-QNLFLVS 
 
LAAADILVATLIIPFSLANELL-------------------------------------- 



 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-YWYFW-----------------RAWCEVYLALD 
 
VLFCTSSIVHLCAISLDR---------YWAV----------------------------- 
 
--------S-RALE-YN--SKRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-RRIKCIILTVW--LIAA-------------------- 
 
---------------V----------ISLP-P--L---------IY--------K----G 
 
----------DQ------------------------------------------R----- 
 
--PE-------P-----H------------------G-----L---------P-QCELNQ 
 
EA--WYILASSIGS-------FFAPCLIMILVYL----RIYVIAKRSH------------ 
 
-------------CR--------------------------------------------- 
 
-------------------G----------LG-----------------------AK--- 
 
---------------------------------RGSG-E-------------GE------ 
 
--SKKP-----------------------------------------------R------ 
 
------P--AAGGVPAS-AKVPT---LVSPLS-------------------------S-- 
 
VGEANGH---------------------------PKP-PREKE----------------- 
 
-----EGETPEDPEARA-LPPNWSALPRSVQD--------------------QKKGTSGA 
 
TA------EKGA-------------------EE-DEEEVE---ECEPQ-TLPASP----- 
 
----------------ASVFNPPLQQPQTSRVLATLRGQVLLSKNVGVASGQWW---R-- 
 
RRTQ-----L-----------S--------REKRF----T-FVLAVVIGVFVV------- 
 
-------------CW---------------------------FP---------------- 



 
--------------------------FF------FSYSLGAI------------------ 
 
------------------------------------C---P----------Q-------- 
 
H-CKVP--H--------------------------------------------------- 
 
-----------------------------------------------G------------ 
 
---------------------L-----F--QF----------FF---------------- 
 
----------WIGYCNSSLNP--------------------------------VIYTIFN 
 
--QDFRRA---FRRIL-----------CR--QWTQTGW---------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Mus_musculus_adrenergic_receptor_alpha_2B_gi14193668 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------M---------------------VHQEP---Y--SVQA---- 
 
T-----------------------------------AA--I--------ASAITF---LI 



 
LFTIFG----------------------------NALVILAVLTSRSLR-AP-QNLFLVS 
 
LAAADILVATLIIPFSLANELL-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-YWYFW-----------------RAWCEVYLALD 
 
VLFCTSSIVHLCAISLDR---------YWAV----------------------------- 
 
--------S-RALE-YN--SKRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-RRIKCIILTVW--LIAA-------------------- 
 
---------------V----------ISLP-P--L---------IY--------K----G 
 
----------DQ------------------------------------------R----- 
 
--PE-------P-----H------------------G-----L---------P-QCELNQ 
 
EA--WYILASSIGS-------FFAPCLIMILVYL----RIYVIAKRSH------------ 
 
-------------CR--------------------------------------------- 
 
-------------------G----------LG-----------------------AK--- 
 
---------------------------------RGSG-E-------------GE------ 
 
--SKKP-----------------------------------------------H------ 
 
------P--AAGGVPAS-AKVPT---LVSPLS-------------------------S-- 
 
VGEANGH---------------------------PKP-PREKE----------------- 
 
-----EGETPEDPEARA-LPPNWSALPRSVQD--------------------QKKGTSGA 
 
TA------EKGA-------------------EE-DEEEVE---ECEPQ-TLPASP----- 
 
----------------ASVFNPPLQQPQTSRVLATLRGQVLLSKNVGVASGQWW---R-- 



 
RRTQ-----L-----------S--------REKRF----T-FVLAVVIGVFVV------- 
 
-------------CW---------------------------FP---------------- 
 
--------------------------FF------FSYSLGAI------------------ 
 
------------------------------------C---P----------Q-------- 
 
H-CKVP--H--------------------------------------------------- 
 
-----------------------------------------------G------------ 
 
---------------------L-----F--QF----------FF---------------- 
 
----------WIGYCNSSLNP--------------------------------VIYTIFN 
 
--QDFRRA---FRRIL-----------CR--QWTQTGW---------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Rattus_norvegicus_alpha_2B_adrenergic_receptor_gi940816 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 



 
-------------------M---------------------DHQEP---Y--SVQA---- 
 
T-----------------------------------AA--I--------ASAITF---LI 
 
LFTIFG----------------------------NALVILAVLTSRSLR-AP-QNLFLVS 
 
LAAADILVATLIIPFSLANELL-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-YWYFW-----------------RAWCEVYLALD 
 
VLFCTSSIVHLCAISLDR---------YWAV----------------------------- 
 
--------S-RALE-YN--SKRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-RRIKCIILTVW--LIAA-------------------- 
 
---------------V----------ISLP-P--L---------IY--------K----G 
 
----------DQ------------------------------------------R----- 
 
--PE-------P-----R------------------G-----L---------P-QCELNQ 
 
EA--WYILASSIGS-------FFAPCLIMILVYL----RIYVIAKRSH------------ 
 
-------------CR--------------------------------------------- 
 
-------------------G----------LG-----------------------AX--- 
 
---------------------------------RGSG-E-------------GE------ 
 
--SKKP-----------------------------------------------Q------ 
 
------P--VAGGVPTS-AKVPT---LVSPLS-------------------------S-- 
 
VGEANGH---------------------------PKP-PREXE----------------- 
 
-----EGETPEDPEARA-LPPTWSALPRSGQG--------------------QKKGTSGA 



 
TA------EEGX-------------------EE-DEEEVE---ECEPQ-TLPASP----- 
 
----------------ASVCNPPLQQPQTSRVLATLRGQVLLGKNVGVASGQWW---R-- 
 
RRTQ-----L-----------S--------REKRF----T-FVLAVVIGVFVV------- 
 
-------------CW---------------------------FP---------------- 
 
--------------------------FF------FSYSLGAI------------------ 
 
------------------------------------C---P----------Q-------- 
 
H-CKVP--H--------------------------------------------------- 
 
-----------------------------------------------G------------ 
 
---------------------L-----F--QF----------FF---------------- 
 
----------WIGYCNSSLNP--------------------------------VIYTVFN 
 
--QDFRRA---FRRIL-----------CR--PWTQTGW---------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Rattus_norvegicus_alpha2B_adrenergic_receptor_gi14039789 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 



 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------MSGPTM---------------------DHQEP---Y--SVQA---- 
 
T-----------------------------------AA--I--------ASAITF---LI 
 
LFTIFG----------------------------NALVILAVLTSRSLR-AP-QNLFLVS 
 
LAAADILVATLIIPFSLANELL-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-YWYFW-----------------RAWCEVYLALD 
 
VLFCTSSIVHLCAISLDR---------YWAV----------------------------- 
 
--------S-RALE-YN--SKRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-RRIKCIILTVW--LIAA-------------------- 
 
---------------V----------ISLP-P--L---------IY--------K----G 
 
----------DQ------------------------------------------R----- 
 
--PE-------P-----R------------------G-----L---------P-QCELNQ 
 
EA--WYILASSIGS-------FFAPCLIMILVYL----RIYVIAKRSH------------ 
 
-------------CR--------------------------------------------- 
 
-------------------G----------LG-----------------------AK--- 
 
---------------------------------RGSG-E-------------GE------ 
 
--SKKP-----------------------------------------------Q------ 
 
------P--VAGGVPTS-AKVPT---LVSPLS-------------------------S-- 



 
VGEANGH---------------------------PKP-PREKE----------------- 
 
-----EGETPEDPEARA-LPPTWSALPRSGQG--------------------QKKGTSGA 
 
TA------EEGD-------------------EE-DEEEVE---ECEPQ-TLPASP----- 
 
----------------ASVCNPPLQQPQTSRVLATLRGQVLLGKNVGVASGQWW---R-- 
 
RRTQ-----L-----------S--------REKRF----T-FVLAVVIGVFVV------- 
 
-------------CW---------------------------FP---------------- 
 
--------------------------FF------FSYSLGAI------------------ 
 
------------------------------------C---P----------Q-------- 
 
H-CKVP--H--------------------------------------------------- 
 
-----------------------------------------------G------------ 
 
---------------------L-----F--QF----------FF---------------- 
 
----------WIGYCNSSLNP--------------------------------VIYTVFN 
 
--QDFRRA---FRRIL-----------CR--PWTQTGW---------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Rattus_norvegicus_adrenergic_receptor_alpha_2b_gi19924027 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 



 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------MSGPTM---------------------DHQEP---Y--SVQA---- 
 
T-----------------------------------AA--I--------ASAITF---LI 
 
LFTIFG----------------------------NALVILAVLTSRSLR-AP-QNLFLVS 
 
LAAADILVATLIIPFSLANELL-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-YWYFW-----------------RAWCEVYLALD 
 
VLFCTSSIVHLCAISLDR---------YWAV----------------------------- 
 
--------S-RALE-YN--SKRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-CRIKCIILTVW--LIAA-------------------- 
 
---------------V----------ISLP-P--L---------IY--------K----G 
 
----------DQ------------------------------------------R----- 
 
--PD-------A-----R------------------G-----L---------P-QCELNQ 
 
EA--WYILASSIGS-------FFAPCLIMILVYL----RIYVIAKRSH------------ 
 
-------------CR--------------------------------------------- 
 
-------------------G----------LG-----------------------AK--- 
 
---------------------------------RGSG-E-------------GE------ 



 
--SKKP-----------------------------------------------Q------ 
 
------P--VAGGVPTS-AKVPT---LVSPLS-------------------------S-- 
 
VGEANGH---------------------------PKP-PREKE----------------- 
 
-----EGETPEDPEARA-LPPTWSALPRSGQG--------------------QKKGTSGA 
 
TA------EEGD-------------------EE-DEEEVE---ECEPQ-TLPASP----- 
 
----------------ASVCNPPLQQPQTSRVLATLRGQVLLGKNVGVASGQWW---R-- 
 
RRTQ-----L-----------S--------REKRF----T-FVLAVVIGVFVV------- 
 
-------------CW---------------------------FP---------------- 
 
--------------------------FF------FSYSLGAI------------------ 
 
------------------------------------C---P----------Q-------- 
 
H-CKVP--H--------------------------------------------------- 
 
-----------------------------------------------G------------ 
 
---------------------L-----F--QF----------FF---------------- 
 
----------WIGYCNSSLNP--------------------------------VIYTVFN 
 
--QDFRRA---FRRIL-----------CR--PWTQTGW---------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Calomyscus_mystax_alpha_2B_adrenergic_receptor_gi84993348 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 



 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
----------------------------------------I--------ASAITF---LI 
 
LFTIFG----------------------------NALVILAVLTSRSLR-AP-QNLFLVS 
 
LAAADILVATLIIPFSLANELL-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-YWYFW-----------------RTWCEVYLALD 
 
VLFCTSSIVHLCAISLDR---------YWAV----------------------------- 
 
--------S-RALE-YN--SKRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-RRIKCIILTVW--LIAA-------------------- 
 
---------------V----------ISLP-P--L---------IY--------K----G 
 
----------DQ------------------------------------------R----- 
 
--PE-------P-----H------------------G-----L---------P-QCELNQ 
 
EA--WYILASSIGS-------FFAPCLIMILVYL----RIYVIAKRSH------------ 
 
-------------CR--------------------------------------------- 



 
-------------------G----------PR-----------------------AK--- 
 
---------------------------------RGSE-E-------------GK------ 
 
--SKQL-----------------------------------------------R------ 
 
------T--VAEGAPTS-AKVPT---LASPLS-------------------------S-- 
 
VGEANGH---------------------------PKP-PREKE----------------- 
 
-----EKETPEDPESRA-LPPSWSALPGSGQG--------------------QKKDIGGA 
 
TA------EEGA-------------------EDGDEEEVE---ECEPQ-TLPVPP----- 
 
----------------ASVCSPPLQQPQASRVLATLRGQVLLGRTVGAASGQWW---R-- 
 
RRAQ-----L-----------S--------REKRF----T-FVLAVVIGVFVI------- 
 
-------------CW---------------------------FP---------------- 
 
--------------------------FF------FSYSLGAI------------------ 
 
------------------------------------C---P----------Q-------- 
 
R-CKVP--H--------------------------------------------------- 
 
-----------------------------------------------G------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Brachytarsomys_albicauda_alpha_2B_adrenergic_receptor_gi849
93346 
 



------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------------------A--I--------ASAITF---LI 
 
LFTIFG----------------------------NALVILAVLTSRSLR-AP-QNLFLVS 
 
LAAADILVATLIIPFSLANELL-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-YWYFW-----------------RTWCEVYLALD 
 
VLFCTSSIVHLCAISLDR---------YWAV----------------------------- 
 
--------S-RALE-YN--SKRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-RRIKCIILTVW--LIAA-------------------- 
 
---------------V----------ISLP-P--L---------IY--------K----G 
 
----------DQ------------------------------------------R----- 
 



--PE-------P-----S------------------G-----L---------P-QCELNQ 
 
EA--WYILASSIGS-------FFAPCLIMILVYL----RIYVIAKRSH------------ 
 
-------------CR--------------------------------------------- 
 
-------------------G----------LR-----------------------AK--- 
 
---------------------------------RGSG-Q-------------SE------ 
 
--SKQP-----------------------------------------------R------ 
 
------P--IAGGAPTS-AKVPT---LASPPS-------------------------S-- 
 
VGEANGH---------------------------SKP-PREKE----------------- 
 
-----EGETPEDSESRP-LPPSWSALPRSSQG--------------------QKKRSGGA 
 
TA------EEGD-------------------EEEDEEEVE---ECEPQ-TLPASP----- 
 
----------------ASVCSPPLQQPQASRVLATLRGQVLLGRTVGVASGQWW---R-- 
 
RRTQ-----L-----------S--------REKRF----T-FVLAVVIGVFVV------- 
 
-------------CW---------------------------FP---------------- 
 
--------------------------FF------FSYSLGAI------------------ 
 
------------------------------------C---P----------Q-------- 
 
R-CKAP--H--------------------------------------------------- 
 
-----------------------------------------------G------------ 
 
---------------------L-----F-------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



--------------------------- 
 
>Hypogeomys_antimena_alpha_2B_adrenergic_receptor_gi84993380 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
----------------------------------------I--------ASAITF---LI 
 
LFTIFG----------------------------NALVILAVLTSRSLR-AP-QNLFLVS 
 
LAAADILVATLIIPFSLANELL-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-YWYFW-----------------RTWCEVYLALD 
 
VLFCTSSIVHLCAISLDR---------YWAV----------------------------- 
 
--------S-RALE-YN--SKRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-RRIKCIILTVW--LIAA-------------------- 
 



---------------V----------ISLP-P--L---------IY--------K----G 
 
----------DQ------------------------------------------R----- 
 
--PE-------P-----H------------------G-----L---------P-QCELNQ 
 
EA--WYILASSIGS-------FFAPCLIMILVYL----RIYVIAKRSH------------ 
 
-------------CR--------------------------------------------- 
 
-------------------G----------LR-----------------------AK--- 
 
---------------------------------RGSG-E-------------SE------ 
 
--SKQP-----------------------------------------------R------ 
 
------P--IAGGAPTS-AKVPT---LASPLS-------------------------S-- 
 
VGEANGH---------------------------PKP-PREKE----------------- 
 
-----ERETPEDPESRP-LPPSGSALPRSGQG--------------------QKNSIGGA 
 
TA------EEGT-------------------EEEDEEEVE---ECEPQ-TLPASP----- 
 
----------------ASVCSPPLQQPPASRVLATLRGQVLLGRTVGAASGQWW---R-- 
 
RRAQ-----L-----------S--------REKRF----T-FVLAVVIGVFVV------- 
 
-------------CW---------------------------FP---------------- 
 
--------------------------FF------FSYSLGAI------------------ 
 
------------------------------------C---P----------Q-------- 
 
R-CKVP--H--------------------------------------------------- 
 
-----------------------------------------------G------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Ochotona_princeps_alpha_2B_adrenergic_receptor_gi21665815 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------------------A--I--------AAVITF---LI 
 
LFTIFG----------------------------NALVILAVLTSRSLR-AP-QNLFLVS 
 
LAAADILVATLIIPFSLANELL-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-YWYFR-----------------RTWCEVYLALD 
 
VLFCTSSIVHLCAISLDR---------YWAV----------------------------- 
 
--------S-RALE-YN--CKRT------------------------------------- 
 



------------------------------------------------------------ 
 
---------------------P-RRIKCIILTVW--LIAA-------------------- 
 
---------------A----------ISLP-P--L---------IY--------K----G 
 
----------DQ------------------------------------------G----- 
 
--PQ-------P-----H------------------G-----R---------P-QCKLNQ 
 
EA--WYILSSSIGS-------FFAPCLIMILVYL----RIYVIAKRSH------------ 
 
-------------RR--------------------------------------------- 
 
-------------------G----------PR-----------------------AK--- 
 
---------------------------------GSPG-E-------------GE------ 
 
--PKKV-----------------------------------------------C------ 
 
------S--VPGSGPSTPAKLPA---PATPVA-------------------------S-- 
 
ASETKGC---------------------------STLSEKEEERE--------------- 
 
----KEGETLEDPGTQA-LPLSWATLPNSGRG--------------------QKEGVSGV 
 
SL------EEEAE------------------EEEEEEEEEEEEEYEPG-TEPVPA----- 
 
----------------ASACSPPLQQPQGSRVLATLRGQVLVGRAVSAMGGQWW---R-- 
 
RRTQ-----L-----------T--------REKRF----T-FVLAVVIGVFVL------- 
 
-------------CW---------------------------FP---------------- 
 
--------------------------FF------FSYSLGAI------------------ 
 
------------------------------------C---P----------Q-------- 
 
H-CRVP--H--------------------------------------------------- 
 
-----------------------------------------------G------------ 
 
---------------------L-----F-------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Scalopus_aquaticus_alpha_adrenergic_receptor_2B_gi23928426 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
----LG----------------------------NALVILAVLTSRSLR-AP-QNLFLVS 
 
LAAADILVATLIIPFSLANELL-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-YWYFR-----------------RMWCEVYLALD 
 



VLFCTSSIVHLCAISLDR---------YWAV----------------------------- 
 
--------T-RALE-YN--SKRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-RRIKCIILTVW--LIAA-------------------- 
 
---------------V----------ISLP-P--L---------VY--------K----G 
 
----------DQ------------------------------------------G----- 
 
--PQ-------P-----R------------------G-----R---------P-QCKLNQ 
 
EA--WYILASSIGS-------FFAPCLIMILVYL----RIYLIAKRSH------------ 
 
-------------CR--------------------------------------------- 
 
-------------------G----------PR-----------------------AK--- 
 
---------------------------------GAPG-K-------------SE------ 
 
--SKQP-----------------------------------------------H------ 
 
------Q--VPGGTLAS-AKMPN-------LV-------------------------A-- 
 
AGETNGH---------------------------SKP-TGEKE----------------- 
 
-----MGETPEDPGTSA-LPPSWTAIPSSGQD--------------------QKEGICEA 
 
SL------DEEAE------------------EEEEEEEDEREEECEPQ-AMPASP----- 
 
----------------ASAGSPPLQQPQGSQVLATLRGQVLLGRAAGTASGQWW---R-- 
 
RRTQ-----L-----------T--------REKRF----T-FVLAVVIGVFVL------- 
 
-------------CW---------------------------FP---------------- 
 
--------------------------FF------FSY----------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Talpa_europaea_alpha_2B_adrenergic_receptor_gi2253094 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------------------A--I--------AAIIIF---LI 
 
LFTIFG----------------------------NALVILAVLTSRSLR-AP-QNLFLVS 
 
LAAADILVATLIIPFSLANELL-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



------------------------------------------------------------ 
 
-------------------------G-YWYFR-----------------RMWCKVYLALD 
 
VLFCTSSIVHLCAISLDR---------YWAV----------------------------- 
 
--------S-RALE-YN--SKRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-RRIKCIILMVW--LIAA-------------------- 
 
---------------V----------ISLP-S--L---------VY--------K----G 
 
----------DQ------------------------------------------G----- 
 
--PQ-------P-----S------------------G-----A---------P-QCNLNQ 
 
ET--WYILASSIGS-------FFAPCLIMILVYL----RIYLIAKRSH------------ 
 
-------------CR--------------------------------------------- 
 
-------------------G----------PR-----------------------AK--- 
 
---------------------------------GAPG-K-------------SK------ 
 
--FKQS-----------------------------------------------R------ 
 
------Q--VPGGTLAS-AKVPN---LAAHLV-------------------------A-- 
 
AGETNGR---------------------------SKP-TGEKE----------------- 
 
-----MGETPEDSGTST-LPPSWPALPNSGQD--------------------QKEGICEA 
 
SL------EEEAE------------------EEEEGEE-EREEECEPQ-ALPASP----- 
 
----------------ASACSPPLQQPQGSQVLATLRGQVLLGRAAGAASGQWW---R-- 
 
RRTQ-----L-----------S--------REKRF----T-FVLAVVIGVFVL------- 
 
-------------CW---------------------------FP---------------- 
 
--------------------------FF------FSYSLGAI------------------ 
 
------------------------------------C---P----------Q-------- 
 
Q-CKVP--H--------------------------------------------------- 
 



-----------------------------------------------D------------ 
 
---------------------L-----F-------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Dipus_sagitta_alpha_2B_adrenergic_receptor_gi21665829 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
----------------------------------------I--------AAAITF---LI 
 
LFTIFG----------------------------NALVILAVLTSRSLR-AP-QNLFLVS 
 
LAAADILVATLIIPFSLANELL-------------------------------------- 
 
------------------------------------------------------------ 
 



------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-YWYFR-----------------RTWCEVYLALD 
 
VLFCTSSIVHLCAISLDR---------YWAV----------------------------- 
 
--------S-RALE-YN--SKRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-RRIKCIILTVW--LIAA-------------------- 
 
---------------I----------ISLP-P--L---------IY--------K----G 
 
----------DQ------------------------------------------G----- 
 
--PQ-------T-----H------------------E-----R---------P-QCKLNQ 
 
EA--WYILASSIGS-------FFAPCLIMILVYL----RIYLIAKRSN------------ 
 
-------------RR--------------------------------------------- 
 
-------------------G----------PG-----------------------AK--- 
 
---------------------------------RGSG-E-------------GE------ 
 
--SKQA-----------------------------------------------C------ 
 
------P--VPPRAPAT-AKVPT---LASPLS-------------------------S-- 
 
VGEANGH---------------------------PKA-PGEQE----------------- 
 
-----EGDSPEDPRVRS-LPSSWAAPPSSGQG--------------------QKKGVCGA 
 
SV------E--------------------------EEE-E---ECEPQ-ARPVSP----- 
 
----------------ASVCSPPLQQPQGSRVLATLRGQVLLGRPVGAVGGQWW---R-- 
 
RRAQ-----L-----------S--------REKRF----T-FVLAVVIGVFVL------- 
 
-------------CW---------------------------FP---------------- 
 
--------------------------FF------FSYSLGAI------------------ 
 



------------------------------------C---P----------Q-------- 
 
H-CKIP--H--------------------------------------------------- 
 
-----------------------------------------------G------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Thryonomys_swinderianus_alpha_2B_adrenergic_receptor_gi2166
5902 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------------------A--I--------AAVITF---LI 
 
LFTIFG----------------------------NALVILAVLTSRSLR-AP-QNLFLVS 



 
LAAADILVATLIIPFSLANELL-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-YWYFW-----------------RTWCEVYLALD 
 
VLFCTSSIVHLCAISLDR---------YWAV----------------------------- 
 
--------S-RALE-YN--SKRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-RRIKGIILTVW--LIAA-------------------- 
 
---------------V----------ISLP-P--L---------IY--------K----G 
 
----------DQ------------------------------------------R----- 
 
--PQ-------P-----L------------------G-----R---------P-QCKLNQ 
 
EA--WYILASSVGS-------FFAPCLIMILVYL----RICLIAKRSH------------ 
 
-------------RR--------------------------------------------- 
 
-------------------G----------PR-----------------------AK--- 
 
---------------------------------GGPG-Q-------------GE------ 
 
--SKQS-----------------------------------------------R------ 
 
------P--VPGGAPAL-AKAPP---LASPLS-------------------------S-- 
 
AGEANGH---------------------------PSL-TGKKE----------------- 
 
-----ERETPEDPGTRT-RSPGWAALPTSGQG--------------------QKQSVGVA 
 
PV------EEEA-------------------EEEEEEE-----ECEPQ-AVPASP----- 
 
----------------APGCSSSLQQPQGSRVLATLRGQVLLGRGMGAVGGQWW---R-- 
 
RRTQ-----L-----------T--------REKRF----T-FVLAVVIGVFVL------- 



 
-------------CW---------------------------FP---------------- 
 
--------------------------FF------FSYSLGAI------------------ 
 
------------------------------------C---P----------Q-------- 
 
H-CKVP--H--------------------------------------------------- 
 
-----------------------------------------------G------------ 
 
---------------------L-----F-------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Cavia_porcellus_alpha_2B_adrenoceptor_gi818877 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------M---------------------DHQEP---Y--SVQA---- 



 
T-----------------------------------AA--I--------AAVITF---LI 
 
LFTIFG----------------------------NALVILAVLTSRSLP-AP-QNLFLVS 
 
LAAADILVATLIIPFSLANELL-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-YWYFW-----------------RTWCEVYLALD 
 
VLFCTSSIVHLCAISLDR---------YWAV----------------------------- 
 
--------S-RALE-YN--SKRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-RRIKCIILTVW--LIAA-------------------- 
 
---------------V----------ISLP-P--L---------IY--------K----G 
 
----------DQ------------------------------------------G----- 
 
--PS-------P-----R------------------G---------------P-QCKINQ 
 
EA--WYILASSIGS-------FFAPCLIMILVYL----RIYLIAKRSH------------ 
 
-------------RR--------------------------------------------- 
 
-------------------G----------PR-----------------------AK--- 
 
---------------------------------GGPG-E-------------GE------ 
 
--SKES-----------------------------------------------R------ 
 
------P--SPGGAPAS-AKVPP---LASPLS-------------------------S-- 
 
TGEANGH---------------------------PKP-TGEKE----------------- 
 
-----EGETSEDPGART-LPPSWAALPTSGQG--------------------QKKAVVLA 
 
PA------EEEA-------------------EEEEEEEGD---ECEPQ-AAPGLP----- 



 
----------------ASMCSPSLQQPQGSRVLATLRGQVLLGRGVGAVDGQWW---R-- 
 
RRTQ-----M-----------T--------REKRF----T-FVLAVVIGVFVL------- 
 
-------------CW---------------------------FP---------------- 
 
--------------------------FF------FTYSLGAI------------------ 
 
------------------------------------C---P----------Q-------- 
 
H-CKVP--H--------------------------------------------------- 
 
-----------------------------------------------G------------ 
 
---------------------L-----F--QF----------FF---------------- 
 
----------WIGYCNSSLNP--------------------------------VIYTIFN 
 
--QDFRRA---FRRIL-----------CR--QWTQTAW---------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Trichys_fasciculata_alpha_2B_adrenergic_receptor_gi21665900 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 



 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------------------A--I--------AAVITF---LI 
 
LFTIFG----------------------------NALVILAVLTSRSLR-AP-QNLFLVS 
 
LAAADILVATLIIPFSLANELL-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-YWYFR-----------------RTWCEVYLALD 
 
VLFCTSSIVHLCAISLDR---------YWAV----------------------------- 
 
--------S-RALE-YN--SKRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-RRIKCIILTVW--LIAA-------------------- 
 
---------------V----------ISLP-P--L---------VY--------K----G 
 
----------DQ------------------------------------------G----- 
 
--PQ-------P-----H------------------G-----R---------P-QCKLNQ 
 
EA--WYILASSIGS-------FFAPCLIMILVYL----RIYLIAKRSH------------ 
 
-------------RR--------------------------------------------- 
 
-------------------G----------PR-----------------------AK--- 
 
---------------------------------RGPG-E-------------GE------ 
 
--SKQS-----------------------------------------------C------ 
 
------P--VPGRAPAT-DKVPT---LASPPS-------------------------S-- 
 
AGEANGR---------------------------PKP-TGEKE----------------- 



 
-----EGETPEDPGTRP-LPPSWAALPSSGQD--------------------QKKGYGVA 
 
PA------EKGA-------------------EEEEEEE-E---ECEPQ-AVAVSP----- 
 
----------------ASGCSPTLQQPQGSRVLATLRGQVLLGRGVGAVGGQWW---R-- 
 
RRTQ-----M-----------T--------REKRF----T-FVLAVVIGVFVL------- 
 
-------------CW---------------------------FP---------------- 
 
--------------------------FF------FSYSLGAI------------------ 
 
------------------------------------C---P----------Q-------- 
 
H-CKVP--H--------------------------------------------------- 
 
-----------------------------------------------G------------ 
 
---------------------L-----F-------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Chinchilla_lanigera_alpha_2B_adrenergic_receptor_gi27525311 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 



 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------------------A--I--------AAVITF---LI 
 
LFTIFG----------------------------NALVILAVLTSRSLR-AP-QNLFLVS 
 
LAAADILVATLIIPFSLANELL-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-YWYFR-----------------RTWCEVYLALD 
 
VLFCTSSIVHLCAISLDR---------YWAV----------------------------- 
 
--------S-RALE-YN--SKRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-RRIKCIILTVW--LIAA-------------------- 
 
---------------V----------ISLP-P--L---------IY--------K----G 
 
----------DQ------------------------------------------G----- 
 
--PQ-------P-----H------------------G-----R---------P-QCKLNQ 
 
EA--WYILASSIGS-------FFAPCLIMILVYL----RIYLIAKRSH------------ 
 
-------------RR--------------------------------------------- 
 
-------------------G----------PR-----------------------AK--- 
 
---------------------------------GGPG-E-------------GE------ 
 
--SNQS-----------------------------------------------R------ 



 
------P--VPGGAPVS-AKVPP---LASPPS-------------------------S-- 
 
AGEANGH---------------------------PTP-TGEKE----------------- 
 
-----EEETPEDLGTVT-LPPRWAALPTSGQG--------------------QEKGVRLA 
 
PE------E-----------------------EAEEEE-E---ECEPQ-ASPVSP----- 
 
----------------ASVCSPPPQQPQGSRVLATLRGQVLLGRGMGAVGGQWW---R-- 
 
RRTQ-----M-----------T--------REKRF----T-FVLAVVIGVFVL------- 
 
-------------CW---------------------------FP---------------- 
 
--------------------------FF------FSYSLGAI------------------ 
 
------------------------------------C---P----------Q-------- 
 
H-CKVP--H--------------------------------------------------- 
 
-----------------------------------------------G------------ 
 
---------------------L-----F-------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Echimys_chrysurus_alpha_2B_adrenergic_receptor_gi21665835 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 



 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------------------A--I--------AAVITF---LI 
 
LFTIFG----------------------------NALVILAVLTSRSLR-AP-QNLFLVS 
 
LAAADILVATLIIPFSLANELL-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-YWYFW-----------------RTWCEVYLALD 
 
VLFCTSSIVHLCAISLDR---------YWAV----------------------------- 
 
--------S-RALE-YN--SKRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-RRIKCIILTVW--LIAA-------------------- 
 
---------------I----------ISLP-P--L---------IY--------K----G 
 
----------DQ------------------------------------------G----- 
 
--PQ-------P-----H------------------G-----R---------P-QCKLNQ 
 
EA--WYILASSIGS-------FFAPCLIMILVYL----RIYLIAKRSH------------ 
 
-------------RR--------------------------------------------- 
 
-------------------G----------PR-----------------------AK--- 



 
---------------------------------GGPG-E-------------CE------ 
 
--PNQS-----------------------------------------------R------ 
 
------P--APGRPPAS-AKVPP---LASPLS-------------------------S-- 
 
XGEANGN---------------------------PKS-TGEKE----------------- 
 
-----EGETPEDPGTRS-LPPSWAAMPTSGQS--------------------QKKGVGMA 
 
TA------E-----------------------EEAEEE-E---ECEPQ-AVPVSP----- 
 
----------------ASVCSPPLQQPQGSRVLATLRGQVLLGRGVGAVGGQWW---R-- 
 
RRTQ-----M-----------T--------REKRF----T-FVLAVVIGVFVL------- 
 
-------------CW---------------------------FP---------------- 
 
--------------------------FF------FSYSLGAI------------------ 
 
------------------------------------C---P----------Q-------- 
 
H-CKVP--H--------------------------------------------------- 
 
-----------------------------------------------G------------ 
 
---------------------L-----F-------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Aplodontia_rufa_alpha_2B_adrenergic_receptor_gi21655548 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 



 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------------------------------AAITF---LI 
 
LFTIFG----------------------------NALVILAVLTSRSLR-AP-QNLFLVS 
 
LAAADILVATLIIPFSLANELL-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-YWYFR-----------------RTWCEVYLALD 
 
VLFCTSSIVHLCAISLDR---------YWAV----------------------------- 
 
--------S-RALE-YN--SKRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-RRIKCIILTVW--LIAA-------------------- 
 
---------------V----------ISLP-P--L---------IY--------K----G 
 
----------DQ------------------------------------------G----- 
 
--PQ-------P-----H------------------G-----R---------P-QCKLNQ 
 
EA--WYILASSIGS-------FFAPCLIMILVYL----RIYLIAKRSH------------ 



 
-------------RR--------------------------------------------- 
 
-------------------G----------PG-----------------------AK--- 
 
---------------------------------GGPG-K-------------VV------ 
 
--SKQS-----------------------------------------------R------ 
 
------P--VPGGTPAS-AKVPT---LASPLS-------------------------S-- 
 
PGEANGH---------------------------PKP-TGEKE----------------- 
 
-----EGETLEEPGTRA-LPASWTALPEADQG--------------------QKTSFCGA 
 
SP------EEEG-------------------EEEEEE--EECDQCDGQ-SVPASS----- 
 
----------------ASVCSPPLQKPQGSRVLATLRGPVLLGRGVGAVSGQWW---R-- 
 
RRAQ-----L-----------T--------REKRF----T-FVLAVVIGVFVL------- 
 
-------------CW---------------------------FP---------------- 
 
--------------------------FF------FSYSLGAI------------------ 
 
------------------------------------C---P----------Q-------- 
 
R-CKVP--H--------------------------------------------------- 
 
-----------------------------------------------G------------ 
 
---------------------L-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Massoutiera_mzabi_alpha_2B_adrenergic_receptor_gi21665831 



 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------------------A--I--------AAVITF---LI 
 
LFTIFG----------------------------NALVILAVLTSRSLR-AP-QNLFLVS 
 
LAAADILVATLIIPFSLANELL-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-YWYFR-----------------RTWCEVYLALD 
 
VLFCTSSIVHLCAISLDR---------YWAV----------------------------- 
 
--------S-RALE-YN--SKRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-RRIKCIILTVW--LIAA-------------------- 
 
---------------V----------ISLP-P--L---------IY--------K----G 
 
----------DQ------------------------------------------G----- 



 
--PQ-------P-----H------------------G-----R---------P-QCKLNQ 
 
EA--WYILSSSIGS-------FFAPCLIMILVYL----RIYLIAKRSH------------ 
 
-------------RR--------------------------------------------- 
 
-------------------G----------PR-----------------------TQ--- 
 
---------------------------------GGPR-E-------------GK------ 
 
--SKQS-----------------------------------------------C------ 
 
------S--VPGGAPAS-AKMPT---AASPLS-------------------------S-- 
 
AGEANGH---------------------------PKP-TGERE----------------- 
 
-----E-ETVEDAGTRA-LPPSWAAPPSSGQG--------------------QKGGVRGA 
 
SA------EEEA-------------------DREEED--E---ECEPQ-AVPTSP----- 
 
----------------ASVCSPPLQRPQGSRVLATLRGQVLLSRGVGTVSGQWW---R-- 
 
RRAQ-----L-----------S--------REKRF----T-FVLAVVIGVFVL------- 
 
-------------CW---------------------------FP---------------- 
 
--------------------------FF------FSYSLGAI------------------ 
 
------------------------------------C---P----------Q-------- 
 
H-CKVP--H--------------------------------------------------- 
 
-----------------------------------------------G------------ 
 
---------------------L-----F-------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 



 
--------------------------- 
 
>Rhogeessa_tumida_alpha_2B_adrenergic_receptor_gi18643990 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------------------A--I--------AAVTSF---LI 
 
LFTIFG----------------------------NALVILAVLTSRSLR-AP-QNLFLVS 
 
LAAADILVATLIIPFSLANELL-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-YWYFG-----------------QVWCEVYLALD 
 
VLFCTSSIVHLCAISLDR---------YWAV----------------------------- 
 
--------S-RALE-YN--TKRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-RRIKCIILTVW--LIAA-------------------- 



 
---------------V----------ISLP-P--L---------LY--------K----G 
 
----------DP------------------------------------------G----- 
 
--PQ-------P-----R------------------G-----R---------P-QCHLNQ 
 
ET--WYILASSFGS-------FFAPCLIMILVYL----RIYLIARRSQ------------ 
 
-------------HR--------------------------------------------- 
 
-------------------G----------PR-----------------------AK--- 
 
---------------------------------RGPG-E-------------GE------ 
 
--SKQP-----------------------------------------------C------ 
 
------R--VP--GGTS-AKLPT---LASHLV-------------------------A-- 
 
SEEANGH---------------------------SKP-TGQKE----------------- 
 
-----QVGTPEDTGNPA-LPSSWPVLPHADQG--------------------PKEGVCGV 
 
SP------EEEV-------------------EEEEEE--EEEEECGPQ-ALPASP----- 
 
----------------ASACSPPLQQPQGSRVLATLRGQVLLGRGMDAASGKWWQRRR-- 
 
RRAQ-----L-----------T--------REKRF----T-FVLSVVIGTFML------- 
 
-------------CW---------------------------FP---------------- 
 
--------------------------FF------FSYSLGAI------------------ 
 
------------------------------------C---P----------K-------- 
 
H-CKVP--Q--------------------------------------------------- 
 
-----------------------------------------------G------------ 
 
---------------------L-----F-------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 



 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Hylomys_suillus_alpha_2B_adrenergic_receptor_gi22324216 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------------------A--I--------AAVITF---LI 
 
LFTIFG----------------------------NALVILAVLTSRSLR-AP-QNLFLVS 
 
LAAADILVATLIIPFSLANELL-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-YWYFR-----------------RTWCEVYLALD 
 
VLFCTSSIVHLCAISLDR---------YWAV----------------------------- 
 
--------S-RALE-YN--SKRT------------------------------------- 



 
------------------------------------------------------------ 
 
---------------------P-RRIKCIILTVW--LIAA-------------------- 
 
---------------V----------ISLP-P--L---------IY--------K----G 
 
----------DQ------------------------------------------G----- 
 
--PQ-------P-----R------------------G-----R---------P-QCKLNQ 
 
EA--WYILASSIGS-------FFAPCLIMILVYL----RIYLIAKRSH------------ 
 
-------------CR--------------------------------------------- 
 
-------------------G----------PR-----------------------AK--- 
 
---------------------------------GAPV-K-------------GE------ 
 
--SKQP-----------------------------------------------C------ 
 
------Q--GPEGALSS-ARLPN---LVSRLV-------------------------A-- 
 
AREANGH---------------------------SKP-TGEKV----------------- 
 
-----EGETPEDPGTPG-VPPSWPPLPSSGLD--------------------RKEDSYRA 
 
SA------EEEV-------------------EDEEEE------ECEPQ-AVPVSP----- 
 
----------------ASACSPPLQQPQGSRVLATLRGQVLLSRGVGTASGQWW---R-- 
 
RRAQ-----L-----------T--------REKRF----T-FVLAVVIGVFVL------- 
 
-------------CW---------------------------FP---------------- 
 
--------------------------FF------FSYSLGAI------------------ 
 
------------------------------------C---P----------Q-------- 
 
H-CKVP--H--------------------------------------------------- 
 
-----------------------------------------------G------------ 
 
---------------------L-----F-------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 



 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Orycteropus_afer_alpha_2B_adrenergic_receptor_gi7799170 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------------------A--I--------AAVITF---LI 
 
LFTIFG----------------------------NALVILAVLTSRSLR-AP-QNLFLVS 
 
LAAADILVATLIIPFSLANELL-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-YWYFR-----------------RTWCEVYLALD 



 
VLFCTSSIVHLCAISLDR---------YWAV----------------------------- 
 
--------S-RALE-YN--SKRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-RRIKCIILTVW--LIAA-------------------- 
 
---------------A----------ISLP-P--L---------IY--------K----G 
 
----------DQ------------------------------------------G----- 
 
--PQ-------P-----R------------------G-----R---------P-QCKLNQ 
 
EA--WYILSSSIGS-------FFAPCLIMILVYL----RIYVIAKRSN------------ 
 
-------------RR--------------------------------------------- 
 
-------------------G----------PR-----------------------AK--- 
 
---------------------------------GASR-E-------------GK------ 
 
--SKQP-----------------------------------------------H------ 
 
------P--FPA-GASS-ARPPT---LTSSLA-------------------------V-- 
 
AGEANGH---------------------------SKP-TGEKE----------------- 
 
------GKTPEDPGTLT-LPPSWPAFPNSGEG--------------------QKEGICGT 
 
SP------EEEA-------------------EEEEE-------ECEPQ-AAPASS----- 
 
----------------ASACNPPLQQPQGSRVLATLRGQVLLGRGLGAAGGQWW---R-- 
 
RRAQ-----L-----------T--------REKRF----T-FVLAVVIGVFVL------- 
 
-------------CW---------------------------FP---------------- 
 
--------------------------FF------FSYSLGAI------------------ 
 
------------------------------------C---P----------Q-------- 
 
R-CKVP--H--------------------------------------------------- 
 
-----------------------------------------------G------------ 
 
---------------------L-----F-------------------------------- 



 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Tupaia_belangeri_alpha_2B_adrenoceptor_gi25298986 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------M---------------------VHQEP---Y--SVQA---- 
 
T-----------------------------------AA--I--------AAVITF---LI 
 
LFTIFG----------------------------NALVILAVLTSRSLR-AP-QNLFLVS 
 
LAAADILVATLIIPFSLANELL-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 



 
------------------------------------------------------------ 
 
-------------------------G-YWYFR-----------------RTWCEVYLALD 
 
VLFCTSSIVHLCAISLDR---------YWAV----------------------------- 
 
--------S-RALE-YN--SKRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-RRIKCIILTVW--LIAA-------------------- 
 
---------------V----------ISLP-P--L---------IY--------K----G 
 
----------DQ------------------------------------------G----- 
 
--PQ-------P-----R------------------G-----R---------P-QCKLNQ 
 
EA--WYILASSIGS-------FFAPCLIMILVYL----RIYLIAKRSN------------ 
 
-------------RR--------------------------------------------- 
 
-------------------G----------PR-----------------------VK--- 
 
---------------------------------RGPW-Q-------------GG------ 
 
--SKQP-----------------------------------------------R------ 
 
------P--VPGRASAS-AKLPT---LASSLA-------------------------T-- 
 
AGEANGH---------------------------SKP-PGNRE----------------- 
 
-----DGETPEDPGTRV-LPPSWAALASSGQG--------------------QKEGVREA 
 
SA------EEE--------------------EEEEEEEEEEEEGCEPP-EVPVSP----- 
 
----------------ASVCSPPLQQPQGSRVLATLRGQVLLSRGVGAASGQWW---R-- 
 
RRAH-----L-----------T--------REKRF----T-FVLAVVIGVFVL------- 
 
-------------CW---------------------------FP---------------- 
 
--------------------------FF------FSYSLGAI------------------ 
 
------------------------------------C---P----------Q-------- 
 
H-CKVP--H--------------------------------------------------- 



 
-----------------------------------------------G------------ 
 
---------------------L-----F--QF----------FF---------------- 
 
----------WIGYCNSSLNP--------------------------------VIYTIFN 
 
--QDFRRA---FRRIL-----------CR--PWTQTAW---------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Nyctimene_albiventer_alpha_2B_adrenergic_receptor_gi1864397
2 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------------------A--I--------AAVITF---LI 
 
LFTIFG----------------------------NALVILAVLTSRSLR-AP-QNLFLVS 
 
LAAADILVATLIIPFSLANELL-------------------------------------- 
 



------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-YWYFR-----------------RTWCEVYLALD 
 
VLFCTSSIVHLCAISLDR---------YWAV----------------------------- 
 
--------S-RALE-YN--SKRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-RRIKCIILTVW--LIAA-------------------- 
 
---------------V----------ISLP-P--L---------IY--------K----G 
 
----------DQ------------------------------------------G----- 
 
--PQ-------P-----R------------------G-----R---------P-QCKLNQ 
 
EA--WYILASSIGS-------FFAPCLIMILVYL----RIYLIAKRSH------------ 
 
-------------RR--------------------------------------------- 
 
-------------------G----------PR-----------------------AK--- 
 
---------------------------------GGLR-D-------------SE------ 
 
--SKQP-----------------------------------------------H------ 
 
------R--VP--GGPS-----T---LASCLA-------------------------T-- 
 
SGEASRR---------------------------SKP-TKEKE----------------- 
 
-----QGET-EDPGSPV-LPPSWPDLPHAGQS--------------------LKEAVCGV 
 
SL------EEEV-------------------GEEEVG--EEEDEGEPQDALSASP----- 
 
----------------ASACSPPLQQPQGSRVLATLRGQVLLGRGMGTASGQWW---R-- 
 
RRAQ-----L-----------T--------REKRF----T-FVLAVVIGVFVL------- 
 
-------------CW---------------------------FP---------------- 
 



--------------------------FF------FSYSLGAI------------------ 
 
------------------------------------C---P----------Q-------- 
 
H-CKVP--H--------------------------------------------------- 
 
-----------------------------------------------G------------ 
 
---------------------L-----F-------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Homo_sapiens_alpha_2_adrenergic_receptor_alpha_2_C2_old_gen
e_name_ADRA2RL1_gi178198 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------M---------------------DHQDP---Y--SVQA---- 
 
T-----------------------------------AA--I--------AAAITF---LI 



 
LFTIFG----------------------------NALVILAVLTSRSLR-AP-QNLFLVS 
 
LAAADILVATLIIPFSLANELL-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-YWYFR-----------------RTWCEVYLALD 
 
VLFCTSSIVHLCAISLDR---------YWAV----------------------------- 
 
--------S-RALE-YN--SKRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-RRIKCIILTVW--LIAA-------------------- 
 
---------------V----------ISLP-P--L---------IY--------K----G 
 
----------DQ------------------------------------------G----- 
 
--PQ-------P-----R------------------G-----R---------P-QCKLNQ 
 
EA--WYILASSIGS-------FFAPCLIMILVYL----RIYLIAKRSN------------ 
 
-------------RR--------------------------------------------- 
 
-------------------G----------PR-----------------------AK--- 
 
---------------------------------GGPG-Q-------------GE------ 
 
--SKQP-----------------------------------------------R------ 
 
------P--DHGGALAS-AKLPA---LAS-VA-------------------------S-- 
 
AREVNGH---------------------------SKS-TGEKE----------------- 
 
-----EGETPEDTGTRA-LPPSWAALPNSGQG--------------------QKEGVCGA 
 
SP------EDEAEE-----------------EEEEEEEEE---ECEPQ-AVPVSP----- 
 
----------------ASACSPPLQQPQGSRVLATLRGQVLLGRGVGAIGGQWW---R-- 



 
RRAH-----V-----------T--------REKRF----T-FVLAVVIGVFVL------- 
 
-------------CW---------------------------FP---------------- 
 
--------------------------FF------FSYSLGAI------------------ 
 
------------------------------------C---P----------K-------- 
 
H-CKVP--H--------------------------------------------------- 
 
-----------------------------------------------G------------ 
 
---------------------L-----F--QF----------FF---------------- 
 
----------WIGYCNSSLNP--------------------------------VIYTIFN 
 
--QDFRRA---FRRIL-----------CR--PWTQTAW---------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Homo_sapiens_adrenergic_alpha_2B_receptor_isoform_gi6626879
3 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



------------------------------------------------------------ 
 
-------------------M---------------------DHQDP---Y--SVQA---- 
 
T-----------------------------------AA--I--------AAAITF---LI 
 
LFTIFG----------------------------NALVILAVLTSRSLR-AP-QNLFLVS 
 
LAAADILVATLIIPFSLANELL-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-YWYFR-----------------RTWCEVYLALD 
 
VLFCTSSIVHLCAISLDR---------YWAV----------------------------- 
 
--------S-RALE-YN--SKRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-RRIKCIILTVW--LIAA-------------------- 
 
---------------V----------ISLP-P--L---------IY--------K----G 
 
----------DQ------------------------------------------G----- 
 
--PQ-------P-----R------------------G-----R---------P-QCKLNQ 
 
EA--WYILASSIGS-------FFAPCLIMILVYL----RIYLIAKRSN------------ 
 
-------------RR--------------------------------------------- 
 
-------------------G----------PR-----------------------AK--- 
 
---------------------------------GGPG-Q-------------GE------ 
 
--SKQP-----------------------------------------------R------ 
 
------P--DHGGALAS-AKLPA---LAS-VA-------------------------S-- 
 
AREVNGH---------------------------SKS-TGEKE----------------- 
 



-----EGETPEDTGTRA-LPPSWAALPNSGQG--------------------QKEGVCGA 
 
SP------EDEAEE-----------------EEEEEEEEE---ECEPQ-AVPVSP----- 
 
----------------ASACSPPLQQPQGSRVLATLRGQVLLGRGVGAIGGQWW---R-- 
 
RRAQ-----L-----------T--------REKRF----T-FVLAVVIGVFVL------- 
 
-------------CW---------------------------FP---------------- 
 
--------------------------FF------FSYSLGAI------------------ 
 
------------------------------------C---P----------K-------- 
 
H-CKVP--H--------------------------------------------------- 
 
-----------------------------------------------G------------ 
 
---------------------L-----F--QF----------FF---------------- 
 
----------WIGYCNSSLNP--------------------------------VIYTIFN 
 
--QDFRRA---FRRIL-----------CR--PWTQTAWLSPPALPLWGWCGGAGVTLLLA 
 
LLCVAASPGLSAPCPDPVGLILGTPWEGW-------AGGLLARVPVKLPLAGLAVGDPFS 
 
TLSLSTGRWRWFKSSGT------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Homo_sapiens_alpha_2B_adrenergic_receptor_gi33598960 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------M---------------------DHQDP---Y--SVQA---- 
 
T-----------------------------------AA--I--------AAAITF---LI 
 
LFTIFG----------------------------NALVILAVLTSRSLR-AP-QNLFLVS 
 
LAAADILVATLIIPFSLANELL-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-YWYFR-----------------RTWCEVYLALD 
 
VLFCTSSIVHLCAISLDR---------YWAV----------------------------- 
 
--------S-RALE-YN--SKRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-RRIKCIILTVW--LIAA-------------------- 
 
---------------V----------ISLP-P--L---------IY--------K----G 
 
----------DQ------------------------------------------G----- 
 
--PQ-------P-----R------------------G-----R---------P-QCKLNQ 
 
EA--WYILASSIGS-------FFAPCLIMILVYL----RIYLIAKRSN------------ 
 
-------------RR--------------------------------------------- 
 
-------------------G----------PR-----------------------AK--- 
 
---------------------------------GGPG-Q-------------GE------ 
 
--SKQP-----------------------------------------------R------ 
 



------P--DHGGALAS-AKLPA---LAS-VA-------------------------S-- 
 
AREVNGH---------------------------SKS-TGEKE----------------- 
 
-----EGETPEDTGTRA-LPPSWAALPNSGQG--------------------QKEGVCGA 
 
SP------EDEAEE-----------------EEEEEEEEE---ECEPQ-AVPVSP----- 
 
----------------ASACSPPLQQPQGSRVLATLRGQVLLGRGVGAIGGQWW---R-- 
 
RRAQ-----L-----------T--------REKRF----T-FVLAVVIGVFVL------- 
 
-------------CW---------------------------FP---------------- 
 
--------------------------FF------FSYSLGAI------------------ 
 
------------------------------------C---P----------K-------- 
 
H-CKVP--H--------------------------------------------------- 
 
-----------------------------------------------G------------ 
 
---------------------L-----F--QF----------FF---------------- 
 
----------WIGYCNSSLNP--------------------------------VIYTIFN 
 
--QDFRRA---FRRIL-----------CR--PWTQTAW---------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Homo_sapiens_alpha_2B_adrenergic_receptor_gi12698670 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------M---------------------DHQDP---Y--SVQA---- 
 
T-----------------------------------AA--I--------AAAITF---LI 
 
LFTIFG----------------------------NALVILAVLTSRSLR-AP-QNLFLVS 
 
LAAADILVATLIIPFSLANELL-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-YWYFR-----------------RTWCEVYLALD 
 
VLFCTSSIVHLCAISLDR---------YWAV----------------------------- 
 
--------S-RALE-YN--SKRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-RRIKCIILTVW--LIAA-------------------- 
 
---------------V----------ISLP-P--L---------IY--------K----G 
 
----------DQ------------------------------------------G----- 
 
--PQ-------P-----R------------------G-----R---------P-QCKLNQ 
 
EA--WYILASSIGS-------FFAPCLIMILVYL----RIYLIAKRSN------------ 
 
-------------RR--------------------------------------------- 
 
-------------------G---------PRA-----------------------KG--- 
 



----------------------------------GPG-Q-------------GE------ 
 
--SKQP------------------------------------------------------ 
 
---------RPDHGGALASAKLP---ALASVA-------------------------S-- 
 
AREVNGH---------------------------S---KSTGEKE--------------- 
 
-----EGETPEDTGTRA-LPPSWAALPNSGQG--------------------QKEGVCGA 
 
SP------------------------------EDEAEEEEEEEEECEPQAVPVSP----- 
 
----------------ASACSPPLQQPQGSRVLATLRGQVLLGRGVGAIGGQWW-----R 
 
RRAQ-----L-----------T--------REKRF----T-FVLAVVIGVFVL------- 
 
-------------CW---------------------------FP---------------- 
 
--------------------------FF------FSYSLGAI------------------ 
 
------------------------------------C---P----------K-------- 
 
H-CKVP--H--------------------------------------------------- 
 
-----------------------------------------------G------------ 
 
---------------------L-----F--QF----------FF---------------- 
 
----------WIGYCNSSLNP--------------------------------VIYTIFN 
 
--QDFRRA---FRRIL-----------CR--PWTQTAW---------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Nycticebus_coucang_alpha_adrenergic_receptor_2B_gi11322430 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------------------A--I--------AAAITF---LI 
 
LFTIFG----------------------------NALVILAVLTSRSLR-AP-QNLFLVS 
 
LAAADILVATLIIPFSLANELL-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-YWYFQ-----------------RTWCEVYLALD 
 
VLFCTSSIVHLCAISLDR---------YWAV----------------------------- 
 
--------S-RALE-YN--SKRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-RRIKCIILTVW--LIAA-------------------- 
 
---------------V----------ISLP-P--L---------IY--------K----G 
 
----------DQ------------------------------------------R----- 
 
--PQ-------P-----R------------------G-----R---------P-QCKLNQ 
 
EA--WYILSSSIGS-------FFAPCLIMILVYL----RIYLIAKRSH------------ 
 



-------------RR--------------------------------------------- 
 
-------------------G----------PR-----------------------AK--- 
 
---------------------------------AGPG-K-------------GE------ 
 
--SKQP-----------------------------------------------Q------ 
 
------P--VPGGALAS-AKRPT---PASALA-------------------------S-- 
 
AGEANGC---------------------------SKP-PGEKE----------------- 
 
-----EGETLEDVGSRP-LPPGWAALSNSGQG--------------------QKEGVCGA 
 
SP------EEEA-------------------EEEEEEEEE----CEPK-AVPVSP----- 
 
----------------ASVCSPPLQQPQGSRVLATLRGQVLLSRGRGAVGGQWW---R-- 
 
RRAQ-----L-----------S--------REKRF----T-FVLAVVIGVFVL------- 
 
-------------CW---------------------------FP---------------- 
 
--------------------------FF------FSYSLGAI------------------ 
 
------------------------------------C---P----------K-------- 
 
H-CKVP--H--------------------------------------------------- 
 
-----------------------------------------------G------------ 
 
---------------------L-----F-------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Hapalemur_simus_alpha_2B_adrenergic_receptor_gi84993376 
 



------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
----------------------------------------I--------AAAITF---LI 
 
LFTIFG----------------------------NSLVILAVLTSRSLR-AP-QNLFLVS 
 
LAAADILVATLIIPFSLANELL-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-YWYFR-----------------RTWCEVYLALD 
 
VLFCTSSIVHLCAISLDR---------YWAV----------------------------- 
 
--------S-RALE-YN--SKRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-RRIKCIILTVW--LIAA-------------------- 
 
---------------V----------ISLP-P--L---------IY--------K----G 
 
----------DQ------------------------------------------G----- 
 



--PQ-------P-----R------------------G-----R---------P-QCKLNQ 
 
EA--WYILSSSIGS-------FFAPCLIMILVYL----RIYLIAKRSH------------ 
 
-------------RR--------------------------------------------- 
 
-------------------G----------PR-----------------------AK--- 
 
---------------------------------GGPG-K-------------GE------ 
 
--SKQP-----------------------------------------------R------ 
 
------P--VSGGALAS-AKLPT---LASTLA-------------------------S-- 
 
SGEAKGH---------------------------SKT-TGEKE----------------- 
 
-----EGETPEDAGSRP-LPRSWAALSNSGQG--------------------QKEGVCGA 
 
SP------EEEA-------------------EEEEEEEEE---ECEPK-AVPVSP----- 
 
----------------ASVCSPPLQKPQGSRVLATLRGQVLLGRAVGVVGGQWW---R-- 
 
RRAQ-----M-----------T--------REKRF----T-FVLAVVIGVFVL------- 
 
-------------CW---------------------------FP---------------- 
 
--------------------------FF------FSYSLGAI------------------ 
 
------------------------------------C---P----------K-------- 
 
H-CKVP--H--------------------------------------------------- 
 
-----------------------------------------------G------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



--------------------------- 
 
>Macroderma_gigas_alpha_adrenergic_receptor_2B_gi56547823 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------------------A--I--------AAVITF---LI 
 
LFTIFG----------------------------NALVILAVLTSRSLR-AP-QNLFLVS 
 
LAAADILVATLIIPFSLANELL-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-YWYFR-----------------RTWCEVYLALD 
 
VLFCTSSIVHLCAISLDR---------YWAV----------------------------- 
 
--------S-RALE-YN--SKRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-RRIKCIILTVW--LIAA-------------------- 
 



---------------V----------ISLP-P--L---------VY--------K----G 
 
----------DP------------------------------------------G----- 
 
--PQ-------P-----R------------------G-----R---------P-QCKLNQ 
 
EA--WYILASSIGS-------FFAPCLIMILVYL----RIYLIAKRSH------------ 
 
-------------RR--------------------------------------------- 
 
-------------------G----------PR-----------------------AK--- 
 
---------------------------------RGPG-V-------------GE------ 
 
--SKQX-----------------------------------------------H------ 
 
------Q--VP--EGAS-AKLPT---LASHLA-------------------------A-- 
 
STEANGH---------------------------SKP-NGEKE----------------- 
 
-----QGGTLDDAGSPT-LTPRWPALPHAGQG--------------------RKEGVCGA 
 
SP------EEDA-------------------GEEEEE--E---DCEPQ-VLPASP----- 
 
----------------ASACSXSLQQPQGSQVLATLRGQVLLGRGMGAMGGQWW---R-- 
 
RRAQ-----L-----------T--------REKRF----T-FVLAVVIGVFVL------- 
 
-------------CW---------------------------FP---------------- 
 
--------------------------FF------FSYSLGAI------------------ 
 
------------------------------------C---P----------Q-------- 
 
H-CKVP--H--------------------------------------------------- 
 
-----------------------------------------------G------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Pteronotus_parnellii_alpha_adrenergic_receptor_2B_gi3214014
5 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------------------A--I--------AAVITF---LI 
 
LFTIFG----------------------------NALVIXAVLTSRSLR-AP-QNLFLVS 
 
LAAADILVAALIIPFSLANELL-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-YWYFR-----------------RTWCEVYLALD 
 
VLFCTSSIVHLCAISLDR---------YWAV----------------------------- 
 
--------S-RALE-YN--SKRT------------------------------------- 



 
------------------------------------------------------------ 
 
---------------------P-RRIKCIILTVW--LIAA-------------------- 
 
---------------V----------ISLP-P--L---------VY--------K----G 
 
----------DP------------------------------------------G----- 
 
--PQ-------P-----R------------------G-----R---------P-QCKLNQ 
 
EA--WYILASSIGS-------FFAPCLIMILVYL----RIYLIAKRSH------------ 
 
-------------RR--------------------------------------------- 
 
-------------------G----------SR-----------------------AK--- 
 
---------------------------------GDPG-E-------------GK------ 
 
--SKQA-----------------------------------------------H------ 
 
------L--AP--GGTS-VKQPN---LASCLA-------------------------A-- 
 
SGEANGH---------------------------SKS-TGEKE----------------- 
 
-----QGRTPEDPGSPT-LPTSWPALPQTCQD--------------------PXERACGV 
 
SA------EEEVG------------------EEEEE--EDDDDECEPQ-ALPASP----- 
 
----------------ASACNPALQQPQGSQVLATLRGQVLLGRGMGASGAQWW---R-- 
 
RRAQ-----L-----------T--------REKRF----T-FVLAVVIGVFVL------- 
 
-------------CW---------------------------FP---------------- 
 
--------------------------FF------FSYSLGAI------------------ 
 
------------------------------------C---P----------Q-------- 
 
H-CKVP--H--------------------------------------------------- 
 
-----------------------------------------------G------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 



 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Macrotus_californicus_alpha_adrenergic_receptor_2B_gi113224
24 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------------------A--I--------AAVITF---LI 
 
LFTIFG----------------------------NALVILAVLTSRSLR-AP-QNLFLVS 
 
LAAADILVAALIIPFSLANELL-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



-------------------------G-YWYFR-----------------RTWCEVYLALD 
 
VLFCTSSIVHLCAISLDR---------YWAV----------------------------- 
 
--------S-RALE-YN--SKRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-RRIKCIILTVW--LIAA-------------------- 
 
---------------V----------ISLP-P--L---------VY--------K----G 
 
----------DP------------------------------------------G----- 
 
--PQ-------P-----R------------------G-----R---------P-QCKLNQ 
 
EA--WYILASSIGS-------FFAPCLIMILVYL----RIYLIAKRSH------------ 
 
-------------RR--------------------------------------------- 
 
-------------------G----------PR-----------------------AK--- 
 
---------------------------------GSPG-E-------------GQ------ 
 
--SKQP-----------------------------------------------H------ 
 
------P--VP--GGAS-VKQPT---LAPHLA-------------------------A-- 
 
SGEANG----------------------------PKS-PGEKE----------------- 
 
-----QGRIPEDPGSPT-LPPSWPSRPHACQD--------------------PKEGVCAP 
 
SP------EEEVA------------------EEEEE--EEDDEECEPQ-ALPASP----- 
 
----------------ASACNPSLQQAQGSQVLATLRGQVLLSRGMGAAGGQWW---R-- 
 
RRAQ-----L-----------T--------REKRF----T-FVLAVVIGVFVL------- 
 
-------------CW---------------------------FP---------------- 
 
--------------------------FF------FSYSLGAI------------------ 
 
------------------------------------C---P----------Q-------- 
 
H-CKVP--H--------------------------------------------------- 
 
-----------------------------------------------G------------ 
 



---------------------L-----F-------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Desmodus_rotundus_alpha_2B_adrenergic_receptor_gi18643984 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------------------A--I--------AAVITF---LI 
 
LFTIFG----------------------------NALVILAVLTSRSLR-AP-QNLFLVS 
 
LAAADILVAALIIPFSLANELL-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-YWYFR-----------------RTWCEVYLALD 
 
VLFCTSSIVHLCAISLDR---------YWAV----------------------------- 
 
--------S-RALE-YN--SKRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-RRIKCIILTVW--LIAA-------------------- 
 
---------------V----------ISLP-P--L---------VY--------K----G 
 
----------DP------------------------------------------G----- 
 
--PQ-------P-----R------------------G-----R---------P-QCKLNQ 
 
EA--WYILASSIGS-------FFAPCLIMILVYL----RIYLIAKRSH------------ 
 
-------------RR--------------------------------------------- 
 
-------------------G----------PR-----------------------AK--- 
 
---------------------------------GSPG-E-------------GR------ 
 
--SKQP-----------------------------------------------H------ 
 
------L--VA--GGAS-VKQPT---LAPHLA-------------------------A-- 
 
SGEANGH---------------------------SKS-TGEKE----------------- 
 
-----QGRTPEDPGSPA-LPPSWTSLPRACQD--------------------LKEGVCGP 
 
SL------EDEVG------------------EEEEEEEEEDDDECEPQ-ALPASP----- 
 
----------------ASACNPSLHQPQGSQVLATLRGQVLLGRGMGAAGGQWW---R-- 
 
RRAQ-----L-----------T--------REKRF----T-FVLAVVIGVFVL------- 
 
-------------CW---------------------------FP---------------- 
 
--------------------------FF------FSYSLGAI------------------ 
 
------------------------------------C---P----------Q-------- 
 



H-CKVP--H--------------------------------------------------- 
 
-----------------------------------------------G------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Bos_taurus_PREDICTED_similar_to_Alpha_2B_adrenergic_recepto
r_Alpha_2B_adrenoceptor_Alpha_2B_adrenoreceptor_Subtype_C2_g
i76628636 
 
--------------------------------------MRALRAQPGTSDILFLLVKSLQ 
 
LPDTARPPQPPFPARVSGPTESSRGEKAFGEGSARSPHALRSASGLSGSGERVWFMMLQR 
 
SDTPTHPLLGALGQREGEIYLRPPPQTGGVGPSRAIRR---------------------- 
 
----RHIQPR-----------------------------ARGPSS--------------- 
 
-AASRL-----------LWR-----------------------------GS---G----- 
 
LQE------LW------------------------------------------------- 
 
------------------------------------------------------------ 
 
-E---------------------------------------------------------- 
 
---------------------------RICLRASSEPAAHPLPRWPGPAPQPDLGGTAPS 
 
PAVRALGRAAPALAASGPAM---------------------DHQEP---Y--SVQA---- 
 
T-----------------------------------AA--I--------AAVITF---LI 
 
LFTIFG----------------------------NALVILAVLTSRSLR-AP-QNLFLVS 
 



LAAADILVATLIIPFSLANELL-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-YWYFW-----------------RTWCEVYLALD 
 
VLFCTSSIVHLCAISLDR---------YWAV----------------------------- 
 
--------S-RALE-YN--SKRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-RRIKFIILIVW--LIAA-------------------- 
 
---------------V----------ISLP-P--L---------IY--------K----G 
 
----------DQ------------------------------------------G----- 
 
--PQ-------P-----L------------------A-----R---------P-QCKLNQ 
 
EA--WYILASSIGS-------FFAPCLIMILVYL----RIYLIAKRSH------------ 
 
-------------CR--------------------------------------------- 
 
-------------------G----------PR-----------------------AK--- 
 
---------------------------------GGPG-E-------------RE------ 
 
--SKQP-----------------------------------------------H------ 
 
------P--VPGEVSDS-AKLPT---LASQLA-------------------------T-- 
 
PGEANGC---------------------------SQPRPGEKG----------------- 
 
-----DGETPEAPGTPA-LPPSWPAIPKSGQG--------------------QKEGVCGS 
 
SP------EEEA-------------------EEEEEE------GCEPQ-ALPASP----- 
 
----------------ASACSPPLQQPQGSRVLATLRGQVLLGRGTGTAGAQWW---R-- 
 
RRTQ-----L-----------S--------REKRF----T-FVLAVVIGVFVL------- 
 



-------------CW---------------------------FP---------------- 
 
--------------------------FF------FSYSLGAI------------------ 
 
------------------------------------C---P----------Q-------- 
 
H-CKVP--H--------------------------------------------------- 
 
-----------------------------------------------G------------ 
 
---------------------L-----F--QF----------FF---------------- 
 
----------WIGYCNSSLNP--------------------------------VIYTVFN 
 
--QDFRRA---FRRIL-----------CR--EWTQTAW---------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Bos_taurus_alpha_adrenergic_receptor_subtype_2B_gi6448486 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



-------------------------------------A--I--------AAVITF---LI 
 
LFTIFG----------------------------NALVILAVLTSRSLR-AP-QNLFLVS 
 
LAAADILVATLIIPFSLANELL-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-YWYFW-----------------RTWCEVYLALD 
 
VLFCTSSIVHLCAISLDR---------YWAV----------------------------- 
 
--------S-RALE-YN--SKRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-RRIKFIILIVW--LIAA-------------------- 
 
---------------V----------ISLP-P--L---------IY--------K----G 
 
----------DQ------------------------------------------G----- 
 
--PQ-------P-----L------------------A-----R---------P-QCKLNQ 
 
EA--WYILASSIGS-------FFAPCLIMILVYL----RIYLIAKRSH------------ 
 
-------------CR--------------------------------------------- 
 
-------------------G----------PR-----------------------AK--- 
 
---------------------------------GGPG-E-------------RE------ 
 
--SKQP-----------------------------------------------H------ 
 
------P--VPGEVSDS-AKLPT---LASQLA-------------------------T-- 
 
PGEANGC---------------------------SQPRPGEKG----------------- 
 
-----DGETPEAPGTPA-LPPSWPAIPKSGQG--------------------QKEGVCGS 
 
SP------EEEA-------------------EEEEEE------GCEPQ-ALPASP----- 
 



----------------ASACSPPLQQPQGSRVLATLRGQVLLGRGTGTAGAQWW---R-- 
 
RRTQ-----L-----------S--------REKRF----T-FVLAVVIGVFVL------- 
 
-------------CW---------------------------FP---------------- 
 
--------------------------FF------FSYSLGAI------------------ 
 
------------------------------------C---P----------Q-------- 
 
H-CKVP--H--------------------------------------------------- 
 
-----------------------------------------------G------------ 
 
---------------------L-----F-------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Sus_scrofa_alpha_adrenergic_receptor_2B_gi11322422 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------------------A--I--------AAVITF---LI 
 
LFTIFG----------------------------NSLVILAVLTSRSLR-AP-QNLFLVS 
 
LAAADILVATLIIPFSLANELL-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-YWYFR-----------------RTWCEVYLALD 
 
VLFCTSSIVHLCAISLDR---------YWAV----------------------------- 
 
--------S-RALE-YN--SKRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-RRIKCIILTVW--LIAA-------------------- 
 
---------------V----------ISLP-P--L---------IY--------K----G 
 
----------DP------------------------------------------G----- 
 
--PQ-------P-----R------------------G-----R---------P-QCKLNQ 
 
EA--WYILASSIGS-------FFAPCLIMILVYL----RIYLIAKRSH------------ 
 
-------------RR--------------------------------------------- 
 
-------------------G----------PR-----------------------AK--- 
 
---------------------------------GGPG-K-------------GE------ 
 
--SKQP-----------------------------------------------R------ 
 
------P--VPGEVSAS-AKLPT---LVSQLA-------------------------T-- 
 
AGETNGC---------------------------SQH-TGEKD----------------- 
 



-----EGETSEDTGTPA-LPPSWPALPSSGQG--------------------QKEGVCGT 
 
SP------EEEA---------------------EEEE--EE--ECEPQ-TLPASP----- 
 
----------------ASACSPPLQQPQGSRVLATLRGQVLLGRGMGTSSGQWW---R-- 
 
RRAQ-----L-----------T--------REKRF----T-FVLAVVIGVFVL------- 
 
-------------CW---------------------------FP---------------- 
 
--------------------------FF------FSYSLGAI------------------ 
 
------------------------------------C---P----------Q-------- 
 
H-CKVP--H--------------------------------------------------- 
 
-----------------------------------------------G------------ 
 
---------------------L-----F-------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Sus_scrofa_alpha_2b_adrenergic_receptor_gi80971508 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------M---------------------DHQEP---Y--SVQA---- 
 
T-----------------------------------AA--I--------AAVITF---LI 
 
LFTIFG----------------------------NSLVILAVLTSRSLR-AP-QNLFLVS 
 
LAAADILVATLIIPFSLANELL-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-YWYFR-----------------RTWCEVYLALD 
 
VLFCTSSIVHLCAISLDR---------YWAV----------------------------- 
 
--------S-RALE-YN--SKRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-RRIKCIILTVW--LIAA-------------------- 
 
---------------V----------ISLP-P--L---------IY--------K----G 
 
----------DP------------------------------------------G----- 
 
--PQ-------P-----R------------------G-----R---------P-QCKLNQ 
 
EA--WYILASSIGS-------FFAPCLIMILVYL----RIYLIAKRSH------------ 
 
-------------RR--------------------------------------------- 
 
-------------------G----------PR-----------------------AK--- 
 
---------------------------------GGPG-K-------------GE------ 
 
--SKQP-----------------------------------------------R------ 
 



------P--VPGEVSAS-AKLPT---LVSQLA-------------------------T-- 
 
AGETNGC---------------------------SQH-TGEKD----------------- 
 
-----EGETSEDTGTPA-LPPSWPALPSSGQG--------------------QKEGVCGT 
 
SP------EEEA---------------------EEEE--EE--ECEPQ-TLPASP----- 
 
----------------ASACSPPLQQPQGSRVLATLRGQVLLGRGMGTSSGQWW---R-- 
 
RRAQ-----L-----------T--------REKRF----T-FVLAVVIGVFVL------- 
 
-------------CW---------------------------FP---------------- 
 
--------------------------FF------FSYSLGAI------------------ 
 
------------------------------------C---P----------Q-------- 
 
H-CKVP--H--------------------------------------------------- 
 
-----------------------------------------------G------------ 
 
---------------------L-----F--QF----------FF---------------- 
 
----------WIGYCNSSLNP--------------------------------VIYTIFN 
 
--QDFRRA---FRRIL-----------CR--QWTQTAW---------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Lama_pacos_alpha_2B_adrenergic_receptor_gi22324220 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------------------A--I--------AAVITF---LI 
 
LFTIFX----------------------------NALVILAVLTSRSLR-AP-QNLFLVS 
 
LAAADILVATLIIPFSLANELL-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-YWYFR-----------------RTWCEVYLALD 
 
VLFCTSSIVHLCAISLDR---------YWAV----------------------------- 
 
--------S-RALE-YN--SKRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-RRIKCIILTVW--LIAA-------------------- 
 
---------------V----------ISLP-P--L---------IY--------K----G 
 
----------DQ------------------------------------------S----- 
 
--PQ-------P-----R------------------G-----R---------P-QCKLNQ 
 
EA--WYILASSIGS-------FFAPCLIMILVYL----RIYLIAKRSH------------ 
 
-------------RR--------------------------------------------- 
 
-------------------G----------PR-----------------------AK--- 
 



---------------------------------GGPG-K-------------GD------ 
 
--SKQP-----------------------------------------------C------ 
 
------R--IPGEVSAS-GKLPT---LVSQLA-------------------------T-- 
 
AGEANGR---------------------------PHP-TGEKD----------------- 
 
-----EGETPEDPGTPA-LPPNWPALPNSGQG--------------------QKEGVCGT 
 
SP------EEEA-------------------AEEEEE--EE--ECEPQ-ALPASP----- 
 
----------------ASACSPPLQQPQVSRVLATLRGQVLLGRGVGTSRGQWW---R-- 
 
RRAQ-----L-----------T--------REKRF----T-FVLAVVIGVFVL------- 
 
-------------CW---------------------------FP---------------- 
 
--------------------------FF------FSYSLGAI------------------ 
 
------------------------------------C---P----------E-------- 
 
H-CKVP--R--------------------------------------------------- 
 
-----------------------------------------------G------------ 
 
---------------------L-----F-------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Lama_pacos_alpha_2B_adrenergic_receptor_gi21212928 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------------------A--I--------AAVITF---LI 
 
LFTIFG----------------------------NALVILAVLTSRSLR-AP-QNLFLVS 
 
LAAADILVATLIIPFSLANELL-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-YWYFR-----------------RTWCEVYLALD 
 
VLFCTSSIVHLCAISLDR---------YWAV----------------------------- 
 
--------S-RALE-YN--SKRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-RRIKCIILTVW--LIAA-------------------- 
 
---------------V----------ISLP-P--L---------IY--------K----G 
 
----------DQ------------------------------------------S----- 
 
--PQ-------P-----R------------------G-----R---------P-QCKLNQ 
 
EA--WYILASSIGS-------FFAPCLIMILVYL----RIYLIAKRSH------------ 
 



-------------RR--------------------------------------------- 
 
-------------------G----------PR-----------------------AK--- 
 
---------------------------------GGPG-K-------------GD------ 
 
--SKQP-----------------------------------------------C------ 
 
------R--IPGEVSAS-GKLPT---LVSQLA-------------------------T-- 
 
AGEANGR---------------------------PHP-TGEKD----------------- 
 
-----EGETPEDPGTPA-LPPNWPALPNSGQG--------------------QKEGVCGT 
 
SPEEEAAEEEEA-------------------AEEEEE--EE--ECEPQ-ALPASP----- 
 
----------------ASACSPPLQQPQISRVLATLRGQVLLGRGVGTSRGQWW---R-- 
 
RRAQ-----L-----------T--------REKRF----T-FVLAVVIGVFVL------- 
 
-------------CW---------------------------FP---------------- 
 
--------------------------FF------FSYSLGAI------------------ 
 
------------------------------------C---P----------E-------- 
 
H-CKVP--R--------------------------------------------------- 
 
-----------------------------------------------G------------ 
 
---------------------L-----F-------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Hippopotamus_amphibius_alpha_adrenergic_receptor_2B_gi11322
253 



 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------------------A--I--------AAVITF---LI 
 
LFTIFG----------------------------NALVILAVLTSRSLR-AP-QNLFLVS 
 
LAAADILVATLIIPFSLANELL-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-YWYFW-----------------RTWCEVYLALD 
 
VLFCTSSIVHLCAISLDR---------YWAV----------------------------- 
 
--------S-RALE-YN--SKRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-RRIKCIILTVW--LIAA-------------------- 
 
---------------V----------ISLP-P--L---------IY--------K----G 
 
----------DQ------------------------------------------A----- 



 
--PQ-------P-----R------------------G-----R---------P-QCKLNQ 
 
EA--WYILASSIGS-------FFAPCLIMILVYL----RIYLIAKRSH------------ 
 
-------------RR--------------------------------------------- 
 
-------------------G----------PR-----------------------AK--- 
 
---------------------------------RGPG-E-------------G------- 
 
---KQP-----------------------------------------------R------ 
 
------P--APGEVSAS-ATLPT---RAPQLA-------------------------A-- 
 
AGEANGC---------------------------SQP-TGEKD----------------- 
 
-----EGETPEDSGTPA-LPPSWPALPSSGQG--------------------QKEGVCGT 
 
SP------EEEA-------------------EEEEEE--EEEEGCEPR-ALPASP----- 
 
----------------ASACSPSLQQPQASRVLATLRGQVLLGRGEGTAAGQWW---R-- 
 
RRTQ-----L-----------T--------REKRF----T-FVLAVVIGVFVL------- 
 
-------------CW---------------------------FP---------------- 
 
--------------------------FF------FSYSLGAI------------------ 
 
------------------------------------C---P----------Q-------- 
 
H-CKVP--H--------------------------------------------------- 
 
-----------------------------------------------G------------ 
 
---------------------L-----F-------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 



 
--------------------------- 
 
>Lagenorhynchus_albirostris_alpha_2B_adrenergic_receptor_gi2
1212926 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------------------A--I--------AAVITF---LI 
 
LFTIFG----------------------------NALVILAVLTSRSLR-AP-QNLFLVS 
 
LAAADILVATLIIPFSLANELL-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-YWYFW-----------------RTWCEVYLALD 
 
VLFCTSSIVHLCAISLDR---------YWAV----------------------------- 
 
--------S-RALE-YN--SKRT------------------------------------- 
 
------------------------------------------------------------ 
 



---------------------P-RRIKCTILTVW--LIAA-------------------- 
 
---------------V----------ISLP-P--L---------IY--------K----G 
 
----------DP------------------------------------------A----- 
 
--PQ-------P-----R------------------G-----R---------P-QCKLNQ 
 
EA--WYILASSIGS-------FFAPCLIMILVYL----RIYLIAKRSH------------ 
 
-------------CR--------------------------------------------- 
 
-------------------G----------PR-----------------------AK--- 
 
---------------------------------GGPG-E-------------GG------ 
 
--SKPP-----------------------------------------------H------ 
 
------P--VPGEVSAS-ARLPT---LASQLA-------------------------T-- 
 
AGEANGC---------------------------SQP-TGEKD----------------- 
 
-----EGETPEDPGTPA-LPPSWPARPSSGQG--------------------QKEGVCGT 
 
SP------EEGG-------------------AEEEEE--G---VCEPK-ASAASP----- 
 
----------------ASACSPSLQQPQGSRLLATLRGQVLLSRGKGTAGGQWW---R-- 
 
RRTQ-----L-----------T--------REKRF----T-FVLAVVIGVFVL------- 
 
-------------CW---------------------------FP---------------- 
 
--------------------------FF------FSYSLGAI------------------ 
 
------------------------------------C---P----------Q-------- 
 
H-CKVP--H--------------------------------------------------- 
 
-----------------------------------------------G------------ 
 
---------------------L-----F-------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Balaenoptera_physalus_alpha_adrenergic_receptor_2B_gi113222
51 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------------------A--I--------AAVITF---LI 
 
LFTIFG----------------------------NALVILAVLTSRSLR-AP-QNLFLVS 
 
LAAADILVATLIIPFSLANELL-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-YWYFW-----------------RTWCEVYLALD 
 
VLFCTSSIVHLCAISLDR---------YWAV----------------------------- 



 
--------S-RALE-YN--SKRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-RRIKCVILTVW--LIAA-------------------- 
 
---------------V----------ISLP-P--L---------IY--------K----G 
 
----------DP------------------------------------------G----- 
 
--PQ-------P-----R------------------G-----R---------P-QCKLNQ 
 
EA--WYILASSIGS-------FFAPCLIMILVYL----RIYLIAKRSH------------ 
 
-------------RR--------------------------------------------- 
 
-------------------G----------PR-----------------------AK--- 
 
---------------------------------GGPG-E-------------RG------ 
 
--SKQP-----------------------------------------------R------ 
 
------P--VPGEVSAS-ARLPT---LASQLA-------------------------T-- 
 
AGEANGC---------------------------SQP-TGQKD----------------- 
 
-----EGETPEDPGTPA-LPPSWPARPSSGQS--------------------QKEGVGGT 
 
SP------EEEG-------------------AEEEEE--E---GCEPK-ALSASP----- 
 
----------------ASACSPPLQQPQGSRLLATLRGQVLLGRGKGTAGGQWW---R-- 
 
RRTQ-----L-----------T--------REKRF----T-FVLAVVIGVFVL------- 
 
-------------CW---------------------------FP---------------- 
 
--------------------------FF------FSYSLGAI------------------ 
 
------------------------------------C---P----------Q-------- 
 
H-CKVP--H--------------------------------------------------- 
 
-----------------------------------------------G------------ 
 
---------------------L-----F-------------------------------- 
 
------------------------------------------------------------ 



 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Physeter_catodon_alpha_2B_adrenergic_receptor_gi26986104 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------------------A--I--------AAVITF---LI 
 
LFTIFG----------------------------NALVILAVLTSRSLR-AP-QNLFLVS 
 
LAAADILVATLIIPFSLANELL-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 



 
-------------------------G-YWYFW-----------------RTWCEVYLALD 
 
VLFCTSSIVHLCAISLDR---------YWAV----------------------------- 
 
--------S-RALE-YN--SKRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-RRIKCIILTVW--LIAA-------------------- 
 
---------------V----------ISLP-P--L---------IY--------K----G 
 
----------DP------------------------------------------G----- 
 
--PQ-------P-----R------------------G-----R---------P-QCKLNQ 
 
EA--WYILASSIGS-------FFAPCLIMILVYL----RIYLIAKRSH------------ 
 
-------------CR--------------------------------------------- 
 
-------------------G----------PR-----------------------AK--- 
 
---------------------------------GRPG-E-------------GG------ 
 
--SKQP-----------------------------------------------R------ 
 
------P--VPGEVSAS-ARLPT---LVSQLA-------------------------T-- 
 
AGEANGC---------------------------SQP-TGEKD----------------- 
 
-----EGETPEDPGTPA-LPPSWPARPSSGQG--------------------QKEGVCGT 
 
SP------EEEG-------------------A-EEEE--E---GCEPK-ASSASP----- 
 
----------------ASACSPPLQQPQGSRLLATLRGQVLLARGKGTAGGQWW---R-- 
 
RRTQ-----L-----------T--------REKRF----T-FVLAVVIGVFVL------- 
 
-------------CW---------------------------FP---------------- 
 
--------------------------FF------FSYSLGAI------------------ 
 
------------------------------------C---P----------Q-------- 
 
H-CKVP--H--------------------------------------------------- 
 
-----------------------------------------------G------------ 



 
---------------------L-----F-------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Diceros_bicornis_alpha_adrenergic_receptor_2B_gi11322261 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------------------A--I--------AAVITF---LI 
 
LFTIFG----------------------------NSLVILAVLTSRSLR-AP-QNLFLVS 
 
LAAADILVATLIIPFSLANELL-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 



 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-YWYFR-----------------RTWCEVYLALD 
 
VLFCTSSIVHLCAISLDR---------YWAV----------------------------- 
 
--------S-RALE-YN--SKRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-RRIKCIILTVW--LIAA-------------------- 
 
---------------V----------ISLP-P--L---------IY--------K----G 
 
----------DQ------------------------------------------G----- 
 
--PQ-------P-----R------------------G-----R---------P-QCKLNQ 
 
EA--WYILASSIGS-------FFAPCLIMILVYL----RIYLIAKRSH------------ 
 
-------------LR--------------------------------------------- 
 
-------------------G----------PR-----------------------AK--- 
 
---------------------------------RGPG-E-------------GE------ 
 
--FKQP-----------------------------------------------R------ 
 
------P--VPEGASAS-AKLPT---LASHLA-------------------------A-- 
 
AGEANGQ---------------------------STP-TGEEE----------------- 
 
-----EEG--ETPGTSA-LPPSWPALPSAGQD--------------------QKEGVYGA 
 
SP------EE---------------------EEEEEE--E---EGEPQ-ALPASP----- 
 
----------------ASACKPPLQQPQGSRVLATLRGQVLLGRGVGTAGGQWW---R-- 
 
RRAQ-----L-----------T--------REKRF----T-FVLAVVIGVFVL------- 
 
-------------CW---------------------------FP---------------- 
 
--------------------------FF------FTYSLGAI------------------ 
 
------------------------------------C---P----------Q-------- 



 
H-CKVP--H--------------------------------------------------- 
 
-----------------------------------------------G------------ 
 
---------------------L-----F-------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Tapirus_terrestris_alpha_2B_adrenergic_receptor_gi21212923 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------------------A--I--------AAVITF---LI 
 
LFTIFG----------------------------NALVILAVLTSRSLR-AP-QNLFLVS 
 
LAAADILVATLIIPFSLANELL-------------------------------------- 



 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-YWYFR-----------------RTWCEVYLALD 
 
VLFCTSSIVHLCAISLDR---------YWAV----------------------------- 
 
--------S-RALE-YN--SKRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-RRIKCIILTVW--LIAA-------------------- 
 
---------------V----------ISLP-P--L---------IY--------K----G 
 
----------DQ------------------------------------------G----- 
 
--PQ-------P-----R------------------G-----R---------P-QCKLNQ 
 
EA--WYILASSVGS-------FFAPCLIMILVYL----RIYLIAKRSH------------ 
 
-------------LR--------------------------------------------- 
 
-------------------G----------PR-----------------------AK--- 
 
---------------------------------GGPG-E-------------GE------ 
 
--SKQP-----------------------------------------------R------ 
 
------P--VPEAASAS-AKLPT---LVSHLA-------------------------A-- 
 
AGEANGH---------------------------SVP-TGEKE----------------- 
 
-----EGQTPEDSGTPA-LPPSWPAPPNSGQA--------------------QKEGICGA 
 
SP------EEEAEEEEEEG----------EEEEEEEE--E---ECEPQ-ALPASP----- 
 
----------------ASACSPPLQEPQGSRVLATLRGQVLLGRGVGTAGGQWW---R-- 
 
RRAQ-----L-----------T--------REKRF----T-FVLAVVIGVFVL------- 
 
-------------CW---------------------------FP---------------- 



 
--------------------------FF------FSYSLGAI------------------ 
 
------------------------------------C---P----------Q-------- 
 
H-CKVP--H--------------------------------------------------- 
 
-----------------------------------------------G------------ 
 
---------------------L-----F-------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Canis_familiaris_PREDICTED_similar_to_Alpha_2B_adrenergic_r
eceptor_Alpha_2B_adrenoceptor_Alpha_2B_adrenoreceptor_Subtyp
e_C2_gi73980799 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------M---------------------DHQEP---Y--SVQA---- 



 
T-----------------------------------AA--I--------AAVITF---LI 
 
LFTIFG----------------------------NALVILAVLTSRSLR-AP-QNLFLVS 
 
LAAADILVATLIIPFSLANELL-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-YWYFR-----------------RTWCEVYLALD 
 
VLFCTSSIVHLCAISLDR---------YWAV----------------------------- 
 
--------S-RALE-YN--SKRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-RRIKCIILTVW--LIAA-------------------- 
 
---------------V----------ISLP-P--L---------IY--------K----G 
 
----------DQ------------------------------------------G----- 
 
--PQ-------P-----R------------------G-----R---------P-QCKLNQ 
 
EA--WYILASSIGS-------FFAPCLIMILVYL----RIYLIAKRSH------------ 
 
-------------RR--------------------------------------------- 
 
-------------------G----------PR-----------------------AA--- 
 
---------------------------------GGRG-E-------------GE------ 
 
--SKQP-----------------------------------------------H------ 
 
------S--VP--TAAS-TKLPT---LAS-LA-------------------------A-- 
 
SGEANGH---------------------------SKP-TGEKE----------------- 
 
-----EGDTSEDPGTPA-LPPSWSAVPNPGQS--------------------QKEGVCGA 
 
SP------EEEA-------------------EMEEGE--E---ECEPQ-ALPASP----- 



 
----------------AAACSPPLRQPQGSRVLATLRGQVLLGRGVGTTSGQWW---R-- 
 
RRAQ-----L-----------T--------REKRF----T-FVLAVVIGVFVL------- 
 
-------------CW---------------------------FP---------------- 
 
--------------------------FF------FSYSLGAI------------------ 
 
------------------------------------C---P----------Q-------- 
 
H-CKVP--H--------------------------------------------------- 
 
-----------------------------------------------G------------ 
 
---------------------L-----F--QF----------FF---------------- 
 
----------WIGYCNSSLNP--------------------------------VIYTIFN 
 
--QDFRRA---FRRIL-----------CR--QWTQTAW---------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Phoca_vitulina_alpha_adrenergic_receptor_2B_gi11322420 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 



 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------------------A--I--------AAVITF---LI 
 
LFTIFG----------------------------NALVILAVLTSRSLR-AP-QNLFLVS 
 
LAAADILVATLIIPFSLANELL-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-YWYFR-----------------RTWCEVYLALD 
 
VLFCTSSIVHLCAISLDR---------YWAV----------------------------- 
 
--------S-RALE-YN--SKRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-RRIKCIILTVW--LIAA-------------------- 
 
---------------V----------ISLP-P--L---------IY--------K----G 
 
----------DQ------------------------------------------G----- 
 
--PQ-------P-----A------------------G-----A---------P-QCKLNQ 
 
EA--WYILASSIGS-------FFAPCLIMILVYL----RIYLIAKRSH------------ 
 
-------------RR--------------------------------------------- 
 
-------------------G----------PG-----------------------AK--- 
 
---------------------------------GGPG-P-------------GE------ 
 
--SKQP-----------------------------------------------R------ 
 
------S--VP--TGTS-TKLPT---LAS-LA-------------------------A-- 
 
SEEANGH---------------------------SKP-TGEK------------------ 



 
-----EGDTPEDPGTPA-LPPSWSALPSSGQS--------------------QKEGVCGA 
 
SP------EEEA-----E-------------EEEEEE--E---ECEPQ-ALPASP----- 
 
----------------ASACSPPLPQPQGSRVLATLRGQVLLGRGVGTASGQWW---R-- 
 
RRAQ-----L-----------T--------REKRF----T-FVLAVVIGVFVL------- 
 
-------------CW---------------------------FP---------------- 
 
--------------------------FF------FSYSLGAI------------------ 
 
------------------------------------C---P----------Q-------- 
 
H-CKVP--H--------------------------------------------------- 
 
-----------------------------------------------G------------ 
 
---------------------L-----F-------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Crocuta_crocuta_alpha_2B_adrenergic_receptor_gi84993358 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 



 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
----------------------------------------I--------AAVITF---LI 
 
LFTIFG----------------------------NALVILAVLTSRSLR-AP-QNLFLVS 
 
LAAADILVATLIIPFSLANELL-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-YWYFR-----------------RTWCEVYLALD 
 
VLFCTSSIVHLCAISLDR---------YWAV----------------------------- 
 
--------S-RALE-YN--SKRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-RRIKCIILTVW--LIAA-------------------- 
 
---------------V----------ISLP-P--L---------IY--------K----G 
 
----------DQ------------------------------------------G----- 
 
--PQ-------P-----R------------------G-----R---------P-QCKLNQ 
 
EA--WYILASSIGS-------FFAPCLIMILVYL----RIYLIAKRSH------------ 
 
-------------RR--------------------------------------------- 
 
-------------------G----------PW-----------------------AK--- 
 
---------------------------------GRPG-E-------------GE------ 
 
--SKQP-----------------------------------------------R------ 



 
------P--VP--TGAS-TKVPT---LAS-LA-------------------------A-- 
 
SGEANGH---------------------------SKP-TGEKE----------------- 
 
-----EGDTPEGPGTPA-SPPSWSALPNSGQG--------------------QKEGACGA 
 
SP------EEEA----EE-------------EEEEEE--E---EGEPQ-ALPASP----- 
 
----------------ASACSPPMQQPQGSRVLATLRGQVLLGRGVGTSSGQWW---R-- 
 
RRAQ-----L-----------T--------REKRF----T-FVLAVVIGVFVL------- 
 
-------------CW---------------------------FP---------------- 
 
--------------------------FF------FSYSLGAI------------------ 
 
------------------------------------C---P----------Q-------- 
 
H-CKVP--H--------------------------------------------------- 
 
-----------------------------------------------G------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Cryptoprocta_ferox_alpha_2B_adrenergic_receptor_gi84993360 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 



 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
----------------------------------------I--------AAVITF---LI 
 
LFTIFG----------------------------NALVILAVLTSRSLR-AP-QNLFLVS 
 
LAAADILVATLIIPFSLANELL-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-YWYFR-----------------RTWCEVYLALD 
 
VLFCTSSIVHLCAISLDR---------YWAV----------------------------- 
 
--------S-RALE-YN--SKRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-RRIKCIILTVW--LIAA-------------------- 
 
---------------V----------ISLP-P--L---------IY--------K----G 
 
----------DQ------------------------------------------G----- 
 
--PQ-------P-----R------------------G-----R---------P-QCKLNQ 
 
EA--WYILASSIGS-------FFAPCLIMILVYL----RIYLIAKRSH------------ 
 
-------------RR--------------------------------------------- 
 
-------------------G----------PR-----------------------AK--- 



 
---------------------------------GRPG-E-------------GE------ 
 
--SKQP-----------------------------------------------R------ 
 
------P--VP--TGAS-TKVPT---LVS-LA-------------------------A-- 
 
SGEANGH---------------------------SKP-TGEKE----------------- 
 
-----EGDTPEDPGTPA-LPPSWSALPNSGQG--------------------QKEGACGA 
 
SP------EEGV----EE-------------EEEEEE--E---EGEPQ-ALPASP----- 
 
----------------ASACSPPLRQPQGSRVLATLRGQVLLGRGVGTSSGQWW---R-- 
 
RRAQ-----L-----------T--------REKRF----T-FVLAVVIGVFVL------- 
 
-------------CW---------------------------FP---------------- 
 
--------------------------FF------FSYSLGAI------------------ 
 
------------------------------------C---P----------Q-------- 
 
H-CKVP--H--------------------------------------------------- 
 
-----------------------------------------------G------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Fossa_fossana_alpha_2B_adrenergic_receptor_gi84993370 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 



 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
----------------------------------------I--------AAVITF---LI 
 
LFTIFG----------------------------NALVILAVLTSRSLR-AP-QNLFLVS 
 
LAAADILVATLIIPFSLANELL-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-YWYFR-----------------RTWCEVYLALD 
 
VLFCTSSIVHLCAISLDR---------YWAV----------------------------- 
 
--------S-RALE-YN--SKRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-RRIKCIILTVW--LIAA-------------------- 
 
---------------V----------ISLP-P--L---------IY--------K----G 
 
----------DQ------------------------------------------G----- 
 
--PQ-------P-----R------------------G-----R---------P-QCKLNQ 
 
EA--WYILASSIGS-------FFAPCLIMILVYL----RIYLIAKRSH------------ 



 
-------------RR--------------------------------------------- 
 
-------------------G----------PR-----------------------AK--- 
 
---------------------------------GRPG-E-------------GE------ 
 
--SKQP-----------------------------------------------R------ 
 
------P--VP--TGAP-TKVPT---LAS-PA-------------------------A-- 
 
SGEANGH---------------------------SRP-TGEKE----------------- 
 
-----EGDTPEDPGTPA-LPPSWSALPNAGQG--------------------QKEGACGA 
 
SP------EEGV---EEE-------------EEEEEE--E---EGEPQ-ALPASP----- 
 
----------------ASACSPPLRQPQGSRVLATLRGQVLLGRGAGTSSGQWW---R-- 
 
RRAQ-----L-----------T--------REKRF----T-FVLAVVIGVFVL------- 
 
-------------CW---------------------------FP---------------- 
 
--------------------------FF------FSYSLGAI------------------ 
 
------------------------------------C---P----------Q-------- 
 
H-CKVP--H--------------------------------------------------- 
 
-----------------------------------------------G------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Felis_catus_alpha_adrenergic_receptor_2B_gi11322249 



 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------------------A--I--------AAVITF---LI 
 
LFTIFG----------------------------NALVILAVLTSRSLR-AP-QNLFLVS 
 
LAAADILVATLIIPFSLANELL-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-YWYFR-----------------RTWCEVYLALD 
 
VLFCTSSIVHLCAISLDR---------YWAV----------------------------- 
 
--------S-RALE-YN--SKRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-RRIKCIILTVW--LIAA-------------------- 
 
---------------V----------ISLP-P--L---------IY--------K----G 
 
----------DQ------------------------------------------G----- 



 
--PQ-------P-----R------------------G-----R---------P-QCKLNQ 
 
EA--WYILASSIGS-------FFAPCLIMILVYL----RIYLIAKRSH------------ 
 
-------------RR--------------------------------------------- 
 
-------------------G----------PR-----------------------AK--- 
 
---------------------------------GRPR-E-------------GE------ 
 
--SKQP-----------------------------------------------R------ 
 
------P--VP--TGTS-TKMPT---LAS-LA-------------------------A-- 
 
SGEANGH---------------------------SKP-TGAKE----------------- 
 
-----EGETPEDPATPA-LPPSWSALPNSGQG--------------------RKEGVCGA 
 
SP------EEEA---------------------EEEE--E---ECEPR-ALPASP----- 
 
----------------ASACSPPLQQPQGSRVLATLRGQVLLGRGVGTSSGQWW---R-- 
 
RRAQ-----L-----------T--------REKRF----T-FVLAVVIGVFVL------- 
 
-------------CW---------------------------FP---------------- 
 
--------------------------FF------FSYSLGAI------------------ 
 
------------------------------------C---P----------Q-------- 
 
H-CKVP--H--------------------------------------------------- 
 
-----------------------------------------------G------------ 
 
---------------------L-----F-------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 



 
--------------------------- 
 
>Viverricula_indica_alpha_2B_adrenergic_receptor_gi84993412 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
----------------------------------------I--------AAVITF---LI 
 
LFTIFG----------------------------NALVILAVLTSRSLR-AP-QNLFLVS 
 
LAAADILVATLIIPFSLANELL-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-YWYFR-----------------RTWCEVYLALD 
 
VLFCTSSIVHLCAISLDR---------YWAV----------------------------- 
 
--------S-RALE-YN--SKRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-RRIKCIILTVW--LIAA-------------------- 



 
---------------V----------ISLP-P--L---------IY--------K----G 
 
----------DQ------------------------------------------G----- 
 
--PQ-------P-----R------------------G-----R---------P-QCKLNQ 
 
EA--WYILASSIGS-------FFAPCLIMILVYL----RIYLIAKRSH------------ 
 
-------------RR--------------------------------------------- 
 
-------------------G----------PR-----------------------AK--- 
 
---------------------------------GRPG-E-------------GE------ 
 
--SKQP-----------------------------------------------R------ 
 
------P--VP--TGTS-TKVPT---LAS-LA-------------------------P-- 
 
SGEANGH---------------------------SKP-TGEKD----------------- 
 
-----EGATPEDPGTPA-LPPSWSALPNSGQG--------------------QKEGVCGA 
 
SP------EEEAGEEEEE-------------EEEEEE--E---ECEPQ-ALPASP----- 
 
----------------ASACSPPLQQPQGSRVLATLRGQVLLGRGVGTSSGQWW---R-- 
 
RRAQ-----L-----------T--------REKRF----T-FVLAVVIGVFVL------- 
 
-------------CW---------------------------FP---------------- 
 
--------------------------FF------FSYSLGAI------------------ 
 
------------------------------------C---P----------Q-------- 
 
H-CKVP--H--------------------------------------------------- 
 
-----------------------------------------------G------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 



 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Nycteris_grandis_alpha_2B_adrenergic_receptor_gi18643976 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------------------A--I--------AAVITF---LI 
 
LFTIFG----------------------------NALVILAVLTSRSLR-AP-QNLFLVS 
 
LAAADILVATLIIPFSLANELL-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-YWYFR-----------------RTWCELYLALD 
 
VLFCTSSIVHLCAISLDR---------YWAV----------------------------- 
 
--------S-RALE-YN--SKRT------------------------------------- 



 
------------------------------------------------------------ 
 
---------------------P-RRIKCIILTVW--LIAA-------------------- 
 
---------------V----------ISLP-P--L---------VY--------K----G 
 
----------DQ------------------------------------------G----- 
 
--PQ-------P-----R------------------G-----R---------P-QCKLNQ 
 
EA--WYILASSIGS-------FFAPCLIMILVYL----RIYLIAKRSH------------ 
 
-------------RR--------------------------------------------- 
 
-------------------G----------PR-----------------------AK--- 
 
---------------------------------RGPR-E-------------GE------ 
 
--SKQL-----------------------------------------------R------ 
 
------Q--VS--G-GA-AKLPT---LASHLA-------------------------A-- 
 
SGEANGH---------------------------SKP-AGEKE----------------- 
 
------AGTPEDSGSPT-LPPSWPALPHAGLG--------------------PKESVCGA 
 
SP------EEEV-------------------REEEEE--D---ECEPQ-ALPVSP----- 
 
----------------ASACSPPLQQPQGSRVLATLRGQVLLGRGVGTAGGQWW---R-- 
 
RRAQ-----L-----------T--------REKRF----T-FVLAVVIGVFVL------- 
 
-------------CW---------------------------FP---------------- 
 
--------------------------FF------FSYSLGAI------------------ 
 
------------------------------------C---P----------Q-------- 
 
H-CKVP--H--------------------------------------------------- 
 
-----------------------------------------------G------------ 
 
---------------------L-----F-------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 



 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Taphozous_sp_alpha_adrenergic_receptor_2B_gi14164938 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------------------A--I--------AAVITF---LI 
 
LFTIFG----------------------------NALVILAVLTSRSLR-AP-QNLFLVS 
 
LAAADILVATLIIPFSLANELL-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-YWYFR-----------------RTWCEVYLALD 



 
VLFCTSSIVHLCAISLDR---------YWAV----------------------------- 
 
--------S-RALE-YN--SKRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-RRIKCIILTVW--LIAA-------------------- 
 
---------------V----------ISLP-P--L---------VY--------K----G 
 
----------DP------------------------------------------G----- 
 
--PQ-------P-----R------------------G-----R---------P-QCKLNQ 
 
EA--WYILASSIGS-------FFAPCLIMILVYL----RIYLIAKRSH------------ 
 
-------------RR--------------------------------------------- 
 
-------------------G----------PR-----------------------AK--- 
 
---------------------------------GSPG-E-------------GE------ 
 
--SKQP-----------------------------------------------C------ 
 
------R--VP--GRAS-TKLPT---LASHLA-------------------------A-- 
 
SGEANGH---------------------------SKP-TGEKE----------------- 
 
-----QGGTPEDPGSPA-LPPCWPALPHASQG--------------------PKEGVCGA 
 
SP------EEEV-------------------GEEEED--D---ECEPQ-ALPASP----- 
 
----------------ASACSPPLQQPQGSRVLATLRGQVLLGRGMGAASGQWW---R-- 
 
RRAQ-----L-----------T--------REKRF----T-FVLAVVIGVFVL------- 
 
-------------CW---------------------------FP---------------- 
 
--------------------------FF------FSYSLGAI------------------ 
 
------------------------------------C---P----------Q-------- 
 
H-CKVP--H--------------------------------------------------- 
 
-----------------------------------------------G------------ 
 
---------------------L-----F-------------------------------- 



 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Rhynchonycteris_naso_alpha_adrenergic_receptor_2B_gi5654782
5 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------------------V--I--------AAVITF---LI 
 
LFTIFG----------------------------NALVILAVLTSRSLR-AP-QNLFLVS 
 
LAAADILVATLIIPFSLANELL-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-YWYFR-----------------RTWCEVYLALD 
 
VLFCTSSIVHLCAISLDR---------YWAV----------------------------- 
 
--------S-RALE-YN--SKRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-RRIKCIILTVW--LIAA-------------------- 
 
---------------V----------ISLP-P--L---------VY--------K----G 
 
----------DP------------------------------------------G----- 
 
--PQ-------P-----R------------------G-----R---------P-QCKLNQ 
 
EA--WYILASSIGS-------FFAPCLIMILVYL----RIYLIAKRSN------------ 
 
-------------RR--------------------------------------------- 
 
-------------------G----------PR-----------------------AK--- 
 
---------------------------------GGPP-A-------------GD------ 
 
--SKQP-----------------------------------------------G------ 
 
------Q--VH--GRSS-AKLPT---LASHLG-------------------------A-- 
 
SGEANGH---------------------------SKT-TGEKE----------------- 
 
-----QGGTSEDPGSPA-LPPSWPALPHAGQG--------------------QKEGVCGA 
 
SP------EEEL-------------------GDEEEDEDD---EYEPQ-ALPASP----- 
 
----------------ASACSPP-QQPQGSRVLATLRGQVLLGKGMGAASGQWW---R-- 
 
RRAQ-----L-----------T--------REKRF----T-FVLAVVIGVFVL------- 
 
-------------CW---------------------------FP---------------- 
 
--------------------------FF------FSYSLGAI------------------ 
 
------------------------------------C---P----------Q-------- 
 



H-CKVP--H--------------------------------------------------- 
 
-----------------------------------------------G------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Takifugu_rubripes_alpha2_d2_adrenergic_receptor_gi21322672 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------M---DLSDIFHS------------I 
 
SSLSLN-----------SSL-----------------------------ENNQTA----- 
 
SSS------PR------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------SPPLP--PH--TKVA---- 
 
S-----------------------------------IC--I--------VLVVTI---II 
 
LGTVVG----------------------------NVLVVVAVFTSRALR-AP-QNLFLVS 
 
LASADILVATLVIPFSLANEM--------------------------------------- 
 



------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-YWYFG-----------------STWCSLYLALD 
 
ILFCTSSIVHLCAISLDR---------YWSV----------------------------- 
 
--------T-KAVS-YN--RKRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-KRIKAMISIVW--FISI-------------------- 
 
---------------V----------ISSP-P-LL---------MT-------QK----E 
 
----------EA------------------------------------------------ 
 
-----------PKSVEGE-------------S---AT---QGQ-----------ECLLIN 
 
QT--WYILSSCLVS-------FFAPGVIMILVYC----KIYRVAKQRA------------ 
 
-------------ST--------------------------------------------- 
 
-------------------V--------FVAK---------------------NVME--- 
 
----------------------------------------------------RQ------ 
 
-PSQSE-----------------------------------------------------T 
 
CFVAAGGTCRGSGSSKPQYVADGQQAANHTVE-------------------------N-V 
 
GGHRHGE----------------------------------------------------- 
 
----LDDIDLEERSCEVDTKPAFPALRFPRRA---------------------------- 
 
------------------------------------------------------------ 
 
-----GGTVNEDGKDQNKLKPPALPPPPSCISWASSDHSQHFLLPSPLPHRTRQSSLSRT 
 
KVAQ-----M--------------------REKRF----T-FVLAVVMGVFVL------- 
 
-------------CW---------------------------FP---------------- 
 



--------------------------FF------FTYSLHAV------------------ 
 
------------------------------------C--RE----------N-------- 
 
C-TIPD--T--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------L-----F--NL----------FF---------------- 
 
----------WIGYCNSCLNP--------------------------------IIYTIFN 
 
--RDFRRA---FKKIL-----------FE--NHKRT------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Carassius_auratus_Alpha_2_adrenergic_receptor_Alpha_2_adren
oceptor_Alpha_2_adrenoreceptor_gi416562 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------MDVTQ------------S 
 
NATKDD-----------ANI---------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------TVTPW--PY--TETA---- 
 
A-----------------------------------AF--I--------ILVVSV---II 



 
LVSIVG----------------------------NVLVIVAVLTSRALR-AP-QNLFLVS 
 
LACADILVATLVIPFSLANEIM-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-YWFFG-----------------STWCAFYLALD 
 
VLFCTSSIVHLCAISLDR---------YWSV----------------------------- 
 
--------T-KAVS-YN--LKRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-KRIKSMIAVVW--VISA-------------------- 
 
---------------V----------ISFP-P-LI---------MT--------K----H 
 
------------------------------------------------------------ 
 
------------------------------------D-----E---------K-ECLIND 
 
ET--WYILSSSLVS-------FFAPGFIMITVYC----KIYRVAKQRS------------ 
 
------------------------------------------------------------ 
 
-----------------------------STV---------------------FVAK--- 
 
----------------------------------------------------NG------ 
 
-LERQP------------------------------------------------------ 
 
---------SQSETCFVRKDKFEKESPSSNSS-------------------------E-- 
 
SNQRQEE----------------------------------------------------- 
 
-----LDDIDLEESATSDNKPKSSRFSNRRRV---------------------------- 
 
------------------------------------------------------------ 
 
----------------------------DGARCCPQRTCRISWVSSQEQSSKQLAVASKT 



 
KVAQ-----M--------------------REKRF----T-FVLTVVMGVFVL------- 
 
-------------CW---------------------------FP---------------- 
 
--------------------------FF------FTYSLHAI------------------ 
 
------------------------------------C--GD------------------- 
 
S-CEPP--E--------------------------------------------------- 
 
-----------------------------------------------A------------ 
 
---------------------L-----F--KL----------FF---------------- 
 
----------WIGYCNSSVNP--------------------------------IIYTIFN 
 
--RDFRKA---FKK------------ICL--LDCAAHLRDSCLGTLGRLNA--------- 
 
------------------------------------------------------------ 
 
---------------------KCIFECHQKSNQEETAN---------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Danio_rerio_adrenergic_alpha_2D_receptor_a_gi35902772 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
---------------------------------------MSVTPTAN------------S 
 
TEEAAN-----------ITA---------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 



 
-----------------------------------------SPRLW--PY--TEPA---- 
 
S-----------------------------------AI--I--------ILVVSL---II 
 
LLTIVG----------------------------NVLVIVAVLTSRALR-AP-QNLFLVS 
 
LACADILVATLVIPFSLANEIM-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-YWYFG-----------------STWCAFYLALD 
 
VLFCTSSIVHLCAISLDR---------YWSV----------------------------- 
 
--------T-KAVR-YN--LKRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-RRIKCMIAVVW--LISA-------------------- 
 
---------------V----------ISFP-P-LI---------MT-------------K 
 
------------------------------------------------------------ 
 
-----------H------------------------D-----E---------K-ECLIND 
 
ET--WYILSSCAVS-------FFAPGLIMITVYC----KIYRVAKQRS------------ 
 
-------------ST--------------------------------------------- 
 
-------------------V---------FVA-----------------------KN--- 
 
------------------------------------GLE-------------RQ------ 
 
-PSQSE-----------------------------------------------TCFVRKD 
 
KFEKESPSSNSSESAQRQEELDDIDLEESAAS-------------------------D-- 
 
SRARGSR----------------------------------------------------- 
 
-FSKRRRVEGERRGPQRSCRVSWAAHQEPGSR---------------------------- 



 
------------------------------------------------------------ 
 
----------------------------------------------------QQQLASKS 
 
KVAQ-----M--------------------REKRF----T-FVLAVVMGVFVL------- 
 
-------------CW---------------------------FP---------------- 
 
--------------------------FF------FTYSLQAV------------------ 
 
------------------------------------C--------------G----E--R 
 
C-GPPE--A--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------L-----F--KL----------FF---------------- 
 
----------WIGYCNSSVNP--------------------------------IIYTIFN 
 
--RDFRKA---FKKVV-----------CW--SAQRT------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Takifugu_rubripes_alpha2_d1_adrenergic_receptor_gi21322670 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
---------------------------------------MDLSQLRV------------L 
 
VENVSN-----------EEN---------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 



 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------STDAP--FA--LPHT---- 
 
E-----------------------------------AV--T--------ALIVLVVVVIV 
 
SVTIVG----------------------------NVLVIVAVLTSRALR-AP-QNLFLVS 
 
LASADILVATLVIPFSLSNEVM-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-YWYFG-----------------STWCAFYLALD 
 
VLFCTSSIVHLCAISLDR---------YWSV----------------------------- 
 
--------T-KAVS-YN--LKRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-KRIKGMIAVVW--IISA-------------------- 
 
---------------V----------ISFP-P-LL---------LT-------------- 
 
------------------------------------------------------------ 
 
-----------------K-------------H---DE-----R-----------KCLLTD 
 
ET--WYILSSCVVS-------FFAPGLIMILVYF----KIYKVAKQRS------------ 
 
------------------------------------------------------------ 
 
-----------------------------STV---------------------FVAK--- 
 
----------------------------------------------------NG------ 
 
-LERQP------------------------------------------------------ 
 
---------SQSETCFVRKDGFEMESPSSQSS-------------------------G-T 



 
PQQRQGE----------------------------------------------------- 
 
----LDDIDLEESCGASDTKARTHRFSKRRKV---------------------------- 
 
------------------------------------------------------------ 
 
---------------------EGSENCPPQNCRMSWASSRASQLYPEQKNPGGRQQMNKT 
 
KVAQ-----M--------------------REKRF----T-FVLAVVMGVFVL------- 
 
-------------CW---------------------------FP---------------- 
 
--------------------------FF------FTYTLHAI------------------ 
 
------------------------------------C--RD----------R-------- 
 
C-YIPG--A--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------L-----F--NL----------FF---------------- 
 
----------WIGYCNSSVNP--------------------------------IIYTIFN 
 
--RDFRKS---FKKII-----------CR--TSKRT------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Danio_rerio_adrenergic_alpha_2D_receptor_b_gi35902754 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
---------------------------------MDL---STITFLLP------------N 
 
SSEDTN-----------GTS---------------------------------------- 



 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------APRLP--PH--SQCA---- 
 
S-----------------------------------VL--I--------VLVVTV---II 
 
LVTIVG----------------------------NVLVVVAVFTSRALR-AP-QNLFLVS 
 
LAAADILVATLVIPFSLANEVM-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-YWYLG-----------------STWCAFYLALD 
 
VLFCTSSIVHLCAISLDR---------YWSV----------------------------- 
 
--------T-KAVS-YN--LKRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-RRIKIMITVVW--VISA-------------------- 
 
---------------V----------ISFP-P-LL---------MT-------------K 
 
------------------------------------------------------------ 
 
-----------H------------------------D-----E---------L-ECLLNN 
 
ET--WYILSSCIVS-------FFAPGLIMILVYC----RIYRVAKQRA------------ 
 
-------------ST--------------------------------------------- 
 
-------------------V---------FVA-----------------------KN--- 
 
------------------------------------GME-------------RQ------ 



 
-PSQSE------------------------------------------------------ 
 
-------------TCFVRKGKSEVESPSSHSS-------------------------G-- 
 
SRERKGE----------------------------------------------------- 
 
----LDDIDLEESSVSNRHRNSRFAKSRKVEG---------------------------- 
 
------------------------------------------------------------ 
 
-------------------------AQSCPKPNGRLSWACSRASELEQEPRARQLSLSKS 
 
KLAQ-----M--------------------REKRF----T-FVLAVVMGVFVL------- 
 
-------------CW---------------------------FP---------------- 
 
--------------------------FF------FTYSLHAI------------------ 
 
------------------------------------C--------------R----K--S 
 
C-TIPD--S--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------L-----F--NL----------FF---------------- 
 
----------WIGYCNSSVNP--------------------------------IIYTIFN 
 
--RDFRKA---FKKIM-----------CR--HSTRT------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Gallus_gallus_PREDICTED_similar_to_alpha_2c_adrenergic_rece
ptor_gi50747356 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



------------------------------------------------------------ 
 
---------------------------------------------------------MGF 
 
DAAALD-----------ATSCEDPDSAGDPHRMSAGAEQPGMTGRAGGESPAPLPPRPGP 
 
GGG--------------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------NAAAP--RGPPSPYSPAAV 
 
A-----------------------------------SL-----------AALVGF---II 
 
VFTIVG----------------------------NVLVVIAVLTSRALR-AP-QNLFLVS 
 
LASADILVATLVMPFSLANELM-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------N-YWYFG-----------------KVWCNIYLALD 
 
VLFCTSSIVHLCAISLDR---------YWSV----------------------------- 
 
--------T-QAVE-YN--LKRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-RRIKAIIVTVW--LISA-------------------- 
 
---------------V----------ISFP-P-LI---------SM--------Y----- 
 
----------RD------------------------------------------------ 
 
-----------P------------------------E-GDVFP-----------QCKLND 
 
ET--WYILSSCIVS-------FFAPCLIMVLVYI----RIYRVAKLRT------------ 
 



-------------RT--------------------------------------------- 
 
-----------------------------LSE-----------------------KR--- 
 
--------------------------------------------------TMPE------ 
 
-GSSQT------------------------------------------------------ 
 
------------------ENGLSRAAGGCTSL-------------------------R-M 
 
QLGENGH----------------------------------------------------- 
 
--YSVHHWRKASELEDIELEESSTSESRRRRS---------------------------- 
 
------------------------------------------------------------ 
 
----------------REEHPRKSSKSQSFSYSYSSKHSSSRLSRSSNRSMEFFSYRRRR 
 
KRSS-----------------ICRKKVTQAREKRF----T-FVLAVVMGVFVV------- 
 
-------------CW---------------------------FP---------------- 
 
--------------------------FF------FSYSLYGI------------------ 
 
------------------------------------C--RE------------------- 
 
A-CEVP-ET--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------L-----F--KF----------FF---------------- 
 
----------WIGYCNSSLNP--------------------------------VIYTIFN 
 
--QDFRRS---FKHIL---------------FKKKKKNFRH------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Cavia_porcellus_alpha_2C_adrenoceptor_gi818879 
 



------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-MASPA-----------LAA-----------------ALLAAEGPNASGAGEGGGGVNAS 
 
GAV--------------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
----------------------------------------WGPPPS--QYSAGAVA---- 
 
------------------------------------GL-----------AAVVGF---LI 
 
VFTVVG----------------------------NVLVVIAVLTSRALR-AP-QNLFLVS 
 
LASADILVATLVMPFSLANELM-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------A-YWYFG-----------------QVWCGVYLALD 
 
VLFCTSSIVHLCAISLDR---------YWSV----------------------------- 
 
--------T-QAVE-YN--LKRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-RRVKATIVAVW--LISA-------------------- 
 
---------------I----------ISFP-P-LV---------SF--------Y----- 
 
----------RQ------------------------------------------------ 
 



-----------P------------------------D-GAAYP-----------RCGLND 
 
ET--WYILSSCIGS-------FFAPCLIMGLVYA----RIYRVAKLRT------------ 
 
-------------RT--------------------------------------------- 
 
-----------------------------LSE-----------------------KR--- 
 
----------------------------------------------------GP------ 
 
-AGPEG------------------------------------------------------ 
 
-------------------ESPTTENGLGAAA-------------------------A-A 
 
AAGENGH----------------------------------------------------- 
 
CAPPRADVEPDESSAAERRRRRGALRRGARQR---------------------------- 
 
------------------------------------------------------------ 
 
--------------EAGVEAPGPGLGSAAADPGALSVSRSPGPGGRLSRASSRSVEFFLS 
 
RRRR-----ARSSVCRRKVAQA--------REKRF----T-FVLAVVMGVFVL------- 
 
-------------CW---------------------------FP---------------- 
 
--------------------------FF------FSYSLYGI------------------ 
 
------------------------------------C--RE------------------- 
 
A-CQLP-TP--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------L-----F--KF----------FF---------------- 
 
----------WIGYCNSSLNP--------------------------------VIYTIFN 
 
--QDFRRS---FKHIL---------------FRRRRRGFRQ------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



--------------------------- 
 
>Homo_sapiens_alpha2_C4_adrenergic_receptor_gi1628638 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------------------------M 
 
ASPALA-----------AAL-----------------AVAAAAGPNASGAGERGSGGVAN 
 
ASG--------------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------ASWGP--PR--GQYSAGAV 
 
A-----------------------------------GL-----------AAVVGF---LI 
 
VFTVVG----------------------------NVLVVIAVLTSRALR-AP-QNLFLVS 
 
LASADILVATLVMPFSLANELM-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------A-YWYFG-----------------QVWCGVYLALD 
 
VLFCTSSIVHLCAISLDR---------YWSV----------------------------- 
 
--------T-QAVE-YN--LKRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-RRVKATIVAVW--LISA-------------------- 
 



---------------V----------ISFP-P--L---------VS-------LY----- 
 
----------RQ------------------------------------------------ 
 
-----------P------------------------D-GAAYP-----------QCGLND 
 
ET--WYILSSCIGS-------FFAPCLIMGLVYA----RIYRVAKRRT------------ 
 
-------------RT--------------------------------------------- 
 
-----------------------------LSE-----------------------KR--- 
 
----------------------------------------------------APVGPDGA 
 
SPTTEN------------------------------------------------------ 
 
----GLGAAAGEARTGTARPRPPTWSRTRAAQ-------------------------R-P 
 
RGGAPGP----------------------------------------------------- 
 
----LRRGGRRRAGAEGGAGGADGQGAGPGAA---------------------------- 
 
------------------------------------------------------------ 
 
----------------------------QSGALTASRSPGPGGRLSRASSRSVEFFLSRR 
 
RRAR---------------SSVCRRKVAQAREKRF----T-FVLAVVMGVFVL------- 
 
-------------CW---------------------------FP---------------- 
 
--------------------------FF------FIYSLYGI------------------ 
 
------------------------------------C--RE------------------- 
 
A-CQVP-GP--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------L-----F--KF----------FF---------------- 
 
----------WIGYCNSSLNP--------------------------------VIYTVFN 
 
--QDFRPS---FKHIL---------------FRRRRRGFRQ------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Rattus_norvegicus_adrenergic_receptor_alpha_2c_gi19924029 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------------------------M 
 
ASPALA-----------AAL-----------------AAAAAEGPNGSDAGEWGSGGGAN 
 
ASG--------------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
----------------------------------------TDWAPPPGQYSAGAVA---- 
 
------------------------------------GL-----------AAVVGF---LI 
 
VFTVVG----------------------------TVLVVIAVLTSRALR-AP-QNLFLVS 
 
LASADILVATLVMPFSLANELM-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------A-YWYFG-----------------QVWCGVYLALD 
 
VLFCTSSIVHLCAISLDR---------YWSV----------------------------- 
 
--------T-QAVE-YN--LKRT------------------------------------- 
 



------------------------------------------------------------ 
 
---------------------P-RRVKATIVAVW--LISA-------------------- 
 
---------------V----------ISFP-PLVS---------FY-------------- 
 
----------RR------------------------------------------------ 
 
------------------------------------PDGAAYP-----------QCGLND 
 
ET--WYILSSCIGS-------FFAPCLIMGLVYA----RIYRVAKLRT------------ 
 
-------------RT--------------------------------------------- 
 
-----------------------------LTE-----------------------KR--- 
 
----------------------------------------------------GPAGPDGA 
 
SPTTEN------------------------------------------------------ 
 
-------GLGKAAGENGHCAPPRTEVEPDESS-------------------------AAE 
 
RRRRRGA----------------------------------------------------- 
 
----------LRRGGRRREGAEGDTGSADGPG---------------------------- 
 
------------------------------------------------------------ 
 
---------------------PGLAAEQGARTASRSPGPGGRLSRASSRSVEFFLSRRRR 
 
ARSS-----------------VCRRKVAQAREKRF----T-FVLAVVMGVFVL------- 
 
-------------CW---------------------------FP---------------- 
 
--------------------------FF------FSYSLYGI------------------ 
 
------------------------------------CREA-------------------- 
 
CQLPEP------------------------------------------------------ 
 
------------------------------------------------------------ 
 
---------------------L-----F--KF----------FF---------------- 
 
----------WIGYCNSSLNP--------------------------------VIYTVFN 
 
--QDFRRS---FKHIL---------------FRRRRRGFRQ------------------- 
 



------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Mus_musculus_alpha_2_adrenergic_receptor_gi191729 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------------------------M 
 
ASPALA-----------AAL-----------------AAAAAEGPNGSDAGEWGSGGGAN 
 
ASG--------------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
----------------------------------------TDWVPPPGQYSAGAVA---- 
 
------------------------------------GL-----------AAVVGF---LI 
 
VFTVVG----------------------------NVLVVIAVLTSRALR-AP-QNLFLVS 
 
LASADILVATLVMPFSLANELM-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------A-YWYFG-----------------QVWCGVYLALD 
 



VLFCTSSIVHLCAISLDR---------YWSV----------------------------- 
 
--------T-QAVE-YN--LKRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-RRVKATIVAVW--LISA-------------------- 
 
---------------V----------ISFP-PLVS---------FY-------------- 
 
----------RR------------------------------------------------ 
 
-----------PDVAAYP------------------------------------QCGLND 
 
ET--WYILSSCIGS-------FFAPCLIMGLVYA----RIYRVAKLRT------------ 
 
-------------RT--------------------------------------------- 
 
-----------------------------LSE-----------------------KR--- 
 
----------------------------------------------------GPAGPDGA 
 
SPTTEN------------------------------------------------------ 
 
---------------GLGKAAGENGHCAPPRT-------------------------EVE 
 
PDESSAA----------------------------------------------------- 
 
--ERRRRRAAVRRGGRRREGAEGDTGSADGPG---------------------------- 
 
------------------------------------------------------------ 
 
---------------------PGLAAEQGARTASRSPGPGGRLSRASSRSVEFFLSRRRR 
 
ARSS-----------------VCRRKVAQAREKRF----T-FVLAVVMGVFVL------- 
 
-------------CW---------------------------FP---------------- 
 
--------------------------FF------FSYSLYGI------------------ 
 
------------------------------------CREA-------------------- 
 
CQLPEP------------------------------------------------------ 
 
------------------------------------------------------------ 
 
---------------------L-----F--KF----------FF---------------- 
 



----------WIGYCNSSLNP--------------------------------VIYTVFN 
 
--QDFRRS---FKHIL---------------FRRRRRGFRQ------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Rattus_norvegicus_alpha_2_adrenergic_receptor_gi206613 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------------------------M 
 
ASPALA-----------AAL-----------------AAAAAEGPNGSDAGEWGSGGGAN 
 
ASG--------------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------TDWGP--PPGQYSAG---- 
 
------------------------------------AVAGL--------AAVVGF---LI 
 
VFTVVG----------------------------NVLVVIAVLTSRALR-AP-QNLFLVS 
 
LASADILVATLVMPFSLANELM-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



------------------------------------------------------------ 
 
-------------------------A-YWYFG-----------------QVWCGVYLALD 
 
VLFCTSSIVHLCAISLDR---------YWSV----------------------------- 
 
--------T-QAVE-YN--LKRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-RRVKATIVAVW--LISA-------------------- 
 
---------------V----------ISFP-P--L---------VS-------FY----R 
 
----------RP------------------------------------------------ 
 
------------------------------------D-GAAYP-----------QCGLND 
 
ET--WYILSSCIGS-------FFAPCLIMGLVYA----RIYRVAKLRT------------ 
 
-------------RT--------------------------------------------- 
 
-----------------------------LSE-----------------------KR--- 
 
----------------------------------------------------GPARPDGA 
 
SPTTEN------------------------------------------------------ 
 
-------GLGKAAGENGHCAPPRTEVEPDESS-------------------------AAE 
 
RRRRRGA----------------------------------------------------- 
 
----------VRRGGRRREGAEGDTGSADGPG---------------------------- 
 
------------------------------------------------------------ 
 
---------------------PGLAAEQGARTASRSPGPGGRLSRASSRSVEFFLSRRRR 
 
ARSS-----------------VCRRKVAQAREKRF----T-FVLAVVMGVFVL------- 
 
-------------CW---------------------------FP---------------- 
 
--------------------------FF------FSYSLYGI------------------ 
 
------------------------------------C--RE------------------- 
 
A-CQLP-EP--------------------------------------------------- 
 



------------------------------------------------------------ 
 
---------------------L-----F--KF----------FF---------------- 
 
----------WIGYCNSSLNP--------------------------------VIYTVFN 
 
--QDFRRS---FKHIL---------------FRRRRRGFRQ------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Rattus_norvegicus_alpha_2_adrenergic_receptor_gi220651 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------------------------M 
 
ASPALA-----------AAL-----------------AAAAAEGPNGSDAREWGSGGGAN 
 
ASG--------------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------TDWGP--PPGQYSAG---- 
 
------------------------------------AVAGL--------AAVVGF---LI 
 
VFTVVG----------------------------NVLVVIAVLTSRALR-AP-QNLFLVS 
 
LASADILVATLVMPFSLANELM-------------------------------------- 
 
------------------------------------------------------------ 
 



------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------A-YWYFG-----------------QVWCGVYLALD 
 
VLFCTSSIVHLCAISLDR---------YWSV----------------------------- 
 
--------T-QAVE-YN--LKRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-RRVKATIVAVW--LISA-------------------- 
 
---------------V----------ISFP-P--L---------VS-------FY----R 
 
----------RP------------------------------------------------ 
 
------------------------------------D-GAAYP-----------QCGLND 
 
ET--WYILSSCIGS-------FFAPCLIMGLVYA----RIYRVAKLRT------------ 
 
-------------RT--------------------------------------------- 
 
-----------------------------LSE-----------------------KR--- 
 
----------------------------------------------------GPAGPDGA 
 
SPTTEN------------------------------------------------------ 
 
-------GLGKAAGENGHCRPPRTEVEPDESS-------------------------AAE 
 
RRRRRGA----------------------------------------------------- 
 
----------LRRGGRRREGAEGDTGSADGPG---------------------------- 
 
------------------------------------------------------------ 
 
---------------------PGLAAEQGARTASRSPGPGGRLSRASSRSVEFFLSRRRR 
 
ARSS-----------------VCRRKVAQAREKRF----T-FVLAVVMGVFVL------- 
 
-------------CW---------------------------FP---------------- 
 
--------------------------FF------FSYSLYGI------------------ 
 



------------------------------------C--RE------------------- 
 
A-CQLP-EP--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------L-----F--KF----------FF---------------- 
 
----------WIGYCNSSLNP--------------------------------VIYTVFN 
 
--QDFRRS---FKHIL---------------FRRRRRGFRQ------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Rattus_norvegicus_alpha2_andrenoreceptor_gi288045 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------------------------M 
 
ASPALA-----------AAL-----------------AAAAAEGPNGSDAGEWGSGGGAN 
 
ASG--------------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------TDWGP--PPGQYSAG---- 
 
------------------------------------AVAGL--------AAVVGF---LI 
 
VFTVVG----------------------------NVLVVIAVLTSRALR-AP-QNLFLVS 
 



LASADILVATLVMPFSLANELM-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------A-YWYFG-----------------QVWCGVYLALD 
 
VLFCTSSIVHLCAISLDR---------YWSV----------------------------- 
 
--------T-EAVE-YN--LKRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-RRVKATIVAVW--LISA-------------------- 
 
---------------V----------ISFP-P--L---------VS-------FY----R 
 
----------RP------------------------------------------------ 
 
------------------------------------D-GAAYP-----------QCGLND 
 
ET--WYILSSCIGS-------FFAPCLIMGLVYA----RIYRVAKLRT------------ 
 
-------------RT--------------------------------------------- 
 
-----------------------------LSE-----------------------KR--- 
 
----------------------------------------------------GPAGPDGA 
 
SPTTEN------------------------------------------------------ 
 
-------GLGKAAGENGHCAPPRTEVEPDESS-------------------------AAE 
 
RRRRRGA----------------------------------------------------- 
 
----------LRRGGRRREGAEGDTGSADGPG---------------------------- 
 
------------------------------------------------------------ 
 
---------------------PGLAAEQGARTASRSPGPGGRLSRASSRSVEFFLSRRRR 
 
ARSS-----------------VCRRKVAQAREKRF----T-FVLAVVMGVFVL------- 
 



-------------CW---------------------------FP---------------- 
 
--------------------------FF------FSYSLYGI------------------ 
 
------------------------------------C--RE------------------- 
 
A-CQLP-EP--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------L-----F--KF----------FF---------------- 
 
----------WIGYCNSSLNP--------------------------------VIYTVFN 
 
--QDFRRS---FKHIL---------------FRRRRRGFRQ------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Mus_musculus_Alpha_2C_adrenergic_receptor_Alpha_2C_adrenoce
ptor_Alpha_2C_adrenoreceptor_Alpha_2_adrenergic_receptor_sub
type_C4_gi231463 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------------------------M 
 
ASPALA-----------AAL-----------------AAAAAEGPNGSDAGEWGSGGGAN 
 
ASG--------------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



-----------------------------------------TDWVP--PPGQYSAG---- 
 
------------------------------------AVAGL--------AAVVGF---LI 
 
VFTVVG----------------------------NVLVVIAVLTSRALR-AP-QNLFLVS 
 
LASADILVATLVMPFSLANELM-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------A-YWYFG-----------------QVWCGVYLALD 
 
VLFCTSSIVHLCAISLDR---------YWSV----------------------------- 
 
--------T-QAVE-YN--LKRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-RRVKATIVAVW--LISA-------------------- 
 
---------------V----------ISFP-P--L---------VS-------FY----R 
 
----------RP------------------------------------------------ 
 
------------------------------------D-GAAYP-----------QCGLND 
 
ET--WYILSSCIGS-------FFAPCLIMGLVYA----RIYRVAKLRT------------ 
 
-------------RT--------------------------------------------- 
 
-----------------------------LSE-----------------------KR--- 
 
----------------------------------------------------GPAGPDGA 
 
SPTTEN------------------------------------------------------ 
 
-------GLGKAAGENGHCAPPRTEVEPDESS-------------------------AAE 
 
RRRRRGA----------------------------------------------------- 
 
----------LRRGGRRREGAEGDTGSADGPG---------------------------- 
 



------------------------------------------------------------ 
 
---------------------PGLAAEQGARTASRSPGPGGRLSRASSRSVEFFLSRRRR 
 
ARSS-----------------VCRRKVAQAREKRF----T-FVLAVVMGVFVL------- 
 
-------------CW---------------------------FP---------------- 
 
--------------------------FF------FSYSLYGI------------------ 
 
------------------------------------C--RE------------------- 
 
A-CQLP-EP--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------L-----F--KF----------FF---------------- 
 
----------WIGYCNSSLNP--------------------------------VIYTVFN 
 
--QDFRRS---FKHIL---------------FRRRRRGFRQ------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Rattus_norvegicus_Alpha_2C_adrenergic_receptor_Alpha_2C_adr
enoceptor_Alpha_2C_adrenoreceptor_Alpha_2_adrenergic_recepto
r_subtype_C4_gi231464 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
---------------------------------------MASPAL--------------- 
 
-AAALA-----------AAA-----------------------------AE---G----- 
 
PNG------SD------------------------------------------------- 
 



------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------AGEWGSGGGANASGTDW-------------- 
 
-------------------G---------------------PPPGQ---Y--SAGA---- 
 
V-----------------------------------AG--L--------AAVVGF---LI 
 
VFTVVG----------------------------NVLVVIAVLTSRALR-AP-QNLFLVS 
 
LASADILVATLVMPFSLANELM-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------A-YWYFG-----------------QVWCGVYLALD 
 
VLFCTSSIVHLCAISLDR---------YWSV----------------------------- 
 
--------T-QAVE-YN--LKRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-RRVKATIVAVW--LISA-------------------- 
 
---------------V----------ISFP-P-LV---------SF--------Y----R 
 
----------RP------------------------------------------------ 
 
--DG-------A-----A------------------Y-----P-----------QCGLND 
 
ET--WYILSSCIGS-------FFAPCLIMGLVYA----RIYRVAKLRT------------ 
 
-------------RT--------------------------------------------- 
 
-------------------L---------SEK-----------------------RG--- 
 
------------------------------------P-A-------------GP------ 
 
--DGAS------------------------------------------------------ 
 



---------------------PT---TENGLG-------------------------K-- 
 
AAGENGH---------------------------C------------------------- 
 
--APPRTEVEPDESSAAERRRRRGALRRGGRR---------------------------- 
 
--------------------------------------REGAEGDTGSADGPGPG----- 
 
----------------LAAEQGARTASRSPGPGGRLSRASSRSVEFFLSRRRRARSSVCR 
 
RKVA-----Q-----------A--------REKRF----T-FVLAVVMGVFVL------- 
 
-------------CW---------------------------FP---------------- 
 
--------------------------FF------FSYSLYGI------------------ 
 
------------------------------------C---R----------E-------- 
 
A-CQLP--E--------------------------------------------------- 
 
-----------------------------------------------P------------ 
 
---------------------L-----F--KF----------FF---------------- 
 
----------WIGYCNSSLNP--------------------------------VIYTVFN 
 
--QDFRRS---FKHIL-----------FR--RRRRGFRQ--------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Tupaia_belangeri_alpha_2C_adrenoceptor_gi26514915 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------------------------------AAVVGF---LI 
 
VFTVVG----------------------------NVLVVIAVLTSRALR-AP-QNLFLVS 
 
LASAEILVATLVMPFSLANELM-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------A-YWYFG-----------------QVWCGVYLALD 
 
VLFCTSSIVHLCAISLDR---------YWSV----------------------------- 
 
--------T-QAVE-YN--LKRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-RRVKATIVAVW--LISA-------------------- 
 
---------------V----------ISFP-PLVS---------LY-------------- 
 
----------RQ------------------------------------------------ 
 
------------------------------------PDGAVYP-----------QCGLND 
 
ET--WYILSSCIGS-------FFAPCLIMGLVYA----RIYRVAKLRT------------ 
 
-------------RT--------------------------------------------- 
 
-----------------------------LSE-----------------------KR--- 
 



----------------------------------------------------APVGPDGA 
 
SPTTEN------------------------------------------------------ 
 
------GLGAAAGENGHCAPPRTDVEPDESSA-------------------------AAE 
 
RRRRRGA----------------------------------------------------- 
 
----------LRRGGRRRAGAEGSSGAADGPG---------------------------- 
 
------------------------------------------------------------ 
 
---------------------PELAAESGARTASRSPGPGGRLSRASSRSVEFFLSRGRR 
 
ARSS-----------------VCRRKVAQAREKRF----T-FVLAVVMGVFVL------- 
 
-------------CW---------------------------FP---------------- 
 
--------------------------FF------FSYSLYGI------------------ 
 
------------------------------------C--RE------------------- 
 
A-CQVPGPL--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------------F--KF----------FF---------------- 
 
----------WIGYCNSSLNP--------------------------------VIYTVFN 
 
--QDFRRS---FKHIL---------------FRRRRRGFRQ------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Homo_sapiens_alpha_2C_adrenergic_receptor_gi71773208 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



------------------------------------------------------------ 
 
-----------------------------------------------------------M 
 
ASPALA-----------AAL-----------------AVAAAAGPNASGAGERGSGGVAN 
 
ASG--------------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------ASWGP--PRGQYSAG---- 
 
------------------------------------AVAGL--------AAVVGF---LI 
 
VFTVVG----------------------------NVLVVIAVLTSRALR-AP-QNLFLVS 
 
LASADILVATLVMPFSLANELM-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------A-YWYFG-----------------QVWCGVYLALD 
 
VLFCTSSIVHLCAISLDR---------YWSV----------------------------- 
 
--------T-QAVE-YN--LKRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-RRVKATIVAVW--LISA-------------------- 
 
---------------V----------ISFP-P--L---------VS-------LY----- 
 
----------RQ------------------------------------------------ 
 
-----------P------------------------D-GAAYP-----------QCGLND 
 
ET--WYILSSCIGS-------FFAPCLIMGLVYA----RIYRVAKLRT------------ 
 



-------------RT--------------------------------------------- 
 
-----------------------------LSE-----------------------KR--- 
 
----------------------------------------------------APVGPDGA 
 
SPTTEN------------------------------------------------------ 
 
-------------GLGAAAGAGENGHCAPPPA-------------------------DVE 
 
PDESSAA----------------------------------------------------- 
 
-AERRRRRGALRRGGRRRAGAEGGAGGADGQG---------------------------- 
 
------------------------------------------------------------ 
 
--------------------AGPGAAESGALTASRSPGPGGRLSRASSRSVEFFLSRRRR 
 
ARSS-----------------VCRRKVAQAREKRF----T-FVLAVVMGVFVL------- 
 
-------------CW---------------------------FP---------------- 
 
--------------------------FF------FSYSLYGI------------------ 
 
------------------------------------C--RE------------------- 
 
A-CQVP-GP--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------L-----F--KF----------FF---------------- 
 
----------WIGYCNSSLNP--------------------------------VIYTVFN 
 
--QDFRRS---FKHIL---------------FRRRRRGFRQ------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Homo_sapiens_adrenergic_receptor_alpha_2C_gi38349097 
 



------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
----------------------------MASPALAAAL---------------------- 
 
----AVAAAA-----------------------------GPNASG--------------- 
 
-AGERG-----------SGG-----------------------------VA---N----- 
 
ASG------AS------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------WG---------------------PPRGQ---Y--SAGA---- 
 
V-----------------------------------AG--L--------AAVVGF---LI 
 
VFTVVG----------------------------NVLVVIAVLTSRALR-AP-QNLFLVS 
 
LASADILVATLVMPFSLANELM-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------A-YWYFG-----------------QVWCGVYLALD 
 
VLFCTSSIVHLCAISLDR---------YWSV----------------------------- 
 
--------T-QAVE-YN--LKRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-RRVKATIVAVW--LISA-------------------- 
 
---------------V----------ISFP-P--L---------VS--------L----Y 
 
----------RQ------------------------------------------------ 
 



--PD-------G-----A------------------A-----Y---------P-QCGLND 
 
ET--WYILSSCIGS-------FFAPCLIMGLVYA----RIYRVAKLRT------------ 
 
-------------RT--------------------------------------------- 
 
-------------------L---------SEK-----------------------RA--- 
 
------------------------------------P-V-------------GP------ 
 
--DGAS------------------------------------------------------ 
 
-------------------PTTE---NGLGAA-------------------------A-- 
 
GAGENGH---------------------------C------------------------- 
 
-APPPADVEPDESSAAAERRRRRGALRRGGRR---------------------------- 
 
-----------------------------------------RAGAEGGAGGADGQ----- 
 
----------------GAAESGALTASRSPGPGGRLSRASSRSVEFFLSRRRRARSSVCR 
 
RKVA-----Q-----------A--------REKRF----T-FVLAVVMGVFVL------- 
 
-------------CW---------------------------FP---------------- 
 
--------------------------FF------FSYSLYGI------------------ 
 
------------------------------------C---R----------E-------- 
 
A-CQVP--G--------------------------------------------------- 
 
-----------------------------------------------P------------ 
 
---------------------L-----F--KF----------FF---------------- 
 
----------WIGYCNSSLNP--------------------------------VIYTVFN 
 
--QDFRRS---FKHIL-----------FR--RRRRGFRQ--------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



--------------------------- 
 
>Labrus_ossifagus_Alpha_2_adrenergic_receptor_Alpha_2_adreno
ceptor_Alpha_2_adrenoreceptor_gi2494943 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
---------------------------------MDP---LNATGMDA------------F 
 
TAIHLN-----------ASW---------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------SADS--GY--SLAA---- 
 
I-----------------------------------AS--I--------AALVSF---LI 
 
LFTVVG----------------------------NILVVIAVLTSRALK-AP-QNLFLVS 
 
LATADILVATLVMPFSLANELM-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-YWYFG-----------------KVWCGIYLALD 
 
VLFCTSSIVHLCAISLDR---------YWSV----------------------------- 
 
--------T-QAVE-YN--LKRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-KRVKCIIVIVW--LISA-------------------- 



 
---------------F----------ISSP-P-LL---------SI-------DS----N 
 
------------------------------------------------------------ 
 
-----------------N-------------Y---IS---SQP-----------QCMLND 
 
DT--WYILSSSMAS-------FFAPCLIMILVYI----RIYQVAKTRT------------ 
 
-------------RS--------------------------------------------- 
 
-------------------M--------SGKE-----------------------PR--- 
 
----------------------------------------------------PD------ 
 
-GVTQT------------------------------------------------------ 
 
---------------------ENGLNKANSPC-------------------------H-- 
 
GDRENGH----------------------------------------------------C 
 
QCPPTPSQRTVTIGQQTDDADMDESFSSEGKG---------------------------- 
 
------------------------------------------------------------ 
 
-------------------HKPQRQDSQRAKRPGLKKSSISKQSARISRVSNKSVDLFAS 
 
RRKR-----RRSSIAEKKVSQA--------REKRF----T-FVLAVVMGVFVV------- 
 
-------------CW---------------------------FP---------------- 
 
--------------------------FF------FSYSLHAV------------------ 
 
------------------------------------C--RDY------------------ 
 
C-KIPD--T--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------L-----F--KF----------F----------------- 
 
----------WIGYCNSSLNP--------------------------------AIYTIFN 
 
--RDFRRA---FQKIL-----------CK--SWKKSF----------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 



 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Takifugu_rubripes_alpha2_c2_adrenergic_receptor_gi21322668 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------MEAFTV------------I 
 
QLNASW-----------SLD---------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
---------------------------------------------G--GY--SSAG---- 
 
T-----------------------------------AS--I--------AALVSF---LI 
 
LFTVVG----------------------------NILVVVAVLTSRALK-AP-QNLFLVS 
 
LATADILVATLVMPFSLANELM-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-YWYFG-----------------KVWCGIYLALD 
 
VLFCTSSIVHLCAISLDR---------YWSV----------------------------- 
 
--------T-QAVE-YN--LKRT------------------------------------- 



 
------------------------------------------------------------ 
 
---------------------P-KRVKGIIVLVW--LISA-------------------- 
 
---------------F----------ISSP-P-LM---------SI-------DS----N 
 
------------------------------------------------------------ 
 
-----------------N-------------D---MS---AQP-----------QCEIND 
 
ES--WYILSSSIAS-------FFAPCLIMVLVYI----RIYQVAKTRT------------ 
 
-------------RN--------------------------------------------- 
 
-----------------------------MSE---------------------KDPR--- 
 
----------------------------------------------------PD------ 
 
-GATVQ------------------------------------------------------ 
 
--------------------TDNGLSKANSPF-------------------------Q-- 
 
CERENGH--------------------------------------------------CQS 
 
PPTPSQRTVTTGPQTEDAELDDSSSSEGKGHK---------------------------- 
 
------------------------------------------------------------ 
 
----------------RERQRTGEKQPPESKQSARVSKVSNKSIDLFASRRKRRQSSSAR 
 
KKVS-----Q-----------A--------REKRF----T-FVLAVVMGVFVV------- 
 
-------------CW---------------------------FP---------------- 
 
--------------------------FF------FSYSLYGL------------------ 
 
------------------------------------C--RD----------S-------- 
 
C-RIPD--P--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------L-----F--KF----------FF---------------- 
 
----------WIGYCNSSLNP--------------------------------AIYTIFN 
 
--RDFRRA---FQKIL-----------CK--SWKKSF----------------------- 



 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Tetraodon_nigroviridis_unnamed_protein_product_gi47214062 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-MEAFA-----------VLQ-----------------LNASWSLDGGYSLGATAG----- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
----------------------------------------I--------AALVSF---LI 
 
LFTVVG----------------------------NILVVVAVLTSRALR-AP-QNLFLVS 
 
LATADILVATLVMPFSLANELM-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-YWYFG-----------------RVWCGIYLALD 



 
VLFCTSSIVHLCAISLDR---------YWSV----------------------------- 
 
--------T-QAVQ-YN--LKRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-QRVKGTIVLVW--LVSA-------------------- 
 
---------------F----------ISSP-P-LL---------SM-------DS----- 
 
----------RQ------------------------------------------------ 
 
------------------------------------D-GGARP-----------QCELND 
 
QS--WYILSSSVAS-------FFAPCLIMVLVYV----RIYQVAKTRT------------ 
 
-------------RS--------------------------------------------- 
 
-------------------LSQKEPGPEGAGV-----------------------SA--- 
 
----------------------------------------------------EN------ 
 
-GHCPP------------------------------------------------------ 
 
--------------------TPSQRTITTAPQ-------------------------T-E 
 
DGQLDGS----------------------------------------------------- 
 
------SSSEGKGQTRERRGSEEKKSPGSKQS---------------------------- 
 
------------------------------------------------------------ 
 
--------------------------------WRVCRASNKSAELLASRRKRRPSSAARK 
 
KMSQ-----A--------------------REKRF----T-FVLAVVMGVFVL------- 
 
-------------CW---------------------------FP---------------- 
 
--------------------------FF------FSYSLYGV------------------ 
 
------------------------------------CRDS-------------------- 
 
C-RIPD--P--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------L-----F--KF----------FF---------------- 



 
----------WIGYCNSSLNP--------------------------------AIYTIFN 
 
--RDFRRA---FQKIL-----------CQ--SWKKSF----------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Danio_rerio_adrenergic_alpha_2C_receptor_gi46518511 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
---------------------------------------MHNLSYAS------------E 
 
EDTYTD-----------TDF-----------------------------TPSGNS----- 
 
TNS------TS------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------------------------------Y--SPAT---- 
 
I-----------------------------------IG--L--------AGLVSF---LI 
 
LFTIVG----------------------------NVLVVIAVLTSRALK-PP-QNLFLVS 
 
LASADILVATLIIPFSLANELM-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 



 
------------------------------------------------------------ 
 
-------------------------G-YWFFG-----------------EVWCNIYLALD 
 
VLFCTSSIVHLCAISLDR---------YWSV----------------------------- 
 
--------T-QAVE-YN--LKRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-RRVKGMIVVVW--LISA-------------------- 
 
---------------V----------ISFP-P-LI---------SM-------------- 
 
----------DR------------------------------------------------ 
 
-----------------N-------------T---VD---ERR---------P-MCQLND 
 
HT--WYILYSSIGS-------FFAPCVIMILVYI----RIYQVAKTRT------------ 
 
-------------RN--------------------------------------------- 
 
-------------------M--------SEKR---------------------RDPD--- 
 
----------------------------------------------------GG------ 
 
-SGTPR------------------------------------------------------ 
 
---------LENGLSREDSRRENGHCSSSPGE-------------------------R-K 
 
PAEDNPD----------------------------------------------------- 
 
------ADLEDSSSSDEKAKRSQNETAPSKKD---------------------------- 
 
------------------------------------------------------------ 
 
--------------------RRSSRKNSSSSKHSSRKSRASSKSLDLFSSRRKRRNTISR 
 
KKIS-----Q-----------A--------REKRF----T-FVLAVVMGVFVV------- 
 
-------------CW---------------------------FP---------------- 
 
--------------------------FF------FSYSLYGI------------------ 
 
------------------------------------C--RE----------P-------- 
 
C-AIPD--P--------------------------------------------------- 



 
------------------------------------------------------------ 
 
---------------------L-----F--KF----------FF---------------- 
 
----------WIGYCNSSLNP--------------------------------VIYTIFN 
 
--QDFRRA---FQKIL-----------CK--SWKRSF----------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Tetraodon_nigroviridis_unnamed_protein_product_gi47220253 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------------MDFFN---VSGVEERI------------E 
 
AGNISN-----------ATS---------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------QSQYT--QL--AIWG---- 
 
L------------------------------------------------AGLVGF---LI 
 
LFTIFG----------------------------NVLVVIAVLTSRALK-PP-QNLFLVS 
 
LASADILVATLVMPFSLANELM-------------------------------------- 
 
------------------------------------------------------------ 



 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-YWFFG-----------------KIWCDIYLALD 
 
VLFCTSSIVHLCAISLDR---------YWSV----------------------------- 
 
--------T-QAVE-YN--LKRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-RRVKGMIVVVW--LISA-------------------- 
 
---------------V----------ISFP-P-LI---------SM-------------D 
 
----------RS------------------------------------------------ 
 
-----------------S-------------N---ET----IP-----------QCIIND 
 
ET--WYILYSSIGS-------FFAPCVIMILVYI----RIYQVAKTRT------------ 
 
-------------RT--------------------------------------------- 
 
-------------------M---------SGK-----------------------KR--- 
 
----------------------------------------------------EV------ 
 
-DSPQE-----------------------------------------------NGMDQAE 
 
RGRGESLKSSREGSMKHQERENGHCQEQGVGS-------------------------P-- 
 
LPNEPKH----------------------------------------------------- 
 
-PAADHDDDFEDSSSSDEKPKKASKRHHEDRK---------------------------- 
 
------------------------------------------------------------ 
 
-------------------ERKSSRKSSSASKYSSRKSRASSKSMELFSSRRKRRSTVNR 
 
KKAS-----A-----------A--------REKRF----T-FVLAVVMGVFVV------- 
 
-------------CW---------------------------FP---------------- 
 
--------------------------FF------FSYSLYGI------------------ 



 
------------------------------------C--RE----------P-------- 
 
C-KIPL--T--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------L-----F--KF----------FF---------------- 
 
----------WIGYCNSSLNP--------------------------------VIYTIFN 
 
--QDFRRA---FQKIL-----------CK--SWKRSF----------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Takifugu_rubripes_alpha2_c1_adrenergic_receptor_gi21322660 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-MDFFN-----------VSI-----------------REERIEADNISSNATSES----- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------------------------QY--TQ-LAIWG---- 
 
----------------------------------------L--------AGLVGF---LI 
 
LFTIFG----------------------------NVLVVIAVLTSRALK-PP-QNLFLVS 



 
LASADILVATLVMPFSLANELM-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-YWFFG-----------------KIWCDIYLALD 
 
VLFCTSSIVHLCAISLDR---------YWSV----------------------------- 
 
--------T-QAVE-YN--LKRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-RRVKGMIVVVW--LISA-------------------- 
 
---------------V----------ISFP-P-LI---------SM-------------- 
 
----------DR------------------------------------------------ 
 
-----------------S------------------S-NETVP-----------QCIIND 
 
ET--WYILYSSIGS-------FFAPCVIMILVYI----RIYQVAKTRT------------ 
 
-------------RT--------------------------------------------- 
 
-----------------------------MSE-----------------------KK--- 
 
----------------------------------------------------RD------ 
 
-VDSPQ------------------------------------------------------ 
 
---------ENGMDQAARGREESLKSARDGSM-------------------------K-Q 
 
QERENGH-------------------------------------------------CQEQ 
 
ALGSPLPNEPKHPATDHDDDFEDSSSSDEKPK---------------------------- 
 
------------------------------------------------------------ 
 
---------------KGSKHHHDDRKDRKSSRKSSSASKYSSRKSRASSKSMELFASRRK 
 
RRST-----------------VNRKKASAAREKRF----T-FVLAVVMGVFVV------- 



 
-------------CW---------------------------FP---------------- 
 
--------------------------FF------FSYSLYGI------------------ 
 
------------------------------------C--RE------------------- 
 
P-CQIP-VT--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------L-----F--KF----------FF---------------- 
 
----------WIGYCNSSLNP--------------------------------VIYTIFN 
 
--QDFRRA---FQKIL-----------CK--SWKRSF----------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Tetraodon_nigroviridis_unnamed_protein_product_gi47222303 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
---------------------------------------MGCLNFSS------------E 
 
NATLLS-----------RHV---------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------------------------------Y--TLET---- 



 
S-----------------------------------VA--L--------TLLVAF---LF 
 
LIIVFG----------------------------NAMVVVAVTTSRALR-AP-QNLFLVS 
 
LACADILVATLVMPFSLANELM-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-YWYFG-----------------IVWCEIYLALD 
 
VLFCTSSIVHLCAISLDR---------YWSV----------------------------- 
 
--------S-RAIE-YN--MRRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-RRIKCTIVIVW--VLAA-------------------- 
 
---------------I----------ISFP-P-LI---------TM-------------Q 
 
----------KT------------------------------------------------ 
 
-----------------G-------------E---KN----CP-----------ECKIND 
 
KK--WYIIFSCTAS-------FFAPCLIMILVYV----RIYLIAKKRT------------ 
 
-------------RE--------------------------------------------- 
 
-------------------P--------PGER-----------------------QR--- 
 
----------------------------------------------------EH------ 
 
-GNSGN------------------------------------------------------ 
 
----------PEKKDRAAAEVEGGGDGECNGL-------------------------E-- 
 
VEEDGSS----------------------------------------------------- 
 
----SDGNDNVFCSRMKKMRAPKVTQVKPGEA---------------------------- 
 
------------------------------------------------------------ 



 
--------------------------------------------------PVKPCQRVGR 
 
WKER-----Q-----------S--------RERRF----T-FVLAVVMGVFVL------- 
 
-------------CW---------------------------FP---------------- 
 
--------------------------FF------FTYTLTAV------------------ 
 
------------------------------------F--GA------------------- 
 
D-FIPE--T--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------L-----F--KM----------FF---------------- 
 
----------WFGYCNSSLNP--------------------------------VIYTIFN 
 
--NDFRRS---FRKIL-----------CK--SRRRS------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Takifugu_rubripes_alpha2_a1_adrenergic_receptor_gi21322658 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-MGCLN-----------LSS-----------------------------GN---A----- 
 
TLP------SR------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 



 
------------------------------------------------------------ 
 
---------------------------------------------H--VY--TLET---- 
 
S-----------------------------------AA--L--------TLLVAF---LI 
 
LIIVFG----------------------------NAMVVMAVTTSRALR-AP-QNLFLVS 
 
LACADILVATLVMPFSLANELM-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-YWYFG-----------------IVWCEIYLALD 
 
VLFCTSSIVHLCAISLDR---------YWSV----------------------------- 
 
--------S-QAIE-YN--LRRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-RRIKCTILIVW--VLAA-------------------- 
 
---------------I----------ISFP-P-LI---------TM--------K----K 
 
------------------------------------------------------------ 
 
--TG-------------E-------------K---SC-----P-----------ECKIND 
 
KK--WYIIFSCTAS-------FFAPGLIMILVYV----RIYLIAKKRT------------ 
 
-------------RE--------------------------------------------- 
 
-------------------P---------PGE---------------------RQRE--- 
 
------------------------------------Y---------------GN------ 
 
-SSSPE------------------------------------------------------ 
 
------KKDRAAAEVDGGGDGECNGLEVEEDG-------------------------S-- 
 
SSDGNDN----------------------------------------------------I 



 
FCTRMKKMSARAPKVTQVKPGEAPVKPCQRAG---------------------------- 
 
------------------------------------------------------------ 
 
-----------------------------------------------------------R 
 
WKER-----Q-----------S--------RERRF----T-FVLAVVMGVFVL------- 
 
-------------CW---------------------------FP---------------- 
 
--------------------------FF------FTYTLTAV------------------ 
 
---------------------------------------------------W----G--A 
 
D-FIPE--T--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------L-----F--KM----------FF---------------- 
 
----------WFGYCNSSLNP--------------------------------VIYTIFN 
 
--NDFRRS---FKKIL-----------CK--RRRRS------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Danio_rerio_adrenergic_alpha_2A_receptor_gi46518508 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-MICGA-----------NAT----------------------------------N----- 
 
GTN------AT------------------------------------------------- 



 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
---------------------------------------------K--EY--TLLV---- 
 
A-----------------------------------LP--L--------SIAVGL---LI 
 
LLIIFG----------------------------NVLVIIAVFTSRALR-AP-QNLFLVS 
 
LASADILVATLVMPFSLANELM-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-MWTFG-----------------GVWCEIYLALD 
 
VLFCTASITHLCAISLDR---------YWSI----------------------------- 
 
--------T-QAIE-YN--LKRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-QRIKRIIFIVW--IIAA-------------------- 
 
---------------V----------ISCP-P-LI---------TM-------------K 
 
------------------------------------------------------------ 
 
-----------------K-------------S---EG-----D-----------ICDINK 
 
EK--WYIVSSCIGS-------FFLPCIIMVLVYI----RIYQIAKKRT------------ 
 
-------------RA--------------------------------------------- 
 
-----------------------------PPG---------------------DHRK--- 
 
----------------------------------------------------NE------ 
 
-VGKKE------------------------------------------------------ 



 
----------------NDPHEKLNGIQNAEPD-------------------------D-- 
 
KDEINGV----------------------------------------------------- 
 
-----DMEESSSSDHKVSNPCSLKKKSSKGKT---------------------------- 
 
------------------------------------------------------------ 
 
-------------------------------------KLSQIKPGDGDKTEACQTTKASR 
 
WKGR-----Q-----------N--------REKRF----T-FVLAVVIGVFVI------- 
 
-------------CW---------------------------FP---------------- 
 
--------------------------FF------FTYTFTAF------------------ 
 
------------------------------------C--------------D-------- 
 
C-CVPE--T--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------L-----F--KF----------FF---------------- 
 
----------WFGYCNSSLNP--------------------------------IIYTIFN 
 
--NDFRRS---FKKIL-----------CR--RDKRRVV---------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Danio_rerio_PREDICTED_similar_to_alpha2A_adrenergic_recepto
r_gi68400403 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



-------------------------------------------MI--------------- 
 
-CGANA-----------TNG---------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------T---------------------NATKE---Y--TLLV---- 
 
A-----------------------------------LP--L--------SVAVGL---LI 
 
LLIIFG----------------------------NVLVIIAVFTSRALR-AP-QNLFLVS 
 
LASADILVATLVMPFSLANELM-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-MWTFG-----------------GVWCEIYLALD 
 
VLFCTASITHLCAISLDR---------YWSI----------------------------- 
 
--------T-QAIE-YN--LKRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-QRIKRIIFIVW--IIAA-------------------- 
 
---------------V----------ISCP-P-LI---------TM--------K----K 
 
------------------------------------------------------------ 
 
-----------S-----E------------------G-----D-----------ICDINK 
 
EK--WYIVSSCIGS-------FFLPCIIMVLVYI----RIYQIAKKRT------------ 
 
-------------RA--------------------------------------------- 
 



-------------------P---------PGD-----------------------HR--- 
 
------------------------------------KNE-------------VG------ 
 
--KKEN------------------------------------------------------ 
 
--------------DPHEKLNGI---QNAEPE-------------------------D-- 
 
KDEINGV---------------------------D------------------------- 
 
------MEESSSSDHKVSNPCSLKKKSSKGKT---------------------------- 
 
------------------------------------------------------------ 
 
-------------------------------------KLSQIKPGDGDKTEACQTTKASR 
 
WKGR-----Q-----------N--------REKRF----T-FVLAVVIGVFVI------- 
 
-------------CW---------------------------FP---------------- 
 
--------------------------FF------FTYTFTAF------------------ 
 
------------------------------------C---D------------------- 
 
C-CVPE--T--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------L-----F--KF----------FF---------------- 
 
----------WFGYCNSSLNP--------------------------------IIYTIFN 
 
--NDFRRS---FKKIL-----------CR--RDKRRVV---------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Tetraodon_nigroviridis_unnamed_protein_product_gi47214758 
 
------------------------------------------------------------ 
 



------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------------------------AL--PY--SLQM---- 
 
S-----------------------------------VP--L--------TVLVGI---MI 
 
LLTVFG----------------------------NVLVVIAVFTSRALR-AP-QNLFLVS 
 
LASADILVATLVMPFSLANELM-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-YWYFG-----------------EVWCEIYLALD 
 
VLFCTASIAHLCAISLDR---------YWSI----------------------------- 
 
--------T-QAIE-YN--LKRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-RRIKCIIFIVW--VMAA-------------------- 
 
---------------V----------ISFP-P-LI---------TM-------------E 
 
------------------------------------------------------------ 
 
-----------------K-------------E---NG---KEE---------P-ACKIND 
 



KK--WYVISSCIGS-------FFLPCLIMVLVYV----RIYQIAKKRT------------ 
 
-------------RA--------------------------------------------- 
 
-------------------P---------PGD-----------------------RK--- 
 
----------------------------------------------------PR------ 
 
-PAAKT------------------------------------------------------ 
 
---------ATVDVADRKENGLGGAEARRCQE-------------------------R-- 
 
LKEEEEE----------------------------------------------------- 
 
----EDIELKENPGGPQEKGQANGVDLEESSS---------------------------- 
 
------------------------------------------------------------ 
 
-----------------SDHKVDMACSIKKKTPKGKTRLSQIKPGEDQAPTRAPSTKASR 
 
WKGR-----Q-----------N--------REKRF----T-FVLAVVIGVFVV------- 
 
-------------CW---------------------------FP---------------- 
 
--------------------------FF------FTYMLRTL------------------ 
 
------------------------------------C--ES------------------- 
 
C-PVPD--T--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------L-----F--KF----------FF---------------- 
 
----------WFGYCNSALNP--------------------------------IIYTIFN 
 
--NDFRRS---FKKIL-----------CR--RDTRRYV---------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 



>Takifugu_rubripes_alpha2_a2_adrenergic_receptor_gi21322666 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-MGPDN-----------DTN-----------------------------QT---L----- 
 
SDM------VP------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------------------------------Y--SLQM---- 
 
S-----------------------------------LP--L--------TVLVGI---MI 
 
LLTVFG----------------------------NVLVVIAVFTSRALR-AP-QNLFLVS 
 
LASADILVATLVMPFSLANELM-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-YWYFG-----------------EVWCEIYLALD 
 
VLFCTASIAHLCAISLDR---------YWSI----------------------------- 
 
--------T-QAIE-YN--LKRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-RRIKCIIFIVW--VIAA-------------------- 
 
---------------V----------ISFP-P-LI---------TM-------EK----E 
 



------------------------------------------------------------ 
 
-----------------N-------------S---AE-----E---------P-VCKINN 
 
QK--WYVISSCIGS-------FFLPCVIMVLVYV----RIYQIAKKRT------------ 
 
-------------RA--------------------------------------------- 
 
-------------------P---------PGD-----------------------RK--- 
 
------------------------------------L---------------RQ------ 
 
-LAKTA------------------------------------------------------ 
 
-------------TVGVADQKENGTGAVEDRL-------------------------C-- 
 
HDRLNDQ----------------------------------------------------- 
 
----RDIELKESPGAGQRGKGEANGVDLEESS---------------------------- 
 
------------------------------------------------------------ 
 
----------------SSDHKVDTACSIKKKTAAGKTRLSQIKPGGSDAQRWAPNAKASR 
 
WKGR-----Q-----------N--------REKRF----T-FVLAVVIGVFVV------- 
 
-------------CW---------------------------FP---------------- 
 
--------------------------FF------FTYMLMTL------------------ 
 
------------------------------------C--ES------------------- 
 
C-PVPD--T--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------L-----F--KF----------FF---------------- 
 
----------WFGYCNSALNP--------------------------------IIYTIFN 
 
--NDFRRS---FKKIL-----------CR--RDARRYL---------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



------------------------------------------------------------ 
 
--------------------------- 
 
>Gallus_gallus_PREDICTED_similar_to_alpha_2_adrenergic_recep
tor_pig_gi50749921 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
---MESDPTAQQSVSKQRMTLLLMLAGWEVTTKKFESSALASKKKGEKFSWSGSCCQGGN 
 
GLSKDD-----------GFPSVMRCVQDGEVSSKRERRVSPCSLAASLLVELRQRALLSG 
 
NPAIPGNCAQC------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------GSAFE--KRCCQPEC---- 
 
------------------------------------FDPRLQRCHAGFISAKLVWWGLLM 
 
LFTVFG----------------------------NVLVIIAVFTSRALK-AP-QNLFLVS 
 
LASADILVATLVIPFSLANEVM-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-YWYFG-----------------KVWCEIYLALD 
 
VLFCTSSIVHLCAISLDR---------YWSI----------------------------- 
 
--------T-QAIE-YN--LKRT------------------------------------- 
 
------------------------------------------------------------ 



 
---------------------P-RRIKCIIFIVW--VISA-------------------- 
 
---------------V----------ISFP-P-LISIEKKSGQQVD-------QW----- 
 
----------AA------------------------------------------------ 
 
------------------------------------------------------GCKIND 
 
EK--WYIISSSIGS-------FFTPCLIMILVYV----RIYQIAKRRT------------ 
 
-------------RV--------------------------------------------- 
 
-----------------------------PLN-----------------------KR--- 
 
----------------------------------------------------PE------ 
 
-RPEKK------------------------------------------------------ 
 
-----------QNGLADKEDLPASAQLNGEKA---------------------------- 
 
AGAGDGQ---------------------------------------------------EG 
 
EVNGIDMEETSSSEHQENNQPKKSERPLRGKT---------------------------- 
 
------------------------------------------------------------ 
 
-------------------------------KTKLSQIKPGDTLPRKTEEERNTKGSRWR 
 
GRQN--------------------------REKRF----T-FVLAVVIGVFVI------- 
 
-------------CW---------------------------FP---------------- 
 
--------------------------FF------FTYTLTAV------------------ 
 
------------------------------------C--KS------------------- 
 
C-SVPP--T--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------L-----F--KF----------FF---------------- 
 
----------WFGYCNSSLNP--------------------------------VIYTIFN 
 
--HDFRRA---FKRIL---------------CLIERKRIV-------------------- 
 
------------------------------------------------------------ 



 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Oryctolagus_cuniculus_alpha_2A_adrenoceptor_gi54287312 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------------------------MGS------------L 
 
QPDAGN-----------GSW-----------------------------NGSEAP----- 
 
GGG------AR------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------------------------AS--PY--SLQV---- 
 
T-----------------------------------LT--L--------VCLAGL---LM 
 
LLTVFG----------------------------NVLVIIAVFTSRALK-AP-QNLFLVS 
 
LASADILVATLVIPFSLANEVM-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-YWYFG-----------------QAWCEIYLALD 
 
MLFCTSSIAHLCAISLDR---------HWSI----------------------------- 



 
--------T-QAIE-YN--LKRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-RRIKAIIVTVW--VISA-------------------- 
 
---------------V----------ISFP-P--L---------IS--------I-ERKG 
 
------------------------------------------------------------ 
 
-----------------G-------------G---GG---GGR---------Q-RCEIND 
 
HK--WYVIASCTGS-------FFVPCLIMILVYV----RIYQIAKRRT------------ 
 
-------------RV--------------------------------------------- 
 
-----------------------------PPS-----------------------RR--- 
 
----------------------------------------------------VR------ 
 
-TPPPP-----------------------------------------------PPPPPPP 
 
PRQPGPPSAGLMAWAPERGAGSASAETEPLPT-------------------------Q-- 
 
LNGAAGE------------------------------------------------PAAAG 
 
PRETDALDLEESSSSEHAERPPGPASRGPRQG---------------------------- 
 
------------------------------------------------------------ 
 
--------------------PSEPGEARGQHPSARARDRGARGVGGRARGDTPEAPRRLW 
 
RGRQ-----N--------------------REKRF----T-FVLAVVIGVFVV------- 
 
-------------CW---------------------------FP---------------- 
 
--------------------------FF------FTYTLTAV------------------ 
 
------------------------------------G----------------------- 
 
C-SVPP--T--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------L-----F--KF----------FF---------------- 
 
----------WFGYCNSSLNP--------------------------------VIYTIFN 



 
--HDFRRA---FKKIL-----------CR--GDRKRIV---------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Mus_musculus_Alpha_2A_adrenergic_receptor_Alpha_2A_adrenoce
ptor_Alpha_2A_adrenoreceptor_Alpha_2AAR_gi231460 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
----MG-----------SLQ-----------------------------PD---A----- 
 
G----------------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------NSSWNGTEAPGGGT---- 
 
------------------------------------------RATP---Y--SLQV---- 
 
T-----------------------------------LT--L--------VCLAGL---LM 
 
LFTVFG----------------------------NVLVIIAVFTSRALK-AP-QNLFLVS 
 
LASADILVATLVIPFSLANEVM-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



------------------------------------------------------------ 
 
-------------------------G-YWYFG-----------------KVWCEIYLALD 
 
VLFCTSSIVHLCAISLDR---------YWSI----------------------------- 
 
--------T-QAIE-YN--LKRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-RRIKAIIVTVW--VISA-------------------- 
 
---------------V----------ISFP-P--L---------IS--------I----E 
 
----------KK------------------------------------------G----A 
 
GGGQ-------Q-----P------------------A-----E---------P-SCKIND 
 
QK--WYVISSSIGS-------FFAPCLIMILVYV----RIYQIAKRRT------------ 
 
-------------RV--------------------------------------------- 
 
-------------------P----------PS-----------------------RR--- 
 
-----------GP-------DA---------CSA-PP-G-------------GA------ 
 
--DRRP-----------------------------------------------N------ 
 
---GLGP--ER-GAGPTGAEAEP---LPTQL----------------------------- 
 
-NGAPGE---------------------------P-A-PAGPR-D--------------- 
 
----GDALDLEES-SSS-EHAERPPGP--RRP--------------------DRG----- 
 
-------------------------------------------PRAKGKTRASQV----- 
 
----------------KPGDSLPRRGPGAAGPGASGSGHGEER-GGGAKAS------R-- 
 
WRGR-----Q-----------N--------REKRF----T-FVLAVVIGVFVV------- 
 
-------------CW---------------------------FP---------------- 
 
--------------------------FF------FTYTLIAV------------------ 
 
------------------------------------------------------------ 
 
G-CPVP--S--------------------------------------------------- 
 



-----------------------------------------------Q------------ 
 
---------------------L-----F--NF----------FF---------------- 
 
----------WFGYCNSSLNP--------------------------------VIYTIFN 
 
--HDFRRA---FKKIL-----------CR--GDRKRIV---------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Mus_musculus_unnamed_protein_product_gi74200710 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------MFRQEQPL---------------------- 
 
----AEGSFA-----------------------------PMGSLQ--------------- 
 
-PDAGN-----------SSW-----------------------------NG---T----- 
 
EAP------GG------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------G---------------------TRATP---Y--SLQV---- 
 
T-----------------------------------LT--L--------VCLAGL---LM 
 
LFTVFG----------------------------NVLVIIAVFTSRALK-AP-QNLFLVS 
 
LASADILVATLVIPFSLANEVM-------------------------------------- 
 
------------------------------------------------------------ 
 



------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-YWYFG-----------------KVWCEIYLALD 
 
VLFCTSSIVHLCAISLDR---------YWSI----------------------------- 
 
--------T-QAIE-YN--LKRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-RRIKAIIVTVW--VISA-------------------- 
 
---------------V----------ISFP-P--L---------IS--------I----E 
 
--------KKGA------------------------------------------------ 
 
--GG----GQQP-----A------------------E-----P-----------SCKIND 
 
QK--WYVISSSIGS-------FFAPCLIMILVYV----RIYQIAKRRT------------ 
 
-------------RV--------------------------------------------- 
 
-------------------P---------PSR-----------------------RG--- 
 
---------PDAC-------SAPPGGADRRPNGLGPE-R-------------GA------ 
 
--GPTG------------------------------------------------------ 
 
-----------AEAEPLPTQLNG---APGEPA-------------------------P-- 
 
AGPRDGD---------------------------A------------------------- 
 
------LDLEESSSSEHAERPPGPRRPDRGPR---------------------------- 
 
------------------------------------------------------A----- 
 
----------------KGKTRASQVKPGDSLPRRGPGAAGPGASGSGHGEERGGGAKASR 
 
WRGR-----Q-----------N--------REKRF----T-FVLAVVIGVFVV------- 
 
-------------CW---------------------------FP---------------- 
 
--------------------------FF------FTYTLIAV------------------ 
 



---------------------------------------------------G-------- 
 
C-PVPS--Q--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------L-----F--NF----------FF---------------- 
 
----------WFGYCNSSLNP--------------------------------VIYTIFN 
 
--HDFRRA---FKKIL-----------CR--GDRKRIV---------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Rattus_norvegicus_alpha2D_adrenergic_receptor_gi3282235 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
----MG-----------SLQ-----------------------------PD---A----- 
 
G----------------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------NSSWNGTEAPGGGT---- 
 
------------------------------------------RATP---Y--SLQV---- 
 
T-----------------------------------LT--L--------VCLAGL---LM 
 
LFTVFG----------------------------NVLVIIAVFTSRALK-AP-QNLFLVS 
 



LASADILVATLVIPFSLANEVM-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-YWYFG-----------------KVWCEIYLALD 
 
VLFCTSSIVHLCAISLDR---------YWSI----------------------------- 
 
--------T-QAIE-YN--LKRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-RRIKAIIVTVW--VISA-------------------- 
 
---------------V----------ISFP-P--L---------IS--------I----E 
 
----------KK------------------------------------------G----A 
 
GGGQ-------Q-----P------------------A-----E---------P-SCKIND 
 
QK--WYVISSSIGS-------FFAPCLIMILVYV----RIYQIAKRRT------------ 
 
-------------RV--------------------------------------------- 
 
-------------------P----------PS-----------------------RR--- 
 
-----------GP-------DA---------CSA-PP-G-------------GA------ 
 
--DRRP-----------------------------------------------N------ 
 
---GLGP--ER-GAGTAGAEAEP---LPTQL----------------------------- 
 
-NGAPGE---------------------------P-A-PTRPR-D--------------- 
 
----GDALDLEES-SSS-EHAERPQGP--GKP--------------------ERG----- 
 
-------------------------------------------PRAKGKTKASQV----- 
 
----------------KPGDSLPRRGPGAAGPGASGSGQGEER-AGGAKAS------R-- 
 
WRGR-----Q-----------N--------REKRF----T-FVLAVVIGVFVV------- 
 



-------------CW---------------------------FP---------------- 
 
--------------------------FF------FTYTLIAV------------------ 
 
------------------------------------------------------------ 
 
G-CPVP--Y--------------------------------------------------- 
 
-----------------------------------------------Q------------ 
 
---------------------L-----F--NF----------FF---------------- 
 
----------WFGYCNSSLNP--------------------------------VIYTIFN 
 
--HDFRRA---FKKIL-----------CR--GDRKRIV---------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Rattus_norvegicus_alpha_2_adrenergic_receptor_gi206616 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------------------------MGS------------L 
 
QPDAGN-----------SSW-----------------------------NG---T----- 
 
EAP------GG------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------G---------------------TRATP---Y--SLQV---- 
 



T-----------------------------------LT--L--------VCLAGL---LM 
 
LFTVFG----------------------------NVLVIIAVFTSRALK-AP-QNLFLVS 
 
LASADILVATLVIPFSLANEVM-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-YWYFG-----------------KVWCEIYLALD 
 
VLFCTSSIVHLCAISLDR---------YWSI----------------------------- 
 
--------T-QAIE-YN--LKRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-RRIKAIIVTVW--VISA-------------------- 
 
---------------V----------ISFP-P-LI---------SI-------EK----K 
 
-----GAGGGQQ------------------------------------------------ 
 
-----------P-----A------------------E-----P-----------SCKIND 
 
QK--WYVISSSIGS-------FFAPCLIMILVYV----RIYQIAKRRT------------ 
 
-------------RV--------------------------------------------- 
 
-------------------P---------PSR-----------------------RG--- 
 
----------------------------------------------------PD------ 
 
--ACSA------------------------------------------------------ 
 
-------------------PPGG---ADRRPN-------------------------A-- 
 
VGPERGA---------------------------G------------------------- 
 
----TAGAEAEPLPTQLNGAPGEPAPTRPRDG---------------------------- 
 
--------------------------DALDLEESSSSEHAEPRQGPGKPERGPRA----- 
 



----------------KGKTKASQVKPGDSLRRRGPGAAGPGASGSGQGEERAGGAKASR 
 
WRGR-----Q-----------N--------REKRF----T-FVLAVVIGVFVV------- 
 
-------------CW---------------------------FP---------------- 
 
--------------------------FF------FTYTLIAV------------------ 
 
------------------------------------------------------------ 
 
G-CPVP--Y--------------------------------------------------- 
 
-----------------------------------------------Q------------ 
 
---------------------L-----F--NF----------FF---------------- 
 
----------WFGYCNSSLNP--------------------------------VIYTIFN 
 
--HDFRRA---FKKIL-----------CR--GDRKRIV---------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Cavia_porcellus_alpha_2A_adrenoceptor_gi818875 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------------------------MGS------------L 
 
QPDSGN-----------ASW-----------------------------NGTEGP----- 
 
GGG------TR------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



------------------------------------------------------------ 
 
--------------------------------------------AT--PY--SLQV---- 
 
T-----------------------------------VT--L--------VCLVGL---LI 
 
LLTVFG----------------------------NVLVIIAVFTSRALK-AP-QNLFLVS 
 
LASADILVATLVIPFSLANEVM-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-YWYFG-----------------KAWCEIYLALD 
 
VLFCTSSIVHLCAISLDR---------YWSI----------------------------- 
 
--------T-QAIE-YN--LKRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-RRIKAIIVTVW--VISA-------------------- 
 
---------------V----------ISFP-P--L---------IS--------F----E 
 
----------KA--------------GGGGQQ---------------------------- 
 
-----------P-----A------------------E-----P-----------RCEIND 
 
QK--WYVISSSIGS-------FFAPCLIMILVYV----RIYQIAKRRT------------ 
 
-------------RV--------------------------------------------- 
 
-----------------------------PPS-----------------------RR--- 
 
----------------------------------------------------GP------ 
 
-DAHAA------------------------------------------------------ 
 
-APPGGAERRPNGLGLERGVGPGGAEAEPLPT-------------------------Q-- 
 
VNGAPGE------------------------------------------------PAPAG 
 



PRDAEALDLEESSSSEHAERPPGARRPERGLR---------------------------- 
 
------------------------------------------------------------ 
 
---------------AKSKARASQVKPGDSLPRRAPGAAGSGTSGSGPGEERGGGAKASR 
 
WRGR-----Q-----------N--------REKRF----T-FVLAVVIGVFVV------- 
 
-------------CW---------------------------FP---------------- 
 
--------------------------FF------FTYTLTAV------------------ 
 
------------------------------------G----------------------- 
 
C-SVPR--T--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------L-----F--KF----------FF---------------- 
 
----------WFGYCNSSLNP--------------------------------VIYTIFN 
 
--HDFRRA---FKKIL-----------CR--GDRKRIV---------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Sus_scrofa_alpha2A_adrenergic_receptor_gi47523854 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------------------------MGS------------L 
 
QPEAGN-----------ASW-----------------------------NGTEAP----- 
 
GGG------AR------------------------------------------------- 
 



------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------------------------AT--PY--SLQV---- 
 
T-----------------------------------LT--L--------VCLAGL---LM 
 
LFTVFG----------------------------NVLVIIAVFTSRALK-AP-QNLFLVS 
 
LASADILVATLVIPFSLANEVM-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-YWYFG-----------------KAWCEIYLALD 
 
VLFCTSSIVHLCAISLDR---------YWSI----------------------------- 
 
--------T-QAIE-YN--LKRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-RRIKAIIVTVW--VISA-------------------- 
 
---------------V----------ISFP-P-LI---------SI-------EK----K 
 
-----AGGGGQQ------------------------------------------------ 
 
-----------P------------------------A----EP-----------RCEIND 
 
QK--WYVISSCIGS-------FFAPCLIMILVYV----RIYQIAKRRT------------ 
 
-------------RV--------------------------------------------- 
 
-----------------------------PPS-----------------------RR--- 
 
----------------------------------------------------GP------ 
 
-DAAAA-----------------------------------------------LPGGAER 
 



RPNGLGPERGVGRVGAEAEPLPVQLNGAPGEP-------------------------A-- 
 
PAGPRDA----------------------------------------------------- 
 
----DGLDLEESSSSEHAERPPGPRRSERGPR---------------------------- 
 
------------------------------------------------------------ 
 
---------------AKSKARASQVKPGDSLPRRGPGAPGPGAPATGAGEERGGVAKASR 
 
WRGR-----Q-----------N--------REKRF----T-FVLAVVIGVFVV------- 
 
-------------CW---------------------------FP---------------- 
 
--------------------------FF------FTYTLTAV------------------ 
 
------------------------------------G----------------------- 
 
C-SVPP--T--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------L-----F--KF----------FF---------------- 
 
----------WFGYCNSSLNP--------------------------------VIYTIFN 
 
--HDFRRA---FKKIL-----------CR--GDRKRIV---------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Bos_taurus_adrenergic_alpha_2_receptor_adrenergic_alpha_2A_
receptor_gi27806207 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 



 
----MG-----------SLQ-----------------------------PD---A----- 
 
G----------------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------NASWNGTEAPGGGA---- 
 
------------------------------------------RATP---Y--SLQV---- 
 
T-----------------------------------LT--L--------VCLAGL---LM 
 
LFTVFG----------------------------NVLVIIAVFTSRALK-AP-QNLFLVS 
 
LASADILVATLVIPFSLANEVM-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-YWYFG-----------------KAWCEIYLALD 
 
VLFCTSSIVHLCAISLDR---------YWSI----------------------------- 
 
--------T-QAIE-YN--LKRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-RRIKAIIVTVW--VISA-------------------- 
 
---------------V----------ISFP-P--L---------IS--------F----E 
 
----------KK------------------------------------------R----G 
 
RSGQ-------P-----S------------------A-----E---------P-RCEIND 
 
QK--WYVISSSIGS-------FFAPCLIMILVYV----RIYQIAKRRT------------ 
 
-------------RV--------------------------------------------- 
 
-------------------P----------PS-----------------------RR--- 



 
-----------GP-------DA---------TAAELP-G-------------SA------ 
 
--ERRP-----------------------------------------------N------ 
 
---GLGP--ERGGVGPVGAEVES---LQVQL----------------------------- 
 
-NGAPGE---------------------------P-A-PAGA--G--------------- 
 
----ADALDLEES-SSS-EHAERPPGS--RRS--------------------ERG----- 
 
-------------------------------------------PRAKGKARASQV----- 
 
----------------KPGDSLPRRGPGATGLGAPTAGPAEERSGGGAKAS------R-- 
 
WRGR-----Q-----------N--------REKRF----T-FVLAVVIGVFVV------- 
 
-------------CW---------------------------FP---------------- 
 
--------------------------FF------FTYTLTAI------------------ 
 
------------------------------------------------------------ 
 
G-CPVP--P--------------------------------------------------- 
 
-----------------------------------------------T------------ 
 
---------------------L-----F--KF----------FF---------------- 
 
----------WFGYCNSSLNP--------------------------------VIYTIFN 
 
--HDFRRA---FKKIL-----------CR--GDRKRIV---------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Caenorhabditis_briggsae_Hypothetical_protein_CBG07677_gi395
96676 
 
------------------------------------------------------------ 
 



------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
---------------------------------------MVLRAIDS------------I 
 
RDSVIN-----------ASS-----------------AVSTTTVPPLDIPMTSMK----- 
 
PPS------II------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
---------------------------------------------P--TV--ELVL---- 
 
G------------------------------------------------TITYLV---II 
 
AMTVVG----------------------------NTLVVVAVFSYRPLK-KV-QNYFV-S 
 
LAASDLAVAIFVMPLHVVTFLAGQFSNSFFPFLSFSFLLLFS------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-KWLLG-----------------VTVCQFFTTAD 
 
ILLCTSSILNLCAIAIDR---------YWAI----------------------------- 
 
--------H-NPIN-YA--QKRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------T-KFVCMVIAIVW--VLSM-------------------- 
 
---------------L----------ISVP-P--I---------IG--------W----N 
 
----------NW------------------------------------------------ 
 
--QE-------------N-------------M---ME-----D-----------SCGLST 
 



EK--AFVVFSAAGS-------FFLPLLVMVVVYV----KIFISARQRI------------ 
 
-------------RT--------------------------------------------- 
 
-------------------N--------RGRS---------------------ALMR--- 
 
------------------------------------I---------------QN------ 
 
-AEGDD-----------------------------------------------DYRKMSI 
 
KRASVESARTSSRVGEKTPLVVADGQTTVTTL-------------------------A-- 
 
AQSTDGG----------------------------------------------------- 
 
-------SLPKDETTKHMKYHNNGSCKVKVKE---------------------------- 
 
------------------------------------------------------------ 
 
-------------------------------------------TKEDEEVINPTAVLRKR 
 
EKIS-----V-----------A--------KEKRA----A-KTIAVIIFVFSF------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------VAYVIRPF------------------ 
 
------------------------------------C--ET------------------- 
 
C-KLHA--K--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------V-----E--QA----------FT---------------- 
 
----------WLGYINSSLNP--------------------------------FLYGILN 
 
--LEFRRA---FKKIL-----------CP--KAVLEQRRRRMSAQP-------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 



>Caenorhabditis_elegans_tyramine_receptor_short_isoform_SER_
2a_gi23268627 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
---------------------------------------MVLRAIDS------------I 
 
RDSVIN-----------ASS-----------------------------AVSTTT----- 
 
LPP------LD------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------------------IPMTSMKPP--SI--IPTV---- 
 
E-----------------------------------LV--L--------GTITYLV--II 
 
AMAVVG----------------------------NTLVVVAVFSYRPLK-KV-QNYFLVS 
 
LAASDLAVAIFVMPLHVVTFLA-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------GGKWLLG-----------------VTVCQFFTTAD 
 
ILLCTSSILNLCAIALDR---------YWAI----------------------------- 
 
--------H-NPIN-YA--QKRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------T-KFVCIVIVIVW--ILSM-------------------- 
 
---------------L----------ISVP-P--I---------IG--------W----N 



 
----------NW------------------------------------------------ 
 
--QE-------------N-------------M---ME-----D-----------SCGLST 
 
EK--AFVVFSAAGS-------FFLPLLVMVVVYV----KIFISARQRI------------ 
 
-------------RT--------------------------------------------- 
 
-------------------N--------RGRS---------------------ALMR--- 
 
----------------------------------------------------IQ------ 
 
-NAEGD------------------------------------------------------ 
 
---------------DVYRKMSIKRASVESAR-------------------------T-- 
 
SSRTDGG----------------------------------------------------- 
 
-------SLPKDETTKHMKYHNNGSCKVKVKD---------------------------- 
 
------------------------------------------------------------ 
 
-------------------------------------------VKEDEGNPNPTAVLRKR 
 
EKIS-----V-----------A--------KEKRA----A-KTIAVIIFVFSF------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------VAYVIRPF------------------ 
 
------------------------------------C--ET------------------- 
 
C-KLHA--K--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------V-----E--QA----------FT---------------- 
 
----------WLGYINSSLNP--------------------------------FLYGILN 
 
--LEFRRA---FKKIL-----------CP--KAVLEQRRRRMSAQP-------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 



 
------------------------------------------------------------ 
 
--------------------------- 
 
>Caenorhabditis_elegans_SERotonin_octopamine_receptor_family
_member_ser_2_gi71981932 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
---------------------------------------MNDDFSQE------------M 
 
VLRAID-----------SIR-----------------DSVINASSAVSTTTLPPL----- 
 
DIP------MT------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------SMKPP--SI--IPTV---- 
 
E-----------------------------------LV--L--------GTITYLV--II 
 
AMTVVG----------------------------NTLVVVAVFSYRPLK-KV-QNYFLVS 
 
LAASDLAVAIFVMPLHVVTFLA-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------GGKWLLG-----------------VTVCQFFTTAD 
 
ILLCTSSILNLCAIALDR---------YWAI----------------------------- 
 
--------H-NPIN-YA--QKRT------------------------------------- 
 



------------------------------------------------------------ 
 
---------------------T-KFVCIVIVIVW--ILSM-------------------- 
 
---------------L----------ISVP-P--I---------IG--------W----N 
 
----------NW------------------------------------------------ 
 
--QE-------------N-------------M---ME-----D-----------SCGLST 
 
EK--AFVVFSAAGS-------FFLPLLVMVVVYV----KIFISARQRI------------ 
 
-------------RT--------------------------------------------- 
 
-------------------N--------RGRS---------------------ALMR--- 
 
----------------------------------------------------IQ------ 
 
-NAEGD------------------------------------------------------ 
 
---------------DDYRKMSIKRASVESAR-------------------------T-- 
 
SSRTDGG----------------------------------------------------- 
 
-------SLPKDETTKHMKYHNNGSCKVKVKD---------------------------- 
 
------------------------------------------------------------ 
 
-------------------------------------------VKEDEGNPNPTAVLRKR 
 
EKIS-----V-----------A--------KEKRA----A-KTIAVIIFVFSF------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------VAYVIRPF------------------ 
 
------------------------------------C--ET------------------- 
 
C-KLHA--K--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------V-----E--QA----------FT---------------- 
 
----------WLGYINSSLNP--------------------------------FLYGILN 
 
--LEFRRA---FKKIL-----------CP--KAVLEQRRRRMSAQP-------------- 
 



------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Caenorhabditis_elegans_hypothetical_protein_C02D4_2_gi74951
92 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
---------------------------------------MVLRAIDS------------I 
 
RDSVIN-----------ASS-----------------------------AVSTTT----- 
 
LPP------LD------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------------------IPMTSMKPP--SI--IPTV---- 
 
E-----------------------------------LV--L--------GTITYLV--II 
 
AMTVVG----------------------------NTLVVVAVFSYRPLK-KV-QNYFLVS 
 
LAASDLAVAIFVMPLHVVTFLAGQFSFLLCSALFLFS----------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-KWLLG-----------------VTVCQFFTTAD 



 
ILLCTSSILNLCAIALDR---------YWAI----------------------------- 
 
--------H-NPIN-YA--QKRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------T-KFVCIVIVIVW--ILSM-------------------- 
 
---------------L----------ISVP-P--I---------IG--------W----N 
 
----------NW------------------------------------------------ 
 
--QE-------------N-------------M---ME-----D-----------SCGLST 
 
EK--AFVVFSAAGS-------FFLPLLVMVVVYV----KIFISARQRI------------ 
 
-------------RT--------------------------------------------- 
 
-------------------N--------RGRS---------------------ALMR--- 
 
------------------------------------I---------------QN------ 
 
-AEGDD-----------------------------------------------DYRKMSI 
 
KRASVESARTSSRVGEKTPLVIADGQTTVTTL-------------------------A-- 
 
AHSTDGG----------------------------------------------------- 
 
-------SLPKDETTKHMKYHNNGSCKVKVKD---------------------------- 
 
------------------------------------------------------------ 
 
-------------------------------------------VKEDEGNPNPTAVLRKR 
 
EKIS-----V-----------A--------KEKRA----A-KTIAVIIFVFSF------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------VAYVIRPF------------------ 
 
------------------------------------C---ETCKLHAKATPP----LTIY 
 
Y-RQNK--H--------------------------------------------------- 
 
-----------------------------------------------A------------ 
 
---------------------I-----FFIRF----------IFGLHDRLNLSRKQWMRT 



 
LVQQVEQAFTWLGYINSSLNP--------------------------------FLYGILN 
 
--LEFRRA---FKKIL-----------CP--KAVLEQRRRRMSAQP-------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Caenorhabditis_elegans_tyramine_receptor_long_isoform_SER_2
_gi23268625 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
---------------------------------MVLRA---------------------- 
 
----IDSIRD-----------------------------SVINAS--------------- 
 
-SAVST-----------TTL-----------------------------PP---L----- 
 
DIP------MT------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------S---------------------MKPPS---I--IPTV---- 
 
E-----------------------------------LV--L--------GTITYLV--II 
 
AMTVVG----------------------------NTLVVVAVFSYRPLK-KV-QNYFLVS 
 
LAASDLAVAIFVMPLHVVTFLA-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------GGKWLLG-----------------VTVCQFFTTAD 
 
ILLCTSSILNLCAIALDR---------YWAI----------------------------- 
 
--------H-NPIN-YA--QKRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------T-KFVCIVIVIVW--ILSM-------------------- 
 
---------------L----------ISVP-P--I---------IG--------W----N 
 
----------NW------------------------------------------------ 
 
--QE-------N-----M------------------M-----E---------D-SCGLST 
 
EK--AFVVFSAAGS-------FFLPLLVMVVVYV----KIFISARQRI------------ 
 
-------------RT--------------------------------------------- 
 
-------------------N---------RGR-----------------------SA--- 
 
---------LMRI-------QNAEGDDDYRKMSIKRA-S-------------VE------ 
 
--SART------------------------------------------------------ 
 
-------SSRVGEKTPLVIADGQ---TTVTTL-------------------------A-- 
 
AHSTDGG---------------------------S------------------------- 
 
--------LPKDETTKHMKYHNNGSCKVKVKD---------------------------- 
 
------------------------------------------------------------ 
 
-------------------------------------------VKEDEGNPNPTAVLRKR 
 
EKIS-----V-----------A--------KEKRA----A-KTIAVIIFVFSF------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------VAYVIRPF------------------ 
 
------------------------------------C---E----------T-------- 
 



C-KLHA--K--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------V-----E--QA----------FT---------------- 
 
----------WLGYINSSLNP--------------------------------FLYGILN 
 
--LEFRRA---FKKIL-----------CP--KAVLEQRRRRMSAQP-------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Caenorhabditis_elegans_SERotonin_octopamine_receptor_family
_member_ser_2_gi71981957 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
---------------------------------MVLRA---------------------- 
 
----IDSIRD-----------------------------SVINAS--------------- 
 
-SAVST-----------TTL-----------------------------PP---L----- 
 
DIP------MT------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------S---------------------MKPPS---I--IPTV---- 
 
E-----------------------------------LV--L--------GTITYLV--II 
 
AMTVVG----------------------------NTLVVVAVFSYRPLK-KV-QNYFLVS 
 
LAASDLAVAIFVMPLHVVTFLA-------------------------------------- 



 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------GGKWLLG-----------------VTVCQFFTTAD 
 
ILLCTSSILNLCAIALDR---------YWAI----------------------------- 
 
--------H-NPIN-YA--QKRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------T-KFVCIVIVIVW--ILSM-------------------- 
 
---------------L----------ISVP-P--I---------IG--------W----N 
 
----------NW------------------------------------------------ 
 
--QE-------N-----M------------------M-----E---------D-SCGLST 
 
EK--AFVVFSAAGS-------FFLPLLVMVVVYV----KIFISARQRI------------ 
 
-------------RT--------------------------------------------- 
 
-------------------N---------RGR-----------------------SA--- 
 
---------LMRI-------QNAEGDDDYRKMSIKRA-S-------------VE------ 
 
--SART------------------------------------------------------ 
 
------------SSRTDGGSLPK---DETTKH-------------------------M-- 
 
KYHNNGS---------------------------C------------------------- 
 
------------------KVKVKDVKEDEGNP---------------------------- 
 
------------------------------------------------------------ 
 
---------------------------------------------------NPTAVLRKR 
 
EKIS-----V-----------A--------KEKRA----A-KTIAVIIFVFSF------- 
 
-------------CW---------------------------LP---------------- 



 
--------------------------FF------VAYVIRPF------------------ 
 
------------------------------------C---E----------T-------- 
 
C-KLHA--K--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------V-----E--QA----------FT---------------- 
 
----------WLGYINSSLNP--------------------------------FLYGILN 
 
--LEFRRA---FKKIL-----------CP--KAVLEQRRRRMSAQP-------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Caenorhabditis_elegans_SERotonin_octopamine_receptor_family
_member_ser_2_gi71981951 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
---------------------------------MFR---NYTDSVQE------------M 
 
VLRAID-----------SIR-----------------DSVINASSAVSTTTLPPL----- 
 
DIP------MT------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------SMKPP--SI--IPTV---- 
 



E-----------------------------------LV--L--------GTITYLV--II 
 
AMTVVG----------------------------NTLVVVAVFSYRPLK-KV-QNYFLVS 
 
LAASDLAVAIFVMPLHVVTFLA-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------GGKWLLG-----------------VTVCQFFTTAD 
 
ILLCTSSILNLCAIALDR---------YWAI----------------------------- 
 
--------H-NPIN-YA--QKRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------T-KFVCIVIVIVW--ILSM-------------------- 
 
---------------L----------ISVP-P--I---------IG--------W----N 
 
----------NW------------------------------------------------ 
 
--QE-------------N-------------M---ME-----D-----------SCGLST 
 
EK--AFVVFSAAGS-------FFLPLLVMVVVYV----KIFISARQRI------------ 
 
-------------RT--------------------------------------------- 
 
-------------------N--------RGRS---------------------ALMR--- 
 
------------------------------------I---------------QN------ 
 
-AEGDD-----------------------------------------------DYRKMSI 
 
KRASVESARTSSRVGEKTPLVIADGQTTVTTL-------------------------A-- 
 
AHSTDGG----------------------------------------------------- 
 
-------SLPKDETTKHMKYHNNGSCKVKVKD---------------------------- 
 
------------------------------------------------------------ 
 



-------------------------------------------VKEDEGNPNPTAVLRKR 
 
EKIS-----V-----------A--------KEKRA----A-KTIAVIIFVFSF------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------VAYVIRPF------------------ 
 
------------------------------------C--ET------------------- 
 
C-KLHA--K--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------V-----E--QA----------FT---------------- 
 
----------WLGYINSSLNP--------------------------------FLYGILN 
 
--LEFRRA---FKKIL-----------CP--KAVLEQRRRRMSAQP-------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Caenorhabditis_elegans_SERotonin_octopamine_receptor_family
_member_ser_2_gi71981925 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
---------------------------------------MFRNYTDSVQEMVLRAIDSIR 
 
DSVINA-----------SSA---------------------VSTTTLPPLDIPMT----- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 



 
------------------------------------------------------------ 
 
-----------------------------------------SMKPP--SIIPTVEL---- 
 
------------------------------------VL-----------GTITYLV--II 
 
AMTVVG----------------------------NTLVVVAVFSYRPLK-KV-QNYFLVS 
 
LAASDLAVAIFVMPLHVVTFLA-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------GGKWLLG-----------------VTVCQFFTTAD 
 
ILLCTSSILNLCAIALDR---------YWAI----------------------------- 
 
--------H-NPIN-YA--QKRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------T-KFVCIVIVIVW--ILSM-------------------- 
 
---------------L----------ISVP-P--I---------IG--------W----N 
 
----------NW------------------------------------------------ 
 
-----------------Q------------------E-NMMED-----------SCGLST 
 
EK--AFVVFSAAGS-------FFLPLLVMVVVYV----KIFISARQRI------------ 
 
-------------RT--------------------------------------------- 
 
-------------------------------------------------------NR--- 
 
----------------------------------------------------GR------ 
 
-SALMR------------------------------------------------------ 
 
---------IQNAEGDDDYRKMSIKRASVESA-------------------------R-T 
 
SSRTDGG----------------------------------------------------- 



 
-------SLPKDETTKHMKYHNNGSCKVKVKD---------------------------- 
 
------------------------------------------------------------ 
 
-------------------------------------------VKEDEGNPNPTAVLRKR 
 
EKIS-----V-----------A--------KEKRA----A-KTIAVIIFVFSF------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------VAYVIRPF------------------ 
 
------------------------------------C---E------------------- 
 
T-CKLH-AK--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------V-----E--QA----------FT---------------- 
 
----------WLGYINSSLNP--------------------------------FLYGILN 
 
--LEFRRA---FKKIL-----------CP--KAVLEQRRRRMSAQP-------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Metapenaeus_ensis_serotonin_receptor_gi41397458 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------------------MTISEPSVNETYVTVSEAALDVT 
 
MVG--------------------------------------------------------- 



 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------GHSAM--EIELPLWE---- 
 
------------------------------------LVVS---------VVSLSI---VT 
 
CFTFVG----------------------------NALVIVSVLSYRPLRIVP--NYFIVS 
 
LAVADLTMAVFVLLLGAANTIM-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-KWVFG-----------------DCLCRAWLTID 
 
ILCCTASILNLCAIALDR---------YWAI----------------------------- 
 
--------S-DAIN-YA--QKRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------A-PRVLFMIGVVW--TMSI-------------------- 
 
---------------V----------ICLP-P--I---------FG--------W----N 
 
----------NW------------------------------------------------ 
 
-----------------E------------------G-STPKE-----------PCTPTN 
 
DK--GYVIFSAIGS-------FYCPLLIMIILNV----KIFRSIRKRL------------ 
 
-------------RK--------------------------------------------- 
 
-----------------------------RVS-----------------------RQ--- 
 
----------------------------------------------------SQ------ 
 
-ILDLP------------------------------------------------------ 



 
--------------SARFSRLEAVTPAMLHAP-------------------------PRR 
 
VHTLTEY----------------------------------------------------- 
 
------YRKRSDSDTLPTKASQRRASTVMRDD---------------------------- 
 
------------------------------------------------------------ 
 
--------------------------------------------------NEVFQVIRRT 
 
GKIS-----L-----------T--------KERRA----A-RTLGTVMGAFVV------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------LMYVILPF------------------ 
 
------------------------------------C---P------------------- 
 
S-CTSP-SR--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------------KVQNF----------II---------------- 
 
----------WLGYLNSAFNP--------------------------------VIYTFFN 
 
--KDFCNA---VAKVL---------------RRSVKWIHVCGHAEVNPV----------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Metapenaeus_ensis_serotonin_receptor_gi41397456 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
---------------------------------------MTISEP--------------- 



 
-SVNET-----------YVT-----------------------------VS---E----- 
 
AAL------DV------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------TMVGGHS---------------------AMEIE---L--PLWE---- 
 
L-----------------------------------VV--S--------VVSLSI---VT 
 
CFTFVG----------------------------NALVIVSVLSYRPLRIVP--NYFIVS 
 
LAVADLTMAVFVLLLGAANTIM-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-KWVFG-----------------DCLCRAWLTID 
 
ILCCTASILNLCAIALDR---------YWAI----------------------------- 
 
--------S-DAIN-YA--QKRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------A-PRVLFMIGVVW--TMSI-------------------- 
 
---------------V----------ICLP-P--I---------FG--------W----N 
 
------------------------------------------------------------ 
 
--NW----EGST-----P------------------K-----E-----------PCTPTN 
 
DK--GYVIFSAIGS-------FYCPLLIMIILNV----KIFRSIRKRL------------ 
 
-------------RK--------------------------------------------- 
 
-------------------R---------VSR-----------------------QS--- 



 
---------------------------QILDLPSARF-S-------------RL------ 
 
--EAVT------------------------------------------------------ 
 
-------------PAMLHAPPRR---VHTLTE-------------------------Y-- 
 
YRKRSDS---------------------------D------------------------- 
 
----TLPTKASQRRASTVMRDDNEVFQVIRRT---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
GKIS-----L-----------T--------KERRA----A-RTLGTVMGAFVV------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------LMYVILPF------------------ 
 
------------------------------------C---P----------S-------- 
 
C-TSPS--R--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------K----XQ--NF----------II---------------- 
 
----------WLGYLNSAFNP--------------------------------VIYTFFN 
 
--KDFCNA---VAKVL----------RRS--VKWIHVCGHAEVNPV-------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Boophilus_microplus_G_protein_coupled_receptor_gi3717950 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 



 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-MVRPH-----------TRT-----------------------------ME---E----- 
 
DGG------IL------------------------------------------------- 
 
------------------------------------------------------------ 
 
-W---------------------------------------------------------- 
 
---------------------------TTTPLPSVTVISEAVNTSSF------------- 
 
-----------------EMD---------------------DVVEA---Y--PSGI---- 
 
A-----------------------------------MS--VQ--EAVGTALSLSF---IT 
 
VFTVVG----------------------------NVLVICSVFNHRPLR-TV-QNVFLVS 
 
LALADIAVALLVMPFNVAYSIM-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-RWVFG-----------------LHFCELWLTCD 
 
VLCCTASILNLCAIALDR---------YWAI----------------------------- 
 
--------H-DPIN-YA--QKRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------L-RRVLLSIFLVW--VISA-------------------- 
 
---------------L----------ISVP-P--L---------IG--------W----N 
 
----------DW------------------------------------------P----- 
 
--EQ-------F-----D------------------E-----T---------T-PCRLTQ 
 
ET--GYVLYSASGS-------FFIPLLIMSIVYL----KIFLATRRRL------------ 



 
-------------RE--------------------------------------------- 
 
-------------------R----------AN-----------------------AA--- 
 
---------AKVP-------SS---------ATRCAA-T-------------VE------ 
 
--HS-------------------------------------------------------- 
 
--------------VALLQERHP---SSSEET-------------------------P-- 
 
PPQHRGQ---------------------------T------------------------- 
 
--------------TEN-RPSLADTSVTLEQN--------------------G------- 
 
------------------------------------------------------------ 
 
-------------------RPPSVK------------------------VFTCW---EER 
 
QRIS-----L-----------S--------RERRA----A-RVLGIVMGVFVL------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------IMYVTAAF------------------ 
 
------------------------------------C--------------D-------- 
 
H-CVQS--D--------------------------------------------------- 
 
-----------------------------------------------R------------ 
 
---------------------L-----V--NF----------IT---------------- 
 
----------WLGYVNSALNP--------------------------------VIYTVFN 
 
--TDFRRA---FRSLL-----------CS--GNRRTHL---------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Papilio_xuthus_tyramine_receptor_gi56044550 



 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
---------------------------------------MGQTSTHH------------R 
 
SNFSSF-----------NSS-----------------DYYDIDKDDCAVADEPKF----- 
 
PSS------LG------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------------------------ITL--AV--PEWE---- 
 
A-----------------------------------IC--T--------AVILTL---II 
 
ISTIIG----------------------------NILVILSVFTYKPLR-IV-QNFFIVS 
 
LAVADLTVAILVLPLNVAYSIL-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-QWVFG-----------------IYVCKMWLTCD 
 
IMCCTSSILNLCAIALDR---------YWAI----------------------------- 
 
--------T-DPIN-YA--QKRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------L-GRVLFMIGIVW--ILSL-------------------- 
 
---------------I----------ISSP-P--L---------LG--------W----N 
 
----------DW------------------------------------------------ 



 
-----------P-----D-------------V---FE---PDT-----------PCRLTS 
 
QP--GFVIFSSSGS-------FYIPLVIMTVVYF----EIYLATKKRL------------ 
 
-------------RD--------------------------------------------- 
 
-------------------R--------AKAT---------------------KIST--- 
 
----------------------------------------------------IS------ 
 
-SGRNR------------------------------------------------------ 
 
------------------LASKNSDQNDQDSV-------------------------S-- 
 
SDGNHEH----------------------------------------------------- 
 
-----QGVTRLVSDNEHKHKRSKKSTPKNKPK---------------------------- 
 
---------------------------------------RKYWSKDDKSHNKLIIPILSN 
 
DNSITDAGDNAENRNTSSESNSKETQDDEIIEVKETAIKKSHKRCKTTQENTVYQFIEEK 
 
QRIS-----L-----------T--------RERRA----A-RTLGIIMGVFVV------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------VLYLVIPF------------------ 
 
------------------------------------C--NN------------------- 
 
C-CLSG--K--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------F-----I--NF----------IT---------------- 
 
----------WLGYINSALNP--------------------------------LIYTIFN 
 
--MDFRRA---FKKLL----------CIK------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 



 
--------------------------- 
 
>Bombyx_mori_tyramine_receptor_gi42662203 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------M---GQAATHDA------------N 
 
NYTSIN-----------YTE-----------------IYDVIEDEKDVCAVADEP----- 
 
KYP------SS------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------FGISL--AV--PEWE---- 
 
A-----------------------------------IC--T--------AIILTM---II 
 
ISTVVG----------------------------NILVILSVFTYKPLR-IV-QNFFIVS 
 
LAVADLTVAILVLPLNVAYSIL-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-QWVFG-----------------IYVCKMWLTCD 
 
IMCCTSSILNLCAIALDR---------YWAI----------------------------- 
 
--------T-DPIN-YA--QKRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------L-ERVLFMIGIVW--ILSL-------------------- 



 
---------------V----------ISSP-P--L---------LG--------W----N 
 
----------DW------------------------------------------------ 
 
-----------P-----E-------------V---FE----PD---------T-PCRLTS 
 
QP--GFVIFSSSGS-------FYIPLVIMTVVYF----EIYLATKKRL------------ 
 
-------------RD--------------------------------------------- 
 
-------------------R--------AKAT---------------------KIST--- 
 
----------------------------------------------------IS------ 
 
-SGRNK------------------------------------------------------ 
 
--------------YETKESDPNDQDSVSSDA-------------------------N-- 
 
PNEHQGS----------------------------------------------------- 
 
---TRLVAENEKKHRTRKLTPKKKPKRRYWSK---------------------------- 
 
---------------------------------------------DDKSHNKLIIPILSN 
 
ENSVTDIGENLENRNTSSESNSKETHEDNMIEITEAAPVKIQKRPKQNQTNAVYQFIEEK 
 
QRIS-----L-----------T--------RERRA----A-RTLGIIMGVFVV------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------VIYLVIPF------------------ 
 
------------------------------------C--VS------------------- 
 
C-CLSN--K--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------F-----I--NF----------IT---------------- 
 
----------WLGYVNSALNP--------------------------------LIYTIFN 
 
--MDFRRA---FKKLL----------FIK--C---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 



 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Bombyx_mori_octopamine_receptor_gi1197192 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
---------------------------------------MGQAATHD------------A 
 
NNYTSI-----------NYT-----------------EIYDVIEDEKDVCA---V----- 
 
ADE------PN------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
---------------IPCSF---------------------GISLA---V--PEWE---- 
 
A-----------------------------------IC--T--------AIILTM---II 
 
ISTVVG----------------------------NILVILSVFTYKPLR-IV-QNFFIVS 
 
LAVADLTVAILVLPLNVAYSIL-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-QWVFG-----------------IYVCKMWLTCD 
 
IMCCTSSILNLCAIALDR---------YWAI----------------------------- 
 
--------T-DPIN-YA--QKRT------------------------------------- 



 
------------------------------------------------------------ 
 
---------------------L-ERVLFMIGIVW--ILSL-------------------- 
 
---------------V----------ISSP-P--L---------LG--------W----N 
 
----------DW------------------------------------------------ 
 
--PEV------F-----E------------------P-----D---------T-PCRLTS 
 
QP--GFVIFSSSGS-------FYIPLVIMTVVYF----EIYLATKKRL------------ 
 
-------------RD--------------------------------------------- 
 
-------------------R---------AKA-----------------------TK--- 
 
------------------------------------IST-------------IS------ 
 
--SGRN------------------------------------------------------ 
 
----------KYETKESDPNDQD---SVSSDA-------------------------N-- 
 
PNEHQGG---------------------------T----------------------RLV 
 
AENEKKHRTRKLTPKKKPKRRYWSKDDKSHNK---------------------------- 
 
-------------------------------LIIPILSNENSVTDIGENLENRNT----- 
 
----------------SSESNSKETHEDNMIEITEAAPVKIQKRPKQNQTNAVYQFIEEK 
 
QRIS-----L-----------T--------RERRA----A-RTLGIIMGVFVV------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------VIYLVIPF------------------ 
 
------------------------------------C---V----------S-------- 
 
C-CLSN--K--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------F-----I--NF----------IT---------------- 
 
----------WLGYVNSALNP--------------------------------LIYTIFN 
 
--MDFRRA---FKKLL----------FIK--C---------------------------- 



 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Mamestra_brassicae_putative_octopamine_receptor_gi13173421 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------M---GQAATTVD------------A 
 
NYTLIN-----------YTD-----------------EVIEDDRDACAVADDPKY----- 
 
PSS------FG------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------------------------ITL--AV--PEWE---- 
 
A-----------------------------------IC--T--------AIVLTL---II 
 
ISTIVG----------------------------NILVILSVFTYKPLR-IV-QNFFIVS 
 
LAVADLTVAILVLPLNVAYSIL-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-QWVFG-----------------IYVCKMWLTCD 



 
IMCCTSSILNLCAIALDR---------YWAI----------------------------- 
 
--------T-DPIN-YA--QKRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------L-ERVLLMIGVVW--ILSL-------------------- 
 
---------------V----------ISSP-P--L---------LG--------W----N 
 
----------DW------------------------------------------------ 
 
-----------P-----E-------------V---FE----PD---------T-PCRLTS 
 
QP--GFVIFSSSGS-------FYIPLVIMTVVYF----EIYLATKKRL------------ 
 
-------------RD--------------------------------------------- 
 
-------------------R--------AKAT-----------------------KI--- 
 
----------------------------------------------------ST------ 
 
-ISSGQ------------------------------------------------------ 
 
-------------NKYTNKEDHHDQDSVSSEA-------------------------N-- 
 
HNEHQGV----------------------------------------------------- 
 
---TRLVSDNEKKKRTRKLTPKKKPKRRYWSK---------------------------- 
 
--------------------------------------------DDKSQNKLIIPILSNE 
 
NSVTDMGDNLENRNTSSESNSKETHEDDLIEVSETVPVKSSHKRPKPNQQSAVYQFIEEK 
 
QRIS-----L-----------T--------RERRA----A-RTLGIIMGVFVV------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------VIYLVIPF------------------ 
 
------------------------------------C--AS------------------- 
 
C-CLSN--K--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------F-----I--NF----------IT---------------- 



 
----------WLGYCNSALNP--------------------------------LIYTIFN 
 
--MDFRRA---FKKLL----------CMK--P---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Heliothis_virescens_octopamine_receptor_gi1197330 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------M---GQAATHVD------------A 
 
NYTLIN-----------YTE-----------------EVIEDDRDACAVAD---D----- 
 
PKY------PS------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
----------------------------------------SFGITL--AV--PEWE---- 
 
A-----------------------------------IC--T--------AIVLTL---II 
 
ISTIVG----------------------------NILVILSVFTYKPLR-IV-QNFFIVS 
 
LAVADLTVAILVLPLNVAYSIL-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 



 
------------------------------------------------------------ 
 
-------------------------G-QWVFG-----------------IYVCKMWLTCD 
 
IMCCTSSILNLCAIALDR---------YWAI----------------------------- 
 
--------T-DPIN-YA--QKRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------L-ERVLLMIGVVW--VLSL-------------------- 
 
---------------I----------ISSP-P--L---------LG--------W----N 
 
----------DW------------------------------------------------ 
 
--PDV------F-----E------------------P-----D---------T-PCRLTS 
 
QP--GFVIFSSSGS-------FYIPLVIMTVVYF----EIYLATKKRL------------ 
 
-------------RD--------------------------------------------- 
 
-------------------R---------AKA-----------------------TK--- 
 
-------------------------------ISTISS---------------GQ------ 
 
--NKYN------------------------------------------------------ 
 
--------------NKDDHHDQD---SVSSEA-------------------------N-- 
 
HNEHQGV---------------------------T----------------------RLV 
 
SDNEKKKRTRKLTPKKKPKRKYWSKDDKSQNK---------------------------- 
 
------------------------------LIIPILSNENSVTDMGENLENRNTS----- 
 
----------------SESNSKETHEDDLIEVNETVPVKTHHKKPKPNQQSAVYQFIEEK 
 
QRIS-----L-----------T--------RERRA----A-RTLGIIMGVFVV------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------VIYLVIPF------------------ 
 
------------------------------------C--AS------------------- 
 
C-CLSN--K--------------------------------------------------- 



 
------------------------------------------------------------ 
 
---------------------F-----I--NF----------IT---------------- 
 
----------WLGYCNSALNP--------------------------------LIYTIFN 
 
--MDFRRA---FKKLL----------CMK--P---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Balanus_amphitrite_Probable_G_protein_coupled_receptor_No18
_gi12229835 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-MSGGE-----------ASI-----------------TGRTAPELNASAAPLDDE----- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------------------------------R--ELGE---- 
 
T-----------------------------------VA--A--------TALLLA---II 
 
LVTIVG----------------------------NSLVIISVFTYRPLR-SV-QNFFVVS 
 
LAVADLTVALFVLPLNVAYRLL-------------------------------------- 
 



------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------N-QWLLG-----------------SYLCQMWLTCD 
 
ILCCTSSILNLCVIALDR---------YWAI----------------------------- 
 
--------T-DPIN-YA--QKRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------I-RRVNTMIAAVW--ALSL-------------------- 
 
---------------V----------ISVP-P--L---------LG--------W----N 
 
----------DW------------------------------------------------ 
 
-----------P-----A-------------QFTEDT-----------------PCTLTQ 
 
ER--LFVVYSSSGS-------FFIPLIIMSVVYA----KIFFATKRRL------------ 
 
-------------RE--------------------------------------------- 
 
-----------------------------RTR---------------------KLGT--- 
 
----------------------------------------------------LA------ 
 
-VPAPP------------------------------------------------------ 
 
------------------------QRTSSRPL-------------------------A-E 
 
LESVASQ----------------------------------------------------- 
 
-------EDETEPSPEPEPLSSRADKPANGIS---------------------------- 
 
------------------------------------------------------------ 
 
----------------------------------------------------VHQFIEEK 
 
QRIS-----L-----------S--------KERKA----A-RVLGVIMGVFVV------- 
 
-------------CW---------------------------LP---------------- 
 



--------------------------FF------LMYAIVPF------------------ 
 
------------------------------------C--------------T-------- 
 
N-CAPP--S--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------Q-----RVVDF----------VT---------------- 
 
----------WLGYVNSSLNP--------------------------------IIYTIYN 
 
--KDFRTA---FSRLL----------RCD--RRMS------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Drosophila_pseudoobscura_GA20386_PA_gi54641635 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------MPSADQILFINVTTTVAAAAFTAAAAVSTAP 
 
QADEIS-----------GRGASATETAANISGSLVEGLTTVAAALTTTAGTSPGESEECG 
 
GGAVEELHASI------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------LGLQL--AV--PEWE---- 
 
------------------------------------ALLT---------ALVLSI---II 
 



VLTIIG----------------------------NILVILSVFTYKPLR-IV-QNFFIVS 
 
LAVADLTVALLVLPFNVAYSIL-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-RWEFG-----------------IHLCKLWLTCD 
 
VLCCTSSILNLCAIALDR---------YWAI----------------------------- 
 
--------T-DPIN-YA--QKRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------V-GRVLLLISGVW--VLSL-------------------- 
 
---------------V----------ISSP-P--L---------IG--------W----N 
 
----------DW------------------------------------------------ 
 
-----------P-----D------------------E-FTSAT-----------PCELTS 
 
QR--GYVIYSSLGS-------FFIPLAIMTIVYI----EIFVATRRRL------------ 
 
-------------RE--------------------------------------------- 
 
-----------------------------RAKATKLNTIALKSTELEPITNSSPAAA--- 
 
----------------------------------------------------SS------ 
 
-SKSRA-------------------------------------------LTNWLCCGRDR 
 
ANFSTPMIQNDQESISSETHGQQEGSKTATTNDQQQHVVVLVKKSRRSKIKDSIKHGK-A 
 
RGGRKSQ----------------------------------------------------- 
 
-----SASTCEPHGEQQLLPAGGSGGGNAAGK---------------------------- 
 
------------------------------------------------------------ 
 
----------SDAEISTESGSDPKGCIQVCVTQAEEQTSLKLTPPQSSTGAGAVAAAPLQ 
 



KKPSGVNQFI-----------EEKQKISLSKERRA----A-RTLGIIMGVFVI------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------LMYVILPF------------------ 
 
------------------------------------C--QS------------------- 
 
C-CPSD--K--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------------F-KNF----------IT---------------- 
 
----------WLGYINSGLNP--------------------------------VIYTIFN 
 
--LDYRRA---FKRLL----------GM-------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Drosophila_melanogaster_tyramine_receptor_gi16754885 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------MPSADQILFVNVTTTVAA---------------------- 
 
----AALTAA----AAVSTTKS------------GN---GNAARGY------TDSDDDAG 
 
MGTEAV-----------ANI-----------------SGSLVEGLTTVTAALSTAQADKD 
 
SAG------EC------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



-------------------E----GAV------EELHA-SILGLQL--AV--PEWE---- 
 
A-----------------------------------LL--T--------ALVLSV---II 
 
VLTIIG----------------------------NILVILSVFTYKPLR-IV-QNFFIVS 
 
LAVADLTVALLVLPFNVAYSIL-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-RWEFG-----------------IHLCKLWLTCD 
 
VLCCTSSILNLCAIALDR---------YWAI----------------------------- 
 
--------T-DPIN-YA--QKRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------V-GRVLLLISGVW--LLSL-------------------- 
 
---------------L----------ISSP-P--L---------IG--------W----N 
 
----------DW------------------------------------------------ 
 
-----------P-----D-------------EFT--S-----A---------T-PCELTS 
 
QR--GYVIYSSLGS-------FFIPLAIMTIVYI----EIFVATRRRL------------ 
 
-------------RE--------------------------------------------- 
 
-------------------R---AR--ANKLN---------------------TIALKST 
 
ELEPMANSSPV-AASNSGSKSRLLASWLCCGRDRAQFATPMIQNDQE---SISS------ 
 
-ETHQP-----------------------------------------------QDSSKAG 
 
PHGNSDPQQQHVVVLVKKSRRAKTKDSIKHGK-------------------------T-R 
 
GGRKSQS----------------------------------------------------- 
 
------SSTC-EPHGEQQLLPAGGDGGSCQPG---------------------------- 
 



--------GGHSGGGKSDAEIS-------TESGSDPKGCIQVCVTQADEQTSLKL----- 
 
----------------TPPQSSTGVAAVSVTP----------LQKKTSGVNQFI---EEK 
 
QKIS-----L-----------S--------KERRA----A-RTLGIIMGVFVI------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------LMYVILPF------------------ 
 
------------------------------------C--QT------------------- 
 
C-CPTN--K--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------------FK-NF----------IT---------------- 
 
----------WLGYINSGLNP--------------------------------VIYTIFN 
 
--LDYRRA---FKRLL-GLN---------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Drosophila_melanogaster_Tyramine_dro_receptor_gi8762 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
----------------MPSADQILFVNVTTTVAAAALTAAAAVSTTKSGSGNAARGYTDS 
 
DDDAGM-----------GTEAVANISGSLVEGLTTVTAALSTAQADKDSAGECEGAVEEL 
 
HAS--------------------------------------------------------- 
 
------------------------------------------------------------ 
 



------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------ILGL--QLAVPEWE---- 
 
------------------------------------ALLT---------ALVLSV---II 
 
VLTIIG----------------------------NILVILSVFTYKPLR-IV-QNFFIVS 
 
LAVADLTVALLVLPFNVAYSIL-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-RWEFG-----------------IHLCKLWLTCD 
 
VLCCTSSILNLCAIALDR---------YWAI----------------------------- 
 
--------T-DPIN-YA--QKRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------V-GRVLLLISGVW--LLSL-------------------- 
 
---------------L----------ISSP-P--L---------IG--------W----N 
 
----------DW------------------------------------------------ 
 
-----------P-----D------------------E-FTSAT-----------PCELTS 
 
QR--GYVIYSSLGS-------FFIPLAIMTIVYI----EIFVATRRRL------------ 
 
-------------RE--------------------------------------------- 
 
-------------------RARANKLNTIALK-----------------------ST--- 
 
------------------------------------ELEPMANSSPVAASNSGS------ 
 
-KSRLL--------------------------------------------ASWLCCGRDR 
 
AQFATPMIQNDQESISSETHQPQDSSKAGPHGNSDPQQQHVVVLVKKSRRAKTKDSIK-H 
 



GKTRGGR----------------------------------------------------- 
 
---KSQSSSTCEPHGEQQLLPAGGDGGSCQPG---------------------------- 
 
------------------------------------------------------------ 
 
--GGHSGGGKSDAEISTESGSDPKGCIQVCVTQADEQTSLKLTPPQSSTGVAAVSVTPLQ 
 
KKTSGVNQFI-----------EEKQKISLSKERRA----A-RTLGIIMGVFVI------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------LMYVILPF------------------ 
 
------------------------------------C--QT------------------- 
 
C-CPTN--K--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------------F-KNF----------IT---------------- 
 
----------WLGYINSGLNP--------------------------------VIYTIFN 
 
--LDYRRA---FKRLL----------GLN------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Anopheles_gambiae_str_PEST_ENSANGP00000003015_gi55242247 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
---------------------MGVILQNFSQPGARYSP---------------------- 
 
----DQVPQPPPPPAAPSPTTYRELDILLRNEGSIP---AVSLAGLTATLGLDSNGELLG 
 
ANYGAN-----------GSD-----------------LSELLDGCPKPDDTLYPT----- 
 



------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
----------------------------------------MFGIDL--AV--PQWE---- 
 
A-----------------------------------IG--T--------ALILTL---II 
 
IITIVG----------------------------NILVILSVFTYKPLR-IV-QNFFIVS 
 
LAVADLTVAILVLPLNVAYSLL-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-RWEFG-----------------IHVCKMWLTSD 
 
VLCCTASILNLCAIALDR---------YWAI----------------------------- 
 
--------T-DPIN-YA--QKRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------L-ERVLALIAGVW--VLSL-------------------- 
 
---------------V----------ISSP-P--L---------IG--------W----N 
 
----------DW------------------------------------------------ 
 
-----------P-----E-------------EFSSEF-----------------PCQLTS 
 
NQ--GYVIYSSLGS-------FFIPLAIMTIVYI----EIYIATRRRL------------ 
 
-------------RERAQASKINTLASRSIGMVAGNGEKELTTTHHHGHAIQHDQESISS 
 
ETNIHNEQTDTGSGGPVLAG-------SGKPN---------------------KKGH--- 
 
---------------------LRFGGYLGRALGGAAGRHRKKQHHRK---RPGD------ 
 



-GPAEE------------------------------------------------------ 
 
-----GEDGRPHRLAASALHQREDDSVTDNPD-------------------------H-S 
 
GSGDSGG----------------------------------------------------- 
 
----GVGKAPLDAAHPSTLLPPTGNCDMTGGS---------------------------- 
 
------------------------------------------------------------ 
 
----------------ATGEPAPRNGASNNHHQREVGFHESTAELMVVAAAAPPTTRLGG 
 
RLKQ-----SFRKPGGINQFIEEKQKISLSKERRA----A-RTLGIIMGVFVV------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------LMYVILPF------------------ 
 
------------------------------------C--PS------------------- 
 
C-CPTN--K--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------L-----I--NF----------IT---------------- 
 
----------WLGYINSALNP--------------------------------IIYTIFN 
 
--LDYRRA---FKRLL----------GIK--P---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Locusta_migratoria_G_protein_coupled_receptor_migratorioide
s_gi871407 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 



 
---------------------------------------MVRVELQA------------A 
 
SLMNGS-----------SAA-----------------EEPQDALVGGDACGGRRP----- 
 
PSV------LG------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------------------------VRL--AV--PEWE---- 
 
V-----------------------------------AV--T--------AVSLSL---II 
 
LITIVG----------------------------NVLVVLSVFTYKPLR-IV-QNFFIVS 
 
LAVADLTVAVLVMPFNVAYSLI-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------Q-RWVFG-----------------IVVCKMWLTCD 
 
VLCCTASILNLCAIALDR---------YWAI----------------------------- 
 
--------T-DPIN-YA--QKRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------L-RRVLAMIAGVW--LLSG-------------------- 
 
---------------V----------ISSP-P--L---------IG--------W----N 
 
----------DW------------------------------------------------ 
 
-----------P-----M-------------E---FN---DTT-----------PCQLTE 
 
EQ--GYVIYSSLGS-------FFIPLFIMTIVYV----EIFIATKRRL------------ 
 
-------------RE--------------------------------------------- 



 
-------------------R--------AKAS---------------------KLNSAMK 
 
QQM-AAQAV---------------------------PSSVPSHDQES---VSSE------ 
 
-TN-HN-----------------------------------------------ELPPPPA 
 
PPSKEKRRKTKKKSKKKDQAAEEGRFLAPAMV-------------------------A-- 
 
EDSVTDN--------------------------------------SVSVGPVAKNHLAED 
 
GYTCTTTTTTTTTTTAVTDSPRSRTASQKGST---------------------------- 
 
------------------------------------------------------------ 
 
--------------------APPTPVQPKSIP-----------------VYQFI---EEK 
 
QRIS-----L-----------S--------KERRA----A-RTLGIIMGVFVV------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------LMYVIVPF------------------ 
 
------------------------------------C--NP------------------- 
 
S-CKPS--P--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------------KLVNF----------IT---------------- 
 
----------WLGYINSALNP--------------------------------IIYTIFN 
 
--LDFRRA---FKKLL-----------HF--KT--------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Locusta_migratoria_monophenolic_amine_tyramine_igratorioide
s_gi871405 
 



------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-MVRVE-----------LQA-----------------ASLMNGSSAAEEPQDALVGGDAC 
 
GGRRPPSVLGV------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------RLAVP--EW-EVAVT---- 
 
-------------------------------------------------AVSLSL---II 
 
LITIVG----------------------------NVLVVLSVFTYKPLR-IV-QNFFIVS 
 
LAVADLTVAVLVMPFNVAYSLI-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------Q-RWVFG-----------------IVVCKMWLTCD 
 
VLCCTASILNLCAIALDR---------YWAI----------------------------- 
 
--------T-DPIN-YA--QKRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------L-RRVLAMIAGVW--LLSG-------------------- 
 
---------------V----------ISSP-P--L---------IG--------W----N 
 
----------DW------------------------------------------------ 
 



-----------PMEFNDT----------------------------------T-PCQLTE 
 
EQ--GYVIYSSLGS-------FFIPLFIMTIVYV----EIFIATKRRL------------ 
 
-------------RE--------------------------------------------- 
 
-------------------R-----------------------------------AK--- 
 
----------------------------------------------------AS------ 
 
-KLNSA------------------------------------------------------ 
 
-------------MKQQMAAQAVPSSVPSHDQ-------------------------E-S 
 
VSSETNH----------------------------------------------------- 
 
------NELPPPPAPPSKEKRRKTKKKSKKKE---------------------------- 
 
-------------------------------QAAEEGRFLAPAMVAEDSVTDNSVSVGPV 
 
ARNHLAEDGYTCTTTTTTTTTTTAVTDSPRSRTASQKGSTAPPTPVQPKSIPVYQFIEEK 
 
QRIS-----L-----------S--------KERRA----A-RTLGIIMGVFVV------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------LMYVIVPF------------------ 
 
------------------------------------C--NP------------------- 
 
S-CKPS-PK--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------L-----V--NF----------IT---------------- 
 
----------WLGYINSALNP--------------------------------IIYTIFN 
 
--LDFRRA---FKKLL---------------HFKT------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



--------------------------- 
 
>Apis_mellifera_G_protein_coupled_receptor_gi58585136 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--MNSS-----------GES-----------------GGTMTEDYDMTGCGPPEE----- 
 
ETG------SN------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------------------------------L--PVWE---- 
 
A-----------------------------------AA--A--------SLTLGF---LV 
 
LATVLG----------------------------NALVILSVFTYRPLR-IV-QNFFIVS 
 
LAVADLAVAILVMPFNVAYLLL-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-KWIFG-----------------IHLCKLWLTCD 
 
VLCCTASILNLCAIALDR---------YWAI----------------------------- 
 
--------T-DPIN-YA--QKRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------L-KRVLATIAGVW--ILSG-------------------- 
 



---------------A----------ISSP-P--L---------AG--------W----N 
 
----------DW------------------------------------------------ 
 
-----------P-----E-------------E---LE----PG---------T-PCQLTR 
 
RQ--GYVIYSSLGS-------FFIPLLLMSLVYL----EIYLATRRRL------------ 
 
-------------RE--------------------------------------------- 
 
-------------------R--------ARQS---------------------RINA--- 
 
------------------------------------V---------------QS------ 
 
-TRHRE------------------------------------------------------ 
 
--------------------------ADDAEE-------------------------S-- 
 
VSSETNH----------------------------------------------------- 
 
----NERSTPRSHAKPSLIDDEPTEVTIGGGG---------------------------- 
 
------------------------------------------------------------ 
 
----------------------------------TTSSRRTTGSRAAATTTTVYQFIEER 
 
QRIS-----L-----------S--------KERRA----A-RTLGVIMGVFVV------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------LMYVIVPF------------------ 
 
------------------------------------C--PD------------------- 
 
C-CPSD--R--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------M-----V--YF----------IT---------------- 
 
----------WLGYVNSALNP--------------------------------LIYTIFN 
 
--LDYRRA---FRRLL----------RIR------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Dugesia_japonica_serotonin_receptor_like_planarian_receptor
_4_gi2443302 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------------------------------------MWKL 
 
PFVFII-----------ISN-----------------SFSIVVMQDLILNCTNYSIYVTV 
 
NNL------SR------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------------------LAIPFECE--KY--PVGM---- 
 
E-----------------------------------VF--L--------GIIFFI---IV 
 
VGAIGG----------------------------NFLVILAIILVKKLQ-TA-SNWLILS 
 
LAFSDFFVSVLVMPIAAFNQLS-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------RFRWPFS-----------------EKLCDFYNCCD 
 
VMLCTSSILNLCAISIDR---------YLVI----------------------------- 
 
--------T-RPMQ-YV--VRRT------------------------------------- 



 
------------------------------------------------------------ 
 
---------------------P-ALIGGMIGVAW--LMSG-------------------- 
 
---------------L----------ISIP-P--V---------LG--------W----- 
 
----------KE------------------------------------------------ 
 
------------------------------------K---FTP---------G-ICQLTD 
 
NL--LYQIYATFCA-------FYIPLIVMLVLYY----QIFKLARNMA------------ 
 
-------------QE--------------------------------------------- 
 
-------------------D---------AKR---------------------KLGT--- 
 
----------------------------------------------------GQ------ 
 
-MTDEE------------------------------------------------------ 
 
--------------------------QTSIPI-------------------------Q-L 
 
GRTNSGD-------------------------------------------------EDRK 
 
LLRLEDAQRLSKGNQGNGFDPEAQTGPKNNAK---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
KKKQ-----V-----------N--------NESKA----I-TTLGVIMGCFTL------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------IIQILKPI------------------ 
 
------------------------------------L--------------IVSKVDHEK 
 
Y-LMPW--C--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------------Y--EL----------FL---------------- 
 
----------WLGYFNSFLNP--------------------------------VIYAKFN 
 
--REFRNP---FKQIL----------FFH--CFNINARIRVDTFAEQYGLP--------- 



 
-----------------------------------------------MQKTMATSLYETS 
 
HLNTHNTANSRRRSSVPFTPVSRKNKSSSQSRPTSDQSTNKA------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Dugesia_japonica_serotonin_receptor_like_planarian_receptor
_1_gi2443304 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------MS-----------------------------TINSTN--------------- 
 
-CTFYF-----------QLA-----------------------------SK---N----- 
 
NSA------VQ------------------------------------------------- 
 
------------------------------------------------------------ 
 
-V---------------------------------------------------------- 
 
------------------------------------------------------------ 
 
-------------------P---------------------FYCIK---F--SFEF---- 
 
E-----------------------------------VF--L--------IIVLTI---FL 
 
VGTAGG----------------------------NLLVISSVAIVKKLQ-TS-SNFLIVN 
 
LACSDFLVSILVLPGAVHQVIY-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



-----R-------------------G-QWPFS-----------------EILCDIFISFD 
 
VILCTSSILNLCAISIDR---------YLVI----------------------------- 
 
--------T-RPLQ-YA--VNRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-ARIGTMVAISW--VTSA-------------------- 
 
---------------L----------ISIP-P--M---------FG--------L----K 
 
----------E------------------------------------------------- 
 
-----------T-----F------------------I-----P---------G-QCNYSD 
 
NL--IYQIYATFGA-------FYIPLIVMLILYG----RIFKLAREMA------------ 
 
-------------QN--------------------------------------------- 
 
-------------------D---------AKL-----------------------KI--- 
 
------------------------------------G-I-------------SP------ 
 
--NSSD-----------------------------------------------K------ 
 
------------------------------EQ-------------------------H-- 
 
SHLRIVD---------------------------S---HICNTPN--------------G 
 
QMNLSLYSGSLCSISKSNNLSDSSPNKVNLRN---------------------------- 
 
------------------------------------------------------------ 
 
-----------------------------------------------------------R 
 
VKLK-----S-----------S--------TETKA----I-TTLGVIMGCFTI------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------LIQISKPV------------------ 
 
------------------------------------L---KVANVDS----M-------- 
 
N-YFPI--W--------------------------------------------------- 
 
------------------------------------------------------------ 
 



---------------------L-----I--EL----------CL---------------- 
 
----------WLGYFNSFLNP--------------------------------IIYAKFN 
 
--REFRTP---FKQIL----------LCK--CNSINARLRSETFVQEYGLP--------- 
 
----NSSAPTKRGSFDQTSLNNGSFTKNR-------RRRTPGVLRQNPHLNNCKIENSRK 
 
IYECSLINKTNKFPPESSVLLNSIANGNTKPVKKDTDDNPFHFSDQISPNCSINDQRSEK 
 
MFMILVQHLNL------------------------------------------------- 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Branchiostoma_floridae_dopamine_D1_beta_receptor_gi37499136 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------MSA---------------------- 
 
----NTTISP-----------------------------TETTAN--------------- 
 
-FTANS-----------TED-----------------------------PV---G----- 
 
SCF------AA------------------------------------------------- 
 
------------------------------------------------------------ 
 
-N---------------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------------------------------P---Y--STGV---- 
 
Q-----------------------------------AI--L--------GLITVI---LI 
 
LLTVIG----------------------------NVLVILAVTCHRKMRT-V-TNFLIVS 
 
LACADLSVGITVLPFAATNDIL-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-YWPFG-----------------GY-CDVWVSFD 
 
VLNSTASILNLVVIAFDR---------FLAI----------------------------- 
 
--------T-APFT-YH--TRMT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------E-RTAGILIATVW--GISL-------------------- 
 
---------------V----------MSFL-P-IQ---------AG--------W----Y 
 
----------RD--------------N-LSAE---------------------AL----- 
 
--AI-------Y-----A------------------D-----P---------C-LCIFTA 
 
ST--AYTIVSSLIS-------FYIPLLIMLVFYG----NIFKAARDQA------------ 
 
-------------RK---------------I----------------------------- 
 
-------------------D---------ALE-----------------------GR--- 
 
------------------------------------I-E-------------QE------ 
 
-----N-----------------------------------------------N------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------RRG---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
KKIS-----L-----------A--------KEKKA----A-KTLGIIMGVFIL------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------VVNIVNPF------------------ 
 
------------------------------------C---D----------R-------- 
 



--CVPD--E--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------V-----F--IA----------LT---------------- 
 
----------WLGWINSCFNP--------------------------------IIYA-FN 
 
--KEFRKV---FVKMI----------CCY--KCRGVTMGPN--HADLNYDP--------- 
 
----------------------------V-------AMRLKKKGEHPNGDVNGDVNGKA- 
 
------------------NGNVDIEGGEGTSSS--------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Branchiostoma_lanceolatum_dopamine_D1_beta_receptor_gi39623
88 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-MSANT-----------TVS-----------------PTETTANLTANSTE---A----- 
 
SVG------SC------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------FAPNP---Y--SAGV---- 
 
Q-----------------------------------AV--L--------GLITVI---LI 
 
LLTVIG----------------------------NVLVILAVTCHRKMR-TV-TNFFIVS 
 
LACADLSVGITVLPFAATNDIL-------------------------------------- 



 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-YWPFG-----------------G-YCDVWVSFD 
 
VLNSTASILNLVVIAFDR---------FLAI----------------------------- 
 
--------T-APFT-YH--TRMT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------E-RTAGILIATVW--GISL-------------------- 
 
---------------V----------VSFL-P-IQ---------AG--------W----Y 
 
----------RD------------------------------------------------ 
 
--NQSEEALAIY-----S------------------D-----P---------C-LCIFTA 
 
ST--AYTIVSSLIS-------FYIPLLIMLVFYG----IIFKAARDQA------------ 
 
-------------RK---------------I----------------------------- 
 
-------------------N---------ALE-----------------------GR--- 
 
----------------------------------------------------LE------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-QENNRG----------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
KKIS-----L-----------A--------KEKKA----A-KTLGIIMGVFIL------- 
 
-------------CW---------------------------LP---------------- 



 
--------------------------FF------VVNIVNPF------------------ 
 
------------------------------------C--------------D-------- 
 
R-CVQP--A--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------V-----F--IA----------LT---------------- 
 
----------WLGWINSCFNP--------------------------------IIYA-FN 
 
--KEFRKV---FVKMI----------CCH--KCRGVTVGPNHADLNYDPVA--------- 
 
------------------------------------------------------------ 
 
--------MRLKKRGENANGTVNGDANGKANGNIEAGEGTSSS----------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Danio_rerio_PREDICTED_similar_to_beta_3b_adrenergic_recepto
r_gi68365496 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-MTNNT-----------QNV----------------------------------T----- 
 
QNE------GF------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



------------------------------------KS--L--------LFVMVI---II 
 
TITIVG----------------------------NLLVIIAIARTSQLQ-TT-TNIFIMS 
 
LACADLIMGVLVVPLGATIVVT-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-QWKLN-----------------NTFCELWTSVD 
 
VLCVTASIETLCIIAVDR---------YIAI----------------------------- 
 
--------T-RPLR-HK--VLLN------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------K-CRARIIVCIVW--IVSA-------------------- 
 
---------------C----------ISFI-P-IM---------YG-------FW----R 
 
----------RD------------------------------------------------ 
 
--PNDDVATACY-----S-------------D---TN-----------------CCDFIT 
 
NM--TYAIISSVVS-------FYIPLFIMIFVYA----RVFLIATRQV------------ 
 
-------------QL--------------------------------------------- 
 
-------------------I--------DKNR---------------------LRFQ--- 
 
----------------------------------------------------NE------ 
 
-YMGNQ------------------------------------------------------ 
 
-----------------------------VQP-------------------------P-T 
 
IGNNNLP----------------------------------------------------- 
 
-----------SMCNNVGGMTAKRKSSRRRPS---------------------------- 
 
------------------------------------------------------------ 
 



------------------------------------------------------------ 
 
RLTV-----I--------------------KEHKA----L-KTLGIIMGVFTL------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------VANIIYAF------------------ 
 
------------------------------------------------------------ 
 
V-PQDK--Y--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------F-----F--RL----------LN---------------- 
 
----------WLGYINSGLNP--------------------------------IIYC-RS 
 
--PEFRTA---FKNLL----------ACP--WIPSIKMNFLYKEFQIRCPC--------- 
 
-------------------------------------------------------FLGSA 
 
EPGMSGSFQKPPTSPDALPEDGSSQSSYRSEEPSPGPPHSNGSTFFSEISEPETEL---- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Oncorhynchus_mykiss_beta_3b_adrenergic_receptor_gi33860241 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
---------------------------------------MHEKSILP------------L 
 
CMSFLM-----------KMD-----------------FNLSSIVLYAVNTTVTPF----- 
 
HNN------TG------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



------------------------------------------------------------ 
 
------------------------------------------PYHP--AA--GPWS---- 
 
-------------------------------------------------LLLLVI---II 
 
MTIVVG----------------------------NLLVIIAIARTSQLQ-TM-TNIFIMS 
 
LACADLIMGVLVVPLGATIVVT-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-NWQLS-----------------DMSCELWTSVD 
 
VLCVTASIETLCVIAVDR---------YIAI----------------------------- 
 
--------T-RPLR-HK--VLLN------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------K-WRARLIVCVVW--IVSA-------------------- 
 
---------------L----------ISFV-P-IM---------NQ-------LW----- 
 
----------RA------------------------------------------------ 
 
--EEDPEAMVCY-----Q------------------D-----P---------A-CCDFMT 
 
NS--TFAIISSVVS-------FYIPLLIMIFVYV----KVFLIATRQV------------ 
 
-------------QL--------------------------------------------- 
 
-------------------I--------DKTR---------------------LRFQ--- 
 
----------------------------------------------------SE------ 
 
-WPAPT------------------------------------------------------ 
 
------------------TTQLSNHSCNILPL-------------------------G-- 
 
YGGSSSC----------------------------------------------------- 
 



------------------TSSPRKRSSKRRPS---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
RLTV-----V--------------------KEHKA----L-KTLGIIMGTFTL------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------VANIINVF------------------ 
 
---------------------------------------------------D-------- 
 
R-NVPP--G--------------------------------------------------- 
 
-----------------------------------------------E------------ 
 
---------------------I-----F--RL----------LN---------------- 
 
----------WLGYINSGLNP--------------------------------IIYC-RS 
 
--PEFRTA---FKNLL----------GCP--WFSTPRLNTLGVYKEKRTHC--------- 
 
-----------------------------PCFLGSPEAASSFQKPPAAARPEGDESLASS 
 
QSSDKSEEPSPGPPHFNGNTQFSEFSKPENELNWTGEKLTFTTD---------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Oncorhynchus_mykiss_beta_3a_adrenergic_receptor_gi33860239 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
---------------------------------MHE---KSILPLCM------------S 
 
FLMKMD-----------FNL-----------------SSIVLYAVNTTVTP---F----- 
 
HNN------TG------------------------------------------------- 
 



------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------PYHP--AA--GPWS---- 
 
-------------------------------------------------LLLLVI---II 
 
MTIMVG----------------------------NLLVIIAIARTSQLQ-TI-TNIFIMS 
 
LGCADLIMGVLVVPLGATIVLT-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-NWQLS-----------------DTSCELWTSVD 
 
MLCVTASIETLCVIAVDR---------YIAI----------------------------- 
 
--------T-RPLR-HK--VLLN------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------K-WRARLIVCVVW--IVSA-------------------- 
 
---------------L----------ISFV-P-IM---------NQ-------YW----R 
 
----------AE--------------DDPEAV---------------------------- 
 
--LC-------Y-----Q------------------D-----P---------A-CCDFLI 
 
NR--TFAIISSVVS-------FYIPLLIMIFVYA----KVFLIATRQV------------ 
 
-------------QL---------------I----------------------------- 
 
-------------------D---------KIR-----------------------LR--- 
 
----------------------------------------------------FQ------ 
 
-SECPV------------------------------------------------------ 
 



--------------------------PQTQQL-------------------------S-- 
 
HHSNNIL----------------------------------------------------- 
 
------PLGYGGSCSRSSTSSARKRSSRRRPS---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
RLTV-----I--------------------KEHKA----L-KTLGIIMGTFTL------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------VANIINVF------------------ 
 
---------------------------------------------------D-------- 
 
R-NVPP--G--------------------------------------------------- 
 
-----------------------------------------------E------------ 
 
---------------------I-----F--RL----------LN---------------- 
 
----------WLGYVNSGLNP--------------------------------IIYC-RS 
 
--PEFRTA---FKNLL----------GCP--WFSTPRFNIFYKELRTRCPC--------- 
 
------------------------------------------------------------ 
 
-------------FLGSAEAGAASFQKPPAAATPEG------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Cavia_porcellus_beta3_adrenergic_receptor_gi1256416 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
---------------------------------MAPWP---------------------- 
 
----HENSSA-----------------------------A----P--------------- 
 



-WPDTP-----------TLA-----------------------------PN---T----- 
 
ANT------SG------------------------------------------------- 
 
------------------------------------------------------------ 
 
-L---------------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------------------------------P---G--VPWA---- 
 
A-----------------------------------AL--A--------GALLA------ 
 
LATVGG----------------------------NLLVIVAIACTPRLQT-M-TNVFVTS 
 
LAAADLVVGLLVVPPGATLALT-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-HWPLG-----------------ATGCELWTSVD 
 
VLCVTASIETLCALAVDR---------YLAV----------------------------- 
 
--------T-NPLR-YR--AVVT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------K-RRARAAVALVW--AVAA-------------------- 
 
---------------A----------VSFA-P-IM---------SQ--------W----W 
 
----------RA--------------G-ADAE---------------------AQ----- 
 
--LC-------H-----G------------------N-----P---------R-CCAFVS 
 
NV--PYALLSSSVS-------FYLPLLVMLFVYA----RVFLVAQRQL------------ 
 
-------------RL---------------L----------------------------- 
 
-------------------R---------EEV-----------------------GR--- 
 



------------------------------------F-P-------------PQ------ 
 
-----G-----------------------------------------------S------ 
 
----------PRIRSRSASPAQ--------GG-------------------------G-- 
 
MRTAPAG---------------------------E---APCG-P---------------- 
 
-----------------------------RPA---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
RLLP-----L--------------------RERRA----L-RTLGLIVGTFAL------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------LANVLRAL------------------ 
 
------------------------------------G---G----------P-------- 
 
S-LVPN--S--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------V-----L--LP----------LN---------------- 
 
----------WLGYVNSAFNP--------------------------------LIYC-RS 
 
--PDFR------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Cavia_porcellus_beta_3_adrenoceptor_gi76574173 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



------------------------------------------------------------ 
 
---------------------------------------MASWTAPW------------T 
 
PGNRSL-----------GSW-----------------------------PD---A----- 
 
PTL------AP------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------DPSGP--PG--VPWA---- 
 
A------------------------------------------------AVAGTL---LA 
 
LATVGG----------------------------NLLVTAAIALTPRLQ-TI-TNVFVTS 
 
LAAADLVVGLLVVPPGATLALT-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-HWPLG-----------------TTGCELWTSLD 
 
VLCVTASIETLCALAVDR---------YLAV----------------------------- 
 
--------T-NPLR-YR--AVVT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------K-RRARAAVALVW--AVAA-------------------- 
 
---------------A----------VSFA-P-IM---------SQ--------W----W 
 
----------RA--------------GADAEAQ--------------------------- 
 
--LC-------H------------------------G----NP---------R-CCAFVS 
 
NV--PYAPLSSSVS-------FYLPLLVMLFVYA----RVFLVAQRQL------------ 
 



-------------RL---------------L----------------------------- 
 
-------------------R---------EEV-----------------------GR--- 
 
----------------------------------------------------FP------ 
 
-PQGSP------------------------------------------------------ 
 
------------------------------RI-------------------------R-- 
 
SRSASPA----------------------------------------------------- 
 
------------QGAGMRTAPACEAPCGPRPA---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
RLLP-----L--------------------RERRA----L-RTLGLIVGTFAL------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------LANVLRAL------------------ 
 
------------------------------------G--GP------------------- 
 
S-LVPN--S--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------V-----L--LT----------LN---------------- 
 
----------WLGYINSAFYP--------------------------------LIYC-RS 
 
--PDFRSA---FRRPV-----------CG--CPGRGPPGRANPAGRTAR----------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Mus_musculus_beta_3b_adrenergic_receptor_splice_variant_gi6
180060 



 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-MAPWP-------------------------------HRNGSLALWSDAPTLDPS----- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------AANTS--GLPGVPWA---- 
 
-------------------------------------------------AALAGAL--LA 
 
LATVGG----------------------------NLLVIIAIARTPRLQ-TI-TNVFVTS 
 
LAAADLVVGLLVMPPGATLALT-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-HWPLG-----------------ETGCELWTSVD 
 
VLCVTASIETLCALAVDR---------YLAV----------------------------- 
 
--------T-NPLR-YG--TLVT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------K-RRARAAVVLVW--IVSA-------------------- 
 
---------------A----------VSFA-P--I---------MS-------QW----W 
 
----------RV------------------------------------------------ 



 
-----------GADAEAQ------------------E-CHSNP---------R-CCSFAS 
 
NM--PYALLSSSVS-------FYLPLLVMLFVYA----RVFVVAKRQR------------ 
 
-------------HL--------------------------------------------- 
 
-------------------L-----------------------------------RR--- 
 
----------------------------------------------------ELGRFSPE 
 
ESPPSP------------------------------------------------------ 
 
---------------------------------------------------------SRS 
 
PSPATGG----------------------------------------------------- 
 
----------------TPAAPDGVPPCGRRPA---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
RLLP-----L--------------------REHRA----L-RTLGLIMGIFSL------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------LANVLRAL------------------ 
 
------------------------------------A--GP------------------- 
 
S-LVPS--G--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------V-----F--IA----------LN---------------- 
 
----------WLGYANSAFNP--------------------------------VIYCRS- 
 
--PDFRDA---FRRLL-----------CSYGGRGPEEPRAVTFPASPVEAR--------- 
 
------------------------------------------------------------ 
 
------------------------QSPPLNSSLLREPRHLYTCLGYP------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 



 
--------------------------- 
 
>Mus_musculus_unnamed_protein_product_gi74202023 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-MAPWP-------------------------------HRNGSLALWSDAPTLDPS----- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------------------------AANTSGLPGVPWA---- 
 
-------------------------------------------------AALAGAL--LA 
 
LATVGG----------------------------NLLVIIAIARTPRLQ-TI-TNVFVTS 
 
LAAADLVVGLLVMPPGATLALT-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-HWPLG-----------------ETGCELWTSVD 
 
VLCVTASIETLCALAVDR---------YLAV----------------------------- 
 
--------T-NPLR-YG--TLVT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------K-RRARAAVVLVW--IVSA-------------------- 



 
---------------A----------VSFA-P-IM---------SQ--------W----W 
 
----------RV------------------------------------------------ 
 
-----------GADAEAQ------------------ECHSNPR-----------CCSFAS 
 
NM--PYALLSSSVS-------FYLPLLVMLFVYA----RVFVVAKRQR------------ 
 
-------------HL--------------------------------------------- 
 
-------------------L-----------------------------------RR--- 
 
----------------------------------------------------ELGRFSPE 
 
ESPPSP------------------------------------------------------ 
 
---------------------------------------------------------SRS 
 
PSPATGG----------------------------------------------------- 
 
----------------TPAAPDGVPPCGRRPA---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
RLLP-----L--------------------REHRA----L-RTLGLIMGIFSL------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------LANVLRAL------------------ 
 
------------------------------------A--GP------------------- 
 
S-LVPS--G--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------V-----F--IA----------LN---------------- 
 
----------WLGYANSAFNP--------------------------------VIYCRS- 
 
--PDFRDA---FRRLL-----------CSYGGRGPEEPRAVTFPASPVEAR--------- 
 
------------------------------------------------------------ 
 
-----------------QSPPLNRFDGYEGARPFPT------------------------ 



 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Mus_musculus_beta_3_adrenergic_receptor_gi50110 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------------------M---------------------- 
 
----APWPHR-----------------------------NGSLAL--------------- 
 
-WSDAP-----------TLD-----------------------------PS---A----- 
 
ANT------SG------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------------------------LP---G--VPWA---- 
 
A------------------------------------------------ALAGAL---LA 
 
LATVGG----------------------------NLLVIIAIARTPRLQ-TI-TNVFVTS 
 
LAAADLVVGLLVMPPGATLALT-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-HWPLG-----------------ETGCELWTSVD 
 
VLCVTASIETLCALAVDR---------YLAV----------------------------- 
 
--------T-NPLR-YG--TLVT------------------------------------- 



 
------------------------------------------------------------ 
 
---------------------K-RRARAAVVLVW--IVSA-------------------- 
 
---------------A----------VSFA-P-IM---------SQ--------W----W 
 
----------RV--------------GADAEA----------------------Q----- 
 
--EC-------H-----S------------------N-----P---------R-CCSFAS 
 
NM--PYALLSSSVS-------FYLPLLVMLFVYA----RVFVVAKRQR------------ 
 
-------------HL---------------L----------------------------- 
 
-------------------R---------REL-----------------------GR--- 
 
------------------------------------F-S-------------PE------ 
 
--ESPP------------------------------------------------------ 
 
--------------SPSRSPSPA---TGGTPA-------------------------A-- 
 
PDGVPPC---------------------------G------------------------- 
 
----------------------------RRPA---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
RLLP-----L--------------------REHRA----L-RTLGLIMGIFSL------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------LANVLRAL------------------ 
 
------------------------------------A---G----------P-------- 
 
S-LVPS--G--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------V-----F--IA----------LN---------------- 
 
----------WLGYANSAFNP--------------------------------VIYC-RS 
 
--PDFRDA---FRRLL----------CSY--GGRGPEEPRAVTFPASPVEARQSPPLNR- 



 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Rattus_norvegicus_adrenergic_receptor_beta_3_gi6978463 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-MAPWP-------------------------------HKNGSLAFWSDAPTLDPS----- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------AANTS--GLPGVPWA---- 
 
-------------------------------------------------AALAGAL--LA 
 
LATVGG----------------------------NLLVITAIARTPRLQ-TI-TNVFVTS 
 
LATADLVVGLLVMPPGATLALT-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-HWPLG-----------------ATGCELWTSVD 



 
VLCVTASIETLCALAVDR---------YLAV----------------------------- 
 
--------T-NPLR-YG--TLVT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------K-RRARAAVVLVW--IVSA-------------------- 
 
---------------T----------VSFA-P--I---------MS-------QW----W 
 
----------RV------------------------------------------------ 
 
-----------GADAEAQ------------------E-CHSNP---------R-CCSFAS 
 
NM--PYALLSSSVS-------FYLPLLVMLFVYA----RVFVVAKRQR------------ 
 
-------------RF--------------------------------------------- 
 
-------------------------------------------------------VR--- 
 
----------------------------------------------------RE------ 
 
-LGRFP------------------------------------------------------ 
 
------------------------------------------------------------ 
 
PEESPRS----------------------------------------------------- 
 
-----PSRSPSPATVGTPTASDGVPSCGRRPA---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
RLLP-----L--------------------GEHRA----L-RTLGLIMGIFSL------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------LANVLRAL------------------ 
 
------------------------------------V--GP------------------- 
 
S-LVPS--G--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------V-----F--IA----------LN---------------- 



 
----------WLGYANSAFNP--------------------------------LIYCRS- 
 
--PDFRDA---FRRLL-----------CSYGGRGPEEPRVVTFPASPVASR--------- 
 
------------------------------------------------------------ 
 
-----------------QNSPLNRFDGYEGERPFPT------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Rattus_sp_beta_3_adrenergic_receptor_beta_3_AR_gi298307 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
---------------------------------MAPWP---------------------- 
 
----HKNGSL---------------------------------AF--------------- 
 
-WSDAP-----------TLD-----------------------------PS---A----- 
 
ANT------SG------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------------------------LP---G--VPWA---- 
 
A------------------------------------------------ALAGAL---LA 
 
LATVGG----------------------------NLLVITAIARTPRLQ-TI-TNVFVTS 
 
LATADLVVGLLVMPPGATLALT-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 



 
------------------------------------------------------------ 
 
-------------------------G-HWPLG-----------------ATGCELWTSVD 
 
VLCVTASIETLCALAVDR---------YLAV----------------------------- 
 
--------T-NPLR-YG--TLVT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------K-RRARAAVVLVW--IVSA-------------------- 
 
---------------T----------VSFA-P-IM---------SQ--------W----W 
 
----------RV--------------GADAEAQ--------------------------- 
 
--EC-------H-----S------------------N-----P---------R-CCSFAS 
 
NM--PYALLSSSVS-------FYLPLLVMLFVYA----RVFVVAKRQR------------ 
 
-------------RL---------------L----------------------------- 
 
-------------------R---------REL-----------------------GR--- 
 
------------------------------------FPP-------------EE------ 
 
--SPRS------------------------------------------------------ 
 
---------------PSRSPSPA---TVGTPT-------------------------A-- 
 
SDGVPSC---------------------------G------------------------- 
 
----------------------------RRPA---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
RLLP-----L--------------------GEHRA----L-RTLGLIMGIFSL------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------LANVLRAL------------------ 
 
------------------------------------V---G----------P-------- 
 
S-LVPS--G--------------------------------------------------- 



 
------------------------------------------------------------ 
 
---------------------V-----F--IA----------LN---------------- 
 
----------WLGYANSAFNP--------------------------------LIYC-RS 
 
--PDFRDA---FRRLL----------CSY--GGRGPEEPRVVTFPASPVAS--------- 
 
------------------------------------------------------------ 
 
---------------RQNSPLNRFDGYEGERPFPT------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Canis_familiaris_adrenergic_beta_3_receptor_gi50979252 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-MAPWP-----------HGN-----------------GSVASWPAAPTPTPDAAN----- 
 
TSG------LP------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------------------------------G--APWA---- 
 
V-----------------------------------AL--A--------GALLAL---EV 
 
LATVGG----------------------------NLLVIVAIARTPRLQ-TM-TNVFVTS 
 
LATADLVVGLLVVPPGATLALT-------------------------------------- 
 
------------------------------------------------------------ 



 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-RWPLG-----------------ATGCELWTSVD 
 
VLCVTASIETLCALAVDR---------YLAV----------------------------- 
 
--------T-NPLR-YG--ALVT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------K-RRARAAVVLVW--VVSA-------------------- 
 
---------------A----------VSFA-P-IM---------SK--------W----W 
 
----------RV--------------GADAEAQ--------------------------- 
 
--RC-------H-----S------------------N-----P---------H-CCAFAS 
 
NI--PYALLSSSVS-------FYLPLLVMLFVYA----RVFLVATRQL------------ 
 
-------------RL--------------------------------------------- 
 
-------------------L--------RREL-----------------------GR--- 
 
------------------------------------F---------------PP------ 
 
-AESPP------------------------------------------------------ 
 
------------------------------AA-------------------------S-- 
 
RSRSPGP----------------------------------------------------- 
 
--------------ARRCASPAAVPSDRLRPA---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
RLLP-----L--------------------REHRA----L-RTLGLIVGTFTL------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------VANVMRAL------------------ 



 
------------------------------------G--GP------------------- 
 
S-LVPS--P--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------A-----L--LA----------LN---------------- 
 
----------WLGYANSAFNP--------------------------------LIYC-RS 
 
--PDFRSA---FRRLL-----------CR--CRREEHRAAASPPGDPSAAP--------- 
 
------------------------------------------------------------ 
 
---------------AALTSPAESSRCPALDGVS-------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Canis_familiaris_beta_3_adrenergic_receptor_gi1913918 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
---------------------------------------MAPWPH--------------- 
 
-GNGSV-----------ASW-----------------------------PA---A----- 
 
PTP------TP------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
----------------DAAN---------------------TSGLP---G--APWA---- 
 
V-----------------------------------AL--A--------GALLAL---EV 
 
LATVGG----------------------------NLLVIVAIARTPRLQ-TM-TNVFVTS 



 
LATADLVVGLLVVPPGATLALT-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-RWPLG-----------------ATGCELWTSVD 
 
VLCVTASIETLCALAVDR---------YLAV----------------------------- 
 
--------T-NPLR-YG--ALVT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------K-RRARAAVVLVW--VVSA-------------------- 
 
---------------A----------VSFA-P-IM---------SK--------W----W 
 
----------RV--------------GADAEAQ--------------------------- 
 
--RC-------H-----S------------------N-----P---------H-CCAFAS 
 
NI--PYALLSSSVS-------FYLPLLVMLFVYA----RVFLVATRQL------------ 
 
-------------RL---------------L----------------------------- 
 
-------------------R---------REL-----------------------GR--- 
 
------------------------------------F-P-------------PA------ 
 
--ESPP------------------------------------------------------ 
 
--------------AASRSRSPG---PARRCA-------------------------S-- 
 
PAAVPSD---------------------------R------------------------- 
 
----------------------------LRPA---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
RLLP-----L--------------------REHRA----L-RTLGLIVGTFTL------- 



 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------VANVMRAL------------------ 
 
------------------------------------G---G----------P-------- 
 
S-LVPS--P--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------A-----L--LA----------LN---------------- 
 
----------WLGYANSAFNP--------------------------------LIYC-RS 
 
--PDFRSA---FRRLL-----------CR--CRREEHRAAASPPGDPSAAP--------- 
 
------------------------------------------------------------ 
 
---------------AALTSPAESSRCQALDGASWGIS---------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Sus_scrofa_beta_3_adrenergic_receptor_BAR3_gi8980849 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-MAPWP-----------QGN-----------------SSLPPRPDVSTLAPNNAN----- 
 
TSG------LP------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------------------------------G--VPWA---- 



 
V-----------------------------------AL--A--------GALLAP---AV 
 
LATVGG----------------------------NLLVIVAIARTPRLQ-TM-TNVFVTS 
 
LATADLVVGLLVVPPGTTLALT-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-HWPLG-----------------ATCCELWTSVD 
 
VLCVTASIETLCALAVDR---------YLAV----------------------------- 
 
--------T-NPLR-YG--ALVT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------K-RRARAAVVLVW--VVSA-------------------- 
 
---------------A----------VSFA-P-IM---------SK--------W----W 
 
----------RV--------------GADAEA---------------------------- 
 
-----------------Q-------------R---CH---SNP---------S-CCTFAS 
 
NM--PYALLSSSVS-------FYLPLLVMLFVYA----RVFVVATSQL------------ 
 
-------------RL--------------------------------------------- 
 
-------------------L--------RWEL-----------------------SR--- 
 
------------------------------------F---------------PP------ 
 
-EESPP------------------------------------------------------ 
 
----------------------------APSR-------------------------S-- 
 
QSPAPGR----------------------------------------------------- 
 
----------------PWPSPAGVPSHGRRPA---------------------------- 
 
------------------------------------------------------------ 



 
------------------------------------------------------------ 
 
RLLP-----L--------------------REHRA----L-CTLGLIMGTFTL------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------VVNVVRAL------------------ 
 
------------------------------------G--GP------------------- 
 
S-LVPV--P--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------A-----F--LA----------LN---------------- 
 
----------WLGYANSAFNP--------------------------------LIYC-HS 
 
--PDFRSA---FRRLL-----------CR--CGPEEHLAAASPPRAPSGAP--------- 
 
------------------------------------------------------------ 
 
--------------ETLTHPAESRQSPPLNEASWGLFRP--------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Bos_taurus_adrenergic_beta_3_receptor_gi27806327 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-MAPWP-----------PGN-----------------SSLTPWPDIPTLAPNTAN----- 
 
ASG------LP------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 



 
------------------------------------------------------------ 
 
-------------------------------------------------G--VPWA---- 
 
V-----------------------------------AL--A--------GALLAL---AV 
 
LATVGG----------------------------NLLVIVAIARTPRLQ-TM-TNVFVTS 
 
LATADLVVGLLVVPPGATLALT-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-HWPLG-----------------VTGCELWTSVD 
 
VLCVTASIETLCALAVDR---------YLAV----------------------------- 
 
--------T-NPLR-YG--ALVT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------K-RRALAAVVLVW--VVSA-------------------- 
 
---------------A----------VSFA-P-IM---------SK--------W----W 
 
----------RI--------------GADAEAQ--------------------------- 
 
--RC-------H------------------------S----NP---------R-CCTFAS 
 
NM--PYALLSSSVS-------FYLPLLVMLFVYA----RVFVVATRQL------------ 
 
-------------RL--------------------------------------------- 
 
-------------------L--------RREL-----------------------GR--- 
 
------------------------------------F---------------PP------ 
 
-EESPP------------------------------------------------------ 
 
------------------------------AP-------------------------S-- 
 
RSGSPGL----------------------------------------------------- 



 
--------------AGPCASPAGVPSYGRRPA---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
RLLP-----L--------------------REHRA----L-RTLGLIMGTFTL------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------VVNVVRAL------------------ 
 
------------------------------------G--GP------------------- 
 
S-LVSG--P--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------T-----F--LA----------LN---------------- 
 
----------WLGYANSAFNP--------------------------------LIYC-RS 
 
--PDFRSA---FRRLL-----------CR--CRPEEHLAAASPPRAPSGAP--------- 
 
------------------------------------------------------------ 
 
---------------TALTSPAGPMQPPELDGASCGLS---------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Capra_hircus_beta_3_adrenergic_receptor_beta3_adrenoceptor_
gi4588548 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-MAPWP-----------PRN-----------------SSLTPWPDIPTLAPNTAN----- 
 



ASG------LP------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------------------------------G--VPWA---- 
 
V-----------------------------------AL--A--------GALLAL---AV 
 
LAIVGG----------------------------NLLVIVAIARTPRLQ-TM-TNVFVTS 
 
LATADLVVGLLVVPPGATLALT-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-HWPLG-----------------VTGCELWTSVD 
 
VLCVTASIETLCALAVDR---------YLAV----------------------------- 
 
--------T-NPLR-YG--ALVT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------K-RRARAAVVLVW--VVSA-------------------- 
 
---------------A----------VSFA-P-IM---------SK--------W----W 
 
----------RV--------------GADAEAQ--------------------------- 
 
--RC-------H-----S------------------N-----P---------R-CCTFAS 
 
NM--PYALLSSSVS-------FYLPLLVMLFVYA----RVFVVATRQL------------ 
 
-------------RL--------------------------------------------- 
 
-------------------L--------RREL-----------------------GR--- 
 
------------------------------------F---------------PP------ 
 



-EESPP------------------------------------------------------ 
 
------------------------------AP-------------------------S-- 
 
RSGSPGP----------------------------------------------------- 
 
--------------AGPYASPAGVPSYGRRPA---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
RLLP-----L--------------------REHRA----L-RTLGLIMGTFTL------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------VVNVVRAL------------------ 
 
------------------------------------G--GP------------------- 
 
S-LVSG--P--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------T-----F--LA----------LN---------------- 
 
----------WLGYANSAFNP--------------------------------LIYC-RS 
 
--PDFQSA---FRRLL-----------CR--CRPEEHLAAASPPRAPSGAP--------- 
 
------------------------------------------------------------ 
 
---------------RVLTSPAGPRQPSPLDGASCGLS---------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Ovis_aries_beta_3_adrenergic_receptor_gi11127982 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



------------------------------------------------------------ 
 
-MAPWP-----------PGN-----------------SSLTPWPDIPTLAPNTAN----- 
 
ASG------LP------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------------------------------G--VPWA---- 
 
V-----------------------------------AL--A--------GALLAL---AV 
 
LATAGG----------------------------NLLVIVAIARTPRLQ-TM-TNVFVTS 
 
LATADLVVGLLVVPPGATLALT-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-HWPLG-----------------VTGCELWTSVD 
 
VLCVTASIETLCALAVDR---------YLAV----------------------------- 
 
--------T-NPLR-YG--ALVT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------K-RRARAAVVLVW--VVSA-------------------- 
 
---------------A----------VSFA-P-IM---------SK--------W----W 
 
----------RV--------------GADAEAQ--------------------------- 
 
--RC-------H-----S------------------N-----P---------R-CCTFAS 
 
NM--PYALLSSSVS-------FYLPLLVMLFVYA----RVFVVATRQL------------ 
 
-------------RL--------------------------------------------- 
 



-------------------L--------RREL-----------------------GR--- 
 
------------------------------------F---------------PP------ 
 
-EESPP------------------------------------------------------ 
 
------------------------------AP-------------------------S-- 
 
RSGSPGP----------------------------------------------------- 
 
--------------AGPYASPAGVPSYGRRPA---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
RLLP-----L--------------------REHRA----L-RTLGLIMGTFTL------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------VVNVVRAL------------------ 
 
------------------------------------G--GP------------------- 
 
S-VVSG--P--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------T-----F--LA----------LN---------------- 
 
----------WLGYANSAFNP--------------------------------LIYC-RS 
 
--PDFRSA---FRRLL-----------CR--CPPEEHLAAASPPRAPSGAP--------- 
 
------------------------------------------------------------ 
 
---------------TVLTSPAGPRQPSPLDGASCGLS---------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Ovis_aries_beta_3_adrenergic_receptor_beta3_adrenoceptor_gi
4588546 
 
------------------------------------------------------------ 



 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-MAPWP-----------PGN-----------------SFLTPWPDIPTLAPNTAN----- 
 
ASG------LP------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------------------------------G--VPWA---- 
 
V-----------------------------------AL--A--------GALLAL---AV 
 
LATVGG----------------------------NLLVIVAIARTPRLQ-TM-TNVFVTS 
 
LATADLVVGLLVVPPGATLALT-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-HWPLG-----------------VTGCELWTSVD 
 
VLCVTASIETLCALAVDR---------YLAV----------------------------- 
 
--------T-NPLR-YG--ALVT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------K-RRARAAVVLVW--VVSA-------------------- 
 
---------------A----------VSFA-P-IM---------SK--------W----W 
 
----------RV--------------GADAEAQ--------------------------- 
 
--RC-------H-----S------------------N-----P---------R-CCTFAS 



 
NM--PYALLSSSVS-------FYLPLLVMLFVYA----RVFVVDTRQL------------ 
 
-------------RL--------------------------------------------- 
 
-------------------L--------RREL-----------------------GR--- 
 
------------------------------------F---------------PP------ 
 
-EESPP------------------------------------------------------ 
 
------------------------------AP-------------------------S-- 
 
RSGSPGP----------------------------------------------------- 
 
--------------AGPYASPAGVPSYGRRPA---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
RLLP-----L--------------------REHRA----L-RTLGLIMGTFTL------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------VVNVVRAL------------------ 
 
------------------------------------G--GP------------------- 
 
S-LVSG--P--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------T-----F--LA----------LN---------------- 
 
----------WLGYANSAFNP--------------------------------LIYC-RS 
 
--PDFRSA---FRRLL-----------CR--CPPEEHLAAASPPRAPSGAP--------- 
 
------------------------------------------------------------ 
 
---------------TVLTSPAGPRQPSPLDGASCGLS---------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 



 
>Ovis_aries_beta_3_adrenergic_receptor_gi82468608 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-MAPWP-------------------------------PGNSSLTPWPDIPTLAPN----- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------TANAS--GLPGVPWA---- 
 
------------------------------------VALA---------GALLAL---AV 
 
LATXGG----------------------------NLLVIVAIARTPRLQ-TM-TNVFVTS 
 
LATADLVVGLLVVPPGATLALT-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-HWPLG-----------------VTGCELWTSVD 
 
VLCVTASIETLCALAVDR---------YLAV----------------------------- 
 
--------T-NPLR-YG--ALVT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------K-RRARAAVVLVW--VVSA-------------------- 
 
---------------A----------VSFA-P-IM---------SK--------W----W 



 
----------RV------------------------------------------------ 
 
-----------GADAEAQ------------------RCHSNPR-----------CCTFAS 
 
NM--PYALLSSSVS-------FYLPLLVMLFVYA----RVFVVATRQL------------ 
 
-------------RL--------------------------------------------- 
 
---------------------------LRREL-----------------------GR--- 
 
------------------------------------------------------------ 
 
-FPPEE------------------------------------------------------ 
 
---------------------------------------------------------SPP 
 
APSRSGS----------------------------------------------------- 
 
-----------PGPAGPYASPAGVPSYGRRPA---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
RLLP-----L--------------------REHRA----L-RTLGLIMGTFTL------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------VVNVVRAL------------------ 
 
------------------------------------G--GP------------------- 
 
SLVSGP--T--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------------F--LA----------LN---------------- 
 
----------WLGYANSAFNP--------------------------------LIYCRS- 
 
--PDFRSA---FRRLL-----------CR--CPPEEHLAAASPPRAPSGAP--------- 
 
------------------------------------------------------------ 
 
---------------TVLTSPAGPRQPSPLDGASCGLS---------------------- 
 
------------------------------------------------------------ 



 
------------------------------------------------------------ 
 
--------------------------- 
 
>Ovis_aries_beta_3_adrenergic_receptor_gi11127984 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-MAPWP-------------------------------PGNSSLTPWPDIPTLAPN----- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------TANAS--GLPGVPWA---- 
 
------------------------------------VALA---------GALLAL---AV 
 
LATVGG----------------------------NLLVIVAIARTPRLQ-TM-TNVFVTS 
 
LATADLVVGLLVVPPGATLALT-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-HWPLG-----------------VTGCELWTSVD 
 
VLCVTASIETLCALAVDR---------YLAV----------------------------- 
 
--------T-NPLR-YG--ALVT------------------------------------- 
 
------------------------------------------------------------ 



 
---------------------K-RRARAAVVLVW--VVSA-------------------- 
 
---------------A----------VSFA-P--I---------MS-------KW-WRVG 
 
ADAEAQRCHSNP------------------------------------------------ 
 
-----------------R------------------------------------CCTFAS 
 
NM--PYALLSSSVS-------FYLPLLVMLFVYA----RVFVVATRQL------------ 
 
-------------RL--------------------------------------------- 
 
-------------------L--------RREL-----------------------GR--- 
 
------------------------------------------------------------ 
 
-FPPEE------------------------------------------------------ 
 
---------------------------------------------------------SPP 
 
APSRSGS----------------------------------------------------- 
 
-----------PGPAGPYASPAGVPSYGRRPA---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
RLLP-----L--------------------REHRA----L-RTLGLIMGTFTL------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------VVNVVRAL------------------ 
 
------------------------------------G--GP------------------- 
 
S-LVSG-PT--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------------F--LA----------LN---------------- 
 
----------WLGYANSAFNP--------------------------------LIYCRS- 
 
--PDFRSA---FRRLL-----------CR--CPPEEHLAAASPPRAPSGAP--------- 
 
------------------------------------------------------------ 



 
---------------TVLTSPAGPRQPSPLDGASCGLS---------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Ovis_aries_beta_3_adrenergic_receptor_gi11127976 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-MAPWP-------------------------------PGNSSLTPWPDIPTLAPN----- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------TANAS--GLPGVPWA---- 
 
------------------------------------VALA---------GALLAL---AV 
 
LATVGG----------------------------NLLVIVAIARTPRLQ-TM-TNVFVTS 
 
LATADLVVGLLVVPPGATLALT-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-HWPLG-----------------VTGCELWTSVD 
 
VLCVTASIETLCALAVDR---------YLAV----------------------------- 



 
--------T-NPLR-YG--ALVT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------K-RRARAAVVLVW--VVSA-------------------- 
 
---------------A----------VSFA-P-IM---------SK--------W----W 
 
----------RV------------------------------------------------ 
 
-----------GADAEAQ------------------RCHSNPR-----------CCTFAS 
 
NM--PYALLSSSVS-------FYLPLLVMLFVYA----RVFVVATRQL------------ 
 
-------------RL--------------------------------------------- 
 
---------------------------LRREL-----------------------GR--- 
 
------------------------------------------------------------ 
 
-FPPEE------------------------------------------------------ 
 
---------------------------------------------------------SPP 
 
APSRSGS----------------------------------------------------- 
 
-----------PGPAGPYASPVGVPSYGRRPA---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
RLLP-----L--------------------REHRA----L-RTLGLIMGTFTL------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------VVNVVRAL------------------ 
 
------------------------------------G--GP------------------- 
 
SLVSGP--T--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------------F--LA----------LN---------------- 
 
----------WLGYANSAFNP--------------------------------LIYCRS- 



 
--PDFRSA---FRRLL-----------CR--CPPEEHLAAASPPQAPSGAP--------- 
 
------------------------------------------------------------ 
 
---------------TVLTSPAGPRQPSPLDGASCGLS---------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Ovis_aries_beta_3_adrenergic_receptor_gi11127986 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
---------------------------------MAPWP---------------------- 
 
----PGNSSL---------------------------------TP--------------- 
 
-WPDIP-----------TLA-----------------------------PN---T----- 
 
ANA------SG------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------------------------LP---G--VPWA---- 
 
V-----------------------------------AL--A--------GALLAL---AV 
 
LATVGG----------------------------NLLVIVAIARTPRLQ-TM-TNVFVTS 
 
LATADLVVGLLVVPPGATLALT-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 



 
-------------------------G-HWPLG-----------------VTGCELWTSVD 
 
VLCVTASIETLCALAVDR---------YLAV----------------------------- 
 
--------T-NPLR-YG--ALVT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------K-RRARAAVVLVW--VVSA-------------------- 
 
---------------A----------VSFA-P-IM---------SK--------W----W 
 
----------RV--------------GADAEAQ--------------------------- 
 
--RC-------H-----S------------------N-----P---------R-CCTFAS 
 
NM--PYALLSSSVS-------FYLPLLVMLFVYA----RVFVVATRQL------------ 
 
-------------RL---------------L----------------------------- 
 
-------------------R---------REL-----------------------GR--- 
 
------------------------------------F-P-------------PE------ 
 
--ESPP------------------------------------------------------ 
 
--------------APSRSGSPG---PAGPYA-------------------------S-- 
 
PVGVPSY---------------------------G------------------------- 
 
----------------------------RRPA---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
RLLP-----L--------------------REHRA----L-RTLGLIMGTFTL------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------VVNVVRAL------------------ 
 
------------------------------------G---G----------P-------- 
 
S-LVSG--P--------------------------------------------------- 
 
------------------------------------------------------------ 



 
---------------------T-----F--LA----------LN---------------- 
 
----------WLGYANSAFNP--------------------------------LIYC-RS 
 
--PDFRSA---FRRLL-----------CR--CPPEEHLAAASPPRAPSGAP--------- 
 
------------------------------------------------------------ 
 
---------------TVLTSPAGPRQPSPLDGASCGLS---------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Felis_catus_beta_3_adrenergic_receptor_gi57163877 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-MAPWP-----------HGN-----------------GSLASWPDAPTLTPNTAN----- 
 
TSG------LP------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------------------------------G--VPWA---- 
 
V-----------------------------------AL--A--------GALLAL---AV 
 
LATVGG----------------------------NLLVIVAIARTPRLQ-TM-TNVFVTS 
 
LATADLVVGLLVVPPGATLALT-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 



 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-HWPLG-----------------ATGCELWTSVD 
 
VLCVTASIETLCALAVDR---------YLAV----------------------------- 
 
--------T-NPLR-YG--ALVT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------K-RRARAAVVLVW--VVSA-------------------- 
 
---------------A----------VSFA-P-IM---------SK--------W----W 
 
----------RV--------------GADAEA---------------------------- 
 
-----------------Q-------------R---CH---SNP---------H-CCAFAS 
 
NI--PYALLSSSVS-------FYLPLLVMLFVYA----RVFVVATRQL------------ 
 
-------------RL--------------------------------------------- 
 
-------------------L--------RGEL-----------------------GR--- 
 
------------------------------------F---------------PP------ 
 
-GESPP------------------------------------------------------ 
 
--------------------------AASRSM-------------------------S-- 
 
PAPAGPC----------------------------------------------------- 
 
------------------ASPAGVPSYGRRPA---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
RLLP-----L--------------------REHRA----L-RTLGLIMGTFSL------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------VANVVRAL------------------ 
 
------------------------------------G--GP------------------- 



 
S-LVPS--P--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------A-----F--LA----------LN---------------- 
 
----------WLGYANSAFNP--------------------------------LIYC-RS 
 
--PDFRSA---FRRLL-----------CR--CRLEERHAAASGAGETSDAP--------- 
 
------------------------------------------------------------ 
 
----------------------AALTRPAESGLPGGIS---------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Saguinus_oedipus_adrenergic_receptor_beta_3_gi23379645 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
---------SG------------------------------------------------- 
 
------------------------------------------------------------ 
 
-L---------------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------------------------------Q---G--VPWA---- 
 
A-----------------------------------AL--A--------GALLAL---AV 
 
LATVGG----------------------------NLLVIVAIARTPRLQT-M-TNVFVTS 
 
LATADLVVGLLVVPPGATLALT-------------------------------------- 



 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-HWPSG-----------------ATGCELWTSVD 
 
VLCVTASIETLCALAVDR---------YLAV----------------------------- 
 
--------T-NPLR-CS--ALVT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------K-RRARAAVVLVW--VVSA-------------------- 
 
---------------A----------VSFA-P-IM---------SQ--------W----W 
 
----------RV--------------G-ADAE---------------------AQ----- 
 
--RC-------H-----S------------------N-----P---------R-CCAFAS 
 
NM--PYVLLSSSVS-------FYLPLLVMLFVYA----RVFVVATRQL------------ 
 
-------------RL---------------L----------------------------- 
 
-------------------R---------GEL-----------------------RR--- 
 
------------------------------------F-P-------------PE------ 
 
-----E-----------------------------------------------S------ 
 
----------PPAPSRTLAPSR--------P--------------------------G-- 
 
TCAPAEA---------------------------V---PACG-R---------------- 
 
-----------------------------RPE---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
RLLP-----L--------------------REHRA----L-CTLGLIMGTFTL------- 
 
-------------CW---------------------------LP---------------- 



 
--------------------------FF------LANVLRAL------------------ 
 
------------------------------------G---G----------P-------- 
 
S-LVPG--P--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------A-----F--LA----------LN---------------- 
 
----------WLGYANSA------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Macaca_mulatta_beta_3_adrenergic_receptor_gi6425114 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-MAPWP-----------HGN-----------------SSLVPWPDVPTLAPNTAN----- 
 
TSG------LP------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------------------------------G--VPWA---- 
 
A-----------------------------------AL--A--------GALLAL---AV 



 
LATVGG----------------------------NLLVIVAITRTPRLQ-TM-TNVFVTS 
 
LAAADLVMGLLVVPPAATLVLT-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-HWPLG-----------------ATGCELWTSVD 
 
VLCVTASIETLCALAVDR---------YLAV----------------------------- 
 
--------T-NPLR-YG--ALVT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------K-RRARAAVVLVW--VVSA-------------------- 
 
---------------A----------VSFA-P-IM---------SQ--------W----W 
 
----------RV--------------GADAEAQ--------------------------- 
 
--RC-------H------------------------S----NP---------R-CCAFAS 
 
NM--PYVLLSSSVS-------FYLPLLVMLFVYA----RVFVVATRQL------------ 
 
-------------RL--------------------------------------------- 
 
-------------------L--------RWEL-----------------------GR--- 
 
------------------------------------F---------------PP------ 
 
-EESSP------------------------------------------------------ 
 
--------------------------ALSRSL-------------------------A-- 
 
PAPAGTC----------------------------------------------------- 
 
------------------APPEGVPACCRRPA---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 



 
RLLP-----L--------------------REHRA----L-CTLGLIMGTFTL------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------LANVLRAL------------------ 
 
------------------------------------G--GP------------------- 
 
S-LVPD--P--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------A-----F--LA----------LN---------------- 
 
----------WLGYANSAFNP--------------------------------LIYC-RS 
 
--PDFRSA---FRRLL-----------CH--CGGRLPREPCAADRPASSPR--------- 
 
------------------------------------------------------------ 
 
-----------APLRPGPAPRSPGFASGSTGLLGEFLRPEGQEATLR------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Pongo_pygmaeus_adrenergic_receptor_beta_3_gi23379643 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-SGLPG------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 



 
----------------------------------------------------VPWA---- 
 
----------------------------------AALA-----------GALLAL---AV 
 
LATVGG----------------------------NLLVIVAIARTPRLQ-TM-TNVFVTS 
 
LAAADLVMGLLVVPPAATLALT-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-HWPLG-----------------ATGCELWTSVD 
 
VLCVTASIETLCALAVDR---------YLAV----------------------------- 
 
--------T-NPLR-YG--ALVT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------K-RRARTAVVLVW--VVSA-------------------- 
 
---------------A----------VSFA-P-IM---------SQ--------W----W 
 
----------RV------------------------------------------------ 
 
-----------GADAEAQ------------------RCHSNPR-----------CCAFAS 
 
NM--PYVLLSSSVS-------FYLPLLVMLFVYA----RVFVVATRQL------------ 
 
-------------RL--------------------------------------------- 
 
-------------------------------------------------------LR--- 
 
----------------------------------------------------GE------ 
 
-LGRFP------------------------------------------------------ 
 
------------------------------------------------------------ 
 
PEESPPA----------------------------------------------------- 
 
-----PLRSLAPARVGTCALPEGVPACGRRPA---------------------------- 



 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
RLLP-----L--------------------REHRA----L-CTLGLIMGTFTL------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------LANVLRAL------------------ 
 
------------------------------------G----------------------- 
 
GPSLVPGQA--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------------F--LA----------LN---------------- 
 
----------WLGYANSA------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Homo_sapiens_adrenergic_beta_3_receptor_gi4557267 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-MAPWP-------------------------------HENSSLAPWPDLPTLAPN----- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 



 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------TANTS--GLPGVPWE---- 
 
----------------------------------AALA-----------GALLAL---AV 
 
LATVGG----------------------------NLLVIVAIAWTPRLQ-TM-TNVFVTS 
 
LAAADLVMGLLVVPPAATLALT-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-HWPLG-----------------ATGCELWTSVD 
 
VLCVTASIETLCALAVDR---------YLAV----------------------------- 
 
--------T-NPLR-YG--ALVT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------K-RCARTAVVLVW--VVSA-------------------- 
 
---------------A----------VSFA-P--I---------MS-------QW-WRVG 
 
ADAEAQRCHSNP------------------------------------------------ 
 
-----------------R------------------------------------CCAFAS 
 
NM--PYVLLSSSVS-------FYLPLLVMLFVYA----RVFVVATRQL------------ 
 
-------------RL--------------------------------------------- 
 
-------------------------------------------------------LR--- 
 
----------------------------------------------------GE------ 
 
-LGRFP------------------------------------------------------ 
 
------------------------------------------------------------ 



 
PEESPPA----------------------------------------------------- 
 
-----PSRSLAPAPVGTCAPPEGVPACGRRPA---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
RLLP-----L--------------------REHRA----L-CTLGLIMGTFTL------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------LANVLRAL------------------ 
 
------------------------------------G--GP------------------- 
 
S-LVPG-PA--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------------F--LA----------LN---------------- 
 
----------WLGYANSAFNP--------------------------------LIYCRS- 
 
--PDFRSA---FRRLL-----------CR--CGRRLPPEPCAAARPALFPS--------- 
 
------------------------------------------------------------ 
 
------------GVPAARSSPAQPRLCQRLDGASWGVS---------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Homo_sapiens_beta_3_adrenergic_receptor_splice_form_2_human
_gi1070629 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



-MAPWP-------------------------------HENSSLAPWPDLPTLAPN----- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------TANTS--GLPGVPWE---- 
 
----------------------------------AALA-----------GALLAL---AV 
 
LATVGG----------------------------NLLVIVAIAWTPRLQ-TM-TNVFVTS 
 
LAAADLVMGLLVVPPAATLALT-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-HWPLG-----------------ATGCELWTSVD 
 
VLCVTASIETLCALAVDR---------YLAV----------------------------- 
 
--------T-NPLR-YG--ALVT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------K-RCARTAVVLVW--VVSA-------------------- 
 
---------------A----------VSFA-P--I---------MS-------QW-WRVG 
 
ADAEAQRCHSNP------------------------------------------------ 
 
-----------------R------------------------------------CCAFAS 
 
NM--PYVLLSSSVS-------FYLPLLVMLFVYA----RVFVVATRQL------------ 
 
-------------RL--------------------------------------------- 
 
-------------------------------------------------------LR--- 
 



----------------------------------------------------GE------ 
 
-LGRFP------------------------------------------------------ 
 
------------------------------------------------------------ 
 
PEESPPA----------------------------------------------------- 
 
-----PSRSLAPAPVGTCAPPEGVPACGRRPA---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
RLLP-----L--------------------REHRA----L-CTLGLIMGTFTL------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------LANVLRAL------------------ 
 
------------------------------------G--GP------------------- 
 
S-LVPG-PA--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------------F--LA----------LN---------------- 
 
----------WLGYANSAFNP--------------------------------LIYCRS- 
 
--PDFRSA---FRRLL-----------CR--CGRRLPPEPCAAARPALFPS--------- 
 
------------------------------------------------------------ 
 
----GVPAARSSPAQPRLCQRLDGFDSCGGENPLPV------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Homo_sapiens_beta_3_adrenergic_receptor_gi178896 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



-------------------------------------M---------------------- 
 
----APWPHE-----------------------------NSSLAP--------------- 
 
-WPDLP-----------TLA-----------------------------PN---T----- 
 
ANT------SG------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------------------------LP---G--VPWE---- 
 
A-----------------------------------AL--A--------GALLAL---AV 
 
LATVGG----------------------------NLLVIVAIAWTPRLQ-TM-TNVFVTS 
 
LAAADLVMGLLVVPPAATLALT-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-HWPLG-----------------ATGCELWTSVD 
 
VLCVTASIETLCALAVDR---------YLAV----------------------------- 
 
--------T-NPLR-YG--ALVT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------K-RCARTAVVLVW--VVSA-------------------- 
 
---------------A----------VSFA-P-IM---------SQ--------W----W 
 
----------RV--------------GADAEA----------------------Q----- 
 
--RC-------H-----S------------------N-----P---------R-CCAFAS 
 
NM--PYVLLSSSVS-------FYLPLLVMLFVYA----RVFVVATRQL------------ 
 



-------------RL---------------L----------------------------- 
 
-------------------R---------GEL-----------------------GR--- 
 
------------------------------------F-P-------------PE------ 
 
--ESPP------------------------------------------------------ 
 
--------------APSRSLAPA---PVGTCA-------------------------P-- 
 
PEGVPAC---------------------------G------------------------- 
 
----------------------------RRPA---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
RLLP-----L--------------------REHRA----L-CTLGLIMGTFTL------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------LANVLRAL------------------ 
 
------------------------------------G---G----------P-------- 
 
S-LVPG--P--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------A-----F--LA----------LN---------------- 
 
----------WLGYANSAFNP--------------------------------LIYC-RS 
 
--PDFRSA---FRRLL-----------CR--CGRRLPPEPCAAARPA------------- 
 
------------------------------------------------------------ 
 
---------------LFPSGVPAARSSPAQPRLCQRLDG--------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Gorilla_gorilla_adrenergic_receptor_beta_3_gi23379641 
 



------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-SGLPG------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
----------------------------------------------------VPWA---- 
 
----------------------------------AALA-----------GALLAL---AV 
 
LATVGG----------------------------NLLVIVAIARTPRLQ-TM-TNVFVTS 
 
LAAADLVMGLLVVPPAATLALT-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-HWPLG-----------------ATGCELWTSVD 
 
VLCVTASIETLCALAVDR---------YLAV----------------------------- 
 
--------T-NPLR-YG--ALVT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------K-RRARTAVVLAW--VVSA-------------------- 
 
---------------A----------VSFA-P-IM---------SQ--------W----W 
 
----------RV------------------------------------------------ 
 



-----------GADAEAQ------------------RCHSNPR-----------CCAFAS 
 
NM--PYVLLSSSVS-------FYLPLLVMLFVYA----RVFVVATRQL------------ 
 
-------------RL--------------------------------------------- 
 
-------------------------------------------------------LR--- 
 
----------------------------------------------------GE------ 
 
-LGRFP------------------------------------------------------ 
 
------------------------------------------------------------ 
 
PEESPPA----------------------------------------------------- 
 
-----PSRSLAPAPVGTCAPPEGVPACGRRPA---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
RLLP-----L--------------------REHRA----L-CTLGLIMGTFTL------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------LANVLRAL------------------ 
 
------------------------------------G----------------------- 
 
SPSLVPGPA--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------------F--LA----------LN---------------- 
 
----------WLGYANSA------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



--------------------------- 
 
>Pan_troglodytes_adrenergic_receptor_beta_3_gi23379639 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-SGLPG------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
----------------------------------------------------VPWA---- 
 
----------------------------------AALA-----------GALLAL---AV 
 
LATVGG----------------------------NLLVIVAIARTPRLQ-TM-TNVFVTS 
 
LAAADLVMGLLVVPPAATLALT-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-HWPLG-----------------ATGCELWTSVD 
 
VLCVTASIETLCALAVDR---------YLAV----------------------------- 
 
--------T-NPLR-YG--ALVT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------K-RRARTAVVLVW--VVSA-------------------- 
 



---------------A----------VSFA-P-IM---------SQ--------W----W 
 
----------RV------------------------------------------------ 
 
-----------GADAEAQ------------------RCHSNPR-----------CCAFAS 
 
NM--PYVLLSSSVS-------FYLPLLVMLFVYA----RVFVVATRQL------------ 
 
-------------RL--------------------------------------------- 
 
-------------------------------------------------------LR--- 
 
----------------------------------------------------GE------ 
 
-LGRFP------------------------------------------------------ 
 
------------------------------------------------------------ 
 
PEESPPA----------------------------------------------------- 
 
-----PSRSLAPAPVGTCAPPEGVPACSRRPA---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
RLLP-----L--------------------REHRA----L-CTLGLIMGTFTL------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------LANVLRAL------------------ 
 
------------------------------------G----------------------- 
 
GPSLVPGPA--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------------F--LA----------LN---------------- 
 
----------WLGYANSA------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Pan_troglodytes_PREDICTED_similar_to_beta_3_adrenergic_rece
ptor_gi55630516 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------MSSKATPERGKCWGSPRALPWGERCT---------------------- 
 
----AAPSSGTLGLRIDCSDLVGLSEVWVAVTLRNL---GTLDSL--------------- 
 
-GLELS-----------CSH-----------------GVWRFIPSLFPCGV---Q----- 
 
SLG------FH------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
---------------------------VEVWACICDLGDPLLPSFPTASRATREWLRGLT 
 
RTALLPHGRTSPPLAPNTAN---------------------TSGLP---G--VPWA---- 
 
A-----------------------------------AL--A--------GALLAL---AV 
 
LATVGG----------------------------NLLVIVAIARTPRLQ-TM-TNVFVTS 
 
LAAADLVMGLLVVPPAATLALT-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-HWPLG-----------------ATGCELWTSVD 
 
VLCVTASIETLCALAVDR---------YLAV----------------------------- 
 
--------T-NPLR-YG--ALVT------------------------------------- 



 
------------------------------------------------------------ 
 
---------------------K-RRARTGVVLVW--VVSA-------------------- 
 
---------------A----------VSFA-P-IM---------SQ--------W----W 
 
----------RV--------------GADAEAQ--------------------------- 
 
--RC-------H-----S------------------N-----P---------R-CCAFAS 
 
NM--PYVLLSSSVS-------FYLPLLVMLFVYA----RVFVVATRQL------------ 
 
-------------RL---------------L----------------------------- 
 
-------------------R---------GEL-----------------------GR--- 
 
------------------------------------F-P-------------PE------ 
 
--ESPP------------------------------------------------------ 
 
--------------APSRSLAPA---PVGTCA-------------------------P-- 
 
PEGVPAC---------------------------S------------------------- 
 
----------------------------RRPA---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
RLLP-----L--------------------REHRA----L-CTLGLIMGTFTL------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------LANVLRAL------------------ 
 
------------------------------------G---G----------P-------- 
 
S-LVPG--P--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------A-----F--LA----------LN---------------- 
 
----------WLGYANSAFNP--------------------------------LIYC-RS 
 
--PDFRSA---FRRLL-----------CR--CGRRLPGSDLKAGLVPPHPPPKPSASVLG 



 
FLKGLTAVEVRIHFRYEVQLSRPFEGLLAKICLHTVCVWVSVQNGEMGACHVFMDVPLAH 
 
KLEGSLLKTYKQDDYPNKIFLAYRDEGVGILAVVAVNNQQLLCVLSQLEGLAQALWLNPP 
 
NMGARIITSILCNPALQGEWKQNLKEVVENIMLTKEKVKEKLRLLGTPGSWGHITEQSGT 
 
HGYLGLNSQQVEYLVRKKHIYIPKNGQINFSCINANNINYITESINEAVLLTESSEMCLP 
 
KEKKP---------------------- 
 
>Meleagris_gallopavo_Beta_4C_adrenergic_receptor_Beta_4C_adr
enoceptor_Beta_4C_adrenoreceptor_gi1168613 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-MTPLP-----------AGN---------------------------------------- 
 
GSV------PN------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
----------------------------------------CSWAAV--LS--RQWA---- 
 
V------------------------------------------------GAALSI---TI 
 
LVIVAG----------------------------NLLVIVAIAKTPRLQ-TM-TNVFVTS 
 
LACADLVMGLLVVPPGATILLS-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



-------------------------G-HWPYG-----------------TVVCELWTSLD 
 
VLCVTASIETLCAIAVDR---------YLAI----------------------------- 
 
--------T-APLQ-YE--ALVT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------K-GRAWAVVCMVW--AISA-------------------- 
 
---------------F----------ISFL-P-IM---------NH--------W----W 
 
-----RDGADEQ------------------------------------------------ 
 
-----------------A-------------VRCYDD-----P---------R-CCDFVT 
 
NM--TYAIVSSTVS-------FYVPLLVMIFVYV----RVFAVATRHV------------ 
 
-------------QL--------------------------------------------- 
 
-----------------------------IGK-----------------------DK--- 
 
----------------------------------------------------VR------ 
 
-FLQEN------------------------------------------------------ 
 
---------------------------------------------------------P-S 
 
LSSRGGR----------------------------------------------------- 
 
---------------------------WRRPS---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
RLLA-----I--------------------KEHKA----L-KTLGIIMGTFTL------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------VANIIKVF------------------ 
 
------------------------------------C--------------R-------- 
 
P-LVPD--Q--------------------------------------------------- 
 
------------------------------------------------------------ 
 



---------------------L-----F--LF----------LN---------------- 
 
----------WLGYVNSAFNP--------------------------------IIYC-RS 
 
--PDFRSA---FRKLL----------CCP--RRADRRLHAAPQDPQHCSCA--------- 
 
------------------------------FSPRGDPMEDSKAVDPGHLREDSEVQGSGR 
 
REENASSHGGGHQQRPLGECWLQGMQSMLCEQLDEFTSTEMPAGPSV------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Danio_rerio_PREDICTED_similar_to_Beta_1_adrenergic_receptor
_Beta_1_adrenoceptor_Beta_1_adrenoreceptor_gi68370438 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
----------------------------------------MGDGLPS------------V 
 
NYSNDS-----------KRA---------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------TVDLN--VS--EQWL---- 
 
------------------------------------VG--M--------GILMGL---IV 
 
FVIVVG----------------------------NILVIVAIARNQRLQ-TL-TNVFIVS 
 
LACADLIMGLLVVPFGAALEVR-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 



 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-AWMYG-----------------SFFCEFWISLD 
 
VLCVTASIETLCVIAIDR---------YIAI----------------------------- 
 
--------I-SPFR-YQ--SLLT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------K-ARAKVVVCAVW--AISA-------------------- 
 
---------------L----------VSFP-P-IL---------MH--------W----S 
 
------------------------------------------------------------ 
 
-----------QDSEETS-------------C---YE---NPE-----------CCDFVT 
 
NR--AYAISSSIIS-------FYIPLIVMIFVYA----RVYREAKQQL------------ 
 
-------------NK--------------------------------------------- 
 
-------------------I--------NKCE-----------------------GR--- 
 
----------------------------------------------------FY------ 
 
-NNHGT------------------------------------------------------ 
 
------------------------------NC-------------------------K-- 
 
PTRKRTT----------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
KILA-----L--------------------KEQKA----L-KTLGIIMGTFTL------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------IVNVVRVF------------------ 
 
------------------------------------C--------------A-------- 



 
Q-VVDK--E--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------L-----F--VF----------LN---------------- 
 
----------WLGYVNSAFNP--------------------------------IIYC-RS 
 
--PDFRKA---FKRLL----------CCP--RQADRRLHVSSCDLSRCTGG--------- 
 
------------------------------------------------------------ 
 
--------FGNSMEQSMLGTWSDCNGADSSDCSLERNGRMSHSESQL------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Tetraodon_nigroviridis_unnamed_protein_product_gi47219685 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
----------------------------------------MGDGDLS------------S 
 
APNSHN-----------GSA-----------------------------SD---A----- 
 
SNA------GA------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------------------------------S--EHWV---- 
 
------------------------------------AC--L--------SLVMGS---IV 
 
LFIVFG----------------------------NILVIVAIARTQRLQ-TL-TNVFIVS 
 
LASADLIMGLLVVPFGAALEVR-------------------------------------- 



 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-SWQYG-----------------SFFCEFWISVD 
 
VLCVTASIETLCVIAIDR---------YVAI----------------------------- 
 
--------T-SPFR-YQ--SLLT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------K-ARARAMVCAVW--AISA-------------------- 
 
---------------L----------VSFL-P-IL---------MH--------W----S 
 
----------RD--------------SVHT------------------------------ 
 
--SC-------Y-----Q------------------N-----P---------E-CCDFIT 
 
NK--AYAISSSIIS-------FYIPLLVMIFVYA----RVYREAKMQL------------ 
 
-------------RK---------------I----------------------------- 
 
-------------------D---------KCE-----------------------GR--- 
 
----------------------------------------------------FH------ 
 
-NTLTG------------------------------------------------------ 
 
------------------------------LT-------------------------S-- 
 
KCKKRPS----------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
KMLA-----L--------------------REQKA----L-KTLGIIMGTFTL------- 
 
-------------CW---------------------------LP---------------- 



 
--------------------------FF------IVNVVRVF------------------ 
 
------------------------------------S--------------A-------- 
 
A-MVDQ--D--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------L-----F--VF----------LN---------------- 
 
----------WLGYVNSAFNP--------------------------------IIYC-RS 
 
--PDFRKA---FKRLL----------CCP--RQADRRLHVSSCDLSRCSGGFASPL---- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Xenopus_laevis_beta_1_adrenergic_receptor_gi2598061 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
---------------------------------------------MG------------D 
 
GWGPME-----------CRN----------------------------RSGTPTT----- 
 
VPS------PM------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------HPLPE--LT--HQWT---- 
 
------------------------------------MG--M--------TMFMAA---II 



 
LLIVMG----------------------------NIMVIVAIGRNQRLQ-TL-TNVFITS 
 
LACADLIMGLFVVPLGATLVVS-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-RWLYG-----------------SIFCEFWTSVD 
 
VLCVTASIETLCVISIDR---------YIAI----------------------------- 
 
--------T-SPFR-YQ--SLLT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------K-GRAKGIVCSVW--GISA-------------------- 
 
---------------L----------VSFL-P-IM---------MH--------W----W 
 
----------RD------------------------------------------------ 
 
-----------TGDPLAM-------------K---CY---EDP---------G-CCDFVT 
 
NR--AYAIASSIIS-------FYFPLIIMIFVYI----RVFKEAQKQM------------ 
 
-------------KK--------------------------------------------- 
 
-------------------I--------DKCE-----------------------GR--- 
 
----------------------------------------------------FS------ 
 
-HSHVL------------------------------------------------------ 
 
------------------------------------------------------------ 
 
SHGRSSR----------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
---------------------------------------------------------RIL 



 
SKIL-----V-----------A--------KEQKA----L-KTLGIIMGTFTL------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------LANVVNVF------------------ 
 
------------------------------------Y--------------R-------- 
 
N-LIPD--K--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------L-----F--LF----------LN---------------- 
 
----------WLGYANSAFNP--------------------------------IIYC-RS 
 
--PDFRKA---FKRLL----------CCP--KKADRHLHTTGELSRYSGGF--------- 
 
------------------------------------------------------------ 
 
---------------VNSLDTNALGMCSECNGVRTSLD---------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Meleagris_gallopavo_Beta_1_adrenergic_receptor_Beta_1_adren
oceptor_Beta_1_adrenoreceptor_Beta_T_gi114753 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-MGDGW-----------LPP-----------------DCGPHNRSGGGGATAAPT----- 
 
GSR------QV------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



------------------------------------------------------------ 
 
------------------------------------------SAEL--LS--QQWE---- 
 
------------------------------------AG--M--------SLLMAL---VV 
 
LLIVAG----------------------------NVLVIAAIGRTQRLQ-TL-TNLFITS 
 
LACADLVMGLLVVPFGATLVVR-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-TWLWG-----------------SFLCECWTSLD 
 
VLCVTASIETLCVIAIDR---------YLAI----------------------------- 
 
--------T-SPFR-YQ--SLMT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------R-ARAKVIICTVW--AISA-------------------- 
 
---------------L----------VSFL-P-IM---------MH--------W----W 
 
----------RD--------------EDPQAL---------------------------- 
 
--KC-------Y-----Q------------------D-----P---------G-CCDFVT 
 
NR--AYAIASSIIS-------FYIPLLIMIFVYL----RVYREAKEQI------------ 
 
-------------RK--------------------------------------------- 
 
-------------------I--------DRCE-----------------------GR--- 
 
------------------------------------F---------------YG------ 
 
-SQEQP------------------------------------------------------ 
 
--------------------------QPPPLP-------------------------Q-- 
 
HQPILGN----------------------------------------------------- 
 



-----------------------GRASKRKTS---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
RVMA-----M--------------------REHKA----L-KTLGIIMGVFTL------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------LVNIVNVF------------------ 
 
------------------------------------N--------------R-------- 
 
D-LVPD--W--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------L-----F--VF----------FN---------------- 
 
----------WLGYANSAFNP--------------------------------IIYC-RS 
 
--PDFRKA---FKRLL----------CFP--RKADRRLHAGGQPAPLPGGF--------- 
 
-------------------------ISTLGSPEHSPGGTWSDCNGGTRGGSESSLEERHS 
 
KTSRSESKMEREKNILATTRFYCTFLGNGDKAVFCTVLRIVKLFEDATCTCPHTHKLKMK 
 
WRFKQHQA---------------------------------------------------- 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Gallus_gallus_PREDICTED_similar_to_beta_adrenergic_receptor
_turkey_gi50749927 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------------MGDGW---LPPDCGPH------------N 
 
RSGGGG-----------ATA-----------------------------AP---T----- 
 
GNR------QV------------------------------------------------- 



 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------SAEL--LS--QQWE---- 
 
------------------------------------AG--M--------SLLMAL---VV 
 
LLIVAG----------------------------NVLVIAAIGRTQRLQ-TL-TNLFITS 
 
LACADLVMGLLVVPFGATLVVR-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-TWLWG-----------------SFLCECWTSVD 
 
VLCVTASIETLCVIAIDR---------YLAI----------------------------- 
 
--------T-SPFR-YQ--SLMT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------R-ARAKGIICTVW--AISA-------------------- 
 
---------------L----------VSFL-P-IM---------MH--------W----W 
 
----------RD--------------EDPQAL---------------------------- 
 
--KC-------Y-----Q------------------D-----P---------G-CCDFVT 
 
NR--AYAIASSIIS-------FYIPLLIMIFVYL----RVYREAKEQI------------ 
 
-------------RK---------------I----------------------------- 
 
-------------------D---------RCE-----------------------GR--- 
 
------------------------------------FYG-------------SQ------ 
 
-EQPQP------------------------------------------------------ 



 
------------------------------PP-------------------------L-- 
 
PHQQPIL----------------------------------------------------- 
 
---------------------GNGRASKRKTS---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
RVMA-----M--------------------REHKA----L-KTLGIIMGVFTL------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------LVNVVNVF------------------ 
 
------------------------------------N--------------R-------- 
 
D-LVPD--W--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------L-----F--VF----------FN---------------- 
 
----------WLGYANSAFNP--------------------------------IIYC-RS 
 
--PDFRKA---FKRLL----------CFP--RKADRRLHAGGQPAPLPGGF--------- 
 
-ISTLGSPEHSPGGMWSDCNGGMQGGSESSLEERHSKTSRSESKMDREKNTLATTRSYCT 
 
FLGSGNKAVFCTVLRIQSQQGTAGAGDSGIEKWWLRALEVGQDGHLHSRTEQQAAALQVP 
 
GWEYQPAKFLNARGGSEESSSLGKQPRVM------------------------------- 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Ovis_aries_beta_1_adrenergic_receptor_gi1438750 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 



 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
----------------------------------QTL----------------TNLFIMS 
 
LASADLVMGLLVVPFGATIVVW-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-RWEYG-----------------SFFCELWTSVD 
 
VLCVTASIETLCVIALDR---------YLAI----------------------------- 
 
--------T-SPFR-YQ--SLLT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------R-ARARALVCTVW--AISA-------------------- 
 
---------------L----------VSFL-P-IF---------MQ--------W----W 
 
------------------------------------------------------GDKDAK 
 
ASRC-------Y-----N------------------D-----P---------E-CCDFII 
 
NE--GYAITSSVVS-------FYVPLCIMAFVYL----RVFREAQKQV------------ 
 
-------------KK--------------------------------------------- 
 
-------------------I--------DSCE-----------------------RR--- 



 
------------------------------------FLS-------------GP------ 
 
--ARLP------------------------------------------------------ 
 
---------------------SPALSPGAPLP-------------------------A-- 
 
AAVANGR----------------------------------------------------- 
 
-------------------------ANKRRPS---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
RLVA-----L--------------------REQKA----L-KTLGIIMGVFTL------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------LANVVKAF------------------ 
 
------------------------------------H--------------R-------- 
 
D-LVPD--R--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------L-----F--VF----------FN---------------- 
 
----------WLGYANSAFNP--------------------------------IIYC-RS 
 
--PDFRKA---FQRLL----------CCA--RRAACGSHGAAGDPPRAAGC--------- 
 
------------------------------------------------------------ 
 
----------LAVARPSPSPGAASDDDDDDDEDDVGAAPPVRLL---------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Ovis_aries_beta_1_adrenergic_receptor_beta_1AR_sheep_Peptid
e_467_aa_gi998514 
 
------------------------------------------------------------ 
 



------------------------------------------------------------ 
 
-----------------MGAGALALGASEPCNLSFAAP---------------------- 
 
----VPDGAA-----------------------------TAARLL--------------- 
 
-VPXSP-----------LRL-----------------------------AA---D----- 
 
LGQ------RG------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------TPLL---S--QQWT---- 
 
------------------------------------VG--M--------GLLMAF---IV 
 
LLIVAG----------------------------NVLVIVAIAKTPRLQ-TL-TNLFIMS 
 
LASADLVMGLLVVPFGATIVVW-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-RWEYG-----------------SFFCELWTSVD 
 
VLCVTASIETLCVIALDR---------YLAI----------------------------- 
 
--------T-SPFR-YQ--SLLT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------R-ARARALVCTVW--AISA-------------------- 
 
---------------L----------VSFL-P-IF---------MQ--------W----W 
 
----------GD--------------KDAKAS---------------------------- 
 
--RC-------Y-----N------------------D-----P---------E-CCDFII 
 



NE--GYAITSSVVS-------FYVPLCIMAFVYL----RVFREAQKQV------------ 
 
-------------KK---------------I----------------------------- 
 
-------------------D---------SCE-----------------------RR--- 
 
------------------------------------F-L-------------SG------ 
 
--PARL------------------------------------------------------ 
 
-----------------PSPALS---PGAPLP-------------------------A-- 
 
AAVANGR---------------------------A------------------------- 
 
--------------------------NKRRPS---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
RLVA-----L--------------------REQKA----L-KTLGIIMGVFTL------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------LANVVKAF------------------ 
 
------------------------------------H--------------R-------- 
 
D-LVPD--R--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------L-----F--VF----------FN---------------- 
 
----------WLGYANSAFNP--------------------------------IIYC-RS 
 
--PDFRKA---FQRLL----------CCA--RRAACGSHGAAGDPPRAAGC--------- 
 
-----------------------------------------LAVARPSPSPGAASDDDDD 
 
DDEDDVGAAPPVRLLQPWAGYNGGAAANSDSSPDEPSRPGCGSESKV------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 



>Bos_taurus_adrenergic_beta_1_receptor_gi34850746 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------MGAGVLALGASEPCNLSS 
 
AAPVPD-----------GAA-----------------TAARLLVPASPPASLLTS----- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------ASEGP--PLPSQQWT---- 
 
------------------------------------AG--M--------GLLMAF---IV 
 
LLIVVG----------------------------NVLVLVAIAKTPRLQ-TL-TNLFIMS 
 
LASADLVMGLLVVPFGATIVVW-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------D-RWEYG-----------------SFFCELWTSVD 
 
VLCVTASIETLCVIALDH---------YLAI----------------------------- 
 
--------T-SPFR-YQ--SLLT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------R-ARARALVCTVW--AISA-------------------- 
 
---------------L----------VSFL-P-IF---------MQ--------W----W 
 



----------RD------------------------------------------------ 
 
-----------------K-------------DAKASG-CYNDP---------E-CCDFII 
 
NE--GYAITSSVVS-------FYAPLCIMAFVYL----RVFREAQKQV------------ 
 
-------------KK--------------------------------------------- 
 
-------------------I--------DSCE-----------------------RR--- 
 
------------------------------------------------------------ 
 
-FLSGP------------------------------------------------------ 
 
---------------------------------------------------------ARL 
 
PSPAPSP----------------------------------------------------- 
 
------------GPPLPAATVANGRANKRRPS---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
RLVA-----L--------------------REQKA----L-KTLGIIMGVFTL------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------LANVVKAF------------------ 
 
------------------------------------H---R------------------- 
 
D-LVPD--R--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------L-----F--VF----------FN---------------- 
 
----------WLGYANSAFNP--------------------------------IIYCRS- 
 
--PDFRKA---FQRLL----------CCARRAACGSHAAAGDPPRALGCLA--------- 
 
-------------------------------------------VARPSPSPGAASDDDDD 
 
DDEDDVGAAPPVRLLEPWAGYNGGAAANSDSSPDEPSRAGCASESKV------------- 
 
------------------------------------------------------------ 
 



------------------------------------------------------------ 
 
--------------------------- 
 
>Bos_taurus_Beta_1_adrenergic_receptor_Beta_1_adrenoceptor_B
eta_1_adrenoreceptor_gi12643864 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------MGAGVLALGASEPCNLSS 
 
AAPVPD-----------GAA-----------------TAARLLVPASPPASLLTS----- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------ASEGP--PLPSQQWT---- 
 
------------------------------------AG--M--------GLLMAF---IV 
 
LLIVVG----------------------------NVLVLVAIAKTPRLQ-TL-TNLFIMS 
 
LASADLVMGLLVVPFGATIVVW-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-RWEYG-----------------SFFCELWTSVD 
 
VLCVTASIETLCVIALDR---------YLAI----------------------------- 
 
--------T-SPFR-YQ--SLLT------------------------------------- 
 
------------------------------------------------------------ 



 
---------------------R-ARARALVCTVW--AISA-------------------- 
 
---------------L----------VSFL-P-IF---------MQ--------W----W 
 
----------GD------------------------------------------------ 
 
-----------KDAKASR------------------C-YNDPE-----------CCDFII 
 
NE--GYAITSSVVS-------FYVPLCIMAFVYL----RVFREAQKQV------------ 
 
-------------KK--------------------------------------------- 
 
-------------------I--------DSCE-----------------------RR--- 
 
------------------------------------------------------------ 
 
-FLSGP------------------------------------------------------ 
 
---------------------------------------------------------ARL 
 
PSPAPSP----------------------------------------------------- 
 
------------GPPLPAATVANGRANKRRPP---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
RLVA-----L--------------------REQKA----L-KTLGIIMGVFTL------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------LANVVKAF------------------ 
 
------------------------------------H----------------------- 
 
R-DLVP-DR--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------L-----F--VF----------FN---------------- 
 
----------WLGYANSAFNP--------------------------------IIYCRS- 
 
--PDFRKA---FQRLL----------CCARRAACGSHAAAGDPPRALGCLA--------- 
 
-------------------------------------------VARPSPSPGAASDDDDD 



 
DDEDDVGAAPPVRLLEPWAGYNGGAAANSDSSPDEPSRAGCASESKV------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Bos_taurus_beta_1_adrenergic_receptor_gi6017883 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
----------------------------------QTL----------------TNLFIMS 
 
LASADLVMGLLVVPFGATIVVW-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-RWEYG-----------------SFFCELWTSVD 
 
VLCVTASIETLCVIALDR---------YLAI----------------------------- 



 
--------T-SPFR-YQ--SLLT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------R-ARARALVCTVW--AISA-------------------- 
 
---------------L----------VSFL-P-IF---------MQ--------W----W 
 
----------GD--------------KDAKAS---------------------------- 
 
--RC-------Y-----N------------------D-----P---------E-CCDFII 
 
NE--GYAITSSVVS-------FYVPLCIMAFVYL----RVFREAQKQV------------ 
 
-------------KK---------------I----------------------------- 
 
-------------------D---------SCE-----------------------RR--- 
 
------------------------------------F-L-------------SG------ 
 
--PARL------------------------------------------------------ 
 
-----------------PSPAPS---PGPPLP-------------------------A-- 
 
ATVANGR---------------------------A------------------------- 
 
--------------------------NKRRPP---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
RLVA-----L--------------------REQKA----L-KTLGIIMGVFTL------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------LANVVKAF------------------ 
 
------------------------------------H--------------R-------- 
 
D-LVPD--R--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------L-----F--VF----------FN---------------- 
 
----------WLGYANSAFNP--------------------------------IIYC-RS 



 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Sus_scrofa_beta_1_adrenergic_protein_gi2981633 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-ASADLVMGLLVVPFGATIVVW-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 



 
-------------------------G-RWEYG-----------------SFFCELWTSVD 
 
VLCVTASIETLCVIALDR---------YLAI----------------------------- 
 
--------T-SPFR-YQ--SLLT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------R-ARARALVCTVW--AISA-------------------- 
 
---------------L----------VSFL-P-IL---------MH--------W----W 
 
----------RD--------------KGAEAR---------------------------- 
 
--RC-------Y-----N------------------D-----P---------K-CCDFVT 
 
NR--AYAIASSVVS-------FYVPLCIMAFVYL----RVFREAQKQV------------ 
 
-------------KK--------------------------------------------- 
 
-------------------I--------DSCE-----------------------RR--- 
 
------------------------------------F---------------LG------ 
 
-SPARP------------------------------------------------------ 
 
-------------------------------P-------------------------S-- 
 
PAPSPGS----------------------------------------------------- 
 
----------PLPAAAAAAPVANGRTSKRRPS---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
RLVA-----L--------------------REQKA----L-KTVGIIMGVFTL------- 
 
-------------WW---------------------------VP---------------- 
 
--------------------------FF------LANVVKAF------------------ 
 
------------------------------------H--------------R-------- 
 
D-LVPD--R--------------------------------------------------- 
 
------------------------------------------------------------ 



 
---------------------L-----F--VF----------FN---------------- 
 
----------WLGYANSAFNP--------------------------------IIYC-RS 
 
--PDFRKA---FQRLL----------CCA--RRVARGSCAAAGDGPRASGC--------- 
 
-------------------------------------------LAVARPPPSPGAASDDD 
 
DDEEDVGAAPPAPLLEPWAGYNGGAAADSDSSLDERSPGGRSFESKV------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Sus_scrofa_Beta_1_adrenergic_receptor_Beta_1_adrenoceptor_B
eta_1_adrenoreceptor_gi5921171 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
----------------------------------MG---AGALALGA------------S 
 
EPCNLS-----------SAA-----------------PLPDGAATAARLLV---P----- 
 
ASP------PA------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------SLLTPAS---------------------EGSVQ--LS--QQWT---- 
 
------------------------------------AG--M--------GLLMAL---IV 
 
LLIVAG----------------------------NVLVIVAIAKTPRLQ-TL-TNLFIMS 
 
LASADLVMGLLVVPFGATIVVW-------------------------------------- 
 
------------------------------------------------------------ 
 



------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-RWEYG-----------------SFFCELWTSVD 
 
VLCVTASIETLCVIALDR---------YLAI----------------------------- 
 
--------T-SPFR-YQ--SLLT------------------------------------- 
 
------------------------------------------------------------ 
 
-----------------------RAARALVCTVW--AISA-------------------- 
 
---------------L----------VSFL-P-IL---------MH--------W----W 
 
----------RD--------------KGAEAR---------------------------- 
 
--RC-------Y-----N------------------D-----P---------K-CCDFVT 
 
NR--AYAIASSVVS-------FYVPLCIMAFVYL----RVFREAQKQV------------ 
 
-------------KK---------------I----------------------------- 
 
-------------------D---------SCE-----------------------RR--- 
 
------------------------------------F---------------LG------ 
 
--SPAR------------------------------------------------------ 
 
------------------------------PP-------------------------S-- 
 
PAPSPGS---------------------------P------------------------- 
 
-----------LPAAAAAAPVANGRTSKRRPS---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
RLVA-----L--------------------REQKA----L-KTLGIIMGVFTL------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------LANVVKAF------------------ 
 



------------------------------------H---R------------------- 
 
D-LVPD--R--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------L-----F--VF----------FN---------------- 
 
----------WLGYANSAFNP--------------------------------IIYC-RS 
 
--PDFRKA---FQRLL----------CCA--RRVARGSCAAAGDGPRASGC--------- 
 
-------------------------------------------LAVARPPPSPGAASDDD 
 
DDEEDVGAAPPAPLLEPWAGYNGGAARDSDSSLDERTPGGRASESKV------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Rattus_norvegicus_adrenergic_receptor_beta_1_gi6978459 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------------------------------------MGAG 
 
ALALGA-----------SEP-----------------CNLSSAAPLPDGAATAARLLVLA 
 
SPPASLLPPAS------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------EGSAP--LS--QQWT---- 
 
------------------------------------AG--M--------GLLLAL---IV 
 
LLIVVG----------------------------NVLVIVAIAKTPRLQ-TL-TNLFIMS 
 



LASADLVMGLLVVPFGATIVVW-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-RWEYG-----------------SFFCELWTSVD 
 
VLCVTASIETLCVIALDR---------YLAI----------------------------- 
 
--------T-LPFR-YQ--SLLT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------R-ARARALVCTVW--AISA-------------------- 
 
---------------L----------VSFL-P-IL---------MH--------W----W 
 
----------RA------------------------------------------------ 
 
-----------ESDEARR------------------C-YNDPK-----------CCDFVT 
 
NR--AYAIASSVVS-------FYVPLCIMAFVYL----RVFREAQKQV------------ 
 
-------------KK--------------------------------------------- 
 
-------------------I--------DSCE-----------------------RR--- 
 
------------------------------------FLT-------------GP------ 
 
--PRPP------------------------------------------------------ 
 
---------------------------------------------------------SPA 
 
PSPSPGP----------------------------------------------------- 
 
--------------PRPADSLANGRSSKRRPS---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
RLVA-----L--------------------REQKA----L-KTLGIIMGVFTL------- 
 



-------------CW---------------------------LP---------------- 
 
--------------------------FF------LANVVKAF------------------ 
 
------------------------------------H----------------------- 
 
R-DLVP-DR--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------L-----F--VF----------FN---------------- 
 
----------WLGYANSAFNP--------------------------------IIYCRS- 
 
--PDFRKA---FQRLL----------CCARRAACRRRAAHGDRPRASGCLA--------- 
 
-----------------------------------------------RAGPPPSPGAPSD 
 
DDDDDAGATPPARLLEPWAGCNGGTTTVDSDSSLDEPGRQGFSSESKV------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Rattus_norvegicus_beta_1_adrenergic_receptor_gi220671 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
---------------MGAGALALGASEPCNLSSAAPLP---------------------- 
 
----DGAATA-----------------------------ARLLVL--------------- 
 
-ASPPA-----------SLL-----------------------------PP---A----- 
 
SEG------SA------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------------------------PL---S--QQWT---- 
 



------------------------------------AG--M--------GLLLAL---IV 
 
LLIVVG----------------------------NVLVIVAIAKTPRLQ-TL-TNLFIMS 
 
LASADLVMGLLVVPFGATIVVW-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-RWEYG-----------------SFFCELWTSVD 
 
VLCVTASIETLCVIALDR---------YLAI----------------------------- 
 
--------T-SPFR-YQ--SLLT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------R-ARARALVCTVW--AISA-------------------- 
 
---------------L----------VSFL-P-IL---------MH--------W----W 
 
----------RA--------------ESDEAR---------------------------- 
 
--RC-------Y-----N------------------D-----P---------K-CCDFVT 
 
NR--AYAIASSVVS-------FYVPLCIMAFVYL----RVFREAQKQV------------ 
 
-------------KK---------------I----------------------------- 
 
-------------------D---------SCE-----------------------RR--- 
 
------------------------------------FLS-------------GP------ 
 
--PRPP------------------------------------------------------ 
 
------------------SPAPS---PSPGPP-------------------------R-- 
 
PADSLAN---------------------------G------------------------- 
 
------------------------RSSKRRPS---------------------------- 
 
------------------------------------------------------------ 
 



------------------------------------------------------------ 
 
RLVA-----L--------------------REQKA----L-KTLGIIMGVFTL------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------LANVVKAF------------------ 
 
------------------------------------H---R------------------- 
 
D-LVPD--R--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------L-----F--VF----------FN---------------- 
 
----------WLGYANSAFNP--------------------------------IIYC-RS 
 
--PDFRKA---FQRLL----------CCA--RRAACRRRAAHGDRPRASGC--------- 
 
---------------------------------------------LARAGPPPSPGAPSD 
 
DDDDDAGATPPARLLEPWAGCNGGTTTVDSDSSLDEPGRQGFSSESKV------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Mus_musculus_beta1_adrenergic_receptor_gi449413 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------------MGAGA---SPGASEPC------------N 
 
LSSAAP-----------LPD-----------------GAATAARLLVLASPPASL----- 
 
LPP------AS------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



------------------------------------------------------------ 
 
-----------------------------------------EGSAP--LS--QQWT---- 
 
------------------------------------AG--M--------GLLLAL---IV 
 
LLIVVG----------------------------NVLVIVAIAKTPRLQ-TL-TNLFIMS 
 
LASADLVMGLLVVPFGATIVVW-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-RWEYG-----------------SFFCELWTSVD 
 
VLCVTASIETLCVIALDR---------YLAI----------------------------- 
 
--------T-SPFR-YQ--SLLT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------R-ARARALVCTVW--AISA-------------------- 
 
---------------L----------VSFL-P-IL---------MH--------W----W 
 
----------RA--------------ESDEAR---------------------------- 
 
--RC-------Y-----N------------------D-----P---------K-CCDFVT 
 
NR--AYAIASSVVS-------FYVPLCIMAFVYL----RVFREAQKQV------------ 
 
-------------KK--------------------------------------------- 
 
-------------------I--------DSCE-----------------------RR--- 
 
------------------------------------F---------------LG------ 
 
-GPARP------------------------------------------------------ 
 
-----------------------------PSP-------------------------E-- 
 
PSPSPGP----------------------------------------------------- 
 



---------------PPADSLANGRSSKRRPS---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
RLVA-----L--------------------REQKA----L-KTLGIIMGVFTL------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------LANVVKAF------------------ 
 
------------------------------------H--------------R-------- 
 
D-LVPD--R--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------L-----F--VF----------FN---------------- 
 
----------WLAYANSAFNP--------------------------------IIYC-RS 
 
--PDFRKA---FQRLL----------SCA--RRAACRRRAAHGDRPRASGC--------- 
 
---------------------------------------------LARAGPPPSPGAPSD 
 
DDDDDAGTTPPARLLEPWTGCNGGTTTVDSDSSLDEPGRQGFSSESKV------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Mus_musculus_adrenergic_receptor_beta_1_gi6680666 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------------------------------------MGAG 
 
ALALGA-----------SEP-----------------CNLSSAAPLPDGAATAARLLVLA 
 
SPPASLLPPAS------------------------------------------------- 
 



------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------EGSAP--LS--QQWT---- 
 
------------------------------------AG--M--------GLLVAL---IV 
 
LLIVVG----------------------------NVLVIVAIAKTPRLQ-TL-TNLFIMS 
 
LASADLVMGLLVVPFGATIVVW-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-RWEYG-----------------SFFCELWTSVD 
 
VLCVTASIETLCVIALDR---------YLAI----------------------------- 
 
--------T-SPFR-YQ--SLLT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------R-ARARALVCTVW--AISA-------------------- 
 
---------------L----------VSFL-P-IL---------MH--------W----W 
 
----------RA------------------------------------------------ 
 
-----------ESDEARR------------------C-YNDPK-----------CCDFVT 
 
NR--AYAIASSVVS-------FYVPLCIMAFVYL----RVFREAQKQV------------ 
 
-------------KK--------------------------------------------- 
 
-------------------I--------DSCE-----------------------RR--- 
 
--------------------------------------------------FLGG------ 
 
-PARPP------------------------------------------------------ 
 



---------------------------------------------------------SPE 
 
PSPSPGP----------------------------------------------------- 
 
--------------PRPADSLANGRSSKRRPS---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
RLVA-----L--------------------REQKA----L-KTLGIIMGVFTL------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------LANVVKAF------------------ 
 
------------------------------------H----------------------- 
 
R-DLVP-DR--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------L-----F--VF----------FN---------------- 
 
----------WLGYANSAFNP--------------------------------IIYCRS- 
 
--PDFRKA---FQRLL----------CCARRAACRRRAAHGDRPRASGCLA--------- 
 
-----------------------------------------------RAGPPPSPGAPSD 
 
DDDDDAGTTPPARLLEPWTGCNGGTTTVDSDSSLDEPGRQGFSSESKV------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Mus_musculus_unnamed_protein_product_gi12858052 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------------------------------GLQLAL---IV 
 
LLIVVG----------------------------NVLVIVAIAKTPRLQ-TL-TNLFIMS 
 
LASADLVMGLLVVPFGATIVVW-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-RWEYG-----------------SFFCELWTSVD 
 
VLCVTASIETLCVIALDR---------YLAI----------------------------- 
 
--------T-SPFR-YQ--SLLT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------R-ARARALVCTVW--AISA-------------------- 
 
---------------L----------VSFL-P-IL---------MH--------W----W 
 
----------RA--------------ESDEAR---------------------------- 
 
--RC-------Y-----N------------------D-----P---------K-CCDFVT 
 
NR--AYAIASSVVS-------FYVPLCIMAFVYL----RVFREAQKQV------------ 
 
-------------KK---------------I----------------------------- 
 
-------------------D---------SCE-----------------------RR--- 
 



------------------------------------FLG-------------GP------ 
 
--ARPP------------------------------------------------------ 
 
------------------SPEPS---PSPGPP-------------------------R-- 
 
PADSLAN---------------------------G------------------------- 
 
------------------------RSSKRRPS---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
RLVA-----L--------------------REQKA----L-KTLGIIMGVFTL------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------LANVVKAF------------------ 
 
------------------------------------H---R------------------- 
 
D-LVPD--R--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------L-----F--VF----------FN---------------- 
 
----------WLGYANSAFNP--------------------------------IIYC-RS 
 
--PDFRKA---FQRLL----------CCA--RRAACRRRAAHGDRPRASGC--------- 
 
---------------------------------------------LARAGPPPSPGAPSD 
 
DDDDDAGTTPPARLLEPWTGCNGGTTTVDSDSSLDEPGRQGFSSESKV------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Macaca_mulatta_Beta_1_adrenergic_receptor_Beta_1_adrenocept
or_Beta_1_adrenoreceptor_gi1352060 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 



 
------------------------------------------------------------ 
 
---------------------------------------MGAGALVL------------G 
 
ASEPGN-----------LSS-----------------AAPLPDGVATAARLLVPA----- 
 
SPP------AS------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------LLPPASEGPEP--LS--QQWT---- 
 
------------------------------------AG--M--------GLLMAL---IV 
 
LLIVAG----------------------------NVLVIVAIAKTPRLQ-TL-TNLFIMS 
 
LASADLVMGLLVVPFGATIVVW-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-RWEYG-----------------SFFCELWTSVD 
 
VLCVTASIETLCVIALDR---------YLAI----------------------------- 
 
--------T-SPFR-YQ--SLLT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------R-ARARGLVCTVW--AISA-------------------- 
 
---------------L----------VSFL-P-IL---------MH--------W----W 
 
----------RA--------------ESDEAR---------------------------- 
 
--RC-------Y-----N------------------D-----P---------K-CCDFVT 
 
NR--AYAIASSVVS-------FYVPLCIMAFVYL----RVFREAQKQV------------ 



 
-------------KK--------------------------------------------- 
 
-------------------I--------DSCE-----------------------RR--- 
 
------------------------------------F---------------LG------ 
 
-GPARP------------------------------------------------------ 
 
---------------------PSPSPSPSPSP-------------------------V-- 
 
PAPPPGP----------------------------------------------------- 
 
--------PRPAAAAATTAPLVNGRAGKRRPS---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
RLVA-----L--------------------REQKA----L-KTLGIIMGVFTL------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------LANVVKAF------------------ 
 
------------------------------------H--------------R-------- 
 
E-LVPD--R--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------L-----F--VF----------FN---------------- 
 
----------WLGYANSAFNP--------------------------------IIYC-RS 
 
--PDFRNA---FQRLL----------CCA--RRAARRRHAAHGDRPRASGC--------- 
 
--------------------------------------------LARPGPPPSPGAASDD 
 
DDDDVVGATQPARLLEPWAGCNGGAAADSDSSLDEPCRPGFASESKV------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 



>Pan_troglodytes_PREDICTED_similar_to_Beta_1_adrenergic_rece
ptor_Beta_1_adrenoceptor_Beta_1_adrenoreceptor_gi55634677 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------MGAGALVLGASEPGNLSS 
 
AAPLPD-----------GAA-----------------TAARLLVPASPPASLLPP----- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------ASEGP--EPLSQQWT---- 
 
------------------------------------AG--M--------GLLMAL---IV 
 
LLIVAG----------------------------NVLVIVAIAKTPRLQ-TL-TNLFIMS 
 
LASADLVMGLLVVPFGATIVVW-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-RWEYG-----------------SFFCELWTSVD 
 
VLCVTASIETLCVMPLDR---------YLAI----------------------------- 
 
--------T-SPFR-YQ--SLLT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------R-ARARGLVCTVW--AISA-------------------- 
 
---------------L----------VSFL-P-IL---------MH--------W----W 



 
----------RA------------------------------------------------ 
 
-----------------E-------------SDEARRCYNDPK-----------CCDFVT 
 
NR--AYAIASSVVS-------FYVPLCIMAFVYL----RVFREAQKQK------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
---------------------------------------ALKTLGIIMGVFTL------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------LANVVKAF------------------ 
 
------------------------------------H----------------------- 
 
RELVPD--R--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------L-----F--VF----------FN---------------- 
 
----------WLGYANSAFNP--------------------------------IIYCRS- 
 
--PDFRKA---FQRLL----------CCV--RRAARRRHATHGDRPRASGC--------- 
 
--------------------------------------------LARPGPPPSPGAASDD 
 
DDDDVVGATPPARLLEPWAGCNGGAAADSDSSLDEPCRPGFASESKV------------- 
 
------------------------------------------------------------ 



 
------------------------------------------------------------ 
 
--------------------------- 
 
>Homo_sapiens_beta_1_adrenergic_receptor_gi5833815 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------MGAGVLVLGASEPGNLSS 
 
AAPLPD-----------GAA-----------------TAARLLVPASPPASLLPP----- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------ASEGP--EPLSQQWT---- 
 
------------------------------------AG--M--------GLLMAL---IV 
 
LLIVAG----------------------------NVLVIVAIAKTPRLQ-TL-TNLFIMS 
 
LASADLVMGLLVVPFGATIVVW-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-RWEYG-----------------SFFCELWTSVD 
 
VLCVTASIETLCVIALDR---------YLAI----------------------------- 
 
--------T-SPFR-YQ--SLLT------------------------------------- 
 
------------------------------------------------------------ 



 
---------------------R-ARARGLVCTVW--AISA-------------------- 
 
---------------L----------VSFL-P-IL---------MH--------W----W 
 
----------RA------------------------------------------------ 
 
-----------ESDEARR------------------C-YNDPK-----------CCDFVT 
 
NR--AYAIASSVVS-------FYVPLCIMAFVYL----RVFREAQKQV------------ 
 
-------------KK--------------------------------------------- 
 
-------------------IDSCERRFLGGPA-----------------------RP--- 
 
----------------------------------------------------PS------ 
 
-PSPSP------------------------------------------------------ 
 
---------------------------------------------------------VPA 
 
PAPPPGP----------------------------------------------------- 
 
---------PRPAAAAATAPLANGRAGKRRPS---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
RLVA-----L--------------------REQKA----L-KTLGIIMGVFTL------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------LANVVKAF------------------ 
 
------------------------------------H----------------------- 
 
R-ELVP-DR--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------L-----F--VF----------FN---------------- 
 
----------WLGYANSAFNP--------------------------------IIYCRS- 
 
--PDFRKA---FQGLL----------CCA--RRAARRRHATHGDRPRASGC--------- 
 
--------------------------------------------LARPGPPPSPGAASDD 



 
DDDDVVGATPPARLLEPWAGCNGGAAADSDSSLDEPCRPGFASESKV------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Homo_sapiens_adrenergic_beta_1_receptor_gi45505192 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------MGAGVLVLGASEPGNLSS 
 
AAPLPD-----------GAA-----------------TAARLLVPASPPASLLPP----- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------ASESP--EPLSQQWT---- 
 
------------------------------------AG--M--------GLLMAL---IV 
 
LLIVAG----------------------------NVLVIVAIAKTPRLQ-TL-TNLFIMS 
 
LASADLVMGLLVVPFGATIVVW-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-RWEYG-----------------SFFCELWTSVD 
 
VLCVTASIETLCVIALDR---------YLAI----------------------------- 



 
--------T-SPFR-YQ--SLLT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------R-ARARGLVCTVW--AISA-------------------- 
 
---------------L----------VSFL-P-IL---------MH--------W----W 
 
----------RA------------------------------------------------ 
 
-----------ESDEARR------------------C-YNDPK-----------CCDFVT 
 
NR--AYAIASSVVS-------FYVPLCIMAFVYL----RVFREAQKQV------------ 
 
-------------KK--------------------------------------------- 
 
-------------------IDSCERRFLGGPA-----------------------RP--- 
 
----------------------------------------------------PS------ 
 
-PSPSP------------------------------------------------------ 
 
---------------------------------------------------------VPA 
 
PAPPPGP----------------------------------------------------- 
 
---------PRPAAAAATAPLANGRAGKRRPS---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
RLVA-----L--------------------REQKA----L-KTLGIIMGVFTL------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------LANVVKAF------------------ 
 
------------------------------------H----------------------- 
 
R-ELVP-DR--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------L-----F--VF----------FN---------------- 
 
----------WLGYANSAFNP--------------------------------IIYCRS- 



 
--PDFRKA---FQRLL----------CCA--RRAARRRHATHGDRPRASGC--------- 
 
--------------------------------------------LARPGPPPSPGAASDD 
 
DDDDVVGATPPARLLEPWAGCNGGAAADSDSSLDEPCRPGFASESKV------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Homo_sapiens_beta_1_adrenergic_receptor_gi4557265 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
---------------MGAGVLVLGASEPGNLSSAAPLP---------------------- 
 
----DGAATA-----------------------------ARLLVP--------------- 
 
-ASPPA-----------SLL-----------------------------PP---A----- 
 
SES------PE------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------------------------PL---S--QQWT---- 
 
------------------------------------AG--M--------GLLMAL---IV 
 
LLIVAG----------------------------NVLVIVAIAKTPRLQ-TL-TNLFIMS 
 
LASADLVMGLLVVPFGATIVVW-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 



 
-------------------------G-RWEYG-----------------SFFCELWTSVD 
 
VLCVTASIETLCVIALDR---------YLAI----------------------------- 
 
--------T-SPFR-YQ--SLLT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------R-ARARGLVCTVW--AISA-------------------- 
 
---------------L----------VSFL-P-IL---------MH--------W----W 
 
----------RA--------------ESDEAR---------------------------- 
 
--RC-------Y-----N------------------D-----P---------K-CCDFVT 
 
NR--AYAIASSVVS-------FYVPLCIMAFVYL----RVFREAQKQV------------ 
 
-------------KK---------------I----------------------------- 
 
-------------------D---------SCE-----------------------RR--- 
 
------------------------------------F-L-------------GG------ 
 
--PARP------------------------------------------------------ 
 
-----------------------------PSP-------------------------S-- 
 
PSPVPAP---------------------------A------------------------- 
 
----PPPGPPRPAAAAATAPLANGRAGKRRPS---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
RLVA-----L--------------------REQKA----L-KTLGIIMGVFTL------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------LANVVKAF------------------ 
 
------------------------------------H--------------R-------- 
 
E-LVPD--R--------------------------------------------------- 
 
------------------------------------------------------------ 



 
---------------------L-----F--VF----------FN---------------- 
 
----------WLGYANSAFNP--------------------------------IIYC-RS 
 
--PDFRKA---FQGLL----------CCA--RRAARRRHATHGDRPRASGC--------- 
 
--------------------------------------------LARPGPPPSPGAASDD 
 
DDDDVVGATPPARLLEPWAGCNGGAAADSDSSLDEPCRPGFASESKV------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Canis_familiaris_adrenergic_beta_1_receptor_gi56790271 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------MGAGAL---ALGASEPC------------N 
 
LSSAAP-----------LPD-----------------GAATAARLLVPASPSASP----- 
 
LAP------TS------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------EGPAP--LS--QQWT---- 
 
------------------------------------AG--I--------GLLMAL---IV 
 
LLIVAG----------------------------NVLVIAAIAKTPRLQ-TL-TNLFIMS 
 
LASADLVMGLLVVPFGATIVMR-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 



 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-RWEYG-----------------SFLCELWTSVD 
 
VLCVTASIETLCVIALDR---------YLAI----------------------------- 
 
--------T-APFR-YQ--SLLT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------R-ARARALVCTVW--AISA-------------------- 
 
---------------L----------VSFL-P-IL---------MH--------W----W 
 
----------RA--------------GGDEAR---------------------------- 
 
--RC-------Y-----N------------------D-----P---------K-CCDFVT 
 
NR--AYAIASSVVS-------FYVPLCIMAFVYL----RVFREAQKQV------------ 
 
-------------KK--------------------------------------------- 
 
-------------------I--------DSCE-----------------------RR--- 
 
------------------------------------F---------------LG------ 
 
-GPARP------------------------------------------------------ 
 
-----------------------------PAP-------------------------P-- 
 
PAPAPAP----------------------------------------------------- 
 
------PPAPGSPRPAAAAPLANGRVGRRRPS---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
RLVA-----L--------------------REQKA----L-KTLGIIMGVFTL------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------LANVVKAF------------------ 
 
------------------------------------H--------------R-------- 



 
D-LVPD--R--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------L-----F--VF----------FN---------------- 
 
----------WLGYANSAFNP--------------------------------IIYC-RS 
 
--PDFRRA---FQRLL----------CCA--RRAARGSHGAAGDPPRARPP--------- 
 
---------------------------------------------PSPGAASDDDDDDED 
 
DAGAGAGAAPPARLLEPWAGCNGGAAADSDSSLDGAGSPAGASESRV------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Felis_catus_adrenergic_beta_1_receptor_gi57163925 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
---------------------------MGAGALALG---ASEPCNLS------------S 
 
AAPLPD-----------GAA-----------------TAARLLVPASPSAS---P----- 
 
LTP------TS------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------EGPAP--LS--QQWT---- 
 
------------------------------------AG--I--------GLLMAL---IV 
 
LLIVAG----------------------------NVLVIVAIAKTPRLQ-TL-TNLFIMS 
 
LASADLVMGLLVVPFGATIVMR-------------------------------------- 



 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-RWEYG-----------------SFFCELWTSVD 
 
VLCVTASIETLCVIALDR---------YLAI----------------------------- 
 
--------T-SPFR-YQ--SLLT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------R-ARARALVCTVW--AISA-------------------- 
 
---------------L----------VSFL-P-IL---------MH--------W----W 
 
----------RA--------------EGDEAR---------------------------- 
 
--RC-------Y-----N------------------D-----P---------K-CCDFVT 
 
NR--AYAIASSVVS-------FYVPLCIMAFVYL----RVFREAQKQV------------ 
 
-------------KK---------------I----------------------------- 
 
-------------------D---------SCE-----------------------RR--- 
 
------------------------------------F---------------LS------ 
 
-GPARP------------------------------------------------------ 
 
-------------------------------P-------------------------S-- 
 
PAPAPGS----------------------------------------------------- 
 
-----PRPAATAAAAAAAAPLANGRISKRRPS---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
RLVA-----L--------------------REQKA----L-KTLGIIMGVFTL------- 
 
-------------CW---------------------------LP---------------- 



 
--------------------------FF------LANVVKAF------------------ 
 
------------------------------------H--------------R-------- 
 
D-LVPD--R--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------L-----F--VF----------FN---------------- 
 
----------WLGYANSAFNP--------------------------------IIYC-RS 
 
--PDFRKA---FQRLL----------CFA--RRAARGGHAAAGDRPRASGC--------- 
 
--------------------------------------------LPGTRPPPSPGAASDE 
 
DDDDDVGAAPPARLLEPWAGCNGGAAAADSDSSLDEPGRPAGASESKV------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Takifugu_rubripes_putative_beta_2_adrenergic_receptor_gi333
04630 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----MGSTA-----------------------------PTGYLN--------------- 
 
-ASTEK-----------IPT-----------------------------SD---P----- 
 
TKQ------EE------------------------------------------------- 
 
------------------------------------------------------------ 
 
-G---------------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------------------------------Y---S--EVTM---- 
 



I-----------------------------------LL-----------GMVMSF---LV 
 
LCIVFG----------------------------NILVITAIARFQRLQN-V-TNCFITS 
 
LACADLVMGLIVIPFGACYIIF-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------K-TWHFG-----------------SFWCEFWTATD 
 
VLCVTASIETLCVIAIDR---------YLAI----------------------------- 
 
--------T-SPFR-YQ--SMLT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------K-CRARIVVVLVW--VIAA-------------------- 
 
---------------L----------ISFL-P-IH---------MK--------W----W 
 
----------IS----------------DDEE---------------------AK----- 
 
--RC-------I-----E------------------D-----S---------S-CCEFYT 
 
NM--AYAITSSIIS-------FYIPLVIMVFVYS----RVFQEAKQQL------------ 
 
-------------KK---------------I----------------------------- 
 
-------------------D---------QSV-----------------------GR--- 
 
------------------------------------F-H-------------NN------ 
 
--DDNN-----------------------------------------------L------ 
 
------------------------------------------------------------ 
 
-RSLDAN---------------------------S---TRS------------------- 
 
-----------------------------QKK---------------------------- 
 
------------------------------------------------------------ 
 



------------------------------------------------------------ 
 
AKFC-----L--------------------REHKA----L-KTLGIIMGIFTL------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------LLNVVVAI------------------ 
 
------------------------------------W---K----------E-------- 
 
--QHND--L--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------A-----F--RI----------LN---------------- 
 
----------WIGYANSAFNP--------------------------------LIYC-RS 
 
--PEFRYA---FKEIL----------CMK--RNRLT----------NPGPV--------- 
 
----------------------------N-------GYIYSRHSWQSEQQGRSKVSLED- 
 
-SEANESCLGKGMEVCTVIDKTVDPNGNCNKGLTTVTTVL-------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Tetraodon_nigroviridis_unnamed_protein_product_gi47216807 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-EVTM------------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------IL--L--------GIVMSF---LV 
 
LCIVFG----------------------------NILVITAIARFQRLQ-NI-TNCFITS 
 
LACADLVMGLIVIPFGACYIIF-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------K-TWHFG-----------------SFWCEFWTATD 
 
VLCVTASIETLCVIAIDR---------YLAI----------------------------- 
 
--------T-SPFR-YQ--SMLT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------K-CRARIVVVLVW--VIAA-------------------- 
 
---------------L----------ISFL-P-IH---------MK--------W----W 
 
----------IS--------------DDEDAK---------------------------- 
 
--RC-------I-----E------------------D-----S---------S-CCEFYT 
 
NM--AYAITSSIIS-------FYIPLVIMVFVYS----RVFQEAKRHL------------ 
 
-------------KK---------------I----------------------------- 
 
-------------------D---------QSV-----------------------GR--- 
 
------------------------------------F---------------QI------ 
 
-SDDSN------------------------------------------------------ 
 
--------------------------LNSLEA-------------------------N-- 
 
STRSQKK----------------------------------------------------- 
 



------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
AKFC-----L--------------------REHKA----L-KTLGIIMGIFTL------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------LLNVVVAI------------------ 
 
------------------------------------W--------------K-------- 
 
E-QHND--L--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------A-----F--RI----------LN---------------- 
 
----------WIGYANSAFNP--------------------------------LIYC-RS 
 
--PEFRYA---FKEIL----------CLK--RNRLTNPAPVNGYI--------------- 
 
------------------------------------------------------------ 
 
---------------YSKQGWQSEQQGRSKVSLEDSEANESYLG---------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Gallus_gallus_PREDICTED_similar_to_beta_2_adrenergic_recept
or_partial_gi50754872 
 
------------------------------------------------------------ 
 
----------------------------------------ETQRSLVLGMPSVLPASQAE 
 
KCSLTVTVPAGPSLLQHQAVAVEQLPCAHRTPLFSVYV---------------------- 
 
----PSRNELKPQGSIEGESHGCDVGLELSNSYGCS---AVWLGKPS------------I 
 
CLAPLA-----------TAE-----------------SPSQKHAPLELPCIVFPD----- 
 
SST------SL------------------------------------------------- 



 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
----------------------TAVFNHKAPPACGELGSQQPLETQSNLGGAERAGDSRA 
 
SEAPWDGSGRPPLPARGSGWGAMGVAGTELPGGNVSANQSAADPTA--SR--DVWV---- 
 
------------------------------------VG--M--------GILMSL---IV 
 
LVTVFG----------------------------NVLVITAIARFQRLQ-TV-TNYFITS 
 
LACADLVMGLGVVPFGACHIIM-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------E-MWKFG-----------------NFWCEFWTSLD 
 
VLCVTASIETLCVIAVDR---------YFAI----------------------------- 
 
--------T-SPFK-YQ--SLLT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------K-SKARVVILVVW--AISA-------------------- 
 
---------------L----------TSFL-P-IQ---------MH--------W----Y 
 
----------RA--------------DRDEAI---------------------------- 
 
--LC-------Y------------------------E---KDT-----------CCDFFT 
 
NQ--AYAIASSIIS-------FYLPLVVMVFVYA----RVFQVAKKQL------------ 
 
-------------QK--------------------------------------------- 
 
-------------------I--------DQSE-----------------------GR--- 
 
----------------------------------------------------FH------ 
 
-IQNKE------------------------------------------------------ 



 
-------------------------------Q-------------------------D-- 
 
QNGKAGH----------------------------------------------------- 
 
-----------------------------RRS---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
SKFF-----L--------------------KEHKA----L-KTLGIIMGTFTL------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------IVNIVHVI------------------ 
 
------------------------------------Q--------------D-------- 
 
D-IIPK--Y--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------V-----Y--IL----------LN---------------- 
 
----------WLGYVNSAFNP--------------------------------LIYC-RS 
 
--PDFRYA---FQELL----------CLR--RSALKMYANGYSNSNGRSDY--------- 
 
--------------------------------------NEEDNGYPLAPDKACELLCEEG 
 
SFPHPEDFLHCKGTVPSGSLVPGEGGGAGGGWYFKAVQKARPGRNFLAVAGVELPHELGA 
 
GDCCGSAVLPELCSTCPKIPPRDA------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Erinaceus_concolor_beta_2_adrenergic_receptor_gi12698940 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 



 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------VLVITAIAKFERLQT-V-TNYFITS 
 
LACADLLMGLGVVPFGACHILM-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------E-MWTFG-----------------NFWCEFWTSID 
 
VLCVTASIETLCVIAVDR---------YFAI----------------------------- 
 
--------T-SPFK-YQ--SLLT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------K-NKARVVILMVW--IVSG-------------------- 
 
---------------L----------TSFL-P-IQ---------MH--------W----Y 
 
----------RA----------------SHKD---------------------AT----- 
 
--NC-------Y-----A------------------K-----E---------T-CCDFFT 
 
NK--AYAIASSIVS-------FYVPLVIMVFVYS----RVFQVARRQL------------ 
 
-------------RK---------------I----------------------------- 
 
-------------------D---------KSE-----------------------GR--- 



 
------------------------------------F-H-------------AQ------ 
 
-----N-----------------------------------------------L------ 
 
------------------------------------------------------------ 
 
-SQVEQD---------------------------G---RSGLAV---------------- 
 
-----------------------------RRS---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
SKFC-----L--------------------KEHKA----L-KTLGIIMGTFTL------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------IVNIVHAI------------------ 
 
------------------------------------H---D----------N-------- 
 
--LIPK--D--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------I-----Y--IF----------LN---------------- 
 
----------WIGYINSGFNP--------------------------------LIY---- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Sus_scrofa_beta_2_adrenergic_receptor_gi2145037 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 



 
------------------------------------------------------------ 
 
------MGQP-----------------------------GNRSVF--------------- 
 
-LLAPN-----------GSH-----------------------------AP---D----- 
 
QDV------PQ------------------------------------------------- 
 
------------------------------------------------------------ 
 
-E---------------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------------------------------R---D--EAWV---- 
 
V-----------------------------------GM-----------AIVMSL---IV 
 
LAIVFG----------------------------NVLVITAIAKFERLQT-V-TNYFITS 
 
LACADLVMGLAVVPFGASHILM-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------K-MWTFG-----------------SFWCEFWISID 
 
VLCVTASIETLCVIAVDR---------YLAI----------------------------- 
 
--------T-SPFK-YQ--CLLT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------K-NKARVVILMVW--VVSG-------------------- 
 
---------------L----------ISFL-P-IK---------MH--------W----Y 
 
----------QA----------------THRE---------------------AL----- 
 
--NC-------Y-----A------------------E-----E---------A-CCDFFT 
 
NQ--PYAIASSIVS-------FYLPLVVMVFVYS----RVFQVARRQL------------ 



 
-------------QK---------------I----------------------------- 
 
-------------------D---------KSE-----------------------GR--- 
 
------------------------------------F-H-------------AQ------ 
 
-----N-----------------------------------------------L------ 
 
------------------------------------------------------------ 
 
-SQAEQD---------------------------G---RSGPGH---------------- 
 
-----------------------------RRS---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
SKFC-----L--------------------KEHKA----L-KTLGIIMGTFTL------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------IVNIVHGI------------------ 
 
------------------------------------H---D----------N-------- 
 
--LIPK--E--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------V-----Y--IL----------LN---------------- 
 
----------WVGYVNSAFNP--------------------------------LIYC-RS 
 
--PDFRMA---FQELL----------CLH--RSSLKAYGNG--CSSNSNGR--------- 
 
----------------------------T-------DYTGEQSGCYLGEEKDSERLCED- 
 
-APGPEGCAHRQGTVPDDSTDSQGRNCSTNDSML-------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Sus_scrofa_beta_2_adrenergic_receptor_gi42521632 



 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------------MGQP---GNRSVF--------------- 
 
-LLAPN-----------GSH-----------------------------AP---D----- 
 
QDV------PQ------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------------------------ER---D--EAWV---- 
 
------------------------------------VG--M--------AIVMSL---IV 
 
LAIVFG----------------------------NVLVITAIAKFERLQ-TV-TNYFITS 
 
LACADLVMGLAVVPFGASHILM-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------K-MWTFG-----------------SFWCEFWISID 
 
VLCVTASIETLCVIAVDR---------YLAI----------------------------- 
 
--------T-SPFK-YQ--CLLT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------K-NKARVVILMVW--VVSG-------------------- 
 
---------------L----------ISFL-P-IK---------MH--------W----Y 
 
----------QA--------------THREAL---------------------------- 



 
--NC-------Y-----A------------------E-----E---------A-CCDFFT 
 
NQ--PYAIASSIVS-------FYLPLVVMVFVYS----RVFQVARRQL------------ 
 
-------------QK---------------I----------------------------- 
 
-------------------D---------KSE-----------------------GR--- 
 
------------------------------------F-H-------------AQ------ 
 
--NLSQ------------------------------------------------------ 
 
-------------------------------A-------------------------E-- 
 
QDGRSGP---------------------------G------------------------- 
 
----------------------------HRRS---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
SKFC-----L--------------------KEHKA----L-KTLGIIMGTFTL------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------IVNIVHGI------------------ 
 
------------------------------------H---D------------------- 
 
N-LIPK--E--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------V-----Y--IL----------LN---------------- 
 
----------WVGYVNSAFNP--------------------------------LIYC-RS 
 
--PDFRMA---FQELL----------CLH--RSSLKAYGNGCSSNSNGRTD--------- 
 
---------------------------------------YTGEQSGCYLGEEKDSERLCE 
 
EPPGPEGCAHRQGTVPDDSTDSQGRNCSTNDSML-------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 



 
--------------------------- 
 
>Dipodomys_heermanni_beta_2_adrenergic_receptor_gi12698974 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------------------VITAVAKFERLQT-V-TNYFITS 
 
LACADLVMGLAVVPFGASHILM-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------K-MWTFG-----------------NFWCEFWTAID 
 
VLCVTASIETLCVIAVDR---------YFAI----------------------------- 
 
--------T-SPFK-YQ--SLLT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------K-NKARVVILMVW--IVSG-------------------- 



 
---------------L----------TSFL-P-IQ---------MH--------W----Y 
 
----------RA----------------SNLD---------------------AI----- 
 
--KC-------Y-----A------------------K-----E---------T-CCDFFT 
 
NR--AYAIASSIVS-------FYLPLVVMVFVYS----RVFQVAKRQL------------ 
 
-------------QK---------------I----------------------------- 
 
-------------------D---------KCE-----------------------GR--- 
 
------------------------------------F-H-------------AQ------ 
 
-----N-----------------------------------------------L------ 
 
------------------------------------------------------------ 
 
-SQVEQD---------------------------G---RSGHGL---------------- 
 
-----------------------------RRS---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
SKFC-----L--------------------KEHKA----L-KTLGIIMGIFTL------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------IVNVVNSI------------------ 
 
------------------------------------Q---E----------N-------- 
 
--LIPK--Q--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------V-----Y--IL----------LN---------------- 
 
----------WLGYVNSAFNP--------------------------------LIY---- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 



 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Castor_canadensis_beta_2_adrenergic_receptor_gi12698960 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------VLVITAVAKFERLQT-V-TNYFITS 
 
LACADLLMGLAVVPFGASHILM-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------K-MWTFG-----------------NFWCEFWTAID 
 
VLCVTASIETLCVIAVDR---------YFAI----------------------------- 
 
--------T-SPFK-YQ--SLLT------------------------------------- 



 
------------------------------------------------------------ 
 
---------------------K-NKARVVIFMVW--IVSC-------------------- 
 
---------------L----------TSFL-P-IQ---------MH--------W----Y 
 
----------RA----------------THQD---------------------AI----- 
 
--NC-------Y-----A------------------N-----E---------T-CCDFFT 
 
NQ--AYAIASSIVS-------FYVPLVIMVFVYS----RVFQVAKRQL------------ 
 
-------------QK---------------I----------------------------- 
 
-------------------D---------KSE-----------------------GR--- 
 
------------------------------------F-H-------------AQ------ 
 
-----N-----------------------------------------------L------ 
 
------------------------------------------------------------ 
 
-SQVEQD---------------------------R---RSGHGL---------------- 
 
-----------------------------RRS---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
SKFC-----L--------------------KEHKA----L-KTLGIIMGIFTL------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------IVNVVHAI------------------ 
 
------------------------------------Q---D----------N-------- 
 
--LIPK--E--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------V-----Y--IL----------LN---------------- 
 
----------WLGYINSAFNP--------------------------------LIY---- 
 
------------------------------------------------------------ 



 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Cynocephalus_variegatus_beta_2_adrenergic_receptor_gi126989
92 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------VLVITAIAKFERLQ-TV-TNYFITS 
 
LACADLVMGLAVVPFGASHILM-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



-------------------------K-MWTFG-----------------NFWCEFWTSID 
 
VLCVTASIETLCVIAVDR---------YLAI----------------------------- 
 
--------T-SPFK-YQ--RLLT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------K-NKARVVILMVW--IVSG-------------------- 
 
---------------L----------TSFL-P-IQ---------MH--------W----Y 
 
----------RA------------------------------------------------ 
 
-----------THPEAIK------------------C-YAKET-----------CCDFFT 
 
NQ--PYAIASSIVS-------FYLPLVVMVFVYS----RVFLVAKRQL------------ 
 
-------------QK--------------------------------------------- 
 
-------------------I--------DKSE-----------------------GR--- 
 
----------------------------------------------------FH------ 
 
-APNLS------------------------------------------------------ 
 
------------------------------------------------------------ 
 
QVEQDGR----------------------------------------------------- 
 
----------------------SGHGHGLRRA---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
SKFC-----L--------------------KEHKA----I-KTLGIIMGTFTL------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------IVNIVHVI------------------ 
 
---------------------------------------KD------------------- 
 
N-LIPK--E--------------------------------------------------- 
 
------------------------------------------------------------ 
 



---------------------V-----Y--IF----------LN---------------- 
 
----------WVGYVNSGFNP--------------------------------LIY---- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Cynocephalus_volans_ADRB2_gi33330490 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------VLVITAIAKFERLQ-TV-TNYFITS 
 
LACADLVMGLAVVPFGASHILM-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------K-MWTFG-----------------NFWCEFWTSID 
 
VLCVTASIETLCVIAVDR---------YLAI----------------------------- 
 
--------T-SPFK-YQ--RLLT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------K-NKARVVILMVW--IVSG-------------------- 
 
---------------L----------TSFL-P-IQ---------MH--------W----Y 
 
----------RA------------------------------------------------ 
 
-----------THPEAIR------------------C-YAKET-----------CCDFFT 
 
NQ--PYAIASSIVS-------FYLPLVVMVFVYS----RVFLVAKRQL------------ 
 
-------------QK--------------------------------------------- 
 
-------------------I--------DKSE-----------------------GR--- 
 
----------------------------------------------------FH------ 
 
-APNLS------------------------------------------------------ 
 
------------------------------------------------------------ 
 
QVEQDGR----------------------------------------------------- 
 
----------------------SGHGHGLRRA---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
SKFC-----L--------------------KEHKA----I-KTLGIIMGTFTL------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------IVNIVHVI------------------ 
 
---------------------------------------KD------------------- 
 



N-LIPK--E--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------V-----Y--IF----------LN---------------- 
 
----------WVGYVNSGFNP--------------------------------LIY---- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Hippopotamus_amphibius_beta_2_adrenergic_receptor_gi1269902
0 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------VLVITAIAKFERLQT-V-TNYFITS 
 
LACADLVMGLAVVPFGASHILM-------------------------------------- 



 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------N-MWTFG-----------------NFWCEFWTSID 
 
VLCVTASIETLCVIAVDR---------YFAI----------------------------- 
 
--------T-SPFK-YQ--CLLT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------K-NKARVVILMVW--IVSG-------------------- 
 
---------------L----------TSFL-P-IQ---------MH--------W----Y 
 
----------RA----------------THKE---------------------AL----- 
 
--MC-------Y-----A------------------K-----D---------T-CCDFFT 
 
NQ--PYAIASSIVS-------FYLPLVVMVFVYS----RVFQVAKRQL------------ 
 
-------------QK---------------I----------------------------- 
 
-------------------D---------KSE-----------------------GR--- 
 
------------------------------------F-H-------------AQ------ 
 
-----N-----------------------------------------------I------ 
 
------------------------------------------------------------ 
 
-SQVEQD---------------------------G---RSGPGQ---------------- 
 
-----------------------------RRT---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
SKFC-----L--------------------KEHKA----L-KTLGIIMGTFTL------- 
 
-------------CW---------------------------LP---------------- 



 
--------------------------FF------IVNIVHVI------------------ 
 
------------------------------------Q---D----------N-------- 
 
--LIPK--Q--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------L-----Y--IL----------LN---------------- 
 
----------WVGYVNSAFNP--------------------------------LIY---- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Okapia_johnstoni_beta_2_adrenergic_receptor_gi12699028 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 



 
-----------------------------------VLVITAIAKFERLQT-V-TNYFITS 
 
LACADLVMGLAVVPFGACHILM-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------K-MWTFG-----------------NFWCEFWTSID 
 
VLCVTASIETLCVIAVDR---------YFAI----------------------------- 
 
--------T-SPFK-YQ--CLLT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------K-NKARVVILMVW--IVSG-------------------- 
 
---------------L----------TSFL-P-IQ---------MH--------W----Y 
 
----------RA----------------SHKE---------------------AI----- 
 
--NC-------Y-----A------------------K-----E---------T-CCDFFT 
 
NQ--PYAIASSIVS-------FYLPLVVMVFVYS----RVFQVAKRQL------------ 
 
-------------QK---------------I----------------------------- 
 
-------------------D---------RSE-----------------------GR--- 
 
------------------------------------F-H-------------AQ------ 
 
-----N-----------------------------------------------I------ 
 
------------------------------------------------------------ 
 
-SQVEQD---------------------------G---RSGLGQ---------------- 
 
-----------------------------RRT---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 



 
SKFY-----L--------------------KEHKA----L-KTLGIIMGTFTL------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------IVNIVHVI------------------ 
 
------------------------------------Q---D----------N-------- 
 
--LIPK--E--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------I-----Y--IL----------LN---------------- 
 
----------WLGYINSAFNP--------------------------------LIY---- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Tragelaphus_eurycerus_beta_2_adrenergic_receptor_gi12699024 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 



 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------VLVITAIAKFERLQT-V-TNYFITS 
 
LACADLVMGLAVVPFGACHILM-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------K-MWTFG-----------------NFWCEFWTSID 
 
VLCVTASIETLCVIAVDR---------YLAI----------------------------- 
 
--------T-SPFK-YQ--CLLT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------K-NKARVVILMVW--IVSG-------------------- 
 
---------------L----------TSFL-P-IQ---------MH--------W----Y 
 
----------RA----------------SHKE---------------------AI----- 
 
--NC-------Y-----A------------------K-----E---------T-CCDFFT 
 
NQ--PYAIASSIVS-------FYLPLVVMVFVYS----RVFQVAKRQL------------ 
 
-------------QK---------------I----------------------------- 
 
-------------------D---------KSE-----------------------GR--- 
 
------------------------------------F-H-------------TQ------ 
 
-----N-----------------------------------------------I------ 
 
------------------------------------------------------------ 
 
-SQVEQD---------------------------G---RSSLGQ---------------- 
 
-----------------------------RRT---------------------------- 



 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
SKFY-----L--------------------KEHKA----L-KTLGIIMGTFTL------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------IVNIVHVI------------------ 
 
------------------------------------K---D----------N-------- 
 
--LIRK--E--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------I-----Y--IL----------LN---------------- 
 
----------WLGYINSAFNP--------------------------------LIY---- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Bos_taurus_adrenergic_beta_2_receptor_surface_gi41386782 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------MGQP-----------------------------GNRSVF--------------- 
 
-LLAPN-----------ASH-----------------------------AP---D----- 
 
QNV------TL------------------------------------------------- 
 
------------------------------------------------------------ 



 
-E---------------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------------------------------R---D--EAWV---- 
 
V-----------------------------------GM-----------GILMSL---IV 
 
LAIVFG----------------------------NVLVITAIAKFERLQT-V-TNYFITS 
 
LACADLVMGLAVVPFGACHILM-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------K-MWTFG-----------------NFWCEFWTSID 
 
VLCVTASIETLCVIAVDR---------YLAI----------------------------- 
 
--------T-SPFK-YQ--CLLT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------K-NKARVVILMVW--IVSG-------------------- 
 
---------------L----------TSFL-P-IQ---------MH--------W----Y 
 
----------RA----------------SHKE---------------------AI----- 
 
--NC-------Y-----A------------------K-----E---------T-CCDFFT 
 
NQ--PYAIASSIVS-------FYLPLVVMVFVYS----RVFQVAKRQL------------ 
 
-------------QK---------------I----------------------------- 
 
-------------------D---------KSE-----------------------GR--- 
 
------------------------------------F-H-------------AQ------ 
 
-----N-----------------------------------------------V------ 
 
------------------------------------------------------------ 



 
-SQVEQD---------------------------G---RSGLGQ---------------- 
 
-----------------------------RRT---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
SKFY-----L--------------------KEHKA----L-KTLGIIMGTFTL------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------IVNIVHVI------------------ 
 
------------------------------------K---D----------N-------- 
 
--LIRK--E--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------I-----Y--IL----------LN---------------- 
 
----------WLGYINSAFNP--------------------------------LIYC-RS 
 
--PDFRIA---FQELL----------CLR--RSSLKAYGNG--CSSNSNDR--------- 
 
----------------------------T-------DYTGEQSGYHLGEEKDSELLCED- 
 
-PPGTENFVNQQGTVPSDSIDSQGRNCSTNDSLL-------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Hystrix_brachyurus_beta_2_adrenergic_receptor_gi12698970 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 



 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------VLVITAIAKFERLQT-V-TXYFITS 
 
LAFADLIMGLAVVPFGASHILM-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------K-MWTFG-----------------NFWCEFWTSID 
 
VLCVTASIETLCVIAVDR---------YFAI----------------------------- 
 
--------T-SPFK-YQ--SLLT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------K-NTARVVVLMVW--VVSG-------------------- 
 
---------------L----------TSFL-P-IQ---------MH--------W----Y 
 
----------RA----------------THQE---------------------AI----- 
 
--NC-------Y-----A------------------K-----E---------T-CCDFFT 
 
NQ--AYAIASSIVS-------FYVPLVIMVFVYS----RVFQVAKRQL------------ 
 
-------------QK---------------I----------------------------- 
 
-------------------D---------RSE-----------------------GR--- 
 
------------------------------------F-H-------------TQ------ 



 
-----N-----------------------------------------------L------ 
 
------------------------------------------------------------ 
 
-SQVEQD---------------------------G---RSGHGL---------------- 
 
-----------------------------RRS---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
SKFY-----L--------------------KEHKA----L-KTLGIIMGTFTL------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------IVNVVHAI------------------ 
 
------------------------------------Q---D----------N-------- 
 
--LIPK--E--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------V-----Y--IL----------LN---------------- 
 
----------WLGYVNSGFNP--------------------------------LIY---- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Ochotona_hyperborea_beta_2_adrenergic_receptor_gi12698990 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 



 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------VLVITAIAKFERLQT-V-TNYFITS 
 
LACADLLMGLAVVPFGASHILM-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------K-MWNFG-----------------NFWCEFWTAID 
 
VLCVTASIETLCVIAVDR---------YFAI----------------------------- 
 
--------T-SPFK-YQ--SLLT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------K-NKARVVVLMVW--IVSG-------------------- 
 
---------------L----------TSFL-P-IQ---------MH--------W----Y 
 
----------RA----------------THQE---------------------AI----- 
 
--NC-------Y-----A------------------K-----E---------T-CCDFFT 
 
NQ--AYAIASSIVS-------FYLPLVIMVFVYS----RVFQVAKRQL------------ 
 
-------------RK---------------I----------------------------- 



 
-------------------D---------KSE-----------------------GR--- 
 
------------------------------------F-H-------------AQ------ 
 
-----N-----------------------------------------------L------ 
 
------------------------------------------------------------ 
 
-SQVEQD---------------------------G---RSGPGLG--------------- 
 
----------------------------LRRS---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
SKFC-----L--------------------KEHKA----L-KTLGIIMGTFTL------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------IVNIVHVI------------------ 
 
------------------------------------Q---D----------N-------- 
 
--LIPK--E--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------V-----Y--IL----------LN---------------- 
 
----------WLGYVNSAFNP--------------------------------LIY---- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Tscherskia_triton_beta2_adrenergic_receptor_protein_gi56384
749 
 



------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------MGPP-----------------------------GNDSDF--------------- 
 
-LLTPN-----------GSH-----------------------------TP---D----- 
 
HDI------TQ------------------------------------------------- 
 
------------------------------------------------------------ 
 
-E---------------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------------------------------R---D--EAWV---- 
 
V-----------------------------------GM-----------AILMSV---IV 
 
LAIVFG----------------------------NVLVITAIAKFERLQT-V-TNYFITS 
 
LACADLVMGLAVVPFGASHILM-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------K-MWNFG-----------------NFWCEFWTSID 
 
VLCVTASIETLCVIAVDR---------YIAI----------------------------- 
 
--------T-SPFK-YQ--SLLT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------K-NKARMVILMVW--IVSG-------------------- 
 
---------------L----------TSFL-P-IQ---------MH--------W----Y 
 
----------RA----------------THEK---------------------AI----- 
 



--TC-------Y-----R------------------N-----E---------T-CCDFFT 
 
NQ--AYAIASSIVS-------FYVPLVVMVFVYS----RVFQVAKRQL------------ 
 
-------------QK---------------I----------------------------- 
 
-------------------D---------KSE-----------------------GR--- 
 
------------------------------------F-H-------------SQ------ 
 
-----N-----------------------------------------------L------ 
 
------------------------------------------------------------ 
 
-SQVEQD---------------------------G---RSGHGL---------------- 
 
-----------------------------RRS---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
SKFC-----L--------------------KEHKA----L-KTLGIIMGTFTL------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------IVNIVHVI------------------ 
 
------------------------------------Q---E----------N-------- 
 
--LIPK--E--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------V-----Y--IL----------LN---------------- 
 
----------WLGYVNSAFNP--------------------------------LIYC-RS 
 
--PDFRIA---FQELL----------CLR--RSSAKAYGNG--YSSNSNGK--------- 
 
----------------------------S-------DYMGEASECQLRQEKESELLCED- 
 
-PPGMESFANCQGTVPSLSLDSQGRNCSTNDSPL-------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



--------------------------- 
 
>Mesocricetus_auratus_unnamed_protein_product_gi49612 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------MGPP-----------------------------GNDSDF--------------- 
 
-LLTTN-----------GSH-----------------------------VP---D----- 
 
HDV------TE------------------------------------------------- 
 
------------------------------------------------------------ 
 
-E---------------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------------------------------R---D--EAWV---- 
 
V-----------------------------------GM-----------AILMSV---IV 
 
LAIVFG----------------------------NVLVITAIAKFERLQT-V-TNYFITS 
 
LACADLVMGLAVVPFGASHILM-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------K-MWNFG-----------------NFWCEFWTSID 
 
VLCVTASIETLCVIAVDR---------YIAI----------------------------- 
 
--------T-SPFK-YQ--SLLT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------K-NKARMVILMVW--IVSG-------------------- 
 



---------------L----------TSFL-P-IQ---------MH--------W----Y 
 
----------RA----------------THQK---------------------AI----- 
 
--DC-------Y-----H------------------K-----E---------T-CCDFFT 
 
NQ--AYAIASSIVS-------FYVPLVVMVFVYS----RVFQVAKRQL------------ 
 
-------------QK---------------I----------------------------- 
 
-------------------D---------KSE-----------------------GR--- 
 
------------------------------------F-H-------------SP------ 
 
-----N-----------------------------------------------L------ 
 
------------------------------------------------------------ 
 
-GQVEQD---------------------------G---RSGHGL---------------- 
 
-----------------------------RRS---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
SKFC-----L--------------------KEHKA----L-KTLGIIMGTFTL------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------IVNIVHVI------------------ 
 
------------------------------------Q---D----------N-------- 
 
--LIPK--E--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------V-----Y--IL----------LN---------------- 
 
----------WLGYVNSAFNP--------------------------------LIYC-RS 
 
--PDFRIA---FQELL----------CLR--RSSSKAYGNG--YSSNSNGK--------- 
 
----------------------------T-------DYMGEASGCQLGQEKESERLCED- 
 
-PPGTESFVNCQGTVPSLSLDSQGRNCSTNDSP--------------------------- 
 



------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Mesocricetus_auratus_Beta_2_adrenergic_receptor_Beta_2_adre
noceptor_Beta_2_adrenoreceptor_gi114766 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------MGPP-----------------------------GNDSDF--------------- 
 
-LLTTN-----------GSH-----------------------------VP---D----- 
 
HDV------TE------------------------------------------------- 
 
------------------------------------------------------------ 
 
-E---------------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------------------------------R---D--EAWV---- 
 
V-----------------------------------GM-----------AILMSV---IV 
 
LAIVFG----------------------------NVLVITAIAKFERLQT-V-TNYFITS 
 
LACADLVMGLAVVPFGASHILM-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------K-MWNFG-----------------NFWCEFWTSID 
 
VLCVTASIETLCVIAVDR---------YIAI----------------------------- 
 
--------T-SPFK-YQ--SLLT------------------------------------- 



 
------------------------------------------------------------ 
 
---------------------K-NKARMVILMVW--IVSG-------------------- 
 
---------------L----------TSFL-P-IQ---------MH--------W----Y 
 
----------RA----------------THQK---------------------AI----- 
 
--DC-------Y-----H------------------K-----E---------T-CCDFFT 
 
NQ--AYAIASSIVS-------FYVPLVVMVFVYS----RVFQVAKRQL------------ 
 
-------------QK---------------I----------------------------- 
 
-------------------D---------KSE-----------------------GR--- 
 
------------------------------------F-H-------------SP------ 
 
-----N-----------------------------------------------L------ 
 
------------------------------------------------------------ 
 
-GQVEQD---------------------------G---RSGHGL---------------- 
 
-----------------------------RRS---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
SKFC-----L--------------------KEHKA----L-KTLGIIMGTFTL------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------IVNIVHVI------------------ 
 
------------------------------------Q---D----------N-------- 
 
--LIPK--E--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------V-----Y--IL----------LN---------------- 
 
----------WLGYVNSAFNP--------------------------------LIYC-RS 
 
--PDFRIA---FQELL----------CLR--RSSSKAYGNG--YSSNSNGK--------- 



 
----------------------------T-------DYMGEASGCQLGQEKESERLCED- 
 
-PPGTESFVNCQGTVPSLSLDSQGRNCSTNDSPL-------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Rattus_norvegicus_beta_2_adrenergic_receptor_gi1199929 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------MEPH-----------------------------GNDSDF--------------- 
 
-LLAPN-----------GSR-----------------------------AP---G----- 
 
HDI------TQ------------------------------------------------- 
 
------------------------------------------------------------ 
 
-E---------------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------------------------------R---D--EAWV---- 
 
V-----------------------------------GM-----------AILMSV---IV 
 
LAIVFG----------------------------NVLVITAIAKFERLQT-V-TNYFITS 
 
LACADLVMGLAVVPFGASHILM-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------K-MWNFG-----------------NFWCEFWTSID 



 
VLCVTASIETLCVIAVDR---------YVAI----------------------------- 
 
--------T-SPFK-YQ--SLLT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------K-NKARVVILMVW--IVSG-------------------- 
 
---------------L----------TSFL-P-IQ---------MH--------W----Y 
 
----------RA----------------THKQ---------------------AI----- 
 
--DC-------Y-----A------------------K-----E---------T-CCDFFT 
 
NQ--AYAIASSIVS-------FYVPLVVMVFVYS----RVFQVAKRQL------------ 
 
-------------QK---------------I----------------------------- 
 
-------------------D---------KSE-----------------------GR--- 
 
------------------------------------F-H-------------AQ------ 
 
-----N-----------------------------------------------L------ 
 
------------------------------------------------------------ 
 
-SQVEQD---------------------------G---RSGHGL---------------- 
 
-----------------------------RSS---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
FKFC-----L--------------------KEHKA----L-KTLGIIMGTFTL------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------IVNIVHVI------------------ 
 
------------------------------------R---A----------N-------- 
 
--LIPK--E--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------V-----Y--IL----------LN---------------- 



 
----------WLGYVNSAFNP--------------------------------LIYC-RS 
 
--PDFRYA---FQELL----------CLR--RSSSKTYGNG--YSSNSNGR--------- 
 
----------------------------T-------DYTGEQSAYQLGQEKENELLCEE- 
 
-APGMEGFVNCQGTVPSLSIDSQGRNCNTNDSPL-------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Rattus_norvegicus_Adrenergic_receptor_beta_2_gi55778297 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------MEPH-----------------------------GNDSDF--------------- 
 
-LLAPN-----------GSR-----------------------------AP---G----- 
 
HDI------TQ------------------------------------------------- 
 
------------------------------------------------------------ 
 
-E---------------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------------------------------R---D--EAWV---- 
 
V-----------------------------------GM-----------AILMSV---IV 
 
LAIVFG----------------------------NVLVITAIAKFERLQT-V-TNYFITS 
 
LACADLVMGLAVVPFGASHILM-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 



 
------------------------------------------------------------ 
 
-------------------------K-MWNFG-----------------NFWCEFWTSID 
 
VLCVTASIETLCVIAVDR---------YVAI----------------------------- 
 
--------T-SPFK-YQ--SLLT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------K-NKARVVILMVW--IVSG-------------------- 
 
---------------L----------TSFL-P-IQ---------MH--------W----Y 
 
----------RA----------------THKQ---------------------AI----- 
 
--DC-------Y-----A------------------K-----E---------T-CCDFFT 
 
NQ--AYAIASSIVS-------FYVPLVVMVFVYS----RVFQVAKRQL------------ 
 
-------------QK---------------I----------------------------- 
 
-------------------D---------KSE-----------------------GR--- 
 
------------------------------------F-H-------------AQ------ 
 
-----N-----------------------------------------------L------ 
 
------------------------------------------------------------ 
 
-SQVEQD---------------------------G---RSGHGL---------------- 
 
-----------------------------RRS---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
SKFC-----L--------------------KEHKA----L-KTLGIIMGTFTL------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------IVNIVHVI------------------ 
 
------------------------------------R---A----------N-------- 
 
--LIPK--E--------------------------------------------------- 



 
------------------------------------------------------------ 
 
---------------------V-----Y--IL----------LN---------------- 
 
----------WLGYVNSAFNP--------------------------------LIYC-RS 
 
--PDFRIA---FQELL----------CLR--RSSSKTYGNG--YSSNSNGR--------- 
 
----------------------------T-------DYTGEQSAYQLGQEKENELLCEE- 
 
-APGMEGFVNCQGTVPSLSIDSQGRNCNTNDSPL-------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Rattus_sp_unnamed_protein_product_gi57778 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------------MEPH---GNDSDF--------------- 
 
-LLAPN-----------GSR-----------------------------AP---G----- 
 
HDI------TQ------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------------------------ER---D--EAWV---- 
 
------------------------------------VG--M--------AILMSV---IV 
 
LAIVFG----------------------------NVLVITAIAKFERLQ-TV-TNYFITS 
 
LACADLVMGLAVVPFGASHILM-------------------------------------- 
 
------------------------------------------------------------ 



 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------K-MWNFG-----------------NFWCEFWTSID 
 
VLCVTASIETLCVIAVDR---------YVAI----------------------------- 
 
--------T-SPFK-YQ--SLLT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------K-NKARVVILMVW--IVSG-------------------- 
 
---------------L----------TSFL-P-IQ---------MH--------W----Y 
 
----------RA--------------THKQAI---------------------------- 
 
--DC-------Y-----A------------------K-----E---------T-CCDFFT 
 
NQ--AYAIASSIVS-------FYVPLVVMVFVYS----RVFQVAKRQL------------ 
 
-------------QK---------------I----------------------------- 
 
-------------------D---------KSE-----------------------GR--- 
 
------------------------------------F-H-------------AQ------ 
 
--NLSQ------------------------------------------------------ 
 
-------------------------------V-------------------------E-- 
 
QDGRSGH---------------------------G------------------------- 
 
----------------------------LRSS---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
SKFC-----L--------------------KEHKA----L-KTLGIIMGTFTL------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------IVNIVHVI------------------ 



 
------------------------------------R---A------------------- 
 
N-LIPK--E--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------V-----Y--IL----------LN---------------- 
 
----------WLGYVNSAFNP--------------------------------LIYC-RS 
 
--PDFRIA---FQELL----------CLR--RSSSKTYGNGYSSNSNGRTD--------- 
 
---------------------------------------YTGEQSAYQLGQEKENELLCE 
 
EAPGMEGFVNCQGTVPSLSIDSQGRNCNTNDSPL-------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Mus_musculus_beta_2_andrenergic_receptor_gi50101 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------MGPH-----------------------------GNDSDF--------------- 
 
-LLAPN-----------GSR-----------------------------AP---H----- 
 
HDV------TQ------------------------------------------------- 
 
------------------------------------------------------------ 
 
-E---------------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------------------------------R---D--EAWV---- 
 
V-----------------------------------GM-----------AILMSV---IV 
 
LAIVFG----------------------------NVLVITAIAKFERLQT-V-TNYFIIS 



 
LACADLVMGLAVVPFGASHTSM-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------K-MWNFG-----------------NFWCEFWTSID 
 
VLCVTASIETLCVIAVDR---------YVAI----------------------------- 
 
--------T-SPFK-YQ--SLLT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------K-NKARVVILMVW--IVSG-------------------- 
 
---------------L----------TSFL-P-IQ---------MH--------W----Y 
 
----------RA----------------THKK---------------------AI----- 
 
--DC-------Y-----T------------------E-----E---------T-CCDFFT 
 
NQ--AYAIASSIVS-------FYVPLVVMVFVYS----RVFQVAKRQL------------ 
 
-------------QK---------------I----------------------------- 
 
-------------------D---------KSE-----------------------GR--- 
 
------------------------------------F-H-------------AQ------ 
 
-----N-----------------------------------------------L------ 
 
------------------------------------------------------------ 
 
-SQVEQD---------------------------G---RTGHGL---------------- 
 
-----------------------------RRS---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
SKFC-----L--------------------KEHKA----L-KTLGIIMGTFTL------- 



 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------IVNIVHVI------------------ 
 
------------------------------------R---D----------N-------- 
 
--LIPK--E--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------V-----Y--IL----------LN---------------- 
 
----------WLGYVNSAFNP--------------------------------LIYC-RS 
 
--PDFRIA---FQELL----------CLR--RSSFETYGNG--YSSNSNGR--------- 
 
----------------------------T-------DYTGEPNTCQLGQEREQELLCED- 
 
-PPGMEGFVNCQGTVPSLSVDSQGRNCSTNDSPL-------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Mus_musculus_Beta_2_adrenergic_receptor_Beta_2_adrenoceptor
_Beta_2_adrenoreceptor_gi114767 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------MGPH-----------------------------GNDSDF--------------- 
 
-LLAPN-----------GSR-----------------------------AP---D----- 
 
HDV------TQ------------------------------------------------- 
 
------------------------------------------------------------ 
 
-E---------------------------------------------------------- 
 
------------------------------------------------------------ 
 



---------------------------------------------R---D--EAWV---- 
 
V-----------------------------------GM-----------AILMSV---IV 
 
LAIVFG----------------------------NVLVITAIAKFERLQT-V-TNYFIIS 
 
LACADLVMGLAVVPFGASHILM-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------K-MWNFG-----------------NFWCEFWTSID 
 
VLCVTASIETLCVIAVDR---------YVAI----------------------------- 
 
--------T-SPFK-YQ--SLLT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------K-NKARVVILMVW--IVSG-------------------- 
 
---------------L----------TSFL-P-IQ---------MH--------W----Y 
 
----------RA----------------THKK---------------------AI----- 
 
--DC-------Y-----T------------------E-----E---------T-CCDFFT 
 
NQ--AYAIASSIVS-------FYVPLCVMVFVYS----RVFQVAKRQL------------ 
 
-------------QK---------------I----------------------------- 
 
-------------------D---------KSE-----------------------GR--- 
 
------------------------------------F-H-------------AQ------ 
 
-----N-----------------------------------------------L------ 
 
------------------------------------------------------------ 
 
-SQVEQD---------------------------G---RSGHGL---------------- 
 
-----------------------------RRS---------------------------- 
 



------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
SKFC-----L--------------------KEHKA----L-KTLGIIMGTFTL------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------IVNIVHVI------------------ 
 
------------------------------------R---D----------N-------- 
 
--LIPK--E--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------V-----Y--IL----------LN---------------- 
 
----------WLGYVNSAFNP--------------------------------LIYC-RS 
 
--PDFRIA---FQELL----------CLR--RSSSKTYGNG--YSSNSNGR--------- 
 
----------------------------T-------DYTGEPNTCQLGQEREQELLCED- 
 
-PPGMEGFVNCQGTVPSLSVDSQGRNCSTNDSPL-------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Mus_musculus_beta_2_adrenergic_receptor_gi12698964 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------VLVITAIAKFERLQT-V-TNYFIIS 
 
LACADLVMGLAVVPFGASHILM-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------K-MWNFG-----------------NFWCEFWTSID 
 
VLCVTASIETLCVIAVDR---------YVAI----------------------------- 
 
--------T-SPFK-YQ--SLLT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------K-NKARVVILMVW--IVSG-------------------- 
 
---------------L----------TSFL-P-IQ---------MH--------W----Y 
 
----------RA----------------THKK---------------------AI----- 
 
--DC-------Y-----T------------------E-----E---------T-CCDFFT 
 
NQ--AYAIASSIVS-------FYVPLVVMVFVYS----RVFQVAKRQL------------ 
 
-------------QK---------------I----------------------------- 
 
-------------------D---------KSE-----------------------GR--- 
 
------------------------------------F-H-------------AQ------ 
 
-----N-----------------------------------------------L------ 
 
------------------------------------------------------------ 
 



-SQVEQD---------------------------G---RSGHGL---------------- 
 
-----------------------------RRS---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
SKFC-----L--------------------KEHKA----L-KTLGIIMGTFTL------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------IVNIVHVI------------------ 
 
------------------------------------R---D----------N-------- 
 
--LIPK--E--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------V-----Y--IL----------LN---------------- 
 
----------WLGYVNSAFNP--------------------------------LIY---- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Mus_musculus_unnamed_protein_product_gi26348433 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------MGPH-----------------------------GNDSDF--------------- 
 
-LLAPN-----------GSR-----------------------------AP---D----- 
 



HDV------TQ------------------------------------------------- 
 
------------------------------------------------------------ 
 
-E---------------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------------------------------R---D--EAWV---- 
 
V-----------------------------------GM-----------AILMSV---IV 
 
LAIVFG----------------------------NVLVITAIAKFERLQT-V-TNYFIIS 
 
LACADLVMGLAVVPFGASHILM-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------K-MWNFG-----------------NFWCEFWTSID 
 
VLCVTASIETLCVIAVDR---------YVAI----------------------------- 
 
--------T-SPFK-YQ--SLLT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------K-NKARVVILMVW--IVSG-------------------- 
 
---------------L----------TSFL-P-IQ---------MH--------W----Y 
 
----------RA----------------THKK---------------------AI----- 
 
--DC-------Y-----T------------------E-----E---------T-CCDFFT 
 
NQ--AYAIASSIVS-------FYVPLVVMVFVYS----RVFQVAKRQL------------ 
 
-------------QK---------------I----------------------------- 
 
-------------------D---------KSE-----------------------GR--- 
 
------------------------------------F-H-------------AQ------ 
 



-----N-----------------------------------------------L------ 
 
------------------------------------------------------------ 
 
-SQVEQD---------------------------G---RSGHGL---------------- 
 
-----------------------------RRS---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
SKFC-----L--------------------KEHKA----L-KTLGIIMGTFTL------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------IVNIVHVI------------------ 
 
------------------------------------R---D----------N-------- 
 
--LIPK--E--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------V-----Y--IL----------LN---------------- 
 
----------WLGYVNSAFNP--------------------------------LIYC-RS 
 
--PDFRIA---FQELL----------CLR--RSSSKTYGNG--YSSNSNGR--------- 
 
----------------------------T-------DYTGEPNTCQLGQEREQELLCED- 
 
-PPGMEGFVNCQGTVPSLSVDSQGRNCSTNDSPL-------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Ateles_fusciceps_beta_2_adrenergic_receptor_gi12698998 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------VLVITAIAKFERLQT-V-TNYFITS 
 
LACADLVMGLAVVPFGASHILM-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------K-MWTFG-----------------NFWCEFWTSID 
 
VLCVTASIETLCVIAVDR---------YFAI----------------------------- 
 
--------T-SPFK-YQ--SLLT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------K-NKARVIILMVW--IVSG-------------------- 
 
---------------L----------TSFL-P-IQ---------MH--------W----Y 
 
----------RA----------------THQK---------------------AI----- 
 
--NC-------Y-----A------------------K-----E---------T-CCDFFT 
 
NQ--AYAIASSIVS-------FYVPLVVMVFVYS----RVFQVAKRQL------------ 
 
-------------QK---------------I----------------------------- 
 



-------------------D---------KSE-----------------------GR--- 
 
------------------------------------F-H-------------AQ------ 
 
-----N-----------------------------------------------L------ 
 
------------------------------------------------------------ 
 
-SQVEQD---------------------------G---RTGHGL---------------- 
 
-----------------------------RRS---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
SKFC-----L--------------------KEHKA----L-KTLGIIMGTFTL------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------IVNIVHVI------------------ 
 
------------------------------------R---D----------N-------- 
 
--LIPK--E--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------V-----Y--IL----------LN---------------- 
 
----------WVGYVNSAFNP--------------------------------LIY---- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Saguinus_oedipus_adrenergic_receptor_beta_2_gi23379627 
 
------------------------------------------------------------ 
 



------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--LAPN-----------GSQ-----------------------------AP---D----- 
 
HDV------TQ------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------------------------ER---D--EAWV---- 
 
------------------------------------VG--M--------GIVMSL---IV 
 
LAIVFG----------------------------NVLVITAIAKFERLQ-TV-TNYFITS 
 
LACADLVMGLAVVPFGASHILM-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------K-MWTFG-----------------NFWCEFWTSID 
 
VLCVTASIGTLCVIAVDR---------YFAI----------------------------- 
 
--------T-SPFK-YQ--SLLT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------K-NKARVIILMVW--IVSG-------------------- 
 
---------------L----------TSFL-P-IQ---------MH--------W----Y 
 
----------RA--------------THQEAI---------------------------- 
 
--NC-------Y-----A------------------K-----E---------T-CCDFFT 
 



NQ--AYAIASSIVS-------FYVPLVVMVFVYS----RVFQVAKRQL------------ 
 
-------------QK---------------I----------------------------- 
 
-------------------D---------KSE-----------------------GR--- 
 
------------------------------------F---------------HA------ 
 
--QNLS------------------------------------------------------ 
 
------------------------------QV-------------------------E-- 
 
QDGRTGH---------------------------G------------------------- 
 
----------------------------LRRS---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
SKFC-----L--------------------KEHKA----L-KTLGIIMGTFTL------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------IVNIVHVI------------------ 
 
------------------------------------R---D------------------- 
 
N-LIPK--E--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------V-----Y--IL----------LN---------------- 
 
----------WVGYVNSAFNP--------------------------------LIYC-RS 
 
--PDFRIA---FQELL----------CLH--RSSLKAYGNGYSSNSNGNTG--------- 
 
------------------------------------------------------------ 
 
-------------EQCGYHLEQEKENKLLCEDLPGTEDFVG------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 



>Callimico_goeldii_beta_2_adrenergic_receptor_gi12699004 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------VLVITAIAKFERLQT-V-TNYFITS 
 
LACADLVMGLAVVPFGASHILM-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------K-MWTFG-----------------NFWCEFWTSID 
 
VLCVTASIETLCVIAVDR---------YFAI----------------------------- 
 
--------T-SPFK-YQ--SLLT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------K-XKARVIILMVW--VVSG-------------------- 
 
---------------L----------TSFL-P-IQ---------MH--------W----Y 
 



----------RA----------------THQE---------------------AI----- 
 
--NC-------Y-----A------------------K-----E---------T-CCDFFT 
 
NQ--AYAIASSIVS-------FYVPLVVMVFVYS----RVFQVAKRQL------------ 
 
-------------QK---------------I----------------------------- 
 
-------------------D---------KSE-----------------------GR--- 
 
------------------------------------F-H-------------AQ------ 
 
-----N-----------------------------------------------L------ 
 
------------------------------------------------------------ 
 
-SQVEQD---------------------------G---RTGHGL---------------- 
 
-----------------------------RRS---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
SKFC-----L--------------------KEHKA----L-KTLGIIMGTFTL------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------IVNIVHVI------------------ 
 
------------------------------------R---D----------N-------- 
 
--LIPK--E--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------I-----Y--IL----------LN---------------- 
 
----------WVGYVNSAFNP--------------------------------LIY---- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



------------------------------------------------------------ 
 
--------------------------- 
 
>Macaca_mulatta_beta_2_adrenergic_receptor_gi12699000 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------VLVITAIAKFERLQT-V-TNYFITS 
 
LACADLVMGLAVVPFGAAHILM-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------K-MWTFG-----------------NFWCEFWTSID 
 
VLCVTASIETLCVIAVDR---------YFAI----------------------------- 
 
--------T-SPFK-YQ--SLLT------------------------------------- 
 
------------------------------------------------------------ 
 



---------------------K-NKARVIILMVW--IVSG-------------------- 
 
---------------L----------TSFL-P-IQ---------MH--------W----Y 
 
----------RA----------------THQE---------------------AI----- 
 
--NC-------Y-----A------------------K-----E---------T-CCDFFT 
 
NQ--AYAIASSIVS-------FYVPLVIMVFVYS----RVFQEAKRQL------------ 
 
-------------QK---------------I----------------------------- 
 
-------------------D---------KSE-----------------------GR--- 
 
------------------------------------F-H-------------AQ------ 
 
-----N-----------------------------------------------L------ 
 
------------------------------------------------------------ 
 
-SQVEQD---------------------------G---RTGHGL---------------- 
 
-----------------------------RRS---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
SKFC-----L--------------------KEHKA----L-KTLGIIMGTFTL------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------IVNIVHVI------------------ 
 
------------------------------------Q---D----------N-------- 
 
--LIPK--E--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------V-----Y--IL----------LN---------------- 
 
----------WVGYVNSGFNP--------------------------------LIY---- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Macaca_mulatta_beta_2_adrenergic_receptor_gi1004339 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------MGQP-----------------------------GNGSAF--------------- 
 
-LLAPN-----------GSH-----------------------------AP---D----- 
 
HDV------TQ------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------------------------ER---D--EAWV---- 
 
------------------------------------VG--M--------GIVMSL---IV 
 
LAIVFG----------------------------NVLVITAIAKFERLQ-TV-TNYFITS 
 
LACADLVMGLAVVPFGAAHILM-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------K-MWTFG-----------------NFWCEFWTSID 
 
VLCVTASIETLCVIAVDR---------YFAI----------------------------- 
 



--------T-SPFK-YQ--SLLT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------K-NKARVIILMVW--IVSG-------------------- 
 
---------------L----------TSFL-P-IQ---------MH--------W----Y 
 
----------RA--------------THQEAI---------------------------- 
 
--NC-------Y-----A------------------K-----E---------T-CCDFFT 
 
NQ--AYAIASSIVS-------FYVPLVIMVFVYS----RVFQEAKRQL------------ 
 
-------------QK---------------I----------------------------- 
 
-------------------D---------KSE-----------------------GR--- 
 
------------------------------------F-H-------------AQ------ 
 
--NLSQ------------------------------------------------------ 
 
-------------------------------V-------------------------E-- 
 
QDGRTGH---------------------------G------------------------- 
 
----------------------------LRRS---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
SKFC-----L--------------------KEHKA----L-KTLGIIMGTFTL------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------IVNIVHVIQ----------------- 
 
---------------------------------------------------D-------- 
 
N-LIPK--E--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------V-----Y--IL----------LN---------------- 
 
----------WVGYVNSGFNP--------------------------------LIYC-RS 
 



--PDFRIA---FQELL----------CLR--RSSLKACGNGYSSNSNGNTG--------- 
 
------------------------------------------EQSGYHLEQEKENKLLCE 
 
DLPGTEDFVGHQGTVPSDNIDSQGRSCSTNDSLL-------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Pongo_pygmaeus_adrenergic_receptor_beta_2_gi23379625 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-LAPNG-----------SHA---------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------------------PDHDVTQE--RD--EAWV---- 
 
------------------------------------VG--M--------GIVMSL---IV 
 
LAIVFG----------------------------NVLVITAIAKFERLQ-TV-TNYFITS 
 
LACADLVMGLAVVPFGAAHILM-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



-------------------------K-MWTFG-----------------NFWCEFWTSID 
 
VLCVTASIETLCVIAVDR---------YFAI----------------------------- 
 
--------T-SPFK-YQ--SLLT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------K-NKARVIILMVW--IVSG-------------------- 
 
---------------L----------TSFL-P-IQ---------MH--------W----Y 
 
----------RA--------------THQEAI---------------------------- 
 
--NC-------Y-----A------------------N-----E---------T-CCDFFT 
 
NQ--AYAIASSIVS-------FYVPLVIMVFVYS----RVFQEAKRQL------------ 
 
-------------QK--------------------------------------------- 
 
-------------------I--------DKSE-----------------------GR--- 
 
----------------------------------------------------FH------ 
 
-AQNLS------------------------------------------------------ 
 
------------------------------QV-------------------------E-- 
 
QDGQTGH----------------------------------------------------- 
 
---------------------------GLRRS---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
SKFC-----L--------------------KEHKA----L-KTLGIIMGTFTL------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------SF------IVNIVHVI------------------ 
 
------------------------------------Q--------------D-------- 
 
N-LIRK--E--------------------------------------------------- 
 
------------------------------------------------------------ 
 



---------------------V-----Y--IL----------LN---------------- 
 
----------WIGYVNSGFNP--------------------------------LIYC-RS 
 
--PDFRIA---FQEPL----------CLS--RSSLKAYGNGYSSNSNGNAG--------- 
 
------------------------------------------------------------ 
 
-------------EQSGYHLEQEKENKLLCEDLPGTEDFVG------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Homo_sapiens_Adrenergic_beta_2_receptor_surface_variant_gi6
2897611 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------------QSTGWNWQAPRAPSTRQAECAGRVPTTP 
 
TPQPLNEASRRPLAARRAPP-----------------WVRLLRRPQPVRLPARLRAMGQP 
 
GNGSAFLLAPN------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------------------GSHAPDHDVTQQRDEVWV---- 
 
------------------------------------VG--M--------GIVMSL---IV 
 
LAIVFG----------------------------NVLVITAIAKFERLQ-TV-TNYFITS 
 
LACADLVMGLAVVPFGAAHILM-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 



 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------K-MWTFG-----------------NFWCEFWTSID 
 
VLCVTASIETLCVIAVDR---------YFAI----------------------------- 
 
--------T-SPFK-YQ--SLLT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------K-NKARVIILMVW--IVSG-------------------- 
 
---------------L----------TSFL-P-IQ---------MH--------W----Y 
 
----------RA------------------------------------------------ 
 
-----------------T-------------HQEAINCYANET-----------CCDFFT 
 
NQ--AYAIASSIVS-------FYVPLVIMVFVYS----RVFQEAKRQL------------ 
 
-------------QK--------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
IDKSEGR----------------------------------------------------- 
 
----------FHVQNLSQVEQDGRTGHGLRRP---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
SKFC-----L--------------------KEHKA----L-KTLGIIMGTFTL------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------IVNIVHVI------------------ 
 
------------------------------------Q----------------------- 



 
DNLIRK--E--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------V-----Y--IL----------LN---------------- 
 
----------WIGYVNSGFNP--------------------------------LIYCRS- 
 
--PDFRIA---FQELL----------CLR--RSSLKAYGNGYSSNGNTGEQ--------- 
 
--------------------------------------------SGYHVEQEKENKLLCE 
 
DLPGTEDFVGHQGTVPSDNIDSQGRNCSTNDSLL-------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Pan_troglodytes_adrenergic_receptor_beta_2_gi23379621 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-LAPNG-----------SHA---------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------------------PDHDVTQE--RD--EVWV---- 
 
------------------------------------VG--M--------GIFMSL---IV 
 
LAIVFG----------------------------NVLVITAIAKFERLQ-TV-TNYFITS 
 
LACADLVMGLAVVPFGAAHILM-------------------------------------- 



 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------K-MWTFG-----------------NFWCEFWTSID 
 
VLCVTASIETLCVIAVDR---------YFAI----------------------------- 
 
--------T-SPFK-YQ--SLLT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------K-NKARVIILMVW--IVSG-------------------- 
 
---------------L----------TSFL-P-IQ---------MH--------W----Y 
 
----------RA--------------THQEAI---------------------------- 
 
--NC-------Y-----A------------------N-----E---------T-CCDFFT 
 
NQ--AYAIASSIVS-------FYAPLVIMVFVYS----RVFQEAKRQL------------ 
 
-------------QK--------------------------------------------- 
 
-------------------I--------DKSE-----------------------GR--- 
 
----------------------------------------------------FH------ 
 
-VQNLS------------------------------------------------------ 
 
------------------------------QV-------------------------E-- 
 
QDGRTGH---------------------------G------------------------- 
 
----------------------------LRRS---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
SKFC-----L--------------------KEHKA----L-KTLGIIMGTFTL------- 
 
-------------CW---------------------------LP---------------- 



 
--------------------------FF------IVNIVHVI------------------ 
 
------------------------------------Q--------------D-------- 
 
N-LIRK--E--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------V-----Y--IL----------LN---------------- 
 
----------WIGYVNSGFNP--------------------------------LIYC-RS 
 
--PDFRIA---FQELL----------CLR--RSSLKAYGNGYSSNGNTGEQ--------- 
 
------------------------------------------------------------ 
 
---------------SGYHVEQEKENKLLCEDLPGTEDFVG------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Gorilla_gorilla_adrenergic_receptor_beta_2_gi23379623 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--LAPN-----------GSH-----------------------------AP---D----- 
 
HDV------TQ------------------------------------------------- 
 
------------------------------------------------------------ 
 
-E---------------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------------------------------R---D--EVWV---- 
 
V-----------------------------------GM-----------GIVMSL---IV 



 
LAIVFG----------------------------NVLVITAIAKFERLQT-V-TNYFITS 
 
LACADLVMGLAVVPFGAAHILM-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------K-MWTFG-----------------NFWCEFWTSID 
 
VLCVTASIETLCVIAVDR---------YFAI----------------------------- 
 
--------T-SPFK-YQ--SLLT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------K-NKARVIILMVW--IVSG-------------------- 
 
---------------L----------TSFL-P-IQ---------MH--------W----Y 
 
----------RA----------------THQE---------------------AI----- 
 
--NC-------Y-----A------------------N-----E---------T-CCDFFT 
 
NQ--AYAIASSIVS-------FYVPLVIMVFVYS----RVFQKAKRQL------------ 
 
-------------QK---------------I----------------------------- 
 
-------------------D---------KSE-----------------------GR--- 
 
------------------------------------F-H-------------VQ------ 
 
-----N-----------------------------------------------L------ 
 
------------------------------------------------------------ 
 
-SQVEQD---------------------------G---RTGHGL---------------- 
 
-----------------------------RRS---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 



 
SKFC-----L--------------------KEHKA----L-KTLGIIMGTFTL------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------IVNIVHVI------------------ 
 
------------------------------------Q---D----------N-------- 
 
--LIRK--E--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------V-----Y--IL----------LN---------------- 
 
----------WIGYVNSGFNP--------------------------------LIYC-RS 
 
--PDFRIA---FQELL----------CLR--RSSLKAYGNG--YSSN--GN--------- 
 
----------------------------T----------GEQSGYHVEQEKENKLLCED- 
 
-LPGTEDFVG-------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Homo_sapiens_beta2_adrenergic_receptor_gi2570533 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------MGQP-----------------------------GNGSAF--------------- 
 
-LLAPN-----------RSH-----------------------------AP---D----- 
 
HDV------TQ------------------------------------------------- 
 
------------------------------------------------------------ 
 
-Q---------------------------------------------------------- 
 
------------------------------------------------------------ 



 
---------------------------------------------R---D--EVWV---- 
 
V-----------------------------------GM-----------GIVMSL---IV 
 
LAIVFG----------------------------NVLVITAIAKFERLQT-V-TNYFITS 
 
LACADLVMGLAVVPFGAAHILM-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------K-MWTFG-----------------NFWCEFWTSID 
 
VLCVTASIETLCVIAVDR---------YFAI----------------------------- 
 
--------T-SPFK-YQ--SLLT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------K-NKARVIILMVW--IVSG-------------------- 
 
---------------L----------ISFL-P-IQ---------MH--------W----Y 
 
----------RA----------------THQE---------------------AI----- 
 
--NC-------Y-----A------------------N-----E---------T-CCDFFT 
 
NQ--AYAIASSIVS-------FYVPLVIMVFVYS----RVFQEAKRQL------------ 
 
-------------QK---------------I----------------------------- 
 
-------------------D---------KSE-----------------------GR--- 
 
------------------------------------F-H-------------VQ------ 
 
-----N-----------------------------------------------L------ 
 
------------------------------------------------------------ 
 
-SQVEQD---------------------------G---RTGHGL---------------- 
 
-----------------------------RRS---------------------------- 



 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
SKFC-----L--------------------KEHKA----L-KTLGIIMGTFTL------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------IVNIVHVI------------------ 
 
------------------------------------Q---D----------N-------- 
 
--LIRK--E--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------V-----Y--IL----------LN---------------- 
 
----------WIGYVNSGFNP--------------------------------LIYC-RS 
 
--PDFRIA---FQELL----------CLR--RSSLKAYGNG--YSSN--GN--------- 
 
----------------------------T----------GEQSGYHVEQEKENKLLCED- 
 
-LPGTEDFVGHQGTVPSDNIDSQGRNCSTNDSLL-------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Homo_sapiens_beta_2_adrenergic_receptor_gi22658465 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------MGQP-----------------------------GNGSAF--------------- 
 
-LLAPN-----------RSH-----------------------------AP---D----- 
 
HDV------TQ------------------------------------------------- 
 
------------------------------------------------------------ 



 
-Q---------------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------------------------------R---D--EVWV---- 
 
V-----------------------------------GM-----------GIVMSL---IV 
 
LAIVFG----------------------------NVLVITAIAKFERLQT-V-TNYFITS 
 
LACADLVMGLAVVPFGAAHILM-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------K-MWTFG-----------------NFWCEFWTSID 
 
VLCVTASIETLCVIAVDR---------YFAI----------------------------- 
 
--------T-SPFK-YQ--SLLT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------K-NKARVIILMVW--IVSG-------------------- 
 
---------------L----------TSFL-P-IQ---------MH--------W----Y 
 
----------RA----------------THQE---------------------AI----- 
 
--NC-------Y-----A------------------N-----E---------T-CCDFFT 
 
NQ--AYAIASSIVS-------FYVPLVIMAFVYS----RVFQEAKRQL------------ 
 
-------------QK---------------I----------------------------- 
 
-------------------D---------KSE-----------------------GR--- 
 
------------------------------------F-H-------------VQ------ 
 
-----N-----------------------------------------------L------ 
 
------------------------------------------------------------ 



 
-SQVEQD---------------------------G---RTGHGL---------------- 
 
-----------------------------RRS---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
SKFC-----L--------------------KEHKA----L-KTLGIIMGTFTL------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------IVNIVHVI------------------ 
 
------------------------------------Q---D----------N-------- 
 
--LIRK--E--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------V-----Y--IL----------LN---------------- 
 
----------WIGYVNSGFNP--------------------------------LIYC-RS 
 
--PDFRIA---FQELL----------CLR--RSSLKAYGNG--YSSN--GN--------- 
 
----------------------------T----------GEQSGYHVEQEKENKLLCED- 
 
-LPGTEDFVGHQGTVPSDNIDSQGRNCSTNDSLL-------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Homo_sapiens_beta_2_adrenergic_receptor_gi5714688 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------MGQP-----------------------------GNGSAF--------------- 
 
-LLAPN-----------GSH-----------------------------AP---D----- 



 
HDV------TQ------------------------------------------------- 
 
------------------------------------------------------------ 
 
-Q---------------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------------------------------R---D--EVWV---- 
 
V-----------------------------------GM-----------GIVMSL---IV 
 
LAIVFG----------------------------NVLVITAIAKFERLQT-V-TNYFITS 
 
LACADLVMGLAVVPFGAAHILM-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------K-MWTFG-----------------NFWCEFWTSID 
 
VLCVTASIETLCVIAVDR---------YFAI----------------------------- 
 
--------T-SPFK-YQ--SLLT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------K-NKARVIILMVW--IVSG-------------------- 
 
---------------L----------XSFL-P-IQ---------MH--------W----Y 
 
----------RA----------------THQE---------------------AI----- 
 
--NC-------Y-----A------------------N-----E---------T-CCDFFT 
 
NQ--AYAIASSIVS-------FYVPLVIMVFVYS----RVFQEAKRQL------------ 
 
-------------QK---------------I----------------------------- 
 
-------------------D---------KSE-----------------------GR--- 
 
------------------------------------F-H-------------VQ------ 



 
-----N-----------------------------------------------L------ 
 
------------------------------------------------------------ 
 
-SQVEQD---------------------------G---RTGHGL---------------- 
 
-----------------------------RRS---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
SKFC-----L--------------------KEHKA----L-KTLGIIMGTFTL------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------IVNIVHVI------------------ 
 
------------------------------------Q---D----------N-------- 
 
--LIRK--E--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------V-----Y--IL----------LN---------------- 
 
----------WIGYVNSGFNP--------------------------------LIYC-RS 
 
--PDFRIA---FQELL----------CLR--RSSLKAYGNG--YSSN--GN--------- 
 
----------------------------T----------GEQSGYHVEQEKENKLLCED- 
 
-LPGTEDFVGHQGTVPSDNIDSQGRNCSTNDSLL-------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Homo_sapiens_ADRB2_protein_gi34190269 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 



 
------------------------------LLQSTGWNWQAPRAPSTRQAECAGRVPTTP 
 
TPQPLNEASRRPLAARRAPP-----------------WVRLLRRPQPVRLPARLRAMGQP 
 
GNGSAFLLAPN------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------------------GSHAPDHDVTQQRDEVWV---- 
 
------------------------------------VG--M--------GIVMSL---IV 
 
LAIVFG----------------------------NVLVITAIAKFERLQ-TV-TNYFITS 
 
LACADLVMGLAVVPFGAAHILM-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------K-MWTFG-----------------NFWCEFWTSID 
 
VLCVTASIETLCVIAVDR---------YFAI----------------------------- 
 
--------T-SPFK-YQ--SLLT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------K-NKARVIILMVW--IVSG-------------------- 
 
---------------L----------TSFL-P-IQ---------MH--------W----Y 
 
----------RA------------------------------------------------ 
 
-----------------T-------------HQEAINCYANET-----------CCDFFT 
 
NQ--AYAIASSIVS-------FYVPLVIMVFVYS----RVFQEAKRQL------------ 
 
-------------QK--------------------------------------------- 



 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
IDKSEGR----------------------------------------------------- 
 
----------FHVQNLSQVEQDGRTGHGLRRS---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
SKFC-----L--------------------KEHKA----L-KTLGIIMGTFTL------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------IVNIVHVI------------------ 
 
------------------------------------Q----------------------- 
 
DNLIRK--E--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------V-----Y--IL----------LN---------------- 
 
----------WIGYVNSGFNP--------------------------------LIYCRS- 
 
--PDFRIA---FQELL----------CLR--RSSLKAYGNGYSSNGNTGEQ--------- 
 
--------------------------------------------SGYHVEQEKENKLLCE 
 
DLPGTEDFVGHQGTVPSDNIDSPGRNCSTNDSLL-------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Homo_sapiens_ADRB2_protein_gi49258125 
 
------------------------------------------------------------ 



 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------MGQP-----------------------------GNGSAF--------------- 
 
-LLAPN-----------GSH-----------------------------AP---D----- 
 
HDV------TQ------------------------------------------------- 
 
------------------------------------------------------------ 
 
-E---------------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------------------------------R---D--EVWV---- 
 
V-----------------------------------GM-----------GIVMSL---IV 
 
LAIVFG----------------------------NVLVITAIAKFERLQT-V-TNYFITS 
 
LACADLVMGLAVVPFGAAHILM-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------K-MWTFG-----------------NFWCEFWTSID 
 
VLCVTASIETLCVIAVDR---------YFAI----------------------------- 
 
--------T-SPFK-YQ--SLLT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------K-NKARVIILMVW--IVSG-------------------- 
 
---------------L----------TSFL-P-IQ---------MH--------W----Y 
 
----------RA----------------THQE---------------------AI----- 
 
--NC-------Y-----A------------------N-----E---------T-CCDFFT 



 
NQ--AYAIASSIVS-------FYVPLVIMVFVYS----RVFQEAKRQL------------ 
 
-------------QK---------------I----------------------------- 
 
-------------------D---------KSE-----------------------GR--- 
 
------------------------------------F-H-------------VQ------ 
 
-----N-----------------------------------------------L------ 
 
------------------------------------------------------------ 
 
-SQVEQD---------------------------G---RTGHGL---------------- 
 
-----------------------------RRS---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
SKFC-----L--------------------KEHKA----L-KTLGIIMGTFTL------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------IVNIVHVI------------------ 
 
------------------------------------Q---D----------N-------- 
 
--LIRK--E--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------V-----Y--IL----------LN---------------- 
 
----------WIGYVNSGFNP--------------------------------LIYC-RS 
 
--PDFRIA---FQELL----------CLR--RSSLKAYGNG--YSSN--GN--------- 
 
----------------------------T----------GEQSGYHVEQEKENKLLCED- 
 
-LPGTEDFVGHQGTVPSDNIDSQGRNCSTNDSLL-------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 



 
>Homo_sapiens_beta2_adrenergic_receptor_gi2570531 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------MGQP-----------------------------GNGSAF--------------- 
 
-LLAPN-----------RSH-----------------------------AP---D----- 
 
HDV------TQ------------------------------------------------- 
 
------------------------------------------------------------ 
 
-Q---------------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------------------------------R---D--EVWV---- 
 
M-----------------------------------GM-----------GIVMSL---IV 
 
LAIVFG----------------------------NVLVITAIAKFERLQT-V-TNYFITS 
 
LACADLVMGLAVVPFGAAHILM-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------K-MWTFG-----------------NFWCEFWTSID 
 
VLCVTASIETLCVIAVDR---------YFAI----------------------------- 
 
--------T-SPFK-YQ--SLLT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------K-NKARVIILMVW--IVSG-------------------- 
 
---------------L----------TSFL-P-IQ---------MH--------W----Y 



 
----------RA----------------THQE---------------------AI----- 
 
--NC-------Y-----A------------------N-----E---------T-CCDFFT 
 
NQ--AYAIASSIVS-------FYVPLVIMVFVYS----RVFQEAKRQL------------ 
 
-------------QK---------------I----------------------------- 
 
-------------------D---------KSE-----------------------GR--- 
 
------------------------------------F-H-------------VQ------ 
 
-----N-----------------------------------------------L------ 
 
------------------------------------------------------------ 
 
-SQVEQD---------------------------G---RTGHGL---------------- 
 
-----------------------------RRS---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
SKFC-----L--------------------KEHKA----L-KTLGIIMGTFTL------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------IVNIVHVI------------------ 
 
------------------------------------Q---D----------N-------- 
 
--LIRK--E--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------V-----Y--IL----------LN---------------- 
 
----------WIGYVNSGFNP--------------------------------LIYC-RS 
 
--PDFRIA---FQELL----------CLR--RSSLKAYGNG--YSSN--GN--------- 
 
----------------------------T----------GEQSGYHVEQEKENKLLCED- 
 
-LPGTEDFVGHQGTVPSDNIDSQGRNCSTNDSLL-------------------------- 
 
------------------------------------------------------------ 



 
------------------------------------------------------------ 
 
--------------------------- 
 
>Pan_troglodytes_PREDICTED_similar_to_ADRB2_protein_gi556251
94 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------MQFHKYLHTQVESTSPKPTVIPRWKHVVYN 
 
QPAHLHPEPPRSLPCRKAGSPESRTPKPPTPSCCPAPAASPPAPVGSWGPDPRRTCRTYP 
 
LPEPPRWGAGEREARARGCGRRTPAPDHLGSPRIVLLPNRAGLHGLNSPQPRWSPLPCPL 
 
PPPLGARDSGG------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------GHSRFLPNVGQCRCAALCLETSSRAGAQGRQVAATEEPKAPGLAER 
 
TARRLLQSTGWNWQAPRAPSTRQAECAGRVPTTPTPQPLNEASRRPLAARRAPPWVRPLR 
 
RPQPVRSPARLRAMGQPGNGSAFLLAPNGSHAPDHDVTQERDEVWVVGMGIFMSL---IV 
 
LAIVFG----------------------------NVLVITAIAKFERLQ-TV-TNYFITS 
 
LACADLVMGLAVVPFGAAHILM-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------K-MWTFG-----------------NFWCEFWTSID 
 
VLCVTASIETLCVIAVDR---------YFAI----------------------------- 
 
--------T-SPFK-YQ--SLLT------------------------------------- 
 



------------------------------------------------------------ 
 
---------------------K-NKARVIILMVW--IVSG-------------------- 
 
---------------L----------TSFL-P-IQ---------MH--------W----Y 
 
----------RA------------------------------------------------ 
 
-----------------T-------------HQEAINCYANET-----------CCDFFT 
 
NQ--AYAIASSIVS-------FYVPLVIMVFVYS----RVFQEAKRQL------------ 
 
-------------QK--------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
IDKSEGR----------------------------------------------------- 
 
----------FHVQNLSQVEQDGRTGHGLRRS---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
SKFC-----L--------------------KEHKA----L-KTLGIIMGTFTL------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------IVNIVHVI------------------ 
 
------------------------------------Q----------------------- 
 
DNLIRK--E--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------V-----Y--IL----------LN---------------- 
 
----------WIGYVNSGFNP--------------------------------LIYCRS- 
 
--PDFRIA---FQELL----------CLR--RSSLKAYGNGYSSNGNTGEQ--------- 
 



--------------------------------------------SGYHVEQEKENKLLCE 
 
DLPGTEDFVGHEGTVPSDNIDSQGRNCSTNDSLL-------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Homo_sapiens_Unknown_protein_for_IMAGE_5241774_gi39645303 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------------------NWQAPRAPSTRQAECAGRVPTTP 
 
TPQPLNEASRRPLAARRAPP-----------------WVRLLRRPQPVRLPARLRAMGQP 
 
GNGSAFLLAPN------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------------------RSHAPDHDVTQQRDEVWV---- 
 
------------------------------------VG--M--------GIVMSL---IV 
 
LAIVFG----------------------------NVLVITAIAKFERLQ-TV-TNYFITS 
 
LACADLVMGLAVVPFGAAHILM-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------K-MWTFG-----------------NFWCEFWTSID 
 



VLCVTASIETLCVIAVDR---------YFAI----------------------------- 
 
--------T-SPFK-YQ--SLLT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------K-NKARVIILMVW--IVSG-------------------- 
 
---------------L----------TSFL-P-IQ---------MH--------W----Y 
 
----------RA------------------------------------------------ 
 
-----------------T-------------HQEAINCYANET-----------CCDFFT 
 
NQ--AYAIASSIVS-------FYVPLVIMVFVYS----RVFQEAKRQL------------ 
 
-------------QK--------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
IDKSEGR----------------------------------------------------- 
 
----------FHVQNLSQVEQDGRTGHGLRRS---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
SKFC-----L--------------------KEHKA----L-KTLGIIMGTFTL------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------IVNIVHVI------------------ 
 
------------------------------------Q----------------------- 
 
DNLIRK--E--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------V-----Y--IL----------LN---------------- 
 



----------WIGYVNSGFNP--------------------------------LIYCRS- 
 
--PDFRIA---FQELL----------CLR--RSSLKAYGNGYSSNGNTGEQ--------- 
 
--------------------------------------------SGYHVEQEKENKLLCE 
 
DLPGTEDFVGHQGTVPSDNIDSQGRNCSTNDSLL-------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Homo_sapiens_beta_2_andrenergic_receptor_gi6573153 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
---------------------------------------MGQPGNGS------------A 
 
FLLAPN-----------XSH-----------------------------AP---D----- 
 
HDV------TQ------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
---------------------------------------------Q--RD--EVWV---- 
 
------------------------------------VG--M--------GIVMSL---IV 
 
LAIVFG----------------------------NVLVITAIAKFERLQ-TV-TNYFITS 
 
LACADLVMGLAVVPFGAAHILM-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



------------------------------------------------------------ 
 
-------------------------K-MWTFG-----------------NFWCEFWTSID 
 
VLCVTASIETLCVIAVDR---------YFAI----------------------------- 
 
--------T-SPFK-YQ--SLLT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------K-NKARVIILMVW--IVSG-------------------- 
 
---------------L----------TSFL-P-IQ---------MH--------W----Y 
 
----------RA--------------THQEAI---------------------------- 
 
--NC-------Y-----A------------------N-----E---------T-CCDFFT 
 
NQ--AYAIASSIVS-------FYVPLVIMVFVYS----RVFQEAKRQL------------ 
 
-------------QK--------------------------------------------- 
 
-------------------I--------DKSE-----------------------GR--- 
 
----------------------------------------------------FH------ 
 
-VQNLS------------------------------------------------------ 
 
------------------------------QV-------------------------E-- 
 
QDGRTGH---------------------------G------------------------- 
 
----------------------------LRRS---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
SKFC-----L--------------------KEHKA----L-KTLGIIMGTFTL------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------IVNIVHVI------------------ 
 
------------------------------------Q--------------D-------- 
 
N-LIRK--E--------------------------------------------------- 
 



------------------------------------------------------------ 
 
---------------------V-----Y--IL----------LN---------------- 
 
----------WIGYVNSGFNP--------------------------------LIYC-RS 
 
--PDFRIA---FQELL----------CLR--RSSLKAYGNGYSSNGNTGEQ--------- 
 
--------------------------------------------SGYHVEQEKENRLLCE 
 
DLPGTEDFVGHQGTVPSDNIDSQGRNCSTNDSLL-------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Homo_sapiens_beta2_adrenergic_receptor_gi2570529 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------MGQP-----------------------------GNGSAF--------------- 
 
-LLAPN-----------RSH-----------------------------AP---D----- 
 
HDV------TQ------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------------------------ER---D--EVWV---- 
 
------------------------------------VG--M--------GIVMSL---IV 
 
LAIVFG----------------------------NVLVITAIAKFERLQ-TV-TNYFITS 
 
LACADLVMGLAVVPFGAAHILM-------------------------------------- 
 
------------------------------------------------------------ 
 



------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------K-MWTFG-----------------NFWCEFWTSID 
 
VLCVTASIETLCVIAVDR---------YFAI----------------------------- 
 
--------T-SPFK-YQ--SLLT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------K-NKARVIILMVW--IVSG-------------------- 
 
---------------L----------TSFL-P-IQ---------MH--------W----Y 
 
----------RA--------------THQEAI---------------------------- 
 
--NC-------Y-----A------------------N-----E---------T-CCDFFT 
 
NQ--AYAIASSIVS-------FYVPLVIMVFVYS----RVFQEAKRQL------------ 
 
-------------QK---------------I----------------------------- 
 
-------------------D---------KSE-----------------------GR--- 
 
------------------------------------F-H-------------VQ------ 
 
--NLSQ------------------------------------------------------ 
 
-------------------------------V-------------------------E-- 
 
QDGRTGH---------------------------G------------------------- 
 
----------------------------LRRS---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
SKFC-----L--------------------KEHKA----L-KTLGIIMGTFTL------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------IVNIVHVI------------------ 
 



------------------------------------------------Q--D-------- 
 
N-LIRK--E--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------V-----Y--IL----------LN---------------- 
 
----------WIGYVNSGFNP--------------------------------LIYC-RS 
 
--PDFRIA---FQELL----------CLR--RSSLKAYGNGYSSNGNTGEQ--------- 
 
--------------------------------------------SGYHVEQEKENKLLCE 
 
DLPGTEDFVGHQGTVPSDNIDSQGRNCSTNDSLL-------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Homo_sapiens_adrenergic_beta_2_receptor_surface_gi68248540 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------MGQP-----------------------------GNGSAF--------------- 
 
-LLAPN-----------GSH-----------------------------AP---D----- 
 
HDV------TQ------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------------------------QR---D--EVWV---- 
 
------------------------------------VG--M--------GIVMSL---IV 
 
LAIVFG----------------------------NVLVITAIAKFERLQ-TV-TNYFITS 
 



LACADLVMGLAVVPFGAAHILM-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------K-MWTFG-----------------NFWCEFWTSID 
 
VLCVTASIETLCVIAVDR---------YFAI----------------------------- 
 
--------T-SPFK-YQ--SLLT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------K-NKARVIILMVW--IVSG-------------------- 
 
---------------L----------TSFL-P-IQ---------MH--------W----Y 
 
----------RA--------------THQEAI---------------------------- 
 
--NC-------Y-----A------------------N-----E---------T-CCDFFT 
 
NQ--AYAIASSIVS-------FYVPLVIMVFVYS----RVFQEAKRQL------------ 
 
-------------QK---------------I----------------------------- 
 
-------------------D---------KSE-----------------------GR--- 
 
------------------------------------F-H-------------VQ------ 
 
--NLSQ------------------------------------------------------ 
 
-------------------------------V-------------------------E-- 
 
QDGRTGH---------------------------G------------------------- 
 
----------------------------LRRS---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
SKFC-----L--------------------KEHKA----L-KTLGIIMGTFTL------- 
 



-------------CW---------------------------LP---------------- 
 
--------------------------FF------IVNIVHVI------------------ 
 
------------------------------------------------Q--D-------- 
 
N-LIRK--E--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------V-----Y--IL----------LN---------------- 
 
----------WIGYVNSGFNP--------------------------------LIYC-RS 
 
--PDFRIA---FQELL----------CLR--RSSLKAYGNGYSSNGNTGEQ--------- 
 
--------------------------------------------SGYHVEQEKENKLLCE 
 
DLPGTEDFVGHQGTVPSDNIDSQGRNCSTNDSLL-------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Homo_sapiens_adrenergic_beta_2_receptor_surface_gi4501969 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------MGQP-----------------------------GNGSAF--------------- 
 
-LLAPN-----------RSH-----------------------------AP---D----- 
 
HDV------TQ------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------------------------QR---D--EVWV---- 
 



------------------------------------VG--M--------GIVMSL---IV 
 
LAIVFG----------------------------NVLVITAIAKFERLQ-TV-TNYFITS 
 
LACADLVMGLAVVPFGAAHILM-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------K-MWTFG-----------------NFWCEFWTSID 
 
VLCVTASIETLCVIAVDR---------YFAI----------------------------- 
 
--------T-SPFK-YQ--SLLT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------K-NKARVIILMVW--IVSG-------------------- 
 
---------------L----------TSFL-P-IQ---------MH--------W----Y 
 
----------RA--------------THQEAI---------------------------- 
 
--NC-------Y-----A------------------N-----E---------T-CCDFFT 
 
NQ--AYAIASSIVS-------FYVPLVIMVFVYS----RVFQEAKRQL------------ 
 
-------------QK---------------I----------------------------- 
 
-------------------D---------KSE-----------------------GR--- 
 
------------------------------------F-H-------------VQ------ 
 
--NLSQ------------------------------------------------------ 
 
-------------------------------V-------------------------E-- 
 
QDGRTGH---------------------------G------------------------- 
 
----------------------------LRRS---------------------------- 
 
------------------------------------------------------------ 
 



------------------------------------------------------------ 
 
SKFC-----L--------------------KEHKA----L-KTLGIIMGTFTL------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------IVNIVHVI------------------ 
 
------------------------------------------------Q--D-------- 
 
N-LIRK--E--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------V-----Y--IL----------LN---------------- 
 
----------WIGYVNSGFNP--------------------------------LIYC-RS 
 
--PDFRIA---FQELL----------CLR--RSSLKAYGNGYSSNGNTGEQ--------- 
 
--------------------------------------------SGYHVEQEKENKLLCE 
 
DLPGTEDFVGHQGTVPSDNIDSQGRNCSTNDSLL-------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Homo_sapiens_beta_2_adrenergic_receptor_gi12699006 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------VLVITAIAKFERLQ-TV-TNYFITS 
 
LACADLVMGLAVVPFGAAHILM-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------K-MWTFG-----------------NFWCEFWTSID 
 
VLCVTASIETLCVIAVDR---------YFAI----------------------------- 
 
--------T-SPFK-YQ--SLLT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------K-NKARVIILMVW--IVSG-------------------- 
 
---------------L----------TSFL-P-IQ---------MH--------W----Y 
 
----------RA--------------THQEAI---------------------------- 
 
--NC-------Y-----A------------------N-----E---------T-CCDFFT 
 
NQ--AYAIASSIVS-------FYVPLVIMVFVYS----RVFQEAKRQL------------ 
 
-------------QK---------------I----------------------------- 
 
-------------------D---------KSE-----------------------GR--- 
 
------------------------------------F-H-------------VQ------ 
 
--NLSQ------------------------------------------------------ 
 
-------------------------------V-------------------------E-- 
 
QDGRTGH---------------------------G------------------------- 
 



----------------------------LRRS---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
SKFC-----L--------------------KEHKA----L-KTLGIIMGTFTL------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------IVNIVHVI------------------ 
 
------------------------------------------------Q--D-------- 
 
N-LIRK--E--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------V-----Y--IL----------LN---------------- 
 
----------WIGYVNSGFNP--------------------------------LIY---- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Solenodon_paradoxus_ADRB2_gi45549414 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------VLVITAIAKFERLQ-TV-TNYFITS 
 
LACADLVMGLAVVPFGACHILM-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------K-MWTFG-----------------NFWCEFWTSID 
 
VLCVTASIETLCVIAVDR---------YFAI----------------------------- 
 
--------T-SPFK-YQ--SLLT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------K-NKARVVILMVW--IVSG-------------------- 
 
---------------L----------TSFL-P-IQ---------MH--------W----Y 
 
----------RA--------------THEEAI---------------------------- 
 
--NC-------Y-----A------------------K-----E---------T-CCDFFT 
 
NQ--AYAIASSIVS-------FYLPLVVMVFVYS----RVFQVAKRQL------------ 
 
-------------QK---------------I----------------------------- 
 
-------------------D---------KSE-----------------------GR--- 
 
------------------------------------F---------------HA------ 
 
--QNLS------------------------------------------------------ 
 



------------------------------QV-------------------------E-- 
 
QDGRSGH---------------------------G------------------------- 
 
----------------------------HRRS---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
SKFC-----L--------------------KEHKA----L-KTLGIIMGTFTL------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------IVNIVHVT------------------ 
 
------------------------------------Q--------------D-------- 
 
N-LIPK--Q--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------I-----Y--IL----------LN---------------- 
 
----------WLGYVNSAFNP--------------------------------LIY---- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Ceratotherium_simum_beta_2_adrenergic_receptor_gi12699032 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------VLVITAIAKFERLQ-TV-TNYFIIS 
 
LACADLVMGLAVVPFGASHILM-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------K-MWTFG-----------------NFWCEFWTSID 
 
VLCVTASIETLCVIAVDR---------YVAI----------------------------- 
 
--------T-SPFK-YQ--SLLT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------K-NKARVVVLMVW--IVSG-------------------- 
 
---------------L----------TSFL-P-IQ---------MH--------W----Y 
 
----------RA--------------THKEAI---------------------------- 
 
--NC-------Y-----A------------------K-----E---------T-CCDFFT 
 
NQ--AYAIASSIVS-------FYLPLVVMVFVYS----RVFQVAKRQL------------ 
 
-------------QK---------------I----------------------------- 
 
-------------------D---------KSE-----------------------GR--- 
 



------------------------------------F---------------HA------ 
 
--QNLS------------------------------------------------------ 
 
------------------------------QV-------------------------E-- 
 
QDGRSGH---------------------------G------------------------- 
 
----------------------------LRRT---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
SKFC-----L--------------------KEHKA----L-KTLGIIMGTFTL------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------IVNIVHVI------------------ 
 
------------------------------------Q--------------D-------- 
 
N-LIPK--E--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------I-----Y--IL----------LN---------------- 
 
----------WVGYVNSAFNP--------------------------------LIY---- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Equus_caballus_beta_2_adrenergic_receptor_gi12699030 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------VLVITAIAKFERLQ-TV-TNYFITS 
 
LACADLVMGLAVVPFGASHILM-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------K-MWTFG-----------------NFWCEFWTSID 
 
VLCVTASIETLCVIAVDR---------YFAI----------------------------- 
 
--------T-SPFK-YQ--SLLT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------K-NKARVVILMVW--IVSG-------------------- 
 
---------------L----------TSFL-P-IQ---------MH--------W----Y 
 
----------RA--------------THKEAI---------------------------- 
 
--NC-------Y-----A------------------K-----E---------T-CCDFFT 
 
NQ--AYAIASSIVS-------FYLPLVVMVFVYS----RVFQVAKRQL------------ 
 



-------------QK---------------I----------------------------- 
 
-------------------D---------KSE-----------------------GR--- 
 
------------------------------------F---------------HA------ 
 
--QNLS------------------------------------------------------ 
 
------------------------------QL-------------------------E-- 
 
QDGRSG------------------------------------------------------ 
 
----------------------------LRRT---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
SKFC-----L--------------------KEHKA----L-KTLGIIMGIFTL------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------IVNIVHVI------------------ 
 
------------------------------------Q--------------D-------- 
 
N-LIPK--E--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------V-----Y--IL----------LN---------------- 
 
----------WLGYVNSAFNP--------------------------------LIY---- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Muscardinus_avellanarius_beta_2_adrenergic_receptor_gi12698
962 



 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------VLVITAIARFERLQ-TV-TNYFITS 
 
LACADLVMGLAVVPFGASHILM-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------K-MWTFG-----------------NFWCEFWTSID 
 
VLCVTASIETLCVIAVDR---------YFAI----------------------------- 
 
--------T-SPFK-YQ--SLLT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------K-NKARVVILMVW--IVSG-------------------- 
 
---------------L----------TSFL-P-IQ---------MH--------W----Y 
 
----------RA--------------THQEAI---------------------------- 



 
--NC-------Y-----A------------------K-----E---------T-CCDFFT 
 
NQ--PYAIASSIVS-------FYLPLLVMVFVYS----RVFQVAKKQL------------ 
 
-------------QK---------------I----------------------------- 
 
-------------------D---------KSE-----------------------GR--- 
 
------------------------------------F---------------HA------ 
 
--QNLS------------------------------------------------------ 
 
------------------------------QV-------------------------E-- 
 
QDGHSGH---------------------------G------------------------- 
 
----------------------------LRRS---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
SKFC-----L--------------------KEHKA----L-KTLGIIMGIFTL------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------IVNIVHVI------------------ 
 
------------------------------------Q--------------D-------- 
 
N-LIPK--E--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------V-----Y--IL----------LN---------------- 
 
----------WVGYVNSAFNP--------------------------------LIY---- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 



 
--------------------------- 
 
>Lemur_catta_beta_2_adrenergic_receptor_gi12698996 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------VLVITAIARFERLQ-TV-TNYFITS 
 
LACADLVMGLAVVPFGASHILM-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------K-MWTFG-----------------NFWCEFWTSID 
 
VLCVTASIETLCVIAVDR---------YFAI----------------------------- 
 
--------T-SPFK-YQ--SLLT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------K-NKARVVILMVW--IVSG-------------------- 



 
---------------L----------TSFL-P-IQ---------MH--------W----Y 
 
----------RA--------------THQEAI---------------------------- 
 
--NC-------Y-----A------------------K-----E---------T-CCDFFT 
 
NQ--AYAIASSIVS-------FYVPLVIMVFVYS----RVFQVAKRQL------------ 
 
-------------QK---------------I----------------------------- 
 
-------------------D---------KSE-----------------------GR--- 
 
------------------------------------F---------------HA------ 
 
--QHLS------------------------------------------------------ 
 
------------------------------QA-------------------------E-- 
 
HDGRSGH---------------------------G------------------------- 
 
----------------------------LRRS---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
SKFC-----L--------------------KEHKA----L-KTLGIIMGTFTL------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------IVNIVHAI------------------ 
 
------------------------------------Q--------------D-------- 
 
N-LIPK--E--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------V-----Y--IL----------LN---------------- 
 
----------WVGYVNSAFNP--------------------------------LIY---- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 



 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Felis_catus_adrenergic_receptor_beta_2_gi57163787 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-MGQPG-----------NRS-----------------VFLLAPNGSHAPDQ---D----- 
 
GTQ------ER------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------------------------------N--DAWV---- 
 
------------------------------------VG--M--------GIVMSL---IV 
 
LAIVFG----------------------------NVLVITAIARFERLQ-TV-TNYFITS 
 
LACADLVMGLAVVPFGASHILM-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------K-MWTFG-----------------NFWCEFWTSID 
 
VLCVTASIETLCVIAVDR---------YFAI----------------------------- 
 
--------T-SPFK-YQ--SLLT------------------------------------- 



 
------------------------------------------------------------ 
 
---------------------K-NKARVVILMVW--IVSG-------------------- 
 
---------------L----------TSFL-P-IQ---------MH--------W----Y 
 
----------RA--------------THQEAI---------------------------- 
 
--NC-------Y-----A------------------K-----E---------T-CCDFFT 
 
NQ--AYAIASSIVS-------FYLPLVVMVFVYS----RVFQVAQRQL------------ 
 
-------------QK---------------I----------------------------- 
 
-------------------D---------KSE-----------------------GR--- 
 
------------------------------------F---------------HA------ 
 
--QNLS------------------------------------------------------ 
 
------------------------------QV-------------------------E-- 
 
QDGRSGH---------------------------G------------------------- 
 
----------------------------HRRA---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
SKFC-----L--------------------KEHKA----L-KTLGIIMGTFTL------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------IVNIVHVI------------------ 
 
------------------------------------Q--------------D-------- 
 
N-LIPK--E--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------V-----Y--IL----------LN---------------- 
 
----------WVGYVNSAFNP--------------------------------LIYC-RS 
 
--PDFRIA---FQELL----------CLR--RSSLKAYGNGYSNNSNSRTD--------- 



 
---------------------------------------YAGEHSGGPLGQEKDSEVLCE 
 
DPPGTENLANRQGTVPNDSIDSQGQNGSTNDSLL-------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Choloepus_didactylus_beta_2_adrenergic_receptor_gi12698930 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------VLVITAIARFERLQ-TV-TNYFITS 
 
LACADLVMGLAVVPFGASHIIM-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------K-MWTFG-----------------NFWCEFWTSID 



 
VLCVTASIETLCVIAVDR---------YFAI----------------------------- 
 
--------T-SPFK-YQ--SLLT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------K-NKARVVILMVW--IVSG-------------------- 
 
---------------L----------TSFL-P-IQ---------MH--------W----Y 
 
----------RA--------------THQKAI---------------------------- 
 
--XC-------Y-----A------------------N-----E---------T-CCDFFT 
 
NQ--AYAIASSIVS-------FYLPLVVMVFVYS----RVFQVAKRQL------------ 
 
-------------QK---------------I----------------------------- 
 
-------------------D---------KSE-----------------------GR--- 
 
------------------------------------F---------------HA------ 
 
--QNLS------------------------------------------------------ 
 
------------------------------QV-------------------------E-- 
 
QDGRSGH---------------------------G------------------------- 
 
----------------------------HRRA---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
SKFC-----L--------------------KEHKA----I-KTLGIIMGTFTL------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------IVNIVHVI------------------ 
 
------------------------------------Q--------------D-------- 
 
N-LIPK--E--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------V-----Y--IL----------LN---------------- 



 
----------WVGYVNSAFNP--------------------------------LIY---- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Choloepus_hoffmanni_beta_2_adrenergic_receptor_gi12698928 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------VLVITAIARFERLQ-TV-TNYFITS 
 
LACADLVMGLAVVPFGASHIIM-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 



 
------------------------------------------------------------ 
 
-------------------------K-MWTFG-----------------NFWCEFWTSID 
 
VLCVTASIETLCVIAVDR---------YFAI----------------------------- 
 
--------T-SPFK-YQ--SLLT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------K-NKARVVILMVW--IVSG-------------------- 
 
---------------L----------TSFL-P-IQ---------MH--------W----Y 
 
----------RA--------------THQRAI---------------------------- 
 
--NC-------Y-----A------------------N-----E---------T-CCDFFT 
 
NQ--AYAIASSIVS-------FYLPLVVMVFVYS----RVFQVAKRQL------------ 
 
-------------QK---------------I----------------------------- 
 
-------------------D---------KSE-----------------------GR--- 
 
------------------------------------F---------------HA------ 
 
--QNLS------------------------------------------------------ 
 
------------------------------QV-------------------------E-- 
 
QDGRSGH---------------------------G------------------------- 
 
----------------------------HRRA---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
SKFC-----L--------------------KEHKA----I-KTLGIIMGTFTL------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------IVNIVHVI------------------ 
 
------------------------------------Q--------------D-------- 
 
N-LIPK--E--------------------------------------------------- 



 
------------------------------------------------------------ 
 
---------------------V-----Y--IL----------LN---------------- 
 
----------WVGYVNSAFNP--------------------------------LIY---- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Otolemur_garnettii_ADRB2_gi33330492 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------VLVITAIARFERLQ-TV-TNYFITS 
 
LACADLVMGLAVVPFGASHIIM-------------------------------------- 
 
------------------------------------------------------------ 



 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------K-MWTFG-----------------NFWCEFWTSID 
 
VLCVTASIETLCVIAVDR---------YFAI----------------------------- 
 
--------T-SPFK-YQ--SLLT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------K-NKARVVILMVW--IVSG-------------------- 
 
---------------L----------TSFL-P-IQ---------MH--------W----Y 
 
----------RA--------------THQEAI---------------------------- 
 
--NC-------Y-----A------------------K-----E---------T-CCDFFT 
 
NQ--AYAIASSIVS-------FYVPLVIMVFVYS----RVFRVAKRQL------------ 
 
-------------QK---------------I----------------------------- 
 
-------------------D---------RSE-----------------------GR--- 
 
------------------------------------F---------------HA------ 
 
--HNLS------------------------------------------------------ 
 
------------------------------QV-------------------------E-- 
 
QDGRSGH---------------------------G------------------------- 
 
----------------------------LRRS---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
SKFC-----L--------------------KEHKA----L-KTLGIIMGTFTL------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------IVNIVHVI------------------ 



 
------------------------------------Q--------------D-------- 
 
N-LIPK--E--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------V-----Y--IL----------LN---------------- 
 
----------WVGYVNSAFNP--------------------------------LIY---- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Canis_familiaris_adrenergic_beta_2_receptor_surface_gi50979
016 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-MGQPA-----------NRS-----------------VFLLAPNGSHAPDQ---G----- 
 
DSQ------ER------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------------------------------S--EAWV---- 
 
------------------------------------VG--M--------GIVMSL---IV 
 



LAIVFG----------------------------NVLVITAIARFERLQ-TV-TNYFITS 
 
LACADLVMGLAVVPFGASHILM-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------K-MWTFG-----------------NFWCEFWTSID 
 
VLCVTASIETLCVIAVDR---------YFAI----------------------------- 
 
--------T-SPFK-YQ--SLLT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------K-NKARVVILMVW--IVSG-------------------- 
 
---------------L----------TSFL-P-IQ---------MH--------W----Y 
 
----------RA--------------THQEAI---------------------------- 
 
--NC-------Y-----A------------------K-----E---------T-CCDFFT 
 
NQ--AYAIASSIVS-------FYLPLVVMVFVYS----RVFQVAQRQL------------ 
 
-------------QK---------------I----------------------------- 
 
-------------------D---------RSE-----------------------GR--- 
 
------------------------------------F---------------HA------ 
 
--QNLS------------------------------------------------------ 
 
------------------------------QV-------------------------E-- 
 
QDGRSGH---------------------------G------------------------- 
 
----------------------------HRRS---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



SKFC-----L--------------------KEHKA----L-KTLGIIMGTFTL------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------IVNIVHVI------------------ 
 
------------------------------------Q--------------D-------- 
 
N-LIPK--E--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------V-----Y--IL----------LN---------------- 
 
----------WVGYVNSAFNP--------------------------------LIYC-RS 
 
--PDFRIA---FQELL----------CLR--RSSLKAYGNGYSNNSNSRSD--------- 
 
---------------------------------------YAGEHSGCHLGQEKDSELLCE 
 
DPPGTED---RQGTVPSDSVDSQGRNCSTNDSLL-------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Hydrochaeris_hydrochaeris_beta_2_adrenergic_receptor_gi1269
8980 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 



 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------VLVITAIAKFERLQ-TV-TNYFITS 
 
LACADLVMGLAVVPFGASHILM-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------K-MWTFG-----------------NFWCEFWTSID 
 
VLCVTASIETLCVIAVDR---------YFAI----------------------------- 
 
--------T-SPFK-YQ--SLLT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------K-NKARVVILMVW--VVSG-------------------- 
 
---------------L----------TSFL-P-IQ---------MH--------W----Y 
 
----------RA--------------THQEAI---------------------------- 
 
--NC-------Y-----A------------------E-----E---------T-CCDFFT 
 
NQ--AYAIASSIVS-------FYLPLVVMVFVYS----RVFQVAKRQL------------ 
 
-------------QK---------------I----------------------------- 
 
-------------------D---------RSE-----------------------GR--- 
 
------------------------------------F---------------HT------ 
 
--QNLS------------------------------------------------------ 
 
------------------------------QV-------------------------E-- 
 
QDGRSGH---------------------------G------------------------- 
 
----------------------------LRRS---------------------------- 



 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
SKFY-----L--------------------KEHKA----L-KTLGIIMGTFTL------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------IVNIVHVI------------------ 
 
------------------------------------Q--------------D-------- 
 
N-LIPK--E--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------V-----Y--IL----------LN---------------- 
 
----------WVGYVNSAFNP--------------------------------LIY---- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Cavia_porcellus_beta2_adrenergic_receptor_gi20797204 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-MGHLG-----------NGS-----------------DFLLAPNASHAPDH---N----- 
 
VTR------ER------------------------------------------------- 
 
------------------------------------------------------------ 



 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------------------------------D--EAWV---- 
 
------------------------------------VG--M--------AIVMSL---IV 
 
LAIVFG----------------------------NVLVITAIAKFERLQ-TV-TNYFITS 
 
LACADLVMGLAVVPFGASHILM-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------N-MWTFG-----------------NFWCEFWTSID 
 
VLCVTASIETLCVIAVDR---------YFAI----------------------------- 
 
--------T-SPFK-YQ--SLLT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------K-NKARVVILMVW--VVSG-------------------- 
 
---------------L----------TSFL-P-IQ---------MH--------W----Y 
 
----------RA--------------THKDAI---------------------------- 
 
--NC-------Y-----A------------------E-----E---------T-CCDFFT 
 
NQ--AYAIASSIVS-------FYLPLVVMVFVYS----RVFQVAKKQL------------ 
 
-------------QK---------------I----------------------------- 
 
-------------------D---------RSE-----------------------GR--- 
 
------------------------------------F---------------HT------ 
 
--QNLS------------------------------------------------------ 
 
------------------------------QV-------------------------E-- 



 
QDGRSGH---------------------------G------------------------- 
 
----------------------------LRRS---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
SKFY-----L--------------------KEHKA----L-KTLGIIMGTFTL------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------IVNIVHVI------------------ 
 
------------------------------------Q--------------D-------- 
 
N-LIPK--E--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------V-----Y--IL----------LN---------------- 
 
----------WVGYVNSAFNP--------------------------------LIYC-RS 
 
--PDFRIA---FQELL----------CLR--RSALKAYGNDCSSNSNGKTD--------- 
 
---------------------------------------YTGEPNVCHQGQEKERELLCE 
 
DPPGTEDLVSCPGTVPSDSIDSQGRNYSTNDSLL-------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Xenopus_laevis_MGC68724_protein_gi38014514 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------------------------MDQR------------V 
 
SLNISG-----------NNS---------------------------------------- 



 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------SVGEK--PG--EGWM---- 
 
------------------------------------VA--M--------GIVMSC---IV 
 
LVIVFG----------------------------NVLVITAIAKFQRLQ-TV-TNYFIMS 
 
LACADLLMGLMVVPFGATYITL-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------D-TWVFN-----------------NFWCEFWTSVD 
 
ILCVTASIETLCVIAVDR---------YFAI----------------------------- 
 
--------T-SPFR-YQ--SLLT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------K-CKARIVILLVW--LVSA-------------------- 
 
---------------L----------TSFL-P-IC---------MH--------W----Y 
 
----------RV--------------EEKTAL---------------------------- 
 
--DC-------Y-----Q------------------D-----P---------S-CCFFYT 
 
NP--AYAISSSIIS-------FYLPLVVMIFVYA----RVFQEAKKQL------------ 
 
-------------KK--------------------------------------------- 
 
-------------------I--------DKSE-----------------------GR--- 
 
----------------------------------------------------FH------ 



 
-NQNQP------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-QDANGK----------------------------------------------------- 
 
----------------------------QGNR---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
RTSK-----F-----------L--------KEHKA----L-KTLGIIMGTFTL------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------IVNIVQVM------------------ 
 
------------------------------------H--------------K-------- 
 
D-IIPD--K--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------V-----Y--TF----------LN---------------- 
 
----------WVGYVNSAFNP--------------------------------LIYC-RS 
 
--PDFRYT---FQELL----------CLR--KPASKDYANGYPQSNGNSIY--------- 
 
---------------------------------------MEDTDPSPYSKGRACEVLFKE 
 
EKTPNDSLSNCEGTRLDFSLDPLGKNHNTHDCLL-------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Xenopus_laevis_MGC80764_protein_gi49115393 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------MERSVSASP---------------------- 



 
----NSSSSL-----------------------------LYQLVT--------------- 
 
-TVSNN-----------SSS-----------------------------NT---T----- 
 
AAA------KV------------------------------------------------- 
 
------------------------------------------------------------ 
 
-K---------------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------------------------------P---S--DAWM---- 
 
V-----------------------------------VM-----------GIVMSC---IV 
 
LVIVFG----------------------------NVLVIVAIAKFQRLQT-V-TNYFITS 
 
LACADLLMGLMVVPFGASSIIL-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------D-TWVFN-----------------NFWCEFWTSVD 
 
ILCVTASIETLCVIAVDR---------YFAI----------------------------- 
 
--------T-SPFR-YQ--SLLT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------K-CKARIVILLVW--LVST-------------------- 
 
---------------L----------TSFL-P-IC---------MH--------W----Y 
 
----------RI----------------DEKV---------------------AM----- 
 
--DC-------Y-----A------------------E-----P---------T-CCFFHT 
 
NR--AYAISSSIIS-------FYLPLVVMIFVYS----RVFQEAKKQL------------ 
 
-------------KK---------------I----------------------------- 



 
-------------------D---------KSE-----------------------GR--- 
 
------------------------------------F-H-------------NQ------ 
 
-----N-----------------------------------------------N------ 
 
------------------------------------------------------------ 
 
-QQ-DAN---------------------------G---KQGN------------------ 
 
-----------------------------RRS---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
SKFW-----L--------------------KEHKA----L-KTLGIIMGTFTL------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------IVNIVQGM------------------ 
 
------------------------------------H---K----------D-------- 
 
--IIPV--D--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------V-----Y--TF----------LN---------------- 
 
----------WVGYVNSAFNP--------------------------------LIYC-RS 
 
--PDFRFT---FQELL----------CLR--KPGSKAYTNG--YP-QSNGN--------- 
 
----------------------------S-------AYNEDTETCQYSKDRTCEVLFKEE 
 
ETPNP-SLLNCEGTLLDFSLDPLGKNHNTHDCLL-------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Danio_rerio_PREDICTED_similar_to_dopamine_D1C_receptor_gi68
360280 
 



------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
---------------------------MSHIHILPSPVFSWAPPPSPTFKIVSITLCTVF 
 
SLTSLG-----------EER-----------------REGYLQKCSVITGSLMDEFLKSL 
 
DIK------LS------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
----------------------------------------SNTEGY--VS--ELIT---- 
 
R-----------------------------------ST--T--------ACLLFI---FV 
 
LSTFLG----------------------------NALVCTAVVRFRHLRSKV-AYVFVVS 
 
LAVSDLLVATLVMPWKAAAEIV-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-FWPFG------------------SFCEVWIAFD 
 
IMCSTASILNLCIISVDR---------YWAI----------------------------- 
 
--------A-IPLS-YE--QKMT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------R-RVAFVMIGVAW--TLSV-------------------- 
 
---------------L----------ISFI-P-VQ---------LS--------W----- 
 
----------HK------------------------------------------------ 
 



-----------------S-------------LDPIED---LAE-----------KCDASL 
 
NR--TYAITSSLIS-------FYIPVSIMIVTYS----RIFLIAQRQI------------ 
 
-------------RR--------------------------------------------- 
 
-------------------I-----------------------------------SM--- 
 
----------------------------------------------------QE------ 
 
-CSIKH------------------------------------------------------ 
 
------------------------------------------------------------ 
 
VQSCQSC----------------------------------------------------- 
 
-------------------------NKAPEEK---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
LKSS-----F-----------R--------RETKV----L-KTLSMIMGVFVC------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------ILNCMVPF------------------ 
 
------------------------------------C---D----------PGLHNAGQI 
 
P-CVNK--T--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------T-----F--DV----------FV---------------- 
 
----------WCGWANSTLNP--------------------------------VVYA-FN 
 
--AEFRKA---FSSIM----------GCG--KLCCQNNVQTVDFSNELVSY--------- 
 
-----------------------------HRDSTNLRDVHLFGHPCLHPHAVREGSDKDM 
 
CFDTVSQMAEVPYEMECNFVYGERHPVGETELSLDKIIPFTKEDELVSLEHVVRNEVESP 
 
SISGIL------------------------------------------------------ 
 
------------------------------------------------------------ 
 



--------------------------- 
 
>Danio_rerio_PREDICTED_similar_to_D1X_Dopamine_receptor_gi68
354190 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-MYNFT-----------TSM---------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
----------------------------------------TPSWSV--HG--EPAG---- 
 
R-----------------------------------VF--L--------GCALSL---LV 
 
LWTLLG----------------------------NFMVCAAVLRFRHLRGKV-TNVFIVS 
 
LAMSDLLVAVLVMPWKAATEVT-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-HWAFG------------------SFCECWVAFD 
 
IMCSTASILNLCVISLDR---------YWAI----------------------------- 
 
--------S-DPFQ-YE--RKMN------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------R-RVALVMVSVTW--IVSV-------------------- 



 
---------------A----------ISFV-P-VQ---------LN--------W----H 
 
----------RA------------------------------------------------ 
 
-----------DLDTVNT-------------SNWTTK-----E-----------MCDSSL 
 
SR--TYAISSSLIS-------FYIPVAVMLVTYT----RIYRIAQIQI------------ 
 
-------------KS--------------------------------------------- 
 
-------------------I---------SSL-----------------------ER--- 
 
----------------------------------------------------AA------ 
 
-ERAQS------------------------------------------------------ 
 
---------------------------------------------------------C-S 
 
AGARTCP----------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------------------------L 
 
QHRA-----I--------------------RETKL----F-KTLSVIMGVFVC------- 
 
-------------CW---------------------------FP---------------- 
 
--------------------------FF------VLNCAVPF------------------ 
 
------------------------------------C-HKP------------------- 
 
D-CVSE--A--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------T-----F--NV----------FV---------------- 
 
----------WFGWCNSSLNP--------------------------------IIYA-FN 
 
--SDFRDA---FARLL----------CCH--GLCSKTPVGVQCKDPVAINN--------- 
 
-----------------------------------------------QGSSVTTMEVGCA 
 
SFSRMDNEMQCPLVELHMFADESEVQHSNSEDLCQNK----------------------- 



 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Myxine_glutinosa_dopamine_D1x_receptor_gi3954976 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-MTSTH-----------LYP-----------------------PFATSLAHLCLR----- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------DAMMP--GGVLVSGQ---- 
 
------------------------------------II--T--------GCCLGA---LI 
 
VGTLLG----------------------------NSLVCAAVGRFRHLRSKV-TNLFVIS 
 
LAVSDLLVALVVMPWKAVAQVA-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-FWPFG------------------AFCSSWVACD 
 
IMCSTASILNLCVISVDR---------YWAI----------------------------- 
 
--------A-SPFR-YE--RKMT------------------------------------- 



 
------------------------------------------------------------ 
 
---------------------R-RVAFIMIGMAW--TLAL-------------------- 
 
---------------F----------ISFV-P-VQ---------LG--------W----H 
 
KTSVITWPNSST------------------------------------------------ 
 
------------------------------------D-QHVRY-----------RCDSRL 
 
NP--LYAIVSSLVS-------FYIPVVIMIVTYT----HIYVIAQQQI------------ 
 
-------------RR--------------------------------------------- 
 
-------------------I---------SSL-----------------------ER--- 
 
----------------------------------------------------AA------ 
 
-EHAQN------------------------------------------------------ 
 
---------------------------------------------------------F-Q 
 
MNPADNS----------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
----------------------------------------------------------LK 
 
SSFK--------------------------KETKV----LPKTLSVIMGVFVC------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------VLNCTVPF------------------ 
 
------------------------------------CSSGGGL----------------- 
 
P-CVSR-TT--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------------F--EV----------FV---------------- 
 
----------WFGWANSSLNP--------------------------------IIYA-FN 
 
--ADFRRA---FASLL----------GCR--RCSCKSAIKIEAVECNQKKL--------- 



 
------------------------------------------------------------ 
 
-------------CLGPARKACSMDVRPPGGRTFCCPTW--------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Gallus_gallus_PREDICTED_similar_to_dopamine_receptor_D1D_ch
icken_gi50749576 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------------------MWW---- 
 
N----------------------------------------------------------- 
 
----SG----------------------------NALVCLAVLRFRHLRTKV-TNWFVLS 
 
LAISDLCVAILVMPWKAVTEVA-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



-------------------------GGFWLFG-----------------SRFCDTWVAFD 
 
IMCSTASILHLCIISLDR---------YWAI----------------------------- 
 
--------A-SPFR-YE--RRMT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------Q-RLACAMIAMAW--ALSI-------------------- 
 
---------------L----------ISFV-P-VQ---------LH--------W----H 
 
----------KA------------------------------------------------ 
 
-----------------K-------------D---RR---HPS---------S-SCDVSL 
 
NR--TYAITSSLIS-------FYIPVAIMIVTYT----RIYRIAQAQI------------ 
 
-------------RR--------------------------------------------- 
 
-------------------I--------STLE-----------------------RA--- 
 
----------------------------------------------------GG------ 
 
-QWPAH------------------------------------------------------ 
 
------------------------------------------------------------ 
 
SKEPAST----------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
LRSS-----L-----------R--------KETKV----L-QTLSIIMGVFVC------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------LLNCLLPF------------------ 
 
------------------------------------C--QPESDSNGQS----------- 
 
P-CIGQ--T--------------------------------------------------- 
 
------------------------------------------------------------ 
 



---------------------T-----F--NV----------FV---------------- 
 
----------WFGWANSSVNP--------------------------------VIYA-FN 
 
--ADFRRA---FSNLL----------GCQ--SLCCSTPRAAVERVNLSNEL--------- 
 
------------VSYHQDTTCQKDGATAAIPPTTVTAWVQPEPHAVSPQQEDREELPTEG 
 
RPVTAPTQAMLGSSPKCCHVTATLQLDCGADLSLETINAFTGFSRHEGHHHPIPEG---- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Xenopus_laevis_D1C_dopamine_receptor_gi1169236 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-MENFS-----------IFN-----------------VTVNVWHADLDVGNSDLS----- 
 
LRA------LT------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------------------------------GLLLSL---LI 
 
LSTLLG----------------------------NTLVCLAVIKFRHLRSKV-TNFFVIS 
 
LAVSDLFVALLVMPWKAVTEVA-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-FWVFG------------------DFCDTWVAFD 
 
IMCSTASILNLCIISLDR---------YWAI----------------------------- 
 
--------A-SPFR-YE--RKMT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------Q-RVAFIMIGVAW--TLSI-------------------- 
 
---------------L----------ISFI-P-VQ---------LS--------W----H 
 
-----KSHEADE------------------------------------------------ 
 
--EL-------------N-------------G---VN---HTE-----------NCDSSL 
 
NR--TYAISSSLIS-------FYIPVVIMIGTYT----RIYRIAQTQI------------ 
 
-------------RR--------------------------------------------- 
 
-------------------I--------SSLE-----------------------RA--- 
 
----------------------------------------------------VE------ 
 
-HAQRC------------------------------------------------------ 
 
------------------------------------------------------------ 
 
SSRLSNE----------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
----------------------------------------------------------NS 
 
LKTS-----F-----------R--------KETKV----L-KTLSIIMGVFVF------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------VLNCMIPF------------------ 
 
------------------------------------C---HMNLPGQNEPEP-------- 
 



P-CVSE--T--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------T-----F--NI----------FV---------------- 
 
----------WFGWANSSLNP--------------------------------VIYA-FN 
 
--ADFRKA---FTTIL----------GCN--RFCSSNNVEAVNFSNELVSY--------- 
 
-------------------------HHDTTFQKDIPVTFNNSHLPNVVDQDQEVLEGTCF 
 
DKVSVLSTSHGTRSQKNLHLPAGVQFECEAEITLETITPFTSTGPLECLPQLVADEDRHY 
 
TTKLY------------------------------------------------------- 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Oreochromis_mossambicus_D1_like_dopamine_receptor_gi603869 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------------------------------------MEIF 
 
TTTRGT-------------------------------SAGPEPAP--GGHGGT------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------DSPRTSDLSLRALT---- 
 
-------------------------------------------------GCVLCI---LI 
 
VSTLLG----------------------------NALVCAAVIKFRHLRSKV-TNAFVIS 
 
LAVSDLFVAVLVMPWRAVSEVA-------------------------------------- 
 



------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-VWLFG------------------AFCDTWVAFD 
 
IMCSTASILHLCIISMDR---------YWAI----------------------------- 
 
--------S-SPFR-YE--RRMT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-RFGCVMIGVAW--TLSV-------------------- 
 
---------------L----------ISFI-P-VQ---------LN--------W----H 
 
-----ARGRERT------------------------------------------------ 
 
------------------------------------D----PG-----------DCNASL 
 
NR--TYAISSSLIS-------FYIPVLIMVGTYT----RIFRIGRTQI------------ 
 
-------------RR--------------------------------------------- 
 
---------------------------ISSLE-----------------------RA--- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
APRATRG----------------------------------------------------- 
 
------------PALCDEESS---------LK---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
TSFR--------------------------RETKV----L-KTLSVIMGVFVF------- 
 
-------------CW---------------------------LP---------------- 
 



--------------------------FF------VLNCMVPF------------------ 
 
------------------------------------CRL----------EPAAA------ 
 
P-CVSD-TT--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------------F--SV----------FV---------------- 
 
----------WFGWANSSLNP--------------------------------VIYA-FN 
 
--ADFRKA---FSTIL----------GCS--RYCRTSAVEAVDFSNELASY--------- 
 
-----------------------------------------------------------H 
 
HDTTLQKEASSRGNSRGGPYQFAL------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Tetraodon_nigroviridis_unnamed_protein_product_gi47213375 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------------------------------------MENF 
 
SNDSQP-------------------------------PDPLDRLR--EVTAAE------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------DTPAPGGGVSVRALT---- 
 
-------------------------------------------------GCVLCA---LI 
 



VSTLLG----------------------------NTLVCAAVIKFRHLRSKV-TNAFVVS 
 
LAVSDLFVAVLVMPWRAVSEVA-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-VWLFG------------------RFCDTWVAFD 
 
IMCSTASILNLCVISMDR---------YWAI----------------------------- 
 
--------S-NPFR-YE--RRMT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------R-RFAFLMIGVAW--TLSV-------------------- 
 
---------------L----------ISFI-P-VQ---------LN--------W----H 
 
----------RA------------------------------------------------ 
 
---------------------------DN---DSSAH---EQG-----------DCNASL 
 
NR--TYAISSSLIS-------FYIPVLIMVGTYT----RIFRIAQTQI------------ 
 
-------------RR--------------------------------------------- 
 
---------------------------ISSLE-----------------------RA--- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
AGQRAQN----------------------------------------------------- 
 
-------------QSHRASTH----DESA-LK---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



TSFK--------------------------RETKV----L-KTLSVIMGVFVF------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------VLNCVVPF------------------ 
 
------------------------------------C---------EVDKAGAA------ 
 
P-CVSD-TT--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------------F--SI----------FV---------------- 
 
----------WFGWANSSLNP--------------------------------VIYA-FN 
 
--ADFRKA---FSTIL----------GCS--KLCSSSAVQAVDFSNELVSYHHD------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Takifugu_rubripes_dopamine_receptor_gi1204095 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------------------------------------MENFY 
 
NETEPT-------------------------------EPRGGVDPLRVVTAAE------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



-----------------------------------------DVPAPVGGVSVRALT---- 
 
-------------------------------------------------GCVLCA---LI 
 
VSTLLG----------------------------NTLVCAAVIKFRHLRSKV-TNAFVVS 
 
LAVSDLFVAVLVMPWRAVSEVA-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-VWLFG-----------------R-FCDTWVAFD 
 
IMCSTASILNLCVISMDR---------YWAI----------------------------- 
 
--------S-NPFR-YE--RRMT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------R-RFAFLMIAVAW--TLSV-------------------- 
 
---------------L----------ISFI-P-VQ---------LN--------W----H 
 
----------RA------------------------------------------------ 
 
-----------DNNSSA---------------H---E----QG-----------DCNASL 
 
NR--TYAISSSLIS-------FYIPVLIMVGTYT----RIFRIAQTQI------------ 
 
-------------RR--------------------------------------------- 
 
---------------------------I-SSL-----------------------ER--- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
AAGQRAQ----------------------------------------------------- 
 
------------NQSHRASTH----DESA-LK---------------------------- 
 



------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
TSFK--------------------------RETKV----L-KTLSVIMGVFVF------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------VLNCVVPF------------------ 
 
------------------------------------C-------DVDKVGE--P------ 
 
P-CVSD-TT--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------------F--NI----------FV---------------- 
 
----------WFGWANSSLNP--------------------------------VIYA-FN 
 
--ADFRKA---FTTIL----------GCS--KFCSSSAVQAVDFSNELVSY--------- 
 
-----------HHDTTLQKEPVPGPGAHRLVAPLPQNRGDAGPNFDKVSVVSDDSRADRN 
 
LLLPAILQCDCEAEISLDMVPFGSSGPADSFLIPGQIQDLGDL----------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Anguilla_anguilla_dopamine_D1C_receptor_gi1518036 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------------------------------------MENFT 
 
NESHVF-------------------------------AEGTEADS--------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------------TGLSIRALT---- 
 
-------------------------------------------------GCVLFL---LI 
 
VSTLLG----------------------------NTLVCAAVIKFRHLRSKV-TNFFVIS 
 
LAVSDLFVAVLVMPWKAVSEVA-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-YWLFG------------------KFCETWIAFD 
 
IMCSTASILNLCIISVDR---------YWAI----------------------------- 
 
--------A-SPFR-YE--RKMT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------Q-RVAFIMIGVAW--TLSI-------------------- 
 
---------------L----------ISFI-P-VQ---------LN--------W----H 
 
----------KA------------------------------------------------ 
 
-----------EEDYAD---------------DNSSN--HTE------------DCNASL 
 
NS--TYAISSSLIS-------FYIPVVIMIGTYT----RIYRIAQTQI------------ 
 
-------------RR--------------------------------------------- 
 
---------------------------ISSLE-----------------------RA--- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



VEQAQSH----------------------------------------------------- 
 
-----------QHPSDCANEN--------SLK---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
TTFK--------------------------KETKV----L-KTLSIIMGVFVF------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------VLNCMVPF------------------ 
 
------------------------------------CDIGEIGDP--------------- 
 
L-CVSD-ST--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------------F--NI----------FV---------------- 
 
----------WFGWANSSLNP--------------------------------VIYA-FN 
 
--ADFRKA---FSTIL----------GCN--RFCSSAPVEAVNFSNELVSY--------- 
 
----------HHDTTLQKDAPIAFTTAQLPSVVPNNGEDVDLPFDKVSVISNASRNHRNL 
 
LLPAIVQFECEAEISLDMMPFTTTGANECYAIPGQIRD---------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Cyprinus_carpio_D1C_Dopamine_receptor_gi2340859 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
----------------------------------------------HLRAKM-TNFFVIS 
 
LAVSDLFVAVLVMPWEAISAVA-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-TWLFG------------------RFCGIWIAFD 
 
IMCSTASILNLCIISVDR---------YWAI----------------------------- 
 
--------A-SPFR-YE--RKMT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------H-RVAFMMIGVAW--TLSI-------------------- 
 
---------------L----------ISFI-P-VQ---------LN--------W----H 
 
MAEEDEEGAAGN------------------------------------------------ 
 
------------------------------------GTDYSD------------NCKANL 
 
NR--TYAISSSLIS-------FYIPVIIMIATYT----RIFRIAQTQI------------ 
 
-------------RR--------------------------------------------- 
 
---------------------------I-SSL-----------------------ER--- 
 
------------------------------------------------------------ 
 



------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
AAEHAQN----------------------------------------------------- 
 
--------------HHQSNDC-SNENSLK-TT---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
FK----------------------------KETKV----L-KTLSIIMGVFVF------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------VLNCMVPF------------------ 
 
------------------------------------C----------------------- 
 
Q-CVSDTT---------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------------F--TI----------FV---------------- 
 
----------WFGWANSSLNP--------------------------------VIYA-FN 
 
--ADFRKA---FSSIL----------GCNKIFPSTTVEAVNFSNELVSYHH--------- 
 
------------------DTTLQKEAQPLAAQMPNPREERSLPFDKDSVTSNVSRNHKNM 
 
LLPNIGQFECDGEISLDTITPFTSTGLMECEGIPGQIINE-------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Danio_rerio_PREDICTED_similar_to_D1C_Dopamine_receptor_gi68
438589 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 



 
--------------------------------------------------------MSEL 
 
ITQSQR-----------CGH---------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
---------------------------------------KPITKQELLERDNSVRA---- 
 
------------------------------------LL-----------GFVLFL---LI 
 
VSTLLG----------------------------NTLVCAAVVKFRHLRSKV-TNFFVIS 
 
LAVSDLFVAVLVMPWEAISAVA-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-TWLFG------------------RFCGIWIAFD 
 
IMCSTASILNLCIISVDR---------YWAI----------------------------- 
 
--------A-SPFR-YE--RKMT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------H-RVAFMMIGVAW--TLSI-------------------- 
 
---------------L----------ISFI-P-VQ---------LN--------WHMADD 
 
----------DE------------------------------------------------ 
 
-------------------------------EGAGGNGTDYSD-----------NCKANL 
 
NR--TYAISSSLIS-------FYIPVIIMIATYT----RIFRIAQTQI------------ 
 
-------------RR--------------------------------------------- 



 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-ISSLE------------------------------------------------------ 
 
---------------------------------------------------------RAV 
 
EHAQNHH----------------------------------------------------- 
 
--------------------QSNDCSNENSLK---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
TTFK--------------------------KETKV----L-KTLSIIMGVFVF------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------VLNCMVPF------------------ 
 
------------------------------------C----------------------- 
 
Q-CVSD--T--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------T-----F--TI----------FV---------------- 
 
----------WFGWANSSLNP--------------------------------VIYA-FN 
 
--ADFRKA---FSSIL----------GCNKIFPSTAVETVNFSNELVSYHH--------- 
 
------------------------------------DTTLQKEAQPLAAQMANTREEQSL 
 
PFDKDSVTSNVSRNHKNMLLPNIGQFECDGEISLDTITPFTSTGLMECEGIPGQIITE-- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Danio_rerio_PREDICTED_similar_to_D1C_Dopamine_receptor_gi68
438579 
 



------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-M-----------------------------------SELITQSQRCGHKPIT-K----- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------QELLE-RDNSVRALL---- 
 
-------------------------------------------------GFVLFL---LI 
 
VSTLLG----------------------------NTLVCAAVVKFRHLRSKV-TNFFVIS 
 
LAVSDLFVAVLVMPWEAISAVA-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-TWLFG-----------------R-FCGIWIAFD 
 
IMCSTASILNLCIISVDR---------YWAI----------------------------- 
 
--------A-SPFR-YE--RKMT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------H-RVAFMMIGVAW--TLSI-------------------- 
 
---------------L----------ISFI-P-VQ---------LN--------W----H 
 
--------MADD------------------------------------------------ 
 



-----------DEEGAG----------GNGTDYS--D-----------------NCKANL 
 
NR--TYAISSSLIS-------FYIPVIIMIATYT----RIFRIAQTQI------------ 
 
-------------RR--------------------------------------------- 
 
---------------------------I-SSL-----------------------ER--- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
----------------------------------------------------------AV 
 
EH-AQNH----------------------------------------------------- 
 
-----------HQSNDCSNENS--------LK---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
TTFK--------------------------KETKV----L-KTLSIIMGVFVF------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------VLNCMVPF------------------ 
 
------------------------------------C-Q--------------------- 
 
--CVSD-TT--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------------F--TI----------FV---------------- 
 
----------WFGWANSSLNP--------------------------------VIYA-FN 
 
--ADFRKA---FSSIL----------GCN--KIFPCTAVETVNFSNELVSY--------- 
 
---------HH-------DTTLQKEAQPLAAQMANTREEQSLPFDKDSVTSNVSRNHKNM 
 
LLPNIGQFECDGEISLDTITPFTSTGLMECEGIPGQIITE-------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



--------------------------- 
 
>Homo_sapiens_dopamine_receptor_D5_gi22658483 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
---------------------------------------MLPPGSNGTAYPGQFALYQQL 
 
AQGNAV-----------GGS---------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------AGAPP--LGPSQVVT---- 
 
-------------------------------------------------ACLLTL---LI 
 
IWTLLG----------------------------NVLVCAAIVRSRHLRANM-TNVFIVS 
 
LAVSDLFVALLVMPWKAVAEVA-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-YWPFG------------------AFCDVWVAFD 
 
IMCSTASILNLCVISVDR---------YWAI----------------------------- 
 
--------S-RPFR-YK--RKMT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------Q-RMALVMVGLAW--TLSI-------------------- 
 



---------------L----------ISFI-P-VQ---------LN--------W----H 
 
RDQAASWGGLDL------------------------------------------------ 
 
--PNNLANWTPWEEDFWE------------------P-DVNAE-----------NCDSSL 
 
NR--TYAISSSLIS-------FYIPVAIMIVTYT----RIYRIAQVQI------------ 
 
-------------RR--------------------------------------------- 
 
-------------------I---------SSL-----------------------ER--- 
 
----------------------------------------------------AA------ 
 
-EHAQS------------------------------------------------------ 
 
------------------------------------------------------------ 
 
CRSSAAC----------------------------------------------------- 
 
-------------------------APDXSLR---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
ASIK--------------------------KETKV----L-KTLSVIMGVFVC------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------ILNCMVPF------------------ 
 
------------------------------------CSGHPEGPPAGF------------ 
 
P-CVSE-TT--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------------F--DV----------FV---------------- 
 
----------WFGWANSSLNP--------------------------------VIYA-FN 
 
--ADFQKV---FAQLL----------GCSHFCSRTPVETVNISNELISYNQ--------- 
 
---------------------------DIVFHKEIAAAYIHMMPNAVTPGNREVDNDEEE 
 
GPFDRMFQIYQTSPDGDPVAESVWELDCEGEISLDKITPFTPNGFH-------------- 
 



------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Homo_sapiens_dopamine_receptor_D5_gi4503391 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
---------------------------------------MLPPGSNGTAYPGQFALYQQL 
 
AQGNAV-----------GGS---------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------AGAPP--LGPSQVVT---- 
 
-------------------------------------------------ACLLTL---LI 
 
IWTLLG----------------------------NVLVCAAIVRSRHLRANM-TNVFIVS 
 
LAVSDLFVALLVMPWKAVAEVA-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-YWPFG------------------AFCDVWVAFD 
 
IMCSTASILNLCVISVDR---------YWAI----------------------------- 
 
--------S-RPFR-YK--RKMT------------------------------------- 
 



------------------------------------------------------------ 
 
---------------------Q-RMALVMVGLAW--TLSI-------------------- 
 
---------------L----------ISFI-P-VQ---------LN--------W----H 
 
RDQAASWGGLDL------------------------------------------------ 
 
--PNNLANWTPWEEDFWE------------------P-DVNAE-----------NCDSSL 
 
NR--TYAISSSLIS-------FYIPVAIMIVTYT----RIYRIAQVQI------------ 
 
-------------RR--------------------------------------------- 
 
----------------------------ISSL-----------------------ER--- 
 
----------------------------------------------------AA------ 
 
-EHAQS------------------------------------------------------ 
 
------------------------------------------------------------ 
 
CRSSAAC----------------------------------------------------- 
 
-------------------------APDTSLR---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
ASIK--------------------------KETKV----L-KTLSVIMGVFVC------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------ILNCMVPF------------------ 
 
------------------------------------CSGHPEGPPAGF------------ 
 
P-CVSE-TT--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------------F--DV----------FV---------------- 
 
----------WFGWANSSLNP--------------------------------VIYA-FN 
 
--ADFQKV---FAQLL----------GCSHFCSRTPVETVNISNELISYNQ--------- 
 



---------------------------DIVFHKEIAAAYIHMMPNAVTPGNREVDNDEEE 
 
GPFDRMFQIYQTSPDGDPVAESVWELDCEGEISLDKITPFTPNGFH-------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Bos_taurus_PREDICTED_similar_to_D1B_dopamine_receptor_D5_do
pamine_receptor_D1beta_dopamine_receptor_gi76673410 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
----------------------------------MLPP---------------------- 
 
----GRNGTS-----------------------------HRARSG--------------- 
 
--QQQL-----------AQG-----------------------------GA---V----- 
 
GDS------EG------------------------------------------------- 
 
------------------------------------------------------------ 
 
-A---------------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------------------------------T---L--LGPA---- 
 
Q-----------------------------------VV--T--------AGLLTL---LI 
 
VWTLLG----------------------------NVLVCAAVVRSRHLRAKMTTNVFIVS 
 
LAVSDLFVALLVMPWKAVAEVA-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-YWPFG-----------------A-FCDIWVAFD 



 
IMCSTASILNLCIISVDR---------YWAI----------------------------- 
 
--------S-RPFC-YE--RKMT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------Q-RVALVMVGLAW--TLSI-------------------- 
 
---------------L----------ISFI-P-VQ---------LH--------W----H 
 
----------RD----------------KVGS--RDGLDPPSNLANGTPWEEA-G----- 
 
--ES-------D-----R------------------S-----A---------E-NCDSSL 
 
NR--TYAISSSLIS-------FYIPVAIMIVTYT----RIYRIAQVQI------------ 
 
-------------RR---------------I----------------------------- 
 
-------------------S---------SLE-----------------------RA--- 
 
---------A--------------------------E-H-------------AQ------ 
 
-----S-----------------------------------------------C------ 
 
------------------------------------------------------------ 
 
-RSREAC---------------------------A------------------------- 
 
----------------------------PDSG---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
LRAS-----I-----------K--------KETKV----L-KTLSVIMGVFVC------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------ILNCMVPF------------------ 
 
------------------------------------C---S-----GHPESF-------- 
 
F-CVSE--T--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------T-----F--DV----------FV---------------- 



 
----------WFGWANSSLNP--------------------------------IIYA-FN 
 
--ADFRKV---FAQLL----------GCS--HLC---SRTQVETVNI-SNE--------- 
 
-LISYNQDTAFHREIA---------AAYI-------HRIPNAVTPGDAEVDKEE--EEAS 
 
PFDQMSRISQTSPEGDPAGQSVWE-LDCEGGISLGKITPFTPNGFH-------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Rattus_norvegicus_dopamine_receptor_5_gi6978781 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-MLPPG-----------RNR-----------------TAQPARLGLQRQLAQVDA----- 
 
PAG--------------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------SATPL--GP-AQVVT---- 
 
-------------------------------------------------AGLLTL---LI 
 
VWTLLG----------------------------NVLVCAAIVRSRHLRAKM-TNIFIVS 
 
LAVSDLFVALLVMPWKAVAEVA-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 



 
------------------------------------------------------------ 
 
-------------------------G-YWPFG------------------TFCDIWVAFD 
 
IMCSTASILNLCIISVDR---------YWAI----------------------------- 
 
--------S-RPFR-YE--RKMT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------Q-RVALVMVGLAW--TLSI-------------------- 
 
---------------L----------ISFI-P-VQ---------LN--------W----H 
 
----------RD------------------------------------------------ 
 
-----------KAGSQGQ-------------EGLLSN-GTPWEEGWELEGRTE-NCDSSL 
 
NR--TYAISSSLIS-------FYIPVAIMIVTYT----RIYRIAQVQI------------ 
 
-------------RR--------------------------------------------- 
 
-------------------I---------SSL-----------------------ER--- 
 
----------------------------------------------------AA------ 
 
-EHAQS------------------------------------------------------ 
 
------------------------------------------------------------ 
 
CRSRGAY----------------------------------------------------- 
 
-------------------------EPDPSLR---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
ASIK--------------------------KETKV----F-KTLSMIMGVFVC------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------ILNCMVPF------------------ 
 
------------------------------------CSSGDAEGPKTGF----------- 
 
P-CVSE-TT--------------------------------------------------- 



 
------------------------------------------------------------ 
 
---------------------------F--DI----------FV---------------- 
 
----------WFGWANSSLNP--------------------------------IIYA-FN 
 
--ADFRKV---FAQLL----------GCS--HFCFRTPVQTVNISNELISY--------- 
 
----------------------NQDTVFHKEIATAYVHMIPNAVSSGDREVGEE---EEE 
 
GPFDHMSQISPTTPDGDLAAESVWELDCEEEVSLGKISPLTPNCFDKTA----------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Mus_musculus_dopamine_receptor_5_gi29789042 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-MLPPG-----------RNG-----------------TAHRARLGLQRQLAQVDA----- 
 
PGG--------------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------SAAPL--GP-AQVVT---- 
 
-------------------------------------------------AGLLTL---LI 
 
VWTLLG----------------------------NVLVCAAIVRSRHLRAKM-TNIFIVS 
 
LAVSDLFVALLVMPWKAVAEVA-------------------------------------- 
 
------------------------------------------------------------ 



 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-YWPFG------------------AFCDIWVAFD 
 
IMCSTASILNLCIISVDR---------YWAI----------------------------- 
 
--------S-RPFR-YE--RKMT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------Q-RVALVMVALAW--TLSI-------------------- 
 
---------------L----------ISFI-P-VQ---------LN--------W----H 
 
----------RD------------------------------------------------ 
 
-----------KAGSQGR-------------EGLLSN-ETPWEEGWELDGRTE-NCDSSL 
 
NR--TYAISSSLIS-------FYIPVAIMIVTYT----RIYRIAQVQI------------ 
 
-------------RR--------------------------------------------- 
 
-------------------I---------SSL-----------------------ER--- 
 
----------------------------------------------------AA------ 
 
-EHAQS------------------------------------------------------ 
 
------------------------------------------------------------ 
 
CRSRGAC----------------------------------------------------- 
 
-------------------------EPDPSLR---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
ASIK--------------------------KETKV----F-KTLSVIMGVFVC------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------ILNCMVPF------------------ 



 
------------------------------------CSSGDAQGPRTGF----------- 
 
P-CVSE-TT--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------------F--DI----------FV---------------- 
 
----------WFGWANSSLNP--------------------------------IIYA-FN 
 
--ADFRKV---FAQLL----------GCS--HLCFRTPVQTVNISNELISY--------- 
 
----------------------NQDTVFHREIAAAYVHMIPNAVSSGDREVGEEEEAEEE 
 
GPFDHMSQISPTTPDGDLAAESVWELDCEEEVSLGKISPLTPNCFHKTA----------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Didelphis_virginiana_D1A_dopamine_receptor_D1A_receptor_gi4
56851 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--MPLN-----------DTT--------------------------MDRRG--------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------------------------LVV--ER--DFSF---- 
 
R-----------------------------------IL--T--------ACFLSL---LI 
 



LSTLLG----------------------------NTLVCAAVIRFRHLRSKV-TNFFVIS 
 
LAVSDLLVAVLVMPWKAVAEIA-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-FWPFG------------------SFCNIWVAFD 
 
IMCSTASILNLCVISVDR---------YWAI----------------------------- 
 
--------S-SPFR-YE--RKMT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-KAAFILISVAW--TLSV-------------------- 
 
---------------L----------ISFI-P-VQ---------LN--------W----H 
 
-----KARPLSS--------------PDGNVS---------------------------- 
 
-----------------S-------------Q---DE---TMD-----------NCDSSL 
 
SR--TYAISSSLIS-------FYIPVAIMIVTYT----RIYRIAQKQI------------ 
 
-------------RR--------------------------------------------- 
 
----------------------------ISAL-----------------------ER--- 
 
------------------------------------------------------------ 
 
--AAVH------------------------------------------------------ 
 
------------------------------AK-------------------------N-- 
 
CQNTTGN----------------------------------------------------- 
 
------------GA--------NVECSQPESS---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



FKMS-----F-----------K--------RETKV----L-KTLSVIMGVFVC------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------ILNCMVPF------------------ 
 
------------------------------------C--ESDLPSGETKP---------- 
 
F-CIDS--I--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------T-----F--DV----------FV---------------- 
 
----------WFGWANSSLNP--------------------------------IIYA-FN 
 
--ADFRKA---FSTLL----------GCY--RLCPTANNAIETVSINNNGA--------- 
 
------------------------------V-FSSHHEPRGSISKDCNLVYLIPQAV-TS 
 
RDPKKEEGGG-SKPLEKTSPALSVILDYEVDLSLEKINPITQNGQHKT------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Mus_musculus_unnamed_protein_product_gi26336735 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--MAPN-----------TST--------------------------MDETG--------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



-------------------------------------------LPV--ER--DFSF---- 
 
R-----------------------------------IL--T--------ACFLSL---LI 
 
LSTLLG----------------------------NTLVCAAVIRFRHLRSKV-TNFFVIS 
 
LAVSDLLVAVLVMPWKAVAEIA-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-FWPFG------------------SFCNIWVAFD 
 
IMCSTASILNLCVISVDR---------YWAI----------------------------- 
 
--------S-SPFQ-YE--RKMT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-KAAFILISVAW--TLSV-------------------- 
 
---------------L----------ISFI-P-VQ---------LS--------W----H 
 
-----KAKPTWP--------------LDGNFT---------------------------- 
 
-----------------S-------------L---ED---AED---------D-NCDTRL 
 
SR--TYAISSSLIS-------FYIPVAIMIVTYT----SIYRIAQKQI------------ 
 
-------------RR--------------------------------------------- 
 
----------------------------ISAL-----------------------ER--- 
 
------------------------------------------------------------ 
 
--AAVH------------------------------------------------------ 
 
------------------------------AK-------------------------N-- 
 
CQTTTGN----------------------------------------------------- 
 
------------GN--------PVECSQSESS---------------------------- 
 



------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
FKMS-----F-----------K--------RETKV----L-KTLSVIMGVFVC------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------ISNCMVPF------------------ 
 
------------------------------------C--GS----EETQP---------- 
 
F-CIDS--I--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------T-----F--DV----------FV---------------- 
 
----------WFGWANSSLNP--------------------------------IIYA-FN 
 
--ADFQKA---FSTLL----------GCY--RLCPTTNNAIETVSINNNGA--------- 
 
------------------------------VMFSSHHEPRGSISKDCNLVYLIPHAVGSS 
 
EDLKREEAGGIPKPLEKLSPALSVILDYDTDVSLEKIQPVTHSGQHST------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Rattus_sp_dopamine_D1_receptor_D1_receptor_gi258144 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--MAPN-----------TST--------------------------MDEAG--------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------------------------LPA--ER--DFSF---- 
 
R-----------------------------------IL--T--------ACFLSL---LI 
 
LSTLLG----------------------------NTLVCAAVIRFRHLRSKV-TNFFVIS 
 
LAVSDLLVAVLVMPWKAVAEIA-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-FWPFG------------------SFCNIWVAFD 
 
IMCSTASILNLCVISVDR---------YWAI----------------------------- 
 
--------S-SPFQ-YE--RKMT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-KAAFILISVAW--TLSV-------------------- 
 
---------------L----------ISFI-P-VQ---------LS--------W----H 
 
-----KAKPTWP--------------LDGNFT---------------------------- 
 
-----------------S-------------L---ED---TED---------D-NCDTRL 
 
SR--TYAISSSLIS-------FYIPVAIMIVTYT----SIYRIAQKQI------------ 
 
-------------RR--------------------------------------------- 
 
----------------------------ISAL-----------------------ER--- 
 
------------------------------------------------------------ 
 
--AAVH------------------------------------------------------ 
 
------------------------------AK-------------------------N-- 
 



CQTTAGN----------------------------------------------------- 
 
------------GN--------PVECAQSESS---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
FKMS-----F-----------K--------RETKV----L-KTLSVIMGVFVC------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------ISNCMVPF------------------ 
 
------------------------------------C--GS----EETQP---------- 
 
F-CIDS--I--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------T-----F--DV----------FV---------------- 
 
----------WFGWANSSLNP--------------------------------IIYA-FN 
 
--ADFQKA---FSTLL----------GCY--RLCPTTNNAIETVSINNNGA--------- 
 
------------------------------VVFSSHHEPRGSISKDCNLVYLIPHAVGSS 
 
EDLKKEEAGGIAKPLEKLSPALSVILDYDTDVSLEKIQPVTHSGQHST------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Rattus_norvegicus_D1A_dopamine_receptor_gi118229 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--MAPN-----------TST--------------------------MDEAG--------- 
 



------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------------------------LPA--ER--DFSF---- 
 
R-----------------------------------IL--T--------ACFLSL---LI 
 
LSTLLG----------------------------NTLVCAAVIRFRHLRSKV-TNFFVIS 
 
LAVSDLLVAVLVMPWKAVAEIA-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-FWPLG------------------PFCNIWVAFD 
 
IMCSTASILNLCVISVDR---------YWAI----------------------------- 
 
--------S-SPFQ-YE--RKMT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-KAAFILISVAW--TLSV-------------------- 
 
---------------L----------ISFI-P-VQ---------LS--------W----H 
 
-----KAKPTWP--------------LDGNFT---------------------------- 
 
-----------------S-------------L---ED---TED---------D-NCDTRL 
 
SR--TYAISSSLIS-------FYIPVAIMIVTYT----SIYRIAQKQI------------ 
 
-------------RR--------------------------------------------- 
 
----------------------------ISAL-----------------------ER--- 
 
------------------------------------------------------------ 
 



--AAVH------------------------------------------------------ 
 
------------------------------AK-------------------------N-- 
 
CQTTAGN----------------------------------------------------- 
 
------------GN--------PVECAQSESS---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
FKMS-----F-----------K--------RETKV----L-KTLSVIMGVFVC------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------ISNCMVPF------------------ 
 
------------------------------------C--GS----EETQP---------- 
 
F-CIDS--I--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------T-----F--DV----------FV---------------- 
 
----------WFGWANSSLNP--------------------------------IIYA-FN 
 
--ADFQKA---FSTLL----------GCY--RLCPTTNNAIETVSINNNGA--------- 
 
------------------------------VVFSSHHEPRGSISKDCNLVYLIPHAVGSS 
 
EDLKKEEAGGIAKPLEKLSPALSVILDYDTDVSLEKIQPVTHSGQHST------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Homo_sapiens_dopamine_receptor_D1_gi227114 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



------------------------------------------------------------ 
 
-MRTLN-----------TSA--------------------------MDGTG--------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------------------------LVV--ER--DFSV---- 
 
R-----------------------------------IL--T--------ACFLSL---LI 
 
LSTLLG----------------------------NTLVCAAVIRFRHLRSKV-TNFFVIS 
 
LAVSDLLVAVLVMPWKAVAEIA-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-FWPFG------------------SFCNIWVAFD 
 
IMCSTASILNLCVISVNR---------YWAI----------------------------- 
 
--------S-SPFR-YE--RKMT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-KAAFILISVAW--TLSV-------------------- 
 
---------------L----------ISFI-P-VQ---------LS--------W----H 
 
-----KAKPTSP--------------SDGNAT---------------------------- 
 
-----------------S-------------L---AE---TID-----------NCDSSL 
 
SR--TYAISSSVIS-------FYIPVAIMIVTYT----RIYRIAQKQI------------ 
 
-------------RR--------------------------------------------- 
 



----------------------------IAAL-----------------------ER--- 
 
------------------------------------------------------------ 
 
--AAVH------------------------------------------------------ 
 
------------------------------AK-------------------------N-- 
 
CQTTTGN----------------------------------------------------- 
 
------------GK--------PVECSQPESS---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
FKMS-----F-----------K--------RETKV----L-KTLSVIMGVFVC------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------ILNCILPF------------------ 
 
------------------------------------C--GS----GETQP---------- 
 
F-CIDS--N--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------T-----F--NV----------FV---------------- 
 
----------WFGWANSSLNP--------------------------------IIYA-FN 
 
--ADFRKA---FSTLL----------GCY--RLCPATNNAIETVSINNNGA--------- 
 
------------------------------AMFSSHHEPRGSISKECNLVYLIPHAVGSS 
 
EDLKKEEAAGIARPLEKLSPALSVILDYDTDVSLEKIQPITQNGQHPT------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Macaca_mulatta_D1A_dopamine_receptor_gi11131618 
 
------------------------------------------------------------ 
 



------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-MRTLN-----------TSA--------------------------MDGTG--------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------------------------LVV--ER--DFSV---- 
 
R-----------------------------------IL--T--------ACFLSL---LI 
 
LSTLLG----------------------------NTLVCAAVIRFRHLRSKV-TNFFVIS 
 
LAVSDLLVAVLVMPWKAVAEIA-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-FWPFG------------------SFCNIWVAFD 
 
IMCSTASILNLCVISVDR---------YWAI----------------------------- 
 
--------S-SPFR-YE--RKMT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-KAAFILISVAW--TLSV-------------------- 
 
---------------L----------ISFI-P-VQ---------LS--------W----H 
 
-----KAKPTSP--------------SDGNAT---------------------------- 
 
-----------------S-------------L---AE---TID-----------NCDSSL 
 



SR--TYAISSSVIS-------FYIPVAIMIVTYT----RIYRIAQKQI------------ 
 
-------------RR--------------------------------------------- 
 
----------------------------IAAL-----------------------ER--- 
 
------------------------------------------------------------ 
 
--AAVH------------------------------------------------------ 
 
------------------------------AK-------------------------N-- 
 
CQTTTGN----------------------------------------------------- 
 
------------GK--------PVECSQPESS---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
FKMS-----F-----------K--------RETKV----L-KTLSVIMGVFVC------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------ILNCILPF------------------ 
 
------------------------------------C--GS----GETQP---------- 
 
F-CIDS--I--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------T-----F--DV----------FV---------------- 
 
----------WFGWANSSLNP--------------------------------IIYA-FN 
 
--ADFRKA---FSTLL----------GCY--RLCPATNNAIETVSINNNGA--------- 
 
------------------------------AMFSSHHEPRGSISKECNLVYLIPHAVGSS 
 
EDLKKEEAAGIARPLEKLSPALSVILDYDTDVSLEKIQPITQNGQHPT------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 



>Homo_sapiens_D_1_dopamine_receptor_gi30399 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-MRTLN-----------TSA--------------------------MDGTG--------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------------------------LVV--ER--DFSV---- 
 
R-----------------------------------IL--T--------ACFLSL---LI 
 
LSTLLG----------------------------NTLVCAAVIRFRHLRSKV-TNFFVIS 
 
LAVSDLLVAVLVMPWKAVAEIA-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-FWPFG------------------SFCNIWVAFD 
 
IMCSTASILNLCVISVDR---------YWAI----------------------------- 
 
--------S-SPFR-YE--RKMT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-KAAFILISVAW--TLSV-------------------- 
 
---------------L----------ISFI-P-VQ---------LS--------W----H 
 



-----KAKPTSP--------------SDGNAT---------------------------- 
 
-----------------S-------------L---AE---TID-----------NCDSSL 
 
SR--TYAISSSVIS-------FYIPVAIMIVTYT----RIYRIAQKQI------------ 
 
-------------RR--------------------------------------------- 
 
----------------------------IAAL-----------------------ER--- 
 
------------------------------------------------------------ 
 
--AAVH------------------------------------------------------ 
 
------------------------------AK-------------------------N-- 
 
CQTTTGN----------------------------------------------------- 
 
------------GK--------PVECSQPESS---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
FKMS-----F-----------K--------RETKV----L-KTLSVIMGVFVC------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------ILNCILPF------------------ 
 
------------------------------------C--GS----GETQP---------- 
 
F-CIDS--N--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------T-----F--DV----------FV---------------- 
 
----------WFGWANSSLNP--------------------------------IIYA-FN 
 
--ADFRKA---FSTLL----------GCY--RLCPATNNAIETVSINNNGA--------- 
 
------------------------------AMFSSHHEPRGSISKECNLVYLIPHAVGSS 
 
EDLKKEEAAGIARPLEKLSPALSVILDYDTDVSLEKIQPMTQNGQHPT------------ 
 
------------------------------------------------------------ 
 



------------------------------------------------------------ 
 
--------------------------- 
 
>Homo_sapiens_DRD1_gi49456799 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-MRTLN-----------TSA--------------------------MDGTG--------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------------------------LVV--GR--DFSV---- 
 
R-----------------------------------IL--T--------ACFLSL---LI 
 
LSTLLG----------------------------NTLVCAAVIRFRHLRSKV-TNFFVIS 
 
LAVSDLLVAVLVMPWKAVAEIA-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-FWPFG------------------SFCNIWVAFD 
 
IMCSTASILNLCVISVDR---------YWAI----------------------------- 
 
--------S-SPFR-YE--RKMT------------------------------------- 
 
------------------------------------------------------------ 
 



---------------------P-KAAFILISVAW--TLSV-------------------- 
 
---------------L----------ISFI-P-VQ---------LS--------W----H 
 
-----KAKPTSP--------------SDGNAT---------------------------- 
 
-----------------S-------------L---AE---TID-----------NCDSSL 
 
SR--TYAISSSVIS-------FYIPVAIMIVTYT----RIYRIAQKQI------------ 
 
-------------RR--------------------------------------------- 
 
----------------------------IAAL-----------------------ER--- 
 
------------------------------------------------------------ 
 
--AAVH------------------------------------------------------ 
 
------------------------------AK-------------------------N-- 
 
CQTTTGN----------------------------------------------------- 
 
------------GK--------PVECSQPESS---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
FKMS-----F-----------K--------RETKV----L-KTLSVIMGVFVC------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------ILNCILPF------------------ 
 
------------------------------------C--GS----GETQP---------- 
 
F-CIDS--N--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------T-----F--DV----------FV---------------- 
 
----------WFGWANSSLNP--------------------------------IIYA-FN 
 
--ADFRKA---FSTLL----------GCY--RLCPATNNAIETVSINNNGA--------- 
 
------------------------------AMFSSHHEPRGSISKECNLVYLIPHAVGSS 
 



EDLKKEEAAGIARPLEKLSPALSVILDYDTDVSLEKIQPITQNGQHPT------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Pan_troglodytes_PREDICTED_dopamine_receptor_D1_gi55625662 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-MRTLN-----------TSA--------------------------MDGTG--------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------------------------LVV--ER--DFSV---- 
 
R-----------------------------------IL--T--------ACFLSL---LI 
 
LSTLLG----------------------------NTLVCAAVIRFRHLRSKV-TNFFVIS 
 
LAVSDLLVAVLVMPWKAVAEIA-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-FWPFG------------------SFCNIWVAFD 
 
IMCSTASILNLCVISVDR---------YWAI----------------------------- 
 



--------S-SPFR-YE--RKMT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-KAAFILISVAW--TLSV-------------------- 
 
---------------L----------ISFI-P-VQ---------LS--------W----H 
 
-----KAKPTSP--------------SDGNAT---------------------------- 
 
-----------------S-------------L---AE---TID-----------NCDSSL 
 
SR--TYAISSSVIS-------FYIPVAIMIVTYT----RIYRIAQKQI------------ 
 
-------------RR--------------------------------------------- 
 
----------------------------IAAL-----------------------ER--- 
 
------------------------------------------------------------ 
 
--AAVH------------------------------------------------------ 
 
------------------------------AK-------------------------N-- 
 
CQTTTGN----------------------------------------------------- 
 
------------GK--------PVECSQPESS---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
FKMS-----F-----------K--------RETKV----L-KTLSVIMGVFVC------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------ILNCILPF------------------ 
 
------------------------------------C--GS----GETQP---------- 
 
F-CIDS--N--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------T-----F--DV----------FV---------------- 
 
----------WFGWANSSLNP--------------------------------IIYA-FN 
 



--ADFRKA---FSTLL----------GCY--RLCPATNNAIETVSINNNGA--------- 
 
------------------------------AMFSSHHEPRGSISKECNLVYLIPHAVGSS 
 
EDLKKEEAAGIARPLEKLSPALSVILDYDTDVSLEKIQPITQNGQHPT------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Bos_taurus_dopamine_receptor_D1_gi27806653 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-MRTLN-----------TST--------------------------MEGTG--------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------------------------LVA--ER--DFSF---- 
 
R-----------------------------------IL--T--------ACFLSL---LI 
 
LSTLLG----------------------------NTLVCAAVIRFRHLRSKV-TNFFVIS 
 
LAVSDLLVAVLVMPWKAVAEIA-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



-------------------------G-FWPFG------------------SFCNIWVAFD 
 
IMCSTASILNLCVISVDR---------YWAI----------------------------- 
 
--------S-SPFR-YE--RKMT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-KAAFILISVAW--TLSV-------------------- 
 
---------------L----------ISFI-P-VQ---------LS--------W----H 
 
-----KAKPTGP--------------SEGNAT---------------------------- 
 
-----------------S-------------L---GK---TIN-----------NCDSSL 
 
SR--TYAISSSLIS-------FYIPVAIMIVTYT----RIYRIAQKQI------------ 
 
-------------RR--------------------------------------------- 
 
----------------------------ISAL-----------------------ER--- 
 
------------------------------------------------------------ 
 
--AAVH------------------------------------------------------ 
 
------------------------------AK-------------------------N-- 
 
CQTTTGN----------------------------------------------------- 
 
------------GN--------PMECSQPESS---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
FKMS-----F-----------K--------RETKV----L-KTLSVIMGVFVC------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------ILNCMVPF------------------ 
 
------------------------------------C--GS----GETKP---------- 
 
F-CIDS--I--------------------------------------------------- 
 
------------------------------------------------------------ 
 



---------------------T-----F--DV----------FV---------------- 
 
----------WFGWANSSLNP--------------------------------IIYA-FN 
 
--ADFRKA---FSTLL----------GCY--RLCPTTNNAIETVSINNNGA--------- 
 
------------------------------VVFSSHHEPRGSISKDCNVVYLIPHAVGSS 
 
EGLKKEEAVGIAKPLEKLSPALSVILDYDTDVSLEKIQPITQNGQHPT------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Sus_scrofa_D1A_dopamine_receptor_gi1706296 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-MRTLN-----------TST--------------------------MDGTG--------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------------------------LVV--ER--DFSF---- 
 
R-----------------------------------IL--T--------ACFLSL---LI 
 
LSTLLG----------------------------NTLVCAAVIRFRHLRSKV-TNFFVIS 
 
LAVSDLLVAVLVMPWKAVAEIA-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-FWPFG------------------SFCNIWVAFD 
 
IMCSTASILNLCVISVDR---------YWAI----------------------------- 
 
--------S-SPFR-YE--RKMT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-KAAFILISVAW--TLSV-------------------- 
 
---------------L----------ISFI-P-VQ---------LS--------W----H 
 
-----KAKPTSP--------------SDGNVT---------------------------- 
 
-----------------S-------------L---GK---TTH-----------NCDSSL 
 
SR--TYAISSSLIS-------FYIPVAIMIVTYT----RIYRIAQKQI------------ 
 
-------------RR--------------------------------------------- 
 
----------------------------ISAL-----------------------ER--- 
 
------------------------------------------------------------ 
 
--AAVH------------------------------------------------------ 
 
------------------------------AK-------------------------N-- 
 
CQTTAGN----------------------------------------------------- 
 
------------GN--------PAECSQPESS---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
FKMS-----F-----------K--------RETKV----L-KTLSVIMGVFVC------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------ILNCMVPF------------------ 
 
------------------------------------C--GS----GETKP---------- 
 



F-CIDS--I--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------T-----F--DV----------FV---------------- 
 
----------WFGWANSSLNP--------------------------------IIYA-FN 
 
--ADFRKA---FSTLL----------GCY--RLCPTSTNAIETVSINNNGA--------- 
 
------------------------------VVFSSHHEPRGSISKDCNLVYLIPHAVGSS 
 
EDLKKEEAGGIASPLEKLSPALSVILDYDTDVSLEKIQPITQNGQHPT------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Canis_familiaris_PREDICTED_similar_to_D1A_dopamine_receptor
_gi73954025 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-MRTLN-----------TST--------------------------MDGAG--------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------------------------LVV--ER--DFSF---- 
 
R-----------------------------------IL--T--------ACFLSL---LI 
 
LSTLLG----------------------------NTLVCAAVIRFRHLRSKV-TNFFVIS 
 
LAVSDLLVAVLVMPWKAVAEIA-------------------------------------- 



 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-FWPFG------------------SFCNIWVAFD 
 
IMCSTASILNLCVISVDR---------YWAI----------------------------- 
 
--------S-SPFR-YE--RKMT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-KAAFILISVAW--TLSV-------------------- 
 
---------------L----------ISFI-P-VQ---------LS--------W----H 
 
-----KAKPTSS--------------SDGNAT---------------------------- 
 
-----------------S-------------L---GE---TMD-----------NCDSSL 
 
SR--TYAISSSLIS-------FYIPVAIMIVTYT----RIYRIAQKQI------------ 
 
-------------RR--------------------------------------------- 
 
----------------------------ISAL-----------------------ER--- 
 
------------------------------------------------------------ 
 
--AAVH------------------------------------------------------ 
 
------------------------------AK-------------------------N-- 
 
CQTTTGN----------------------------------------------------- 
 
------------GN--------PVECSQPESS---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
FKMS-----F-----------K--------RETKV----L-KTLSVIMGVFVC------- 
 
-------------CW---------------------------LP---------------- 



 
--------------------------FF------ILNCMVPF------------------ 
 
------------------------------------C--GS----GETKP---------- 
 
F-CIDS--I--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------T-----F--DV----------FV---------------- 
 
----------WFGWANSSLNP--------------------------------IIYA-FN 
 
--ADFRKA---FSTLL----------GCY--RLCPTTNNAIETVSINNNGA--------- 
 
------------------------------VVFSSHHEPRGSISKDCNLVYLIPHAVGSS 
 
EDLKKEEAGGMARPLEKLSPALSVILDYDTDVSLEKIQPVTQNGQHPT------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Gallus_gallus_PREDICTED_similar_to_dopamine_receptor_D1A_ch
icken_gi50755087 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
---MTW-----------NDT-----------------TMDGEGLLV-------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
---------------------------------------------E---R--DSSF---- 
 



R-----------------------------------IL--T--------GCFLSL---LI 
 
LSTLLG----------------------------NTLVCAAVIRFRHLRSKV-TNFFVIS 
 
LAVSDLLVAVLVMPWKAVSEIA-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-FWPFG-----------------S-FCNIWVAFD 
 
IMCSTASILNLCVISVDR---------YWAI----------------------------- 
 
--------S-SPFR-YE--RKMT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-KAAFIMISVAW--TLSV-------------------- 
 
---------------L----------ISFI-P-VQ---------LN--------W----H 
 
----------KATTTSFLDLNASLQGI--------------------------------- 
 
-----------------S------------------M-----D-----------NCDSSL 
 
NR--MYAISSSLIS-------FYIPVAIMIVTYT----RIYRIAQKQI------------ 
 
-------------RR--------------------------------------------- 
 
-------------------I--------SALE-----------------------RA--- 
 
----------------------------------------------------AV------ 
 
-HAK-------------------------------------------------------- 
 
---------------------------------------------------------N-C 
 
---QNTS----------------------------------------------------- 
 
------------GNRSSMDCQQ------PESN---------------------------- 
 
------------------------------------------------------------ 
 



------------------------------------------------------------ 
 
FKMS-----F-----------K--------RETKV----L-KTLSVIMGVFVC------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------VLNCMIPF------------------ 
 
------------------------------------C---E-PTQPSKGAEA-------- 
 
F-CINS--T--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------T-----F--DV----------FI---------------- 
 
----------WFGWANSSLNP--------------------------------IIYA-FN 
 
--ADFRKA---FSTLL----------GCY--RLC-PMSGNAIETVSI-NNN--------- 
 
--------GAVVFSSQHEPKGSSPKESNLV------YLIPHAIICPEEEPLKK---EEEG 
 
EL------SK---TLEKMSPALSGILDYEADVSLEKINPITQNGQHKT------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Xenopus_laevis_D1A_dopamine_receptor_gi1169213 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------------------------M 
 
TFNITS-----------MDE---------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



------------------------------------------------------------ 
 
-----------------------------------------DVLLT--ER-ESSFR---- 
 
------------------------------------VL--T--------GCFLSV---LI 
 
LSTLLG----------------------------NTLVCAAVIRFRHLRSKV-TNFFVIS 
 
LAVSDLLVAVLVMPWKAVAEIA-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-FWPFG------------------TFCNIWVAFD 
 
IMCSTASILNLCVISVDR---------YWAI----------------------------- 
 
--------S-SPFR-YE--RKMT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-KVAFIMIGVAW--TLSV-------------------- 
 
---------------L----------ISFI-P-VQ---------LN--------W----H 
 
----------KA------------------------------------------------ 
 
-----------------KTTS--FFDLNITLHDRTMD-----------------NCDSSL 
 
NR--TYAISSSLIS-------FYIPVAIMIVTYT----RIYRIAAKQI------------ 
 
-------------RR--------------------------------------------- 
 
-------------------I---------SAL-----------------------ER--- 
 
----------------------------------------------------AA------ 
 
-VHAKN------------------------------------------------------ 
 
------------------------------------------------------------ 
 
CQNSTSN----------------------------------------------------- 
 



------------------RNSLDCQQPESSLK---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
TSFK--------------------------RETKV----L-KTLSVIMGVFVC------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------ILNCIVPF------------------ 
 
------------------------------------C--DP----------SLTTSGTEP 
 
F-CISS-TT--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------------F--DV----------FV---------------- 
 
----------WFGWANSSLNP--------------------------------IIYA-FN 
 
--ADFRKA---FSNLL----------GCY--RLCPTSNNIIETVSINNNGA--------- 
 
----------------------------VVYSCQQEPKGSIPNECNLVYLIPHAIICPED 
 
EVLKKEDESGLSKSLEKMSPAFSGILDYDADVSLEKINPITQNGQPKT------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Anguilla_anguilla_dopamine_D1A2_receptor_gi1518038 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-MDLNF-----------STV---------------------------------------- 
 
------------------------------------------------------------ 
 



------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------LDSGL--SETDSSVR---- 
 
------------------------------------VL--T--------GCFLSS---LI 
 
VSTLLG----------------------------NTLVCAAVTKFRHLRSKV-TNFFVIS 
 
LAVSDLLVAILVMPWKAVTEVA-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-FWPFG------------------SFCNIWVAFD 
 
IMCSTASILNLCIISVDR---------YWAI----------------------------- 
 
--------S-SPFR-YE--RKMT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-KVAFVMISVAW--TLSL-------------------- 
 
---------------L----------ISFI-P-VQ---------LN--------W----H 
 
----------KA------------------------------------------------ 
 
-----------------QTTS--YFDHNGSYGDLLLD-----------------NCDSSL 
 
NR--TYAISSSLIS-------FYIPVAIMIVTYT----RIYRIAQKQI------------ 
 
-------------RR--------------------------------------------- 
 
-------------------I---------SAL-----------------------ER--- 
 
----------------------------------------------------AA------ 
 
-ESAKN------------------------------------------------------ 
 



------------------------------------------------------------ 
 
RHNSMGN----------------------------------------------------- 
 
-----------------------SSSVETESS---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
FKMS-----F-----------K--------RETKV----L-KTLSVIMGVFVC------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------ILNCMVPF------------------ 
 
------------------------------------CEQAHPNGSADF------------ 
 
P-CVSS-TT--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------------F--NV----------FV---------------- 
 
----------WFGWANSSLNP--------------------------------IIYA-FN 
 
--ADFRKA---FSILL----------GCHRLCPGSNAIEIVSINNNGAPPQ--------- 
 
--------------------------------LVHNQPKACFSKGCIPKEGNLRHGIPHT 
 
ILSQDEELQKKGNAIERISPALSGSLDSEADLSLDKINPTTQNGQNST------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Danio_rerio_PREDICTED_similar_to_dopamine_D1_receptor_gi683
73276 
 
------------------------------------------MKLLILLIALLAGTNPSF 
 
NMPVQSTTVEYDAKIIMDEILEQLKLLVENFPSLKQKITDIKELGKEPITTPRDIKDACA 
 
CGEMFKENLNKSVQWVASKLDSDYFFNIVDNLDVLTFQ---------------------- 
 
----PDLNQQRVTEGNKCQQTFAASPRARSLQTTRI---RRVELMLL------------G 



 
HPKGIT-----------PYT-----------------RQDEDSKNQDKMAVKDLN----- 
 
VTT------VI------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------DSGFM--ES--DQST---- 
 
R-----------------------------------VL--T--------GCFLSL---LI 
 
LSTLLG----------------------------NTLVCAAVTKFRHLRSKV-TNFFVIS 
 
LAVSDLLVAILVMPWKAVTEVA-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-FWPFG------------------AFCDIWVAFD 
 
IMCSTASILNLCVISVDR---------YWAI----------------------------- 
 
--------S-SPFR-YE--RKMT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-RVAFVMISVAW--TLSV-------------------- 
 
---------------L----------ISFI-P-VQ---------LK--------W----H 
 
-----KAQPTSF------------------------------------------------ 
 
-----------PEANASH-------------R---AL---LTD-----------NCDSSL 
 
NR--TYAISSSLIS-------FYIPVAIMIVTYT----QIYRIAQKQI------------ 
 
-------------RR--------------------------------------------- 
 
-------------------I--------SALE-----------------------RA--- 



 
----------------------------------------------------AE------ 
 
-SAKIR------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-HDSMGS----------------------------------------------------- 
 
-----------------------SSNVDSESS---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
FKLS-----F-----------K--------RETKV----L-KTLSVIMGVFVC------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------ILNCMVPF------------------ 
 
------------------------------------C--KR----------T----SVGL 
 
P-CISP--T--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------T-----F--DV----------FV---------------- 
 
----------WFGWANSSLNP--------------------------------IIYA-FN 
 
--ADFRRA---FAILL----------GCQ--RLCPGSNSMETPSLNKN------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Carassius_auratus_D1_dopamine_receptor_gi544135 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 



 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------MAVLDLN----- 
 
LTT------VI------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------DSGFM--ES--DRSV---- 
 
R-----------------------------------VL--T--------GCFLSV---LI 
 
LSTLLG----------------------------NTLVCAAVTKFRHLRSKV-TNFFVIS 
 
LAVSDLLVAVLVMPWKAVTEVA-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-FWPFG------------------AFCDIWVAFD 
 
IMCSTASILNLCVISVDR---------YWAI----------------------------- 
 
--------S-SPFR-YE--RKMT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-RVAFVMISGAW--TLSV-------------------- 
 
---------------L----------ISFI-P-VQ---------LK--------W----H 
 
-----KAQPIGF------------------------------------------------ 
 
-----------LEVNASR-------------R---DL---PTD-----------NCDSSL 
 
NR--TYAISSSLIS-------FYIPVAIMIVTYT----QIYRIAQKQI------------ 



 
-------------RR--------------------------------------------- 
 
-------------------I--------SALE-----------------------RA--- 
 
----------------------------------------------------AE------ 
 
-SAQIR------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-HDSMGS----------------------------------------------------- 
 
-----------------------GSNMDLESS---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
FKLS-----F-----------K--------RETKV----L-KTLSVIMGVFVC------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------ILNCMVPF------------------ 
 
------------------------------------C--KR----------T----SNGL 
 
P-CISP--T--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------T-----F--DV----------FV---------------- 
 
----------WFGWANSSLNP--------------------------------IIYA-FN 
 
--ADFRRA---FAILL----------GCQ--RLCPGSISMETPSLNKN------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Anguilla_anguilla_dopamine_D1A1_receptor_gi1518034 



 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
MDLNLS-----------TVL---------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------DGDLP--EKDSSARV---- 
 
------------------------------------LT-----------GCFLSL---LI 
 
LTTLLG----------------------------NTLVCAAVTRFRHLRSKV-TNFFVIS 
 
LAISDLLVAILVMPWKAATEIV-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-FWPFG------------------SFCNVWVAFD 
 
IMCSTASILNLCVISVDR---------YWAI----------------------------- 
 
--------S-SPFR-YE--RKMT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-KVAFVMISVAW--TLSV-------------------- 
 
---------------L----------ISFI-P-VQ---------LN--------W----H 
 
----------KA------------------------------------------------ 



 
-----------QAAGFPE------------LNGTFRE-PPPPD-----------NCDSSL 
 
NR--TYAISSSLIS-------FYIPVAIMIVTYT----RIYRIAQKQI------------ 
 
-------------RR--------------------------------------------- 
 
-------------------I---------SAL-----------------------ER--- 
 
----------------------------------------------------AA------ 
 
-ESAKN------------------------------------------------------ 
 
------------------------------------------------------------ 
 
RHSSMGN----------------------------------------------------- 
 
-------------------------SIESESS---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
FKMS-----F-----------K--------RETKV----L-KTLSVIMGVFVC------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------ILNCMVPF------------------ 
 
------------------------------------CEQAPQGAADL------------- 
 
P-CVSS-TT--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------------F--DV----------FV---------------- 
 
----------WFGWANSSLNP--------------------------------IIYA-FN 
 
--ADFRKA---FSTLL----------GCHRVCSGGNAIEIVSINNNNGAAA--------- 
 
------------------------------HSYHYETKGHIPKESNVAYMIPHSILCQDE 
 
ELEKREEDSAGMKDLEKLSPAVSGDLDSEAEVSLDKINPTTQNGQHKL------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 



 
--------------------------- 
 
>Danio_rerio_PREDICTED_similar_to_D1A3_Dopamine_receptor_gi6
8428488 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------------------------------------MDVN 
 
YSTVLD-----------SSV---------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------SQRDS--SK--RVLT---- 
 
-------------------------------------------------GCFLSL---LI 
 
LTTLLG----------------------------NTLVCAAVTKFRHLRSKV-TNFFVIS 
 
LAISDLLVAILVMPWKAATEIV-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-FWPFG------------------AFCDVWVAFD 
 
IMCSTASILNLCVISVDR---------YWAI----------------------------- 
 
--------S-SPFR-YE--RKMT------------------------------------- 
 
------------------------------------------------------------ 
 



---------------------P-KVAFIMISVAW--TLSI-------------------- 
 
---------------L----------ISFI-P-VQ---------LN--------W----H 
 
----------KA------------------------------------------------ 
 
-----------------QTTS--YTELNGTYGELPPD-----------------NCDSSL 
 
NR--TYAISSSLIS-------FYIPVAIMLVTYT----RIYRIAQKQI------------ 
 
-------------RR--------------------------------------------- 
 
-------------------I---------SAL-----------------------ER--- 
 
----------------------------------------------------AA------ 
 
-ESAKN------------------------------------------------------ 
 
------------------------------------------------------------ 
 
RHSSMGN----------------------------------------------------- 
 
-----------------------NASMESESS---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
FKMS-----F-----------K--------RETKV----L-KTLSVIMGVFVC------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------VLNCMVPF------------------ 
 
------------------------------------CNPNESTDF--------------- 
 
L-CISS-TT--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------------F--DV----------FV---------------- 
 
----------WFGWANSSLNP--------------------------------IIYA-FN 
 
--ADFRKA---FSILL----------GCHRLCPGSSAIEIVSINNNCGPPS--------- 
 
-------------------------------TSQYQPKGHIPKEGNNSNYEIPHSIICQE 
 



EENQKKEDDSGIKTFDKLSPSMSGTLDSDADVSLEKINPITQNGQHKSIPC--------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Cyprinus_carpio_D1A3_Dopamine_receptor_gi2340853 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------------------------------------MDVN 
 
YSTVLD-----------SSV---------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------SQRNS--SK--RVLT---- 
 
-------------------------------------------------GCFLSL---LI 
 
MTTLLG----------------------------NTLVCAAVTKFRHLRSKV-TNFFVIS 
 
LAISDLLVAILVMPWKAATEIV-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-FWPFG------------------AFCDVWVAFD 
 
IMCSTASILNLCVISVDR---------YWAI----------------------------- 
 



--------S-SPFR-YE--RKMT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-KVAFIMISVAW--TLSI-------------------- 
 
---------------L----------ISFI-P-VQ---------LN--------W----H 
 
----------KA------------------------------------------------ 
 
-----------------QATS--YTELNGTYGELPPD-----------------NCDSSL 
 
NR--TYAISSSLIS-------FYIPVAIMLVTYT----RIYRIAQKQI------------ 
 
-------------RR--------------------------------------------- 
 
-------------------I---------SAL-----------------------ER--- 
 
----------------------------------------------------AA------ 
 
-ESAKN------------------------------------------------------ 
 
------------------------------------------------------------ 
 
RHSSMGN----------------------------------------------------- 
 
-----------------------NGSMESESS---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
FKMS-----F-----------K--------RETKV----L-KTLSVIMGVFVC------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------VLNCMVPF------------------ 
 
------------------------------------CNPNESSDF--------------- 
 
F-CISS-TT--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------------F--DV----------FV---------------- 
 
----------WFGWANSSLNP--------------------------------IIYA-FN 
 



--ADFRKA---FSTLL----------GCHRLCPGSNAIEIVSINNNGGPPS--------- 
 
-------------------------------TSQYQPKGQIPKEGNNSNYVIPHSILCQE 
 
EENQKREDDSGIKTFEKLSPSMSGNLDSDADVSLEKINPITQNGQHKSITC--------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Cyprinus_carpio_D1A4_Dopamine_receptor_gi2340855 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--MDVN-----------YST-----------------------------VL---D----- 
 
SSV------SQ------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------------------------------R--NSSK---- 
 
R-----------------------------------VL--T--------GCFLSL---LI 
 
LTTLLG----------------------------NTLVCAAVTKFRHLRSKV-TNFFVIS 
 
LAISDLLVAILVMPWKAASEIV-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



-------------------------G-FWPFG-----------------A-FCDVWVAFD 
 
IMCSTASILNLCVISVDR---------YWAI----------------------------- 
 
--------S-SPFR-YE--RKMT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-KVAFIMISLAW--TLSI-------------------- 
 
---------------L----------ISFI-P-VQ---------LN--------W----H 
 
----------KA------------------------------------------------ 
 
--QAELNGTYGE-----L------------------P-----P---------D-NCDSSL 
 
NR--TYAISSSLIS-------FYIPVAIMLVTYT----RIYRIAQKQI------------ 
 
-------------RR---------------I----------------------------- 
 
-------------------S---------ALE-----------------------RA--- 
 
----------------------------------------------------AE------ 
 
--SAKN------------------------------------------------------ 
 
-----------------------------RHS-------------------------S-- 
 
MGNNASM---------------------------E------------------------- 
 
----------------------------SESS---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
FKMS-----F-----------K--------RETKV----L-KTLSVIMGVFVC------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------VLNCMVPF------------------ 
 
------------------------------------C--NPNEG-------S----D--F 
 
F-CISS--T--------------------------------------------------- 
 
------------------------------------------------------------ 
 



---------------------T-----F--DV----------FV---------------- 
 
----------WFGWANSSLNP--------------------------------IIYA-FN 
 
--AGFRKA---FSILL----------GCH--RLCPGSNAIEIVSINNNGGP--------- 
 
-----------------------------PSTSQYQPKGHVPKEGNNSNYVIPLSILCQE 
 
EETQKREDDSGIKTFEKLSPSMSGNLDSDVDVSLEKINPVTQNGQH-------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Takifugu_rubripes_dopamine_receptor_gi1204090 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
----------------------------------------------------------MA 
 
QNFSTV-----------GDG---------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------KQMLLERDSSKRVLT---- 
 
-------------------------------------------------GCFLSL---LI 
 
FTTLLG----------------------------NTLVCVAVTKFRHLRSKV-TNFFVIS 
 
LAISDLLVAILVMPWKAATEIM-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-FWPFG------------------EFCNIWVAFD 
 
IMCSTASILNLCVISVDR---------YWAI----------------------------- 
 
--------S-SPFR-YE--RKMT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-KVACLMISVAW--TLSV-------------------- 
 
---------------L----------ISFI-P-VQ---------LN--------W----H 
 
----------KA------------------------------------------------ 
 
-----------QTASYVE-------------LNGTYAGDLPPD-----------NCDSSL 
 
NR--TYAISSSLIS-------FYIPVAIMIVTYT----RIYRIAQKQI------------ 
 
-------------RR--------------------------------------------- 
 
----------------------------ISAL-----------------------ER--- 
 
----------------------------------------------------AA------ 
 
-ESAQN------------------------------------------------------ 
 
------------------------------------------------------------ 
 
RHSSMGN----------------------------------------------------- 
 
---------------------SLSMESECSFK---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
MSFK--------------------------RETKV----L-KTLSVIMGVFVC------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------ILNCMVPF------------------ 
 
------------------------------------CEADDTTDF--------------- 
 



P-CISS-TT--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------------F--DV----------FV---------------- 
 
----------WFGWANSSLNP--------------------------------IIYA-FN 
 
--ADFRKA---FSILL----------GCHRLCPGNSAIEIVSI-NNTGAPL--------- 
 
--------------------SNPSCQYQPKSHIPKEGNHSSSYVIPHSILCQEEELQKKD 
 
GFGGEMEVGLVNNAMEKVSPAISGNFDSDAAVTLETINPITQNGQHKSMSC--------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Tetraodon_nigroviridis_unnamed_protein_product_gi47219262 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
----------------------------------------------------------MD 
 
QNFSTV-----------RDG---------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------KQLLPERDSSKRVLT---- 
 
-------------------------------------------------GCFLSL---LI 
 
FTTLLG----------------------------NTLVCVAVTKFRHLRSKV-TNFFVIS 
 
LAISDLLVAILVMPWKAATEIM-------------------------------------- 
 



------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-FWPFG------------------EFCNVWVAFD 
 
IMCSTASILNLCVISVDR---------YWAI----------------------------- 
 
--------S-SPFR-YE--RKMT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-KVACLMISVAW--TLSV-------------------- 
 
---------------L----------ISFI-P-VQ---------LN--------W----H 
 
----------KA------------------------------------------------ 
 
-----------QTASYGE-------------LNGTYPEDLPDD-----------NCDSSL 
 
NR--TYAISSSLIS-------FYIPVAIMLVTYT----RIYRIAQKQI------------ 
 
-------------RR--------------------------------------------- 
 
----------------------------ISAL-----------------------ER--- 
 
----------------------------------------------------AA------ 
 
-ESAKN------------------------------------------------------ 
 
------------------------------------------------------------ 
 
RHSSMGN----------------------------------------------------- 
 
---------------------SSSMESESSFK---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
MSFK--------------------------RETKV----L-KTLSVIMGVFVC------- 
 
-------------CW---------------------------LP---------------- 
 



--------------------------FF------ILNCMVPF------------------ 
 
------------------------------------CDADGATDF--------------- 
 
P-CISS-TT--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------------F--DV----------FV---------------- 
 
----------WFGWANSSLNP--------------------------------IIYA-FN 
 
--ADFRKA---FSILL----------GCHRLCPGSNAIEIVSINNNTGAPP--------- 
 
--------------------SNPSCQYQPKSHIPKEGNHSSSYVIPHSILCKEEELQKKN 
 
DGGGEMEAGLVNNAAEKASPAISGNFDSDAEVTLEKINPITQNGQHKTV----------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Xenopus_laevis_D1B_dopamine_receptor_D5_dopamine_receptor_g
i1169230 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
---------------------------------------MYQPFQHL------------D 
 
SDQVAS-----------WQS-----------------------------PEMLMN----- 
 
KSV------SR------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------ESQRR--KE--LVAG---- 
 
Q-----------------------------------IV--T--------GSLLLL---LI 



 
FWTLFG----------------------------NILVCTAVMRFRHLRSRV-TNIFIVS 
 
LAVSDLLVALLVMPWKAVAEVA-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-HWPFG------------------AFCDIWVAFD 
 
IMCSTASILNLCVISVDR---------YWAI----------------------------- 
 
--------S-SPFR-YE--RKMT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------Q-RVALLMISTAW--ALSV-------------------- 
 
---------------L----------ISFI-P-VQ---------LS--------W----H 
 
-----KSETEDH------------------------------------------------ 
 
-----------------L-------------L---SN---HST---------G-NCDSSL 
 
NR--TYAISSSLIS-------FYIPVAIMIVTYT----RIYRIAQIQI------------ 
 
-------------KR--------------------------------------------- 
 
-------------------I--------STLE-----------------------RA--- 
 
----------------------------------------------------AE------ 
 
-HAQSC------------------------------------------------------ 
 
------------------------------RS-------------------------N-R 
 
VDSCSRH----------------------------------------------------- 
 
----------------------------HQTS---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 



 
LRTS-----I-----------K--------KETKV----L-KTLSIIMGVFVC------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------ILNCMVPF------------------ 
 
------------------------------------C--DR----------SPGHPQAGL 
 
P-CVSE--T--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------T-----F--DI----------FV---------------- 
 
----------WFGWANSSLNP--------------------------------IIYA-FN 
 
--ADFRKV---FSSLL----------GCG--HWCSTTPVETVNISNELISY--------- 
 
-------------------------------NQDTLFHKDIVTAYVNMIPNVVDCIDDNE 
 
DAFDHMSQISQTSANNELATDSMCELDSEVDISLHKITPSMSNGIH-------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Cyprinus_carpio_D1B_Dopamine_receptor_gi2340857 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
----------------------------------------MRAPRSG------------A 
 
QHARPN-----------RAA---------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 



 
------------------------------------------------------------ 
 
-------------------------------------------------GELTRA---LI 
 
LWTLLG----------------------------NALVCATVVRFRHLRAKV-THVFIAS 
 
LAVSDLLVAVLVMPWKAVAEVA-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-FWPFG------------------AFCNIWVAFD 
 
IMCSTASILNLCVISVDR---------YWAI----------------------------- 
 
--------S-SPFR-YE--RKMT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-RVSFVMIGAAW--TLSV-------------------- 
 
---------------L----------ISFI-P-VQ---------LD--------W----H 
 
----------KT------------------------------------------------ 
 
-----------DAGAAEP-------------N---AS---DAD-----------SCDSSL 
 
SR--VYAISSSLIS-------FYIPVAIMIVTYT----RIYRIAQVQI------------ 
 
-------------RR--------------------------------------------- 
 
-------------------I--------ASLE-----------------------RA--- 
 
----------------------------------------------------AE------ 
 
-HAQSR------------------------------------------------------ 
 
------------------------------------------------------------ 
 
RSDRSLH----------------------------------------------------- 
 
------------------------------------------------------------ 



 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
RSLK-----TSFQ-----------------RETKV----L-KTLSVIIGVFVC------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------VLNCVVPF------------------ 
 
------------------------------------C--RR----------E-------- 
 
P-CVTD--T--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------T-----F--DV----------FV---------------- 
 
----------WFGWSNSSLNP--------------------------------VIYA-FN 
 
--AEFRRA---FSSLL----------RCR--TPVETVNASNALVSYNREAA--------- 
 
------------------------------------------------------------ 
 
-----SACVNIIPNVVDETLDRMSQLSRGGDVDLDGAVHANGIL---------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Tetraodon_nigroviridis_unnamed_protein_product_gi47218969 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 



 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
----------------------------------------------------RTVT---- 
 
-------------------------------------------------GCLLSL---LI 
 
LWTLLG----------------------------NILVCSAVLRFRHLRTKV-TNIFIVS 
 
LALSDLFVAVLVMPWKAVAEVA-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-YWPFG------------------TFCNVWVAFD 
 
IMCSTASILNLCIISVDR---------YWAI----------------------------- 
 
--------S-SPFR-YE--RKMT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------Q-RVAFVMISITW--TLSV-------------------- 
 
---------------L----------ISFI-P-VQ---------LN--------W----H 
 
KANDDALGNSSA------------------------------------------------ 
 
------------------------------------R-PRVDE-----------NCDSSL 
 
SR--EYAISSSLIS-------FYIPVAIMIVTYT----RIYRIAQIQI------------ 
 
-------------RR--------------------------------------------- 
 
-------------------I---------TSL-----------------------ER--- 
 
----------------------------------------------------AA------ 
 
-EHAQS------------------------------------------------------ 
 
---------------------------------------------------------C-R 



 
TNRIECQ----------------------------------------------------- 
 
--------------------------HHNTLK---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
TSIK--------------------------RETKV----L-KTLSVIMGVFVC------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------VLNCMVPF------------------ 
 
------------------------------------CDRLSADRDAGL------------ 
 
P-CVSD-TT--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------------F--NV----------FV---------------- 
 
----------WFGWTNSSLNP--------------------------------IIYA-FN 
 
--AEFRKA---FASLL----------GCRQFCSNTRVETINISNELVSYNQ--------- 
 
------------------------------------DTMIHKEIASAYVNMIPNVVECIE 
 
HEGTFDRISQFSHNNDNGTDSVCDLEDCEADVSLERMSPFTPNGLH-------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Anguilla_anguilla_dopamine_D1B_receptor_gi1518040 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------------MGSPAKY---------------------- 
 
----LSVHET-----------------------------QSVPFF--------------- 
 
-IGEIM-----------WNT-----------------------------SE---S----- 



 
AEK------TD------------------------------------------------- 
 
------------------------------------------------------------ 
 
-G---------------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------------------------------K---K--ELIV---- 
 
R-----------------------------------TV--T--------GCLLSL---LI 
 
LWTLLG----------------------------NILVCSAVLKFRHLRTKV-TNIFIVS 
 
LAVSDLFVAVLVMPWKAVAEVA-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-YWPFG-----------------P-FCNIWVAFD 
 
IMCSTASILNLCIISVDR---------YWAI----------------------------- 
 
--------S-SPFR-YE--RKMT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------Q-RVAFVMISVTW--TLSV-------------------- 
 
---------------L----------ISFI-P-VQ---------LN--------W----H 
 
----------KA----------------SDEE---------VWINGTS------F----- 
 
-----------G-----E------------------K-----S---------E-NCDSSL 
 
NR--EYAISSSLIS-------FYIPVAIMIVTYT----RIYRIAQIQI------------ 
 
-------------RR---------------I----------------------------- 
 
-------------------S---------SLE-----------------------RA--- 
 
---------A--------------------------E-H-------------AQ------ 



 
-----S-----------------------------------------------C------ 
 
------------------------------------------------------------ 
 
-RTNRLE---------------------------C------Q------------------ 
 
----------------------------HHNT---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
LKTS-----I-----------K--------RETKV----F-KTLSVIMGVFVC------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------ILNCIVPF------------------ 
 
------------------------------------C---D-RPPTDHTAGL-------- 
 
P-CVSD--T--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------T-----F--DV----------FV---------------- 
 
----------WFGWTNSSLNP--------------------------------IIYA-FN 
 
--ADFRKA---FASLL----------GCR--NFC---SRTPVETVNI-SNE--------- 
 
-LVSYNQDTLFHKEIV---------TAYV-------NMIPNVVDCIDDNEDTF---DRIS 
 
QF------SH---NNEIATDSVCDLDDCEADICLDRLAPFTPNGLH-------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Danio_rerio_novel_protein_with_transmembrane_receptor_rhodo
psin_family_domain_gi56311452 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



------------------------------------------------------------ 
 
------MTSN-----------------------------ETDVYA--------------- 
 
-ENMFL-----------CFP-----------------------------HL---P----- 
 
NSC------PK------------------------------------------------- 
 
------------------------------------------------------------ 
 
-S---------------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------------------------------Q---R--FVVV---- 
 
K-----------------------------------LA--M--------YVCLLL---MI 
 
LTTVFG----------------------------NLLIIISISHFKHLQS-P-THLIVRS 
 
LAASDCLLGSLVMPYSMVRSVE-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-CWYLG-----------------DVVCKVHSSLD 
 
MTFCISSLLHLGLVSIDR---------YWAI----------------------------- 
 
--------C-DPLR-YR--IRVT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------N-TTVTLYTIFIW--LFSF-------------------- 
 
---------------L----------YSFV-I-VF---------SG--------V----N 
 
----------RI----------------GLET---------------------FI----- 
 
--MQ-------V-----Y------------------C-----V---------G-SCVLFF 
 
NK--EWGLICPVLT-------FFIPGAIMSSLYM----KIFHVARKHA------------ 
 



-------------KV---------------M----------------------------- 
 
-------------------S---------ERV---------------------------- 
 
-----------------------------------------------------T------ 
 
-----G-----------------------------------------------G------ 
 
------------------------------------------------------------ 
 
-LK--------------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
SQSS-----A-----------Q--------RERKA----A-KTLAIVMGVFLL------- 
 
-------------CW---------------------------TP---------------- 
 
--------------------------IF------IASIIDSF------------------ 
 
------------------------------------L--------------N-------- 
 
F-VTPA--G--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------V-----F--DA----------LI---------------- 
 
----------WFGYFNSTCNP--------------------------------LIYGFFY 
 
--SCFQKA---FKILL----------S--------------------------------- 
 
------------------------------------------------------------ 
 
-----------------------SLFLGFGNSSTLTFE---------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Danio_rerio_novel_protein_with_transmembrane_receptor_rhodo
psin_family_domain_gi56311458 



 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------MMS-----------------------------LNETQT--------------- 
 
-ENILL-----------CYP-----------------------------LL---S----- 
 
NSC------PK------------------------------------------------- 
 
------------------------------------------------------------ 
 
-L---------------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------------------------------H---R--LAVV---- 
 
Q-----------------------------------VG--L--------YVFLLL---MI 
 
LTTVFG----------------------------NLLIIISISHFKHLQS-P-THLIVRS 
 
LAACDCLLGLLVMPYSMVRSVE-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-CWYLG-----------------DVVCKVHSSLD 
 
MTFCISSLLHLGLISVDR---------YWAI----------------------------- 
 
--------C-DPLR-YR--LRVT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------N-ITVTVFIVFIW--LFSF-------------------- 
 
---------------V----------YSFY-V-VF---------SG--------V----N 
 
----------TV----------------GLET---------------------FI----- 



 
--MQ-------V-----Y------------------C-----V---------G-SCVLYF 
 
NK--QWGLICPILV-------FFLPGAIMSSLYM----KIFHVARKHA------------ 
 
-------------KV---------------M----------------------------- 
 
-------------------S---------ERV---------------------------- 
 
-----------------------------------------------------T------ 
 
-----G-----------------------------------------------G------ 
 
------------------------------------------------------------ 
 
-LK--------------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
SQSS-----A-----------Q--------RERKA----A-KILAIVMGVFLF------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------TVNALDPF------------------ 
 
------------------------------------F--------------N-------- 
 
F-FTPA--D--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------I-----F--DA----------VI---------------- 
 
----------WFAYLNSTCNP--------------------------------LIYGFFY 
 
--PCFQKA---FKILI----------F--------------------------------- 
 
------------------------------------------------------------ 
 
-----------------------TYICGVRNLDTFA------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 



 
--------------------------- 
 
>Danio_rerio_novel_protein_with_transmembrane_receptor_rhodo
psin_family_domain_gi56311456 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
----------------------------------------MKPSNET------------Q 
 
TENILL-----------CYP-----------------------------LL---S----- 
 
NSC------PK------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
---------------------------------------------L--HR--LAVV---- 
 
Q-----------------------------------VG--L--------YVFLLL---MI 
 
LTTVFG----------------------------NLLIIISISHFKHLQ-SP-THLIVRS 
 
LAACDCLLGSLVMPYSMVRSVE-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-CWYLG-----------------DVVCKVHSSLD 
 
MTFCISSLLHLGLISVDR---------YWAI----------------------------- 
 
--------C-DPLR-YR--LRVT------------------------------------- 
 
------------------------------------------------------------ 
 



---------------------N-TTVTVFIVFIW--LFSF-------------------- 
 
---------------V----------YSFY-V-VF---------SG--------V----N 
 
------------------------------------------------------TVGLET 
 
FIMQ-------V-----Y------------------C-----V---------G-NCVLYF 
 
NK--QWGLICPILT-------FFLPGTIMSSLYM----KIFHVARKHA------------ 
 
-------------KV--------------------------------------------- 
 
-------------------M---------SER-----------------------VT--- 
 
----------------------------------------------------GG------ 
 
--LKSQ------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
----------------------------SSAQ---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------RERKA----A-KILAIVMGVFLF------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------TVNALDPF------------------ 
 
------------------------------------F--------------N-------- 
 
F-FTPA--D--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------I-----F--DA----------VI---------------- 
 
----------WFAYLNSTCNP--------------------------------LIYGLFY 
 
--PCFQKA---FKILI-------STYLCG--VRNLDTFA--------------------- 
 
------------------------------------------------------------ 
 



------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Danio_rerio_novel_protein_with_transmembrane_receptor_rhodo
psin_family_domain_gi56311459 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------MILN-----------------------------DTDIYS--------------- 
 
-ENVLL-----------CYP-----------------------------LL---P----- 
 
DSC------PR------------------------------------------------- 
 
------------------------------------------------------------ 
 
-T---------------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------------------------------Q---R--LPAL---- 
 
K-----------------------------------VA--M--------YAVMVL---MI 
 
LTTVFG----------------------------NLLVIISISHFKQLQS-P-THLIVQS 
 
LAACDCLLGSLVMPYSMVRSVE-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-CWYLG-----------------TVVCKVHSSLD 
 
MTFSISSILHLSLIAIDR---------FWAI----------------------------- 



 
--------S-DPLR-YK--MRVT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------N-TTVAGFITFTW--LFSF-------------------- 
 
---------------V----------YSFS-V-VF---------TG--------V----N 
 
----------NV----------------GLEE---------------------LI----- 
 
--LQ-------I-----S------------------C-----F---------G-GCVLFF 
 
NK--EWGLICALFV-------FLIPGTIMSSLYM----SIFNVVKRHA------------ 
 
-------------KV---------------M----------------------------- 
 
-------------------S---------EKV-----------------------S---- 
 
------------------------------------A-A-------------AT------ 
 
-----A-----------------------------------------------G------ 
 
------------------------------------------------------------ 
 
-SH--------------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
FQTS-----S-----------H--------RERKA----A-KTLAIVMGVFYL------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------TATAVDPF------------------ 
 
------------------------------------L--------------N-------- 
 
F-STPG--D--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------V-----F--DA----------LV---------------- 
 
----------WFGYFNSTCNP--------------------------------LIYGFFY 



 
--PRFQKA---FKILI----------S--------------------------------- 
 
------------------------------------------------------------ 
 
-----------------------TYICGSSDSHTLTFE---------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Danio_rerio_novel_protein_with_transmembrane_receptor_rhodo
psin_family_domain_gi56311460 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------MTSN-----------------------------DTDVHS--------------- 
 
-ENVLL-----------CYP-----------------------------LL---S----- 
 
DSC------PR------------------------------------------------- 
 
------------------------------------------------------------ 
 
-T---------------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------------------------------Q---R--LTAL---- 
 
T-----------------------------------VT--M--------YAFMVL---MI 
 
LTTVFG----------------------------NLLIIISISHFKQLQS-P-THLIVRS 
 
LAASDCLLGSLVMPYSMVRSVE-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



------------------------------------------------------------ 
 
-------------------------G-CWYLG-----------------DVVCKVHSSLD 
 
MTFSISSLIHLSLVSVDR---------YWAI----------------------------- 
 
--------C-DPLR-YR--MRVT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------N-NTVIVFTVFTW--LFSF-------------------- 
 
---------------V----------YSFS-V-VF---------SG--------V----N 
 
----------RI----------------GLET---------------------FI----- 
 
--MQ-------V-----Y------------------C-----V---------G-SCVLFF 
 
NK--QWGLICSLLT-------FFLPCTIMSSLYM----KIFHVARKHA------------ 
 
-------------KV---------------M----------------------------- 
 
-------------------S---------ERV---------------------------- 
 
-----------------------------------------------------T------ 
 
-----G-----------------------------------------------G------ 
 
------------------------------------------------------------ 
 
-LK--------------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
SQSS-----A-----------Q--------REGKA----A-KTLAIVMGVFYL------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------TATAVDPF------------------ 
 
------------------------------------L--------------N-------- 
 
F-STPV--H--------------------------------------------------- 
 



------------------------------------------------------------ 
 
---------------------V-----F--DA----------LV---------------- 
 
----------WFGYFNSTCNP--------------------------------LIYGFFY 
 
--PRFQKA---FNILI----------S--------------------------------- 
 
------------------------------------------------------------ 
 
-----------------------TYICGSSDSHTLIPE---------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Apis_mellifera_PREDICTED_similar_to_GA19956_PA_gi66548399 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
MEANET-----------TED-----------------GLVVNTTDLPDLSNIFVDTGHQS 
 
NRS------SN------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------LYDRE--EN--DELE---- 
 
R-----------------------------------VI--LLTVK----ATVMGF---II 
 
LCALFG----------------------------NLLVIVSVMRHRKLR-VI-TNYFVVS 
 
LALADMLVAIFAMTFNASVELS-------------------------------------- 
 
------------------------------------------------------------ 
 



------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-RWLFG-----------------YFMCDVWNSLD 
 
VFFSTVSILHLCCISVDR---------YYAI----------------------------- 
 
--------V-QPLD-YP--LIMT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------N-LRLSTMLSVVW--CSPT-------------------- 
 
---------------V----------MSFL-P-IF---------AG--------W-YTTE 
 
-----KHLEYRR------------------------------------------------ 
 
------------------------------------N---YPD-----------VCVFQV 
 
NK--PYAVISSSVS-------FWLPGIIMIAMYY----KIYKEADRQE------------ 
 
-------------RM--------------------------------------------- 
 
-------------------L-----------------------------------YR--- 
 
----------------------------------------------------SK------ 
 
-VAAAL------------------------------------------------------ 
 
--------------------------LNKHLQ---------------------------- 
 
INGISAG----------------------------------------------------- 
 
-----LATLPTVDQSPDPQPEEPQITSSSKMR---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------RERKA----A-RTLGIIMSAFLA------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------LWYIITSL------------------ 
 



------------------------------------C--------------D-------- 
 
S-CESS--D--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------------SVVAV----------VF---------------- 
 
----------WVGYFNSALNP--------------------------------LIYAYFN 
 
--RDFRVA---FRKTL--------KSCCV--ALRPVRDLRQAHRKQDLVHS--------- 
 
------------------------------------------------------------ 
 
------------NASSELHVNNQLRASEMTNVHIEACI---------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Drosophila_pseudoobscura_GA19956_PA_gi54637595 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------MTLLQRLTSTAATTARTILEGSFS---------------------- 
 
----SSSSNAISRTKESQFQLQLEPFTVPMPLLEAS---ASHARYLN------------F 
 
IADGLV-----------DDG-----------------AGNVVSGRGQDINASAAA----- 
 
ADD------DA------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------EGSTH--LT--FVFV---- 
 
K------------------------------------------------CFIIGF---II 
 
LAAILG----------------------------NMLVIVSVMRHRKLR-II-TNYFVVS 
 



LAVADMLVALCAMTFNASVMIS-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-KWMFG-----------------SIMCDMWNSFD 
 
VYFSTASIMHLCCISVDR---------YYAI----------------------------- 
 
--------V-QPLD-YP--LIMT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------H-RRVGYMLLMVW--LSPA-------------------- 
 
---------------L----------LSFL-P-IC---------SG--------W----Y 
 
------------------------------------------------------------ 
 
-----------TTSENWK-------------Y---LK---SNP---------H-ICEFKV 
 
NK--AYAIVSSSMS-------FWIPGIVMLSMYY----RIYQEADRQE------------ 
 
-------------RL--------------------------------------------- 
 
-------------------V--------YRSK-----------------------VA--- 
 
----------------------------------------------------AL------ 
 
-LLEKH------------------------------------------------------ 
 
--------------------------LQISQI-------------------------P-- 
 
KPRPSIQ----------------------------------------------------- 
 
----------------------------VEQS---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
TITT-----M-----------R--------RERKA----A-RTLGIIMSAFLL------- 
 



-------------CW---------------------------LP---------------- 
 
--------------------------FF------LWYIVSSL------------------ 
 
------------------------------------C--------------D-------- 
 
S-CITP--R--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------------VVVGI----------LF---------------- 
 
----------WIGYFNSALNP--------------------------------IIYAYFN 
 
--RDFRAA---FKKTL--------KSCCS--YAFIDCRPSHRRGGRDLDFG--------- 
 
-------------------------------------------------GPSRRGTNGAR 
 
VGSGSAEMPNCMNSTASSEIHMGVMRARQYAVNVTPTTDAQQQLHPLYTN---------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Drosophila_melanogaster_G_protein_coupled_octopamine_recept
or_gi68262544 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
----------------MTLLQRLQAMSATTTRTILEGS---------------------- 
 
----ISSFGGGTNEPLASKIPVLEESASHARYLKFI---ADGLIDEG------------L 
 
GSAVGS-----------GSS-----------------IAVSVEDVVAGQAQDIQA----- 
 
SEG------ST------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------DDADG--SS--HLAL---- 



 
V-----------------------------------FV--K--------CFIIGF---II 
 
LAAILG----------------------------NMLVIVSVMRHRKLR-II-TNYFVVS 
 
LAVADMLVALCAMTFNASVMIS-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-KWMFG-----------------SVMCDMWNSFD 
 
VYFSTASIMHLCCISVDR---------YYAI----------------------------- 
 
--------V-QPLD-YP--LIMT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------Q-RRVFIMLLMVW--LSPA-------------------- 
 
---------------L----------LSFL-P-IC---------SG--------W----Y 
 
------------------------------------------------------------ 
 
--TTTENYKYLK-----S------------------N-----P---------H-ICEFKV 
 
NK--AYAIVSSSMS-------FWIPGIVMLSMYY----RIYQEADRQE------------ 
 
-------------RL--------------------------------------------- 
 
-------------------V--------YRSK-----------------------VA--- 
 
----------------------------------------------------AL------ 
 
-LLEKH------------------------------------------------------ 
 
--------------------------LQISQI-------------------------P-- 
 
KPRPSIQ----------------------------------------------------- 
 
----------------------------VEQS---------------------------- 
 
------------------------------------------------------------ 



 
------------------------------------------------------------ 
 
TIST-----M-----------R--------RERKA----A-RTLGIIMSAFLI------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------LWYIVSSL------------------ 
 
------------------------------------C--------------D-------- 
 
S-CITP--R--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------------LLVGI----------LF---------------- 
 
----------WIGYFNSALNP--------------------------------IIYAYFN 
 
--RDFRAA---FKKTL----------KT-------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Drosophila_melanogaster_G_protein_coupled_octopamine_recept
or_gi68262542 
 
------------------------------------------------------------ 
 
---------------------------------------------------------MTL 
 
LQRLQAMSATTTRTILEGSISSFGGGTNEPLASKIPVL---------------------- 
 
----EESASHARYLKFIADGLIDEGLGSAVGSGSSI---AVSVED--------------- 
 
-VVAGQ-----------AQD-----------------------------IQ---A----- 
 
SEG------ST------------------------------------------------- 
 
------------------------------------------------------------ 
 



------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------D---------------------DADGS---S--HLAL---- 
 
V-----------------------------------FV--K--------CFIIGF---II 
 
LAAILG----------------------------NMLVIVSVMRHRKLR-II-TNYFVVS 
 
LAVADMLVALCAMTFNASVMIS-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-KWMFG-----------------SVMCDMWNSFD 
 
VYFSTASIMHLCCISVDR---------YYAI----------------------------- 
 
--------V-QPLD-YP--LIMT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------Q-RRVFIMLLMVW--LSPA-------------------- 
 
---------------L----------LSFL-P-IC---------SG--------W----Y 
 
--------TTTE------------------------------------------------ 
 
--NY----KYLK-----S------------------N-----P---------H-ICEFKV 
 
NK--AYAIVSSSMS-------FWIPGIVMLSMYY----RIYQEADRQE------------ 
 
-------------RL--------------------------------------------- 
 
-----------------------------VYR-----------------------SK--- 
 
------------------------------------V-A-------------AL------ 
 
--LLEK------------------------------------------------------ 
 
------------------------------HL-------------------------Q-- 
 



ISQIPKP---------------------------R------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
PSIQ-----V-----------EQSTISTMRRERKA----A-RTLGIIMSAFLI------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------LWYIVSSL------------------ 
 
------------------------------------C---D------------------- 
 
S-CITP--R--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------L----LV--GI----------LF---------------- 
 
----------WIGYFNSALNP--------------------------------IIYAYFN 
 
--RDFRAA---FKKTL-KSLFPYAFYFCR--RGRGRDDDRDLEFGGPSRRG--------- 
 
----------------------------------------------TNGAQRTGSGSAEM 
 
ANCVNSTASSEIHMSVMRARQYAVNVTPTTDAQMQQLHPLYTN----------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Drosophila_melanogaster_CG33959_PE_isoform_E_gi84796154 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
----------MSGVNVADLLATTMTLPITAAAGAATSQAAATSATNASHLQPATLTGHIS 
 
TTAAAKTTTTPTSSLPITSQFVDASLTSLSLTATSSDASYSSPFSSYLSSDSTFELLSTV 
 



GPNITANGSDI------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------AVDNQ--AELEESWL---- 
 
------------------------------------DLSLLLLK-----GFIFSS---II 
 
LAAVLG----------------------------NALVIISVQRNRKLR-VI-TNYFVVS 
 
LAMADMLVALCAMTFNASVELS-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------GGKWMFG-----------------PFMCNVYNSLD 
 
VYFSTASILHLCCISVDR---------YYAI----------------------------- 
 
--------V-RPLE-YP--LNMT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------H-KTVCFMLANVW--ILPA-------------------- 
 
---------------L----------ISFT-P-IF---------LG--------W----Y 
 
------------------------------------------------------------ 
 
-----------TTEEHLR------------------E-ISLHP---------D-QCSFVV 
 
NK--AYALISSSVS-------FWIPGIVMLVMYW----RIFN------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------RTLGIIMGVFLL------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------LWYVITSL------------------ 
 
------------------------------------C--GP------------------- 
 
A-CPCP-DV--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------L-----V--VV----------LF---------------- 
 
----------WIGYFNSTLNP--------------------------------LIYAYFN 
 
--RDFREA---FRNTL----------ECVLPCLEKRNPYNAYYV---------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Drosophila_melanogaster_G_protein_coupled_octopamine_recept
or_gi68262548 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 



 
----------MSGVNVADLLATTMTLPITAAAGAATSQAAATSATNASHLQPATLTGHIS 
 
TTAAAKTTTTPTSSLPITSQFVDASLTSLSLTATSSDASYSSPFSSYLSSDSTFELLSTV 
 
GPNITANGSDI------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------TVDNQ--AELEESWL---- 
 
------------------------------------DLSLLLLK-----GFIFSS---II 
 
LAAVLG----------------------------NALVIISVQRNRKLR-VI-TNYFVVS 
 
LAMADMLVALCAMTFNASVELS-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------GGKWMFG-----------------PFMCNVYNSLD 
 
VYFSTASILHLCCISVDR---------YYAI----------------------------- 
 
--------V-RPLE-YP--LNMT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------H-KTVCFMLANVW--ILPA-------------------- 
 
---------------L----------ISFT-P-IF---------LG--------W----Y 
 
------------------------------------------------------------ 
 
-----------TTEEHLR------------------E-ISLHP---------D-QCSFVV 
 
NK--AYALISSSVS-------FWIPGIVMLVMYW----RIFKEAIRQR------------ 
 
-------------KA--------------------------------------------- 



 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
LSRTSSN----------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
ILLN-----------------------------------SARTLGIIMGVFLL------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------LWYVITSL------------------ 
 
------------------------------------C--GP------------------- 
 
A-CPCP-DV--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------L-----V--VV----------LF---------------- 
 
----------WIGYFNSTLNP--------------------------------LIYAYFN 
 
--RDFREA---FRNTL----------ECVLPCLEKRNPYNAYYV---------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Drosophila_melanogaster_CG33959_PD_isoform_D_gi84796155 
 
------------------------------------------------------------ 



 
------------------------------------------------------------ 
 
-----------------------------------------------------------M 
 
SGVNVADLLATTMTLPITAAAGAATSQAAATSATNASHLQPATLTGHISTTAAAKTTTTP 
 
TSSLPI-----------TSQFVDASLTSLSLTATSSDASYSSPFSSYLSSDSTFELLSTV 
 
GPNITANGSDI------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------AVDNQ--AELEESWLDLSL 
 
L-----------------------------------LL--K--------GFIFSS---II 
 
LAAVLG----------------------------NALVIISVQRNRKLR-VI-TNYFVVS 
 
LAMADMLVALCAMTFNASVELS-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------GGKWMFG-----------------PFMCNVYNSLD 
 
VYFSTASILHLCCISVDR---------YYAI----------------------------- 
 
--------V-RPLE-YP--LNMT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------H-KTVCFMLANVW--ILPA-------------------- 
 
---------------L----------ISFT-P-IF---------LG--------W----Y 
 
------------------------------------------------------------ 
 
-----------TTEEHLR------------------E-ISLHP---------D-QCSFVV 



 
NK--AYALISSSVS-------FWIPGIVMLVMYW----RIFKEAIRQR------------ 
 
-------------KA--------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
LSRTSSN----------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
---------I--------------------LLNSA------RTLGIIMGVFLL------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------LWYVITSL------------------ 
 
------------------------------------C--GP------------------- 
 
A-CPCP-DV--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------L-----V--VV----------LF---------------- 
 
----------WIGYFNSTLNP--------------------------------LIYAYFN 
 
--RDFREA---FRNTL----------ECV--LPCLEKRNPYNAYYV-------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 



 
>Drosophila_melanogaster_CG33976_PA_gi84796159 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
----------------------------------------------------MLLCDGLG 
 
PEPPRQRHRNRTSAARIRKRPKCCCGDGGSGNQAEQPGGIVSNPISYGQSLTTLARVTAA 
 
ALTTAAMLHTTNALAATGSSSASNSSTGGIALPLGTATPATHELNATQPFGGSGLNFNES 
 
GAGLSDHHHHQ------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------QHNPDEDWLDNIVWV---- 
 
------------------------------------FK-----------AFVMLL---II 
 
IAAICG----------------------------NLLVIISVMRVRKLR-VI-TNYFVVS 
 
LAMADIMVAIMAMTFNFSVQVT-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-RWNFS-----------------PFLCDLWNSLD 
 
VYFSTASILHLCCISVDR---------YYAI----------------------------- 
 
--------V-KPLK-YP--ISMT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------K-RVVGIMLLNTW--ISPA-------------------- 
 
---------------L----------LSFL-P-IF---------IG--------W----Y 



 
TTPQHQQFVIQN------------------------------------------------ 
 
----------------------------------------------------PTQCSFVV 
 
NK--YYAVISSSIS-------FWIPCTIMIFTYL----AIFREANRQE------------ 
 
-------------KQ--------------------------------------------- 
 
-----------------------------------------------------LMMR--- 
 
----------------------------------------------------HGNAMLMH 
 
RPSMQP------------------------------------------------------ 
 
---------------------------------------------------------SGE 
 
ALSGSGS----------------------------------------------------- 
 
------------SKTLTLHEVEQEHTPTKDKH---------------------------- 
 
------------------------------------------------------------ 
 
-----------------------------------------------------------L 
 
IKMK--------------------------REHKA----A-RTLGIIMGTFIL------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------LWYTLSMT------------------ 
 
------------------------------------C----------------------- 
 
EECQVP--D--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------------IVVSI----------LF---------------- 
 
----------WIGYFNSTLNP--------------------------------LIYAYFN 
 
--RDFREA---FRNTL----------LCLFCNWWKDRHLPLDIDIRRSSLR--------- 
 
------------------------------------------------------------ 
 
------------YDQRAKSVYSESYLNSTTPSHRRQSQMVDNL----------------- 
 
------------------------------------------------------------ 



 
------------------------------------------------------------ 
 
--------------------------- 
 
>Drosophila_melanogaster_G_protein_coupled_octopamine_recept
or_gi68262546 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
---------------------------------MLLCDGLGPEPPRQRHRNRTSAARIRK 
 
RPKCCCGDGGSGNQAEQPGGIVSNPISYGQSLTTLARVTAAALTTAAMLHTTNALAATGS 
 
SSASNS-----------STG-----------------GIALPLGTATPATHELNATQPFG 
 
GTGLKFNESGA------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------GLSDHHHHQQHNPDEDW--LD-NIVWV---- 
 
------------------------------------FK-----------AFVMLL---II 
 
IAAICG----------------------------NLLVIISVMRVRKLR-VI-TNYFVVS 
 
LAMADIMVAIMAMTFNFSVQVT-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-RWNFS-----------------PFLCDLWNSLD 
 
VYFSTASILHLCCISVDR---------YYAI----------------------------- 
 
--------V-KPLK-YP--ISMT------------------------------------- 
 



------------------------------------------------------------ 
 
---------------------K-RVVGIMLLNTW--ISPA-------------------- 
 
---------------L----------LSFL-P-IF---------IG--------W----Y 
 
TTPQHQQFVIQN------------------------------------------------ 
 
-----------P-----T------------------------------------QCSFVV 
 
NK--YYAVISSSIS-------FWIPCTIMIFTYL----AIFREANRQE------------ 
 
-------------KQ--------------------------------------------- 
 
-----------------------------LMM-----------------------RH--- 
 
----------------------------------------------------GN------ 
 
-AMLMH------------------------------------------------------ 
 
---------------------------------------------------------R-P 
 
SMQPSGE----------------------------------------------------- 
 
------ALSGSGSSKTLTLHEVEQEHTPTKDK---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
HLIK-----M-----------K--------REHKA----A-RTLGIIMGTFIL------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------LWYTLSMT------------------ 
 
------------------------------------C---------------------EV 
 
C-QVPD-IV--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------V--------SI----------LF---------------- 
 
----------WIGYFNSTLNP--------------------------------LIYAYFN 
 
--RDFREA---FRNTL----------LCL--FCNWWKDRHLPLDIDIRRSS--------- 
 



------------------------------------------------------------ 
 
----------LRYDQRAKSVYSESYLNSTTPSHRRQSQMVDNL----------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Apis_mellifera_PREDICTED_similar_to_ENSANGP00000018804_gi66
513267 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
---------------------------------------MTTIVTSSESSEVVSSVDVTT 
 
LLNGIS-----------TED-------------------------GQLGTNASYS----- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------SEEKL--SVPVTIVK---- 
 
-------------------------------------------------GCVLGS---II 
 
VTAVFG----------------------------NLLVMVSVMRHRKLR-II-TNYFVVS 
 
LALADMLVAMFAMTFNASVQLT-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-KWLFG-----------------YFMCDVWNSLD 



 
VYFSTSSILHLMCISVDR---------YWAI----------------------------- 
 
--------V-KPLK-YP--IIMT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------R-RLAAYMLLACW--ILPA-------------------- 
 
---------------F----------ISFV-P-IF---------MG--------W----Y 
 
TTAENSMRRQNH------------------------------------------------ 
 
-----------P-----E------------------------------------ICEFKV 
 
NK--IYVIFSSSVS-------FWIPCTIMTLTYF----AVFKEANRQE------------ 
 
-------------KQ--------------------------------------------- 
 
-------------------------------------------------------MH--- 
 
----------------------------------------------------SR------ 
 
-MGNVM------------------------------------------------------ 
 
-------------------------LLSHRPS-------------------------K-D 
 
LNNLNGE----------------------------------------------------- 
 
------LNSAGSSKTLTLNEISTNHLHTPTKD---------------------------- 
 
------------------------------------------------------------ 
 
---------------------------------------------------------KNI 
 
MKMK--------------------------REHKA----A-RTLGIIMGTFIL------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------LWYVITTL------------------ 
 
------------------------------------C--GE------------------- 
 
S-CPCP-DV--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------V-----I--AL----------LF---------------- 



 
----------WIGYTNSALNP--------------------------------LIYAYFN 
 
--RDFREA---FKNTL----------QCAFCSLCRREPSDLEALDFRRPSLRYDLV---- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Anopheles_gambiae_str_PEST_ENSANGP00000018804_gi55241891 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------MMNPSNDDTTNYMVSSSSSSSHLQSAAALLASTFGLADGTVLYNHSVRDRGDAG 
 
ALAAAS-----------AAS-----------------VAGTGGLESATAGGDTLSVFDAS 
 
GSSIMLQGFSS------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
----------------------TAPIGGTIETVGANESIVDGGIDA--GG--GEWI---- 
 
D-----------------------------------VV--LLVLK----ASIMMF---II 
 
VAAIFG----------------------------NLLVIISVKRHRKLR-VI-TNYFVVS 
 
LAMADIMVAMMAMTFNFSVQIT-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 



 
------------------------------------------------------------ 
 
-------------------------G-SWKFG-----------------SFMCDVWNSLD 
 
VYFSTASILHLCCISVDR---------YYAI----------------------------- 
 
--------V-KPLK-YP--ISMT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------K-RVVAIMLLNTW--ISPA-------------------- 
 
---------------L----------LSFV-P-IF---------AG--------W----Y 
 
TTEKHKQEVLDN------------------------------------------------ 
 
-----------P------------------------D-----------------SCLFIV 
 
NK--PYAVISSSIS-------FFIPCTIMTL-------TLHEVDAEQT------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
----------------------------------------------------PT------ 
 
-KDRHL------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
IKMK--------------------------REHKA----A-RTLGIIMGTFIL------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------LWYIITSL------------------ 
 
------------------------------------C---D------------------- 
 
R-CPNP--D--------------------------------------------------- 



 
------------------------------------------------------------ 
 
---------------------------IVVAL----------VF---------------- 
 
----------WIGYFNSTLNP--------------------------------LIYAYFN 
 
--RDFREA---FRNTL----------DCM--FCAWWRRETSPLDINVRRAS--------- 
 
------------------------------------------------------------ 
 
----------LRYDCRAKSVYSESYLRPSSQTDRFHSEIGESL----------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Spisula_solidissima_putative_G_protein_coupled_receptor_gi2
1654945 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-MYMED-----------SEL-----------------KSMINNLTGLNESVVGNE----- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------TTPKV--EY--LLIA---- 
 
I-------K----------------------------------------STAMLL---IM 
 
LGAIFG----------------------------NILVVTAVMKFERLRSAI-TNYFIVS 
 
LAFADFLVSILVMPFNASIAIS-------------------------------------- 
 



------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-KWMFG-----------------RTMCDVFNSND 
 
VLFSTASILHLCCISMDR---------YIAI----------------------------- 
 
--------I-HPFK-YQ--SKMT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------H-FRVYVMIAITW--ISSI-------------------- 
 
---------------L----------ISYI-P-IQ---------SH--------W----Y 
 
----------TT------------------------------------------------ 
 
-----------S-----D-------------TLKVMA---ERP---------D-DCLFIV 
 
NK--AYAVVSSSIS-------FWIPCTIMVFVYL----KIYMEARRQE------------ 
 
-------------KQ--------------------------------------------- 
 
-------------------I-----------------------------------KQ--- 
 
----------------------------------------------------SG------ 
 
-YHIKE------------------------------------------------------ 
 
------------------------------------------------------------ 
 
LSPSEQT----------------------------------------------------- 
 
-------------------NLTDDQSENRNER---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
KRMR--------------------------REHKA----A-KTLGIIMGAFVF------- 
 
-------------CF---------------------------LP---------------- 
 



--------------------------FF------TWYLVTTL------------------ 
 
------------------------------------C--GD------------------- 
 
A-CPYP--E--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------------MVGAA----------CF---------------- 
 
----------WLGYFNSCLNP--------------------------------IIYAYFN 
 
--RDFRGA---FRKLL----------RLN--KTFGGGGDGYSDHSGFENRE--------- 
 
------------------------------------------------------------ 
 
---------------HCVQVHSKHPCRNGNKSNV-------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Aplysia_kurodai_octopamine_receptor_gi6840859 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
---------------------------------------MRPFPASL------------N 
 
FSRTGN-----------FSL-----------------------------SNFDLD----- 
 
LDD------PE------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------------------------------V--NPWA---- 
 
A-----------------------------------VA--LVLR-----GMAMAA---IM 
 



VGAIFG----------------------------NVLVISSVLRFERLR-AI-TNFFIVS 
 
LAFADLLEAILVMPFSASMEIS-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-KWVFG-----------------RTMCDIFNAND 
 
VLFSTASIIHLCCISMDR---------YIAI----------------------------- 
 
--------L-HPLQ-YE--SKMT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------R-PRAMLMLGVTW--VASV-------------------- 
 
---------------L----------ISYI-P-VY---------SQ-------LY----T 
 
-----TRQNVQA------------------------------------------------ 
 
-----------------L-------------L---TD----PD-----------SCPFIV 
 
NK--VYAGVSSSVS-------FWIPCTIMIFVYI----RIFLEARKQE------------ 
 
-------------KL--------------------------------------------- 
 
-------------------I--------QSST---------------------LYMH--- 
 
----------------------------------------------------YS------ 
 
-HARGD------------------------------------------------------ 
 
--------------------------QGLAPE-------------------------P-- 
 
DAQRSER----------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



RRMK--------------------------REHKA----A-KTLGIIMGAFIL------- 
 
-------------CF---------------------------LP---------------- 
 
--------------------------FF------SWYVATTM------------------ 
 
------------------------------------C--RD------------------- 
 
S-CPYP--P--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------------LLGSA----------LF---------------- 
 
----------WVGYFNSCLNP--------------------------------VIYAYFN 
 
--RDFRTA---FKKLL----------RPD--RVPCEVPFDATTRALNATYG--------- 
 
------------------------------------------------------------ 
 
------------------NNQQHCRGSASTAVRLSDGSGMRD------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Aplysia_californica_octopamine_receptor_gi7159252 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
---------------------------------------MRPFPARH------------N 
 
LSHTGN-----------FSL-----------------------------SD---F----- 
 
DLD------LD------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



--------------------------------------------DP--EV--NPWA---- 
 
A-----------------------------------VA--LVLR-----GMAMAA---IM 
 
VGAIFG----------------------------NVLVISSVLRFGRLR-AI-TNFFIVS 
 
LAFADLLVAILVMPFSASMEIS-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-KWVFG-----------------RTMCDIFNAND 
 
VLFSTASIIHLCCISMDR---------YIAI----------------------------- 
 
--------L-HPLQ-YE--SKMT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------R-PRALLMLGVTW--VASV-------------------- 
 
---------------L----------ISYI-P-VY---------SQ-------LY----T 
 
-----TRQNVQA------------------------------------------------ 
 
-----------------L-------------L---TD-----P---------D-SCPFIV 
 
NK--VYAGVSSSVS-------FWIPCTIMIFVYI----RIFLEARKQE------------ 
 
-------------KL---------------I----------------------------- 
 
-------------------Q---------SST---------------------LYMH--- 
 
----------------------------------------------------YS------ 
 
-AARGD------------------------------------------------------ 
 
------------------------------QG-------------------------L-- 
 
APEPDAQ----------------------------------------------------- 
 
----------------------------RSER---------------------------- 
 



------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
RRMK--------------------------REHKA----A-KTLGIIMGAFIL------- 
 
-------------CF---------------------------LP---------------- 
 
--------------------------FF------SWYVATTM------------------ 
 
------------------------------------C--------------R----D--S 
 
C-PYPP--L--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------L-----G--SA----------LF---------------- 
 
----------WVGYFNSCLNP--------------------------------VIYAYFN 
 
--REFRTA---FKKLL----------RLD--RVPCEVPYDATTRALNATYG--------- 
 
------------------------------------------------------------ 
 
------------NTHPQYRGSASTALRLSEGAAVRD------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Tetraodon_nigroviridis_unnamed_protein_product_gi47207357 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
----------------------------------------------------SRIF---- 
 
----------------------------------------L--------YTFFSF---GI 
 
VCTVVG----------------------------NFLVVLSIAYFKQLQ-SP-TNTFVMS 
 
LAVADCLVGLLVMPYSMIRTME-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-CWYFG-----------------LLFCRLHSSLD 
 
VMLCTASIFHLSCIAFDR---------YYAV----------------------------- 
 
--------C-NPLL-YS--LKMS------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------H-GRVALLIFVCW--SVPM-------------------- 
 
---------------L----------ISFG-P-IM---------LD--------L-HVSG 
 
----------VD------------------------------------------------ 
 
-------------------------------IELPID-----------------VCVFLV 
 
NR--VYAVTASVVA-------FYLPSVIMLIAYW----KIFKAAKRQA------------ 
 
-------------MQ--------------------------------------------- 
 
-------------------------------------------------------IS--- 
 
----------------------------------------------------AM------ 
 
-ESQMA------------------------------------------------------ 
 
---------------------------------------------------------A-G 
 



VGKDSSK----------------------------------------------------- 
 
---------------------------KRRHR---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
NNMK--------------------------RERKA----A-KTLGIIMGVFLI------- 
 
-------------FW---------------------------MP---------------- 
 
--------------------------FF------TINIVDPF------------------ 
 
------------------------------------I----------------------- 
 
E-YSTD-GV--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------V-----W--DI----------FL---------------- 
 
----------WLGYINSSLNP--------------------------------FLYGFFN 
 
--RSFRKA---FLMLI----------GCR-VCLPGSSPGMEL------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Xenopus_laevis_serotonin_receptor_4_gi50882517 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------------------------------------TSLD 
 
VLLTTASILHLCCISLDR---------YYAI----------------------------- 
 
--------CCQPLV-YR--NKMT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-LRIALMLSGCW--IIPT-------------------- 
 
---------------F----------ISFL-P-IM---------QG--------W----N 
 
SIGILDLIETRK------------------------------------------------ 
 
-----------Y-----N------------------K-SSNST-----------NCIFMV 
 
NK--PYAITCSVVA-------FYIPFLLMVLAYY----RIYITAREHA------------ 
 
-------------RQ--------------------------------------------- 
 
-------------------I-----------------------------------GV--- 
 
----------------------------------------------------LQ------ 
 



-RAGAP------------------------------------------------------ 
 
------------------------------------------------------------ 
 
VDHRHQH----------------------------------------------------- 
 
--------------------------PDQHTT---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
HRMK--------------------------TETKA----A-KTLCIIMGCFCL------- 
 
-------------CW---------------------------AP---------------- 
 
--------------------------FF------ITNVVDPF------------------ 
 
------------------------------------I----------------------- 
 
N-YSVP-VE--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------L-----W--TA----------FL---------------- 
 
----------WLGYINSGLNP--------------------------------FLYAFLN 
 
--KSFRRA---FLIIL----------CCGDEKYRRPSILGQTVPCSNTTINGSTHVL--- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Sus_scrofa_5_hydroxytryptamine_receptor_4_protein_gi4559430
0 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 



 
------------------------------------------------------------ 
 
-MDKLD-----------ANG---------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------------------------SSK--EGFGSVEK---- 
 
-------------------------------------------------VVLLTFVSAVI 
 
LMAVLG----------------------------NLLVMVAVCRDRQLRKIK-TNYFIVS 
 
LAFADLLVSVLVMPFGAIELVQ-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------D-VWIYG-----------------EMFCLVRTSLD 
 
VLLTTASIFHLCCISLDR---------YYAI----------------------------- 
 
--------CCQPLV-YR--NKMT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-LRVAVLLAGCW--AIPV-------------------- 
 
---------------L----------ISFL-P-IM---------QG--------W----N 
 
NIGITDLERTSK------------------------------------------------ 
 
--PRLGQDLHVIEKRKFH------------------Q-NSNST-----------YCIFMV 
 
NK--PYAITCSVVA-------FYIPFLLMVLAYW----RIYVTAKEHA------------ 
 
-------------HQ--------------------------------------------- 



 
------------------------------------------------------------ 
 
----------------------------------------------------IQ------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
MLQRAGA----------------------------------------------------- 
 
------------------PAEGRPPSADQHST---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
HRMR--------------------------TETKA----A-KTLCVIMGCFCL------- 
 
-------------CW---------------------------AP---------------- 
 
--------------------------FF------VTNVVDPF------------------ 
 
------------------------------------A----------------------- 
 
D-YSVP-GQ--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------V-----W--TA----------FL---------------- 
 
----------WLGYINSGLNP--------------------------------FLYAFLN 
 
--KSFRRA---FLIIL----------CCD--DERYRRPCVAGQTVPCSTTT--------- 
 
------------------------------------------------------------ 
 
--------VNGSTHVLRDAVECGGQWESQCHPPATSPLVAAQPSDT-------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Sus_scrofa_5_hydroxytryptamine_receptor_4_gi45439382 
 
------------------------------------------------------------ 



 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------MDK--------------- 
 
-LDANG-----------SSK-----------------------------EG---F----- 
 
GSV------EK------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------------------------------VVLLTFVSAVI 
 
LMAVLG----------------------------NLLVMVAVCRDRQLRKIK-TNYFIVS 
 
LAFADLLVSVLVMPFGAIELVQ-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------D-VWIYG-----------------EMFCLVRTSLD 
 
VLLTTASIFHLCCISLDR---------YYAI----------------------------- 
 
--------CCQPLV-YR--NKMT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-LRVAVLLAGCW--AIPV-------------------- 
 
---------------L----------ISFL-P-IM---------QG--------W----N 
 
----------NI--------------GITDLERTSKPRLG--------------QDLHVI 
 
EKRK----FHQN-----S------------------N-----S---------T-YCIFMV 



 
NK--PYAITCSVVA-------FYIPFLLMVLAYW----RIYVTAKEHA------------ 
 
-------------HQ---------------I----------------------------- 
 
-------------------Q---------MLQ-----------------------RA--- 
 
------------------------------------G-A-------------PA------ 
 
--EGRP------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-PSADQH---------------------------S------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------------------------T 
 
HRMR--------------------------TETKA----A-KTLCVIMGCFCL------- 
 
-------------CW---------------------------AP---------------- 
 
--------------------------FF------VTNVVDPF------------------ 
 
------------------------------------A--------------D-------- 
 
Y-SVPG--Q--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------V-----W--TA----------FL---------------- 
 
----------WLGYINSGLNP--------------------------------FLYAFLN 
 
--KSFRRA---FLIIL----------CCD--DERYRRPCVAGQTVPCSTTT--------- 
 
------------------------------------------------------------ 
 
--------VNGSTHVLRDAVECGGQWESQCHPPATSPLVAAQPS---------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 



 
>Gallus_gallus_serotonin_receptor_4_gi50882519 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------------------------------------TSLD 
 
VLLTTASILHLCCISLDR---------YYAI----------------------------- 
 
--------CCQPLV-YR--NKMT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-LRIAVMLGGCW--VIPT-------------------- 
 
---------------F----------ISFL-P-IM---------QG--------W----N 



 
SIGIIDLIQQRQ------------------------------------------------ 
 
-----------F-----N------------------K-ASNST-----------YCIFMV 
 
NK--PYAITCSVVA-------FYFPFLLMVLAYY----RIYVTAREHA------------ 
 
-------------RQ--------------------------------------------- 
 
-------------------------------------------------------IR--- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
VLQRAGT----------------------------------------------------- 
 
-------------------PADSRHQPDQHST---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
HRMK--------------------------TETKA----A-KTLCIIMGCFCL------- 
 
-------------CW---------------------------AP---------------- 
 
--------------------------FF------VTNIVDPF------------------ 
 
------------------------------------I----------------------- 
 
N-YTVP-GK--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------L-----W--TA----------FL---------------- 
 
----------WLGYINSGLNP--------------------------------FLYAFLN 
 
--KSFRRA---FLIIL----------CCG--DERYRRPSILGQTVPCSTTT--------- 
 
------------------------------------------------------------ 
 
--------------------------INGSTHVL-------------------------- 
 
------------------------------------------------------------ 



 
------------------------------------------------------------ 
 
--------------------------- 
 
>Gallus_gallus_PREDICTED_similar_to_serotonin_receptor_4_gi5
0754733 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------MTQGSRNTTKAGKPTLSSDRALSTFLNAAALAQSYQLLRKLLGALIALFEVVL 
 
SPAGLD-----------CLTLALKTIRAEGAVIALAAWAGTVHLRQDKSCCLAGNRLHEH 
 
PYL--------------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------SGSSE--GF--GVAE---- 
 
K------------------------------------------------IVLLTFISAVI 
 
LMAILG----------------------------NLLVMVAVCRDRQLRKIK-TNYFIVS 
 
LAFADLLVSVLVMPFGAIELVQ-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------D-NWIYG-----------------EMFCLVRTSLD 
 
VLLTTASILHLCCISLDR---------YYAI----------------------------- 
 
--------CCQPLV-YR--NKMT------------------------------------- 
 



------------------------------------------------------------ 
 
---------------------P-LRIAVMLGGCW--VIPT-------------------- 
 
---------------F----------ISFL-P-IM---------QG--------W----N 
 
SIGIIDLIQQRQ------------------------------------------------ 
 
-----------F-----N------------------K-ASNST-----------YCIFMV 
 
NK--PYAITCSVVA-------FYFPFLLMVLAYY----RIYVTAREHA------------ 
 
-------------RQ--------------------------------------------- 
 
-------------------I---------RVL-----------------------QR--- 
 
----------------------------------------------------AG------ 
 
-TPADS------------------------------------------------------ 
 
------------------------------------------------------------ 
 
RHQPDQH----------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
----------------------------------------------------------ST 
 
HRMK--------------------------TETKA----A-KTLCIIMGCFCL------- 
 
-------------CW---------------------------AP---------------- 
 
--------------------------FF------VTNIVDPF------------------ 
 
------------------------------------I--------------N-------- 
 
Y-TVPG--K--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------L-----W--TA----------FL---------------- 
 
----------WLGYINSGLNP--------------------------------FLYAFLN 
 
--KSFRRA---FLIIL----------CCG--DERYRRPSILGQTVPCSTTT--------- 
 



------------INGSTHVLRNGKGKKEEQSAMNSSGEKRQTPSAHTDRQASIKAVTETV 
 
EFPRQSKAVGVGQPCAAAALPCSPSSCTQGPGIWTACRPQPGSTAPPRCSLISSPALLAE 
 
GYLLMSERCIELQLVNVCLHYHLSPWNSGGRWRKE------------------------- 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Rattus_norvegicus_5_HT4S_receptor_gi924639 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-MDRLD-----------ANV---------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------------------------SSN--EGFGSVEK---- 
 
-------------------------------------------------VVLLTFFAMVI 
 
LMAILG----------------------------NLLVMVAVCRDRQLRKIK-TNYFIVS 
 
LAFADLLVSVLVNAFGAIELVQ-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------D-IWFYG-----------------EMFCLVRTSLD 
 



VLLTTASIFHLCCISLDR---------YYAI----------------------------- 
 
--------CCQPLV-YR--NKMT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-LRIALMLGGCW--VIPM-------------------- 
 
---------------F----------ISFL-P-IM---------QG--------W----N 
 
NIGIVDVIEKRK------------------------------------------------ 
 
-----------------------------------FN-HNSNS---------T-FCVFMV 
 
NK--PYAITCSVVA-------FYIPFLLMVLAYY----RIYVTAKEHA------------ 
 
-------------QQ--------------------------------------------- 
 
------------------------------------------------------------ 
 
----------------------------------------------------IQ------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
MLQRAGA----------------------------------------------------- 
 
------------------TSESRPQTADQHST---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
HRMR--------------------------TETKA----A-KTLCVIMGCFCF------- 
 
-------------CW---------------------------AP---------------- 
 
--------------------------FF------VTNIVDPF------------------ 
 
------------------------------------I---D------------------- 
 
Y-TVPE--K--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------V-----W--TA----------FL---------------- 
 



----------WLGYINSGLNP--------------------------------FLYAFLN 
 
--KSFRRA---FLIIL----------CCD--DERYKRPPILGQTVPCSTTT--------- 
 
------------------------------------------------------------ 
 
--------INGSTHVLRYTVLHSGQHQELEKLPIHNDPESLESCF--------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Rattus_norvegicus_serotonin_4_receptor_gi3646424 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-MDRLD-----------ANV---------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------------------------SSN--EGFGSVEK---- 
 
-------------------------------------------------VVLLTFFAMVI 
 
LMAILG----------------------------NLLVMVAVCRDRQLRKIK-TNYFIVS 
 
LAFADLLVSVLVMPFGAIELVQ-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



------------------------------------------------------------ 
 
-------------------------D-IWFYG-----------------EMFCLVRTSLD 
 
VLLTTASIFHLCCISLDR---------YYAI----------------------------- 
 
--------CCQPLV-YR--NKMT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-LRIALMLGGCW--VIPM-------------------- 
 
---------------F----------ISFL-P-IM---------QG--------W----N 
 
NIGIVDVIEKRK------------------------------------------------ 
 
-----------F-----N------------------H-NSNST-----------FCVFMV 
 
NK--PYAITCSVVA-------FYIPFLLMVLAYY----RIYVTAKEHA------------ 
 
-------------QQ--------------------------------------------- 
 
------------------------------------------------------------ 
 
----------------------------------------------------IQ------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
MLQRAGA----------------------------------------------------- 
 
------------------TSESRPQTADQHST---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
HRMR--------------------------TETKA----A-KTLCVIMGCFCF------- 
 
-------------CW---------------------------AP---------------- 
 
--------------------------FF------VTNIVDPF------------------ 
 
------------------------------------I----------------------- 
 
D-YTVP-EK--------------------------------------------------- 
 



------------------------------------------------------------ 
 
---------------------V-----W--TA----------FL---------------- 
 
----------WLGYINSGLNP--------------------------------FLYAFLN 
 
--KSFRRA---FLIIL----------CCD--DERYKRPPILGQTVPCSTTT--------- 
 
------------------------------------------------------------ 
 
--------INGSTHVLSFPLLFCNRPVPV------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Rattus_norvegicus_serotonin_5_HT4_receptor_gi6981060 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-MDRLD-----------ANV---------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------------------------SSN--EGFGSVEK---- 
 
-------------------------------------------------VVLLTFFAMVI 
 
LMAILG----------------------------NLLVMVAVCRDRQLRKIK-TNYFIVS 
 
LAFADLLVSVLVNAFGAIELVQ-------------------------------------- 
 
------------------------------------------------------------ 
 



------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------D-IWFYG-----------------EMFCLVRTSLD 
 
VLLTTASIFHLCCISLDR---------YYAI----------------------------- 
 
--------CCQPLV-YR--NKMT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-LRIALMLGGCW--VIPM-------------------- 
 
---------------F----------ISFL-P-IM---------QG--------W----N 
 
NIGIVDVIEKRK------------------------------------------------ 
 
-----------F-----N------------------H-NSNST-----------FCVFMV 
 
NK--PYAITCSVVA-------FYIPFLLMVLAYY----RIYVTAKEHA------------ 
 
-------------QQ--------------------------------------------- 
 
------------------------------------------------------------ 
 
----------------------------------------------------IQ------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
MLQRAGA----------------------------------------------------- 
 
------------------TSESRPQTADQHST---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
HRMR--------------------------TETKA----A-KTLCVIMGCFCF------- 
 
-------------CW---------------------------AP---------------- 
 
--------------------------FF------VTNIVDPF------------------ 
 



------------------------------------I----------------------- 
 
D-YTVP-EK--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------V-----W--TA----------FL---------------- 
 
----------WLGYINSGLNP--------------------------------FLYAFLN 
 
--KSFRRA---FLIIL----------CCD--DERYKRPPILGQTVPCSTTT--------- 
 
-------------------------------------------------INGSTHVLRDT 
 
VECGGQWESRCHLTATSPLVAAQPVIRRPQDNDLEDSCSLKRSQS--------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Rattus_norvegicus_serotonin_4_receptor_5_HT4_gi984172 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------VRTSLD 
 
VLLTTASIFHLCCISLDR---------YYAI----------------------------- 
 
--------CCQPLV-YR--NKMT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-LRIALMLGGCW--VIPM-------------------- 
 
---------------F----------ISFL-P-IM---------QG--------W----N 
 
NIGIVDVIEKRK------------------------------------------------ 
 
-----------F-----N------------------H-NSNST-----------FCVFMV 
 
NK--PYAITCSVVA-------FYIPFLLMVLAYY----RIYVTAKEHA------------ 
 
-------------QQ--------------------------------------------- 
 
------------------------------------------------------------ 
 
----------------------------------------------------IQ------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
MLQRAGA----------------------------------------------------- 
 
------------------TSESRPQTADQHST---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
HRMR--------------------------TETKA----A-------------------- 
 



------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------K--------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Mus_musculus_serotonin_4_receptor_gi3647301 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-MDKLD-----------ANV---------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------SSNE--GF--RSVE---- 
 



K-----------------------------------VV--L--------LTFLAV---VI 
 
LMAILG----------------------------NLLVMVAVCRDRQLRKIK-TNYFIVS 
 
LAFADLLVSVLVMPFGAIELVQ-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------D-IWAYG-----------------EMFCLVRTSLD 
 
VLLTTASIFHLCCISLDR---------YYAI----------------------------- 
 
--------CCQPLV-YR--NKMT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-LRIALMLGGCW--VLPM-------------------- 
 
---------------F----------ISFL-P-IM---------QG--------W----N 
 
-----NIGIVDV------------------------------------------------ 
 
-----------IEKRKFS-------------H---NS----NS---------T-WCVFMV 
 
NK--PYAITCSVVA-------FYIPFLLMVLAYY----RIYVTAKEHA------------ 
 
-------------QQ--------------------------------------------- 
 
-------------------I---------QML-----------------------QR--- 
 
----------------------------------------------------AG------ 
 
-ATSES------------------------------------------------------ 
 
---------------------------------------------------------R-- 
 
PQPADQH----------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



------------------------------------------------------------ 
 
STHR-----M-----------R--------TETKA----A-KTLCVIMGCFCF------- 
 
-------------CW---------------------------AP---------------- 
 
--------------------------FF------VTNIVDPF------------------ 
 
------------------------------------I--------------D-------- 
 
Y-TVPE--Q--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------V-----W--TA----------FL---------------- 
 
----------WLGYINSGLNP--------------------------------FLYAFLN 
 
--KSFRRA---FLIIL----------CCD--DERYKRPPILGQTVPCSTTT--------- 
 
------------------------------------------------------------ 
 
--------INGSTHVLRYTVLHSGHHQELEKLPIHNDPESLESCF--------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Mus_musculus_unnamed_protein_product_gi74200793 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-MDKLD-----------ANV---------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



------------------------------------------------------------ 
 
------------------------------------------SSNE--GF--RSVE---- 
 
K-----------------------------------VV--L--------LTFLAV---VI 
 
LMAILG----------------------------NLLVMVAVCRDRQLRKIK-TNYFIVS 
 
LAFADLLVSVLVMPFGAIELVQ-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------D-IWAYG-----------------EMFCLVRTSLD 
 
VLLTTASIFHLCCISLDR---------YYAI----------------------------- 
 
--------CCQPLV-YR--NKMT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-LRIALMLGGCW--VLPM-------------------- 
 
---------------F----------ISFL-P-IM---------QG--------W----N 
 
-----NIGIVDV------------------------------------------------ 
 
-----------IEKRKFS-------------H---NS----NS---------T-WCVFMV 
 
NK--PYAITCSVVA-------FYIPFLLMVLAYY----RIYVTAKEHA------------ 
 
-------------QQ--------------------------------------------- 
 
-------------------I---------QML-----------------------QR--- 
 
----------------------------------------------------AG------ 
 
-ATSES------------------------------------------------------ 
 
---------------------------------------------------------R-- 
 
PQPADQH----------------------------------------------------- 
 



------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
STHR-----M-----------R--------TETKA----A-KTLCVIMGCFCF------- 
 
-------------CW---------------------------AP---------------- 
 
--------------------------FF------VTNIVDPF------------------ 
 
------------------------------------I--------------D-------- 
 
Y-TVPE--Q--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------V-----W--TA----------FL---------------- 
 
----------WLGYINSGLNP--------------------------------FLYAFLN 
 
--KSFRRA---FLIIL----------CCD--DERYKRPPILGQTVPCSTTT--------- 
 
------------------------------------------------------------ 
 
--------INGSTHVLRDTVECGGQWESRCHLTATSPLVAAQPSDT-------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Mus_musculus_serotonin_4L_receptor_gi3650330 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------MDK--------------- 
 
-LDANV-----------SSN-----------------------------EG---F----- 
 
RSV------EK------------------------------------------------- 
 



------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------VV--L--------LTFLAV---VI 
 
LMAILG----------------------------NLLVMVAVCRDRQLRKIK-TNYFIVS 
 
LAFADLLVSVLVMPFGAIELVQ-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------D-IWAYG-----------------EMFCLVRTSLD 
 
VLLTTASIFHLCCISLDR---------YYAI----------------------------- 
 
--------CCQPLV-YR--NKMT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-LRIALMLGGCW--VLPM-------------------- 
 
---------------F----------ISFL-P-IM---------QG--------W----N 
 
----------NI------------------------------------------GIVDVI 
 
EKRK----FSHN-----S------------------N-----S---------T-WCVFMV 
 
NK--PYAITCSVVA-------FYIPFLLMVLAYY----RIYVTAKEHA------------ 
 
-------------QQ---------------I----------------------------- 
 
-------------------Q---------MLQ-----------------------RA--- 
 
------------------------------------G-A-------------TS------ 
 
--ESRP------------------------------------------------------ 
 



------------------------------------------------------------ 
 
-QPADQH---------------------------S------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------------------------T 
 
HRMR--------------------------TETKA----A-KTLCVIMGCFCF------- 
 
-------------CW---------------------------AP---------------- 
 
--------------------------FF------VTNIVDPF------------------ 
 
------------------------------------I---D------------------- 
 
Y-TVPE--Q--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------V-----W--TA----------FL---------------- 
 
----------WLGYINSGLNP--------------------------------FLYAFLN 
 
--KSFRRA---FLIIL----------CCD--DERYKRPPILGQTVPCSTTT--------- 
 
------------------------------------------------------------ 
 
--------INGSTHVLRDAVECGGQWESRCHLTATSPLVAAQPSDT-------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Mus_musculus_serotonin_4_receptor_gi3647303 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



-MDKLD-----------ANV---------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------SSNE--GF--RSVE---- 
 
K-----------------------------------VV--L--------LTFLAV---VI 
 
LMAILG----------------------------NLLVMVAVCRDRQLRKIK-TNYFIVS 
 
LAFADLLVSVLVMPFGAIELVQ-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------D-IWAYG-----------------EMFCLVRTSLD 
 
VLLTTASIFHLCCISLDR---------YYAI----------------------------- 
 
--------CCQPLV-YR--NKMT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-LRIALMLGGCW--VLPM-------------------- 
 
---------------F----------ISFL-P-IM---------QG--------W----N 
 
-----NIGIVDV------------------------------------------------ 
 
-----------IEKRKFS-------------H---NS----NS---------T-WCVFMV 
 
NK--PYAITCSVVA-------FYIPFLLMVLAYY----RIYVTAKEHA------------ 
 
-------------QQ--------------------------------------------- 
 
-------------------I---------QML-----------------------QR--- 
 



----------------------------------------------------AG------ 
 
-ATSES------------------------------------------------------ 
 
---------------------------------------------------------R-- 
 
PQPADQH----------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
STHR-----M-----------R--------TETKA----A-KTLCVIMGCFCF------- 
 
-------------CW---------------------------AP---------------- 
 
--------------------------FF------VTNIVDPF------------------ 
 
------------------------------------I--------------D-------- 
 
Y-TVPE--Q--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------V-----W--TA----------FL---------------- 
 
----------WLGYINSGLNP--------------------------------FLYAFLN 
 
--KSFRRA---FLIIL----------CCD--DERYKRPPILGQTVPCSTTT--------- 
 
------------------------------------------------------------ 
 
---------------------INGSTHVLSFPLLFRNRPVPV------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Mus_musculus_serotonin_4_receptor_gi3646355 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



------------------------------------------------------------ 
 
------------------------------------------MDK--------------- 
 
-LDANV-----------SSN-----------------------------EG---F----- 
 
RSV------EK------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------VV--L--------LTFLAV---VI 
 
LMAILG----------------------------NLLVMVAVCRDRQLRKIK-TNYFIVS 
 
LAFADLLVSVLVMPFGAIELVQ-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------D-IWAYG-----------------EMFCLVRTSLD 
 
VLLTTASIFHLCCISLDR---------YYAI----------------------------- 
 
--------CCQPLV-YR--NKMT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-LRIALMLGGCW--VLPM-------------------- 
 
---------------F----------ISFL-P-IM---------QG--------W----N 
 
----------NI------------------------------------------GIVDVI 
 
EKRK----FSHN-----S------------------N-----S---------T-WCVFMV 
 
NK--PYAITCSVVA-------FYIPFLLMVLAYY----RIYVTAKEHA------------ 
 



-------------QQ---------------I----------------------------- 
 
-------------------Q---------MLQ-----------------------RA--- 
 
------------------------------------G-A-------------TS------ 
 
--ESRP------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-QPADQH---------------------------S------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------------------------T 
 
HRMR--------------------------TETKA----A-KTLCVIMGCFCF------- 
 
-------------CW---------------------------AP---------------- 
 
--------------------------FF------VTNIVDPF------------------ 
 
------------------------------------I---D------------------- 
 
Y-TVPE--Q--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------V-----W--TA----------FL---------------- 
 
----------WLGYINSGLNP--------------------------------FLYAFLN 
 
--KSFRRA---FLIIL----------CCD--DER-------------------------- 
 
------------------------------------------------------------ 
 
---------------YKRPPILGQTVPCSTTTINGSTHVLRPVPV--------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Pan_troglodytes_PREDICTED_similar_to_5_hydroxytryptamine_se
rotonin_receptor_4_isoform_b_gi55625058 



 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-MDKLD-----------ANV---------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------SSEE--GF--GSVE---- 
 
K------------------------------------------------VVLLTFLSTVI 
 
LMAILG----------------------------NLLVMVAVCWDRQLRKIK-TNYFIVS 
 
LAFADLLVSVLVMPFGAIELVQ-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------D-IWIYG-----------------EMFCLVRTSLD 
 
VLLTTASIFHLCCISLDR------------------------------------------ 
 
--------R-NESQ-----RVIE------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------K-KRK---------------------------------- 
 
------------------------------------------------------F----N 
 
------------------------------------------------------------ 



 
-----------------Q-------------N---SN----ST-----------YCVFMV 
 
NK--PYAITCSVVA-------FYIPFLLMVLAYY----RIYVTAKEHA------------ 
 
-------------HQ--------------------------------------------- 
 
-------------------I---------QML-----------------------QR--- 
 
----------------------------------------------------AG------ 
 
-ASSES------------------------------------------------------ 
 
---------------------------------------------------------R-- 
 
PQSADQH----------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
STHR-----M-----------R--------TETKA----A-KTLCIIMGCFCL------- 
 
-------------CW---------------------------AP---------------- 
 
--------------------------FF------VTNIVDPF------------------ 
 
------------------------------------I--------------D-------- 
 
Y-TVPG--Q--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------V-----W--TA----------FL---------------- 
 
----------WLGYINSGLNP--------------------------------FLYAFLN 
 
--KSFRRA---FLIIL----------CCD--DERYRRPSILGQTVPCSTTT--------- 
 
------------------------------------------------------------ 
 
--------INGSTHVLRDAVECGGQWESQCHPPATSPLVAAQPSDT-------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 



 
--------------------------- 
 
>Homo_sapiens_5_HT4_receptor_gi6900062 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------------------------SEE--GF--GSVE---- 
 
K------------------------------------------------VVLLTFLSTVI 
 
LMAILG----------------------------NLLVMVAVCWDRQLRKIK-TNYFIVS 
 
LAFADLLVSVLVMPFGAIELVQ-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------D-IWIYG-----------------EVFCLVRTSLD 
 
VLLTTASIFHLCCISLDR---------YYAI----------------------------- 
 
--------CCQPLV-YR--NKMT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-LRIALMLGGCW--VIPT-------------------- 



 
---------------F----------ISFL-P-IM---------QG--------W----N 
 
-----NIGIIDL--------------ERSLNQ---------------------------- 
 
--GLGQDFHAIEKRKFNQ-------------N---SN-----S---------T-YCVFMV 
 
NK--PYAITCSVVA-------FYIPFLLMVLAYY----RIYVTAKEHA------------ 
 
-------------HQ--------------------------------------------- 
 
-------------------I---------QML-----------------------QR--- 
 
----------------------------------------------------AG------ 
 
-ASSES------------------------------------------------------ 
 
---------------------------------------------------------R-- 
 
PQSADQH----------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
STHR-----M-----------R--------TETKA----A-KTLCIIMGCFCL------- 
 
-------------CW---------------------------AP---------------- 
 
--------------------------FF------VTNIVDPF------------------ 
 
------------------------------------I--------------D-------- 
 
Y-TVPG--Q--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------V-----W--TA----------FL---------------- 
 
----------WLGYINSGLNP--------------------------------FLYAFLN 
 
--KSFRRA---FLIIL----------CCD--DERYRRPSILGQTVPCSTTT--------- 
 
------------------------------------------------------------ 
 
--------INGSTHVLRDAVECGGQWESQCHPPATSPLVAAQPSDT-------------- 



 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Homo_sapiens_serotonin_receptor_5_HT4_gi40643224 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-MDKLD-----------ANV---------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------SSEE--GF--GSVE---- 
 
K------------------------------------------------VVLLTFLSTVI 
 
LMAILG----------------------------NLLVMVAVCWDRQLRKIK-TNYFIVS 
 
LAFADLLVSVLVMPFGAIELVQ-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------D-IWIYG-----------------EVFCLVRTSLD 
 
VLLTTASIFHLCCISLDR---------YYAI----------------------------- 
 
--------CCQPLV-YR--NKMT------------------------------------- 



 
------------------------------------------------------------ 
 
---------------------P-LRIALMLGGCW--VIPT-------------------- 
 
---------------F----------ISFL-P-IM---------QG--------W----N 
 
-----NIGIIDL------------------------------------------------ 
 
-----------IEKRKFN-------------Q---NS----NS---------T-YCVFMV 
 
NK--PYAITCSVVA-------FYIPFLLMVLAYY----RIYVTAKEHA------------ 
 
-------------HQ--------------------------------------------- 
 
-------------------I---------QML-----------------------QR--- 
 
----------------------------------------------------AG------ 
 
-ASSES------------------------------------------------------ 
 
---------------------------------------------------------R-- 
 
PQSADQH----------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
STHR-----M-----------R--------TETKA----A-KTLCIIMGCFCL------- 
 
-------------CW---------------------------AP---------------- 
 
--------------------------FF------VTNIVDPF------------------ 
 
------------------------------------I--------------D-------- 
 
Y-TVPG--Q--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------V-----W--TA----------FL---------------- 
 
----------WLGYINSGLNP--------------------------------FLYAFLN 
 
--KSFRRA---FLIIL----------CCD--DERYRRPSILGQTVPCSTTT--------- 



 
------------------------------------------------------------ 
 
--------------INGSTHVLSGCSPVSSFLLLFCNRPVPV------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Homo_sapiens_5_HT4_receptor_gi3326989 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-MDKLD-----------ANV---------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------SSEE--GF--GSVE---- 
 
K------------------------------------------------VVLLTFLSTVI 
 
LMAILG----------------------------NLLVMVAVCWDRQLRKIK-TNYFIVS 
 
LAFADLLVSVLVMPFGAIELVQ-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------D-IWIYG-----------------EVFCLVRTSLD 



 
VLLTTASIFHLCCISLDR---------YYAI----------------------------- 
 
--------CCQPLV-YR--NKMT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-LRIALMLGGCW--VIPT-------------------- 
 
---------------F----------ISFL-P-IM---------QG--------W-NNIG 
 
-----IIDLIEK------------------------------------------------ 
 
--RK-------F-----N-------------Q---NS----NS---------T-YCVFMV 
 
NK--PYAITCSVVA-------FYIPFLLMVLAYY----RIYVTAKEHA------------ 
 
-------------HQ--------------------------------------------- 
 
-------------------I---------QML-----------------------QR--- 
 
----------------------------------------------------AG------ 
 
-ASSES------------------------------------------------------ 
 
---------------------------------------------------------R-- 
 
PQSADQH----------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
STHR-----M-----------R--------TETKA----A-KTLCIIMGCFCL------- 
 
-------------CW---------------------------AP---------------- 
 
--------------------------FF------VTNIVDPF------------------ 
 
------------------------------------I--------------D-------- 
 
Y-TVPG--Q--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------V-----W--TA----------FL---------------- 



 
----------WLGYINSGLNP--------------------------------FLYAFLN 
 
--KSFRRA---FLIIL----------CCD--DERYRRPSILGQTVPCSTTT--------- 
 
------------------------------------------------------------ 
 
-------------INGSTHVLSSGTETDRRNFGIRKRRLTKPS----------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Macaca_fascicularis_5_hydroxytryptamine_receptor_4_gi558468
02 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------VVA--------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
---------------------FYIPFLLMVLAYY----RIYVTAKEHA------------ 
 
-------------HQ--------------------------------------------- 
 
-------------------I---------QML-----------------------QR--- 
 
----------------------------------------------------AG------ 
 
-ASSES------------------------------------------------------ 
 
---------------------------------------------------------R-- 
 
PQSADQH----------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
STHR-----M-----------R--------TETKA----A-KTLCIIMGCFCL------- 
 
-------------CW---------------------------AP---------------- 
 
--------------------------FF------VTNIVDPF------------------ 
 
------------------------------------I--------------D-------- 
 



Y-SVPG--Q--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------V-----W--TA----------FL---------------- 
 
----------WLGYINSGLNP--------------------------------FLYAFLN 
 
--KSFRRA---FLIIL----------CCD--DERYRRPSILGQTVPCSTTT--------- 
 
------------------------------------------------------------ 
 
--------INGSTHVLRDAVECGGQWESQCHPPA-------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Homo_sapiens_serotonin_4_receptor_5_HT4_gi984127 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------CCISLDR---------YYAI----------------------------- 
 
--------CCQPLV-YR--NKMT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-LRIALMLGGCW--VIPT-------------------- 
 
---------------F----------ISFL-P-IM---------QG--------W----N 
 
NIGIIDLIEKRK------------------------------------------------ 
 
-----------F-----N------------------Q-NSNST-----------YCVFMV 
 
NK--PYAITCSVVA-------FYIPFLLMVLAYY----RIYVTAKEHA------------ 
 
-------------HQ--------------------------------------------- 
 
----------------------------IQML-----------------------QR--- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
AGASSES----------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
RPQS--------------------------ADQHS----T-------------------- 
 
------------------------------------------------------------ 
 



------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
H-RMRT-ET--------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Homo_sapiens_serotonin_receptor_5_HT4_gi40643226 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-MDKLD-----------ANV---------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------------------------SSE--EGFGSVEK---- 
 
-------------------------------------------------VVLLTFLSTVI 
 



LMAILG----------------------------NLLVMVAVCWDRQLRKIK-TNYFIVS 
 
LAFADLLVSVLVMPFGAIELVQ-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------D-IWIYG-----------------EVFCLVRTSLD 
 
VLLTTASIFHLCCISLDR---------YYAI----------------------------- 
 
--------CCQPLV-YR--NKMT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-LRIALMLGGCW--VIPT-------------------- 
 
---------------F----------ISFL-P-IM---------QG--------W----N 
 
NIGIIDLIEKRK------------------------------------------------ 
 
-----------F-----N------------------Q-NSNST-----------YCVFMV 
 
NK--PYAITCSVVA-------FYIPFLLMVLAYY----RIYVTAKEHA------------ 
 
-------------HQ--------------------------------------------- 
 
------------------------------------------------------------ 
 
----------------------------------------------------IQ------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
MLQRAGA----------------------------------------------------- 
 
------------------SSESRPQSADQHST---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



HRMR--------------------------TETKA----A-KTLCIIMGCFCL------- 
 
-------------CW---------------------------AP---------------- 
 
--------------------------FF------VTNIVDPF------------------ 
 
------------------------------------I----------------------- 
 
D-YTVP-GQ--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------V-----W--TA----------FL---------------- 
 
----------WLGYINSGLNP--------------------------------FLYAFLN 
 
--KSFRRA---FLIIL----------CCDDERYRRPSILGQTVPCSTTTIN--------- 
 
------------------------------GSTHVLRTDFLFDRDILARYWTKPARAGPF 
 
SGTLSIRCLTARKPVLGDAVECGGQWESQCHPPATSPLVAAQPSDT-------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Homo_sapiens_5_hydroxytryptamine4_receptor_gi12274900 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-MDKLD-----------ANV---------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



-------------------------------------------SSE--EGFGSVEK---- 
 
-------------------------------------------------VVLLTFLSTVI 
 
LMAILG----------------------------NLLVMVAVCWDRQLRKIK-TNYFIVS 
 
LAFADLLVSVLVMPFGAIELVQ-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------D-IWIYG-----------------EVFCLVRTSLD 
 
VLLTTASIFHLCCISLDR---------YYAI----------------------------- 
 
--------CCQPLV-YR--NKMT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-LRIALMLGGCW--VIPT-------------------- 
 
---------------F----------ISFL-P-IM---------QG--------W----N 
 
NIGIIDLIEKRK------------------------------------------------ 
 
-----------F-----N------------------Q-NSNST-----------YCVFMV 
 
NK--PYAITCSVVA-------FYIPFLLMVLAYY----RIYVTAKEHA------------ 
 
-------------HQ--------------------------------------------- 
 
------------------------------------------------------------ 
 
----------------------------------------------------IQ------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
MLQRAGA----------------------------------------------------- 
 
------------------SSESRPQSADQHST---------------------------- 
 



------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
HRMR--------------------------TETKA----A-KTLCIIMGCFCL------- 
 
-------------CW---------------------------AP---------------- 
 
--------------------------FF------VTNIVDPF------------------ 
 
------------------------------------I----------------------- 
 
D-YTVP-GQ--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------V-----W--TA----------FL---------------- 
 
----------WLGYINSGLNP--------------------------------FLYAFLN 
 
--KSFRRA---FLIIL----------CCD--DERYRRPSILGQTVPCSTTT--------- 
 
------------------------------------------------------------ 
 
--------INGSTHVLRYTVLHRGHHQELEKLPIHNDPESLESCF--------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Homo_sapiens_5_hydroxytryptamine_4_receptor_subunit_b_gi260
05719 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-MDKLD-----------ANV---------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 



 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------------------------SSE--EGFGSVEK---- 
 
-------------------------------------------------VVLLTFLSTVI 
 
LMAILG----------------------------NLLVMVAVCWDRQLRKIK-TNYFIVS 
 
LAFADLLVSVLVMPFGAIELVQ-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------D-IWIYG-----------------EVFCLVRTSLD 
 
VLLTTASIFHLCCISLDR---------YYAI----------------------------- 
 
--------CCQPLV-YR--NKMT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-LRIALMLGGCW--VIPT-------------------- 
 
---------------F----------ISFL-P-IM---------QG--------W----N 
 
NIGIIDLIEKRK------------------------------------------------ 
 
-----------F-----N------------------Q-NSNST-----------YCVFMV 
 
NK--PYAITCSVVA-------FYIPFLLMVLAYY----RIYVTAKEHA------------ 
 
-------------HQ--------------------------------------------- 
 
------------------------------------------------------------ 
 
----------------------------------------------------IQ------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 



 
MLQRAGA----------------------------------------------------- 
 
------------------SSESRPQSADQHST---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
HRMR--------------------------TETKA----A-KTLCIIMGCFCL------- 
 
-------------CW---------------------------AP---------------- 
 
--------------------------FF------VTNIVDPF------------------ 
 
------------------------------------I----------------------- 
 
D-YTVP-GQ--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------V-----W--TA----------FL---------------- 
 
----------WLGYINSGLNP--------------------------------FLYAFLN 
 
--KSFRRA---FLIIL----------CCD--DERYRRPSILGQTVPCSTTT--------- 
 
------------------------------------------------------------ 
 
--------INGSTHVLRDAVECGGQWESRCHPPATSPLVAAQPSDT-------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Homo_sapiens_5_hydroxytryptamine_serotonin_receptor_4_isofo
rm_b_gi50960030 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



-MDKLD-----------ANV---------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------------------------SSE--EGFGSVEK---- 
 
-------------------------------------------------VVLLTFLSTVI 
 
LMAILG----------------------------NLLVMVAVCWDRQLRKIK-TNYFIVS 
 
LAFADLLVSVLVMPFGAIELVQ-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------D-IWIYG-----------------EVFCLVRTSLD 
 
VLLTTASIFHLCCISLDR---------YYAI----------------------------- 
 
--------CCQPLV-YR--NKMT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-LRIALMLGGCW--VIPT-------------------- 
 
---------------F----------ISFL-P-IM---------QG--------W----N 
 
NIGIIDLIEKRK------------------------------------------------ 
 
-----------F-----N------------------Q-NSNST-----------YCVFMV 
 
NK--PYAITCSVVA-------FYIPFLLMVLAYY----RIYVTAKEHA------------ 
 
-------------HQ--------------------------------------------- 
 
------------------------------------------------------------ 
 



----------------------------------------------------IQ------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
MLQRAGA----------------------------------------------------- 
 
------------------SSESRPQSADQHST---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
HRMR--------------------------TETKA----A-KTLCIIMGCFCL------- 
 
-------------CW---------------------------AP---------------- 
 
--------------------------FF------VTNIVDPF------------------ 
 
------------------------------------I----------------------- 
 
D-YTVP-GQ--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------V-----W--TA----------FL---------------- 
 
----------WLGYINSGLNP--------------------------------FLYAFLN 
 
--KSFRRA---FLIIL----------CCD--DERYRRPSILGQTVPCSTTT--------- 
 
------------------------------------------------------------ 
 
--------INGSTHVLRDAVECGGQWESQCHPPATSPLVAAQPSDT-------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Homo_sapiens_5_HT4_receptor_gi3326991 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-MDKLD-----------ANV---------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------------------------SSE--EGFGSVEK---- 
 
-------------------------------------------------VVLLTFLSTVI 
 
LMAILG----------------------------NLLVMVAVCWDRQLRKIK-TNYFIVS 
 
LAFADLLVSVLVMPFGAIELVQ-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------D-IWIYG-----------------EVFCLVRTSLD 
 
VLLTTASIFHLCCISLDR---------YYAI----------------------------- 
 
--------CCQPLV-YR--NKMT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-LRIALMLGGCW--VIPT-------------------- 
 
---------------F----------ISFL-P-IM---------QG--------W----N 
 
NIGIIDLIEKRK------------------------------------------------ 
 
-----------F-----N------------------Q-NSNST-----------YCVFMV 
 
NK--PYAITCSVVA-------FYIPFLLMVLAYY----RIYVTAKEHA------------ 
 



-------------HQ--------------------------------------------- 
 
-------------------I---------QML-----------------------QR--- 
 
----------------------------------------------------AG------ 
 
-ASSES------------------------------------------------------ 
 
---------------------------------------------------------R-- 
 
PQSADQH----------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
----------------------------------------------------------ST 
 
HRMR--------------------------TETKA----A-KTLCIIMGCFCL------- 
 
-------------CW---------------------------AP---------------- 
 
--------------------------FF------VTNIVDPF------------------ 
 
------------------------------------I---D------------------- 
 
Y-TVPG--Q--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------V-----W--TA----------FL---------------- 
 
----------WLGYINSGLNP--------------------------------FLYAFLN 
 
--KSFRRA---FLIIL----------CCD--DERYRRPSILGQTVPCSTTT--------- 
 
------------------------------------------------------------ 
 
--------------------------INGSTHVLRF------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Homo_sapiens_5_hydroxytryptamine4_receptor_gi12274906 
 



------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-MDKLD-----------ANV---------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------------------------SSE--EGFGSVEK---- 
 
-------------------------------------------------VVLLTFLSTVI 
 
LMAILG----------------------------NLLVMVAVCWDRQLRKIK-TNYFIVS 
 
LAFADLLVSVLVMPFGAIELVQ-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------D-IWIYG-----------------EVFCLVRTSLD 
 
VLLTTASIFHLCCISLDR---------YYAI----------------------------- 
 
--------CCQPLV-YR--NKMT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-LRIALMLGGCW--VIPT-------------------- 
 
---------------F----------ISFL-P-IM---------QG--------W----N 
 
NIGIIDLIEKRK------------------------------------------------ 
 



-----------F-----N------------------Q-NSNST-----------YCVFMV 
 
NK--PYAITCSVVA-------FYIPFLLMVLAYY----RIYVTAKEHA------------ 
 
-------------HQ--------------------------------------------- 
 
-------------------I---------QML-----------------------QR--- 
 
----------------------------------------------------AG------ 
 
-ASSES------------------------------------------------------ 
 
---------------------------------------------------------R-- 
 
PQSADQH----------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
----------------------------------------------------------ST 
 
HRMR--------------------------TETKA----A-KTLCIIMGCFCL------- 
 
-------------CW---------------------------AP---------------- 
 
--------------------------FF------VTNIVDPF------------------ 
 
------------------------------------I---D------------------- 
 
Y-TVPG--Q--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------V-----W--TA----------FL---------------- 
 
----------WLGYINSGLNP--------------------------------FLYAFLN 
 
--KSFRRA---FLIIL----------CCD--DERYRRPSILGQTVPCSTTT--------- 
 
------------------------------------------------------------ 
 
--------------------------INGSTHVLR------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



--------------------------- 
 
>Equus_caballus_serotonin_receptor_5_HT4D_gi49617281 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------------------------I 
 
LMAILG----------------------------NLLVMVAVCRDRQLRKIK-TNYFIVS 
 
LAFADLLVSVLVMPFGAIELVQ-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------D-IWIYG-----------------EMFCLVRTSLD 
 
VLLTTASIFHLCCISLDR---------YYAI----------------------------- 
 
--------CCQPLV-YR--NKMT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-LRIALMLGGCW--VIPM-------------------- 
 



---------------F----------ISFL-P-IM---------QG--------W----- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
---------NNIGI-------------------------IDLIEKRKF------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
NHNSNST----------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
---------Y-------------------------------------------------- 
 
-------------CI--------------------------------------------- 
 
--------------------------FM-------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------VNK--------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Bos_taurus_PREDICTED_similar_to_5_hydroxytryptamine_seroton
in_receptor_4_isoform_b_gi76642844 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------MSSKA--GF--RSVE---- 
 
K------------------------------------------------VVLLTFLSAVI 
 
LMAILG----------------------------NLLVMAAVCRDRQLRKIK-TNYFIVS 
 
LAFADLLVSVLVMPFGAIELVQ-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------D-IWIYG-----------------EMFCLVRTSLD 
 
VLLTTASIFHLCCISLDR---------YYAI----------------------------- 
 
--------CCQPLV-YR--NKMT------------------------------------- 



 
------------------------------------------------------------ 
 
---------------------P-LRIALMLGGCW--VIPM-------------------- 
 
---------------F----------ISFL-P-IM---------QG--------W----N 
 
-----NIGIIDL--------------ERISK----------------------------- 
 
--PRLGQDLHVIEKRKFN-------------Q---NS----NS---------T-YCIFMV 
 
NK--PYAITCSVVA-------FYIPFLLMVLAYY----RIYVTAKEHA------------ 
 
-------------HQ--------------------------------------------- 
 
-------------------I---------QML-----------------------QR--- 
 
----------------------------------------------------AG------ 
 
-APTEG------------------------------------------------------ 
 
---------------------------------------------------------R-- 
 
LQPTDQH----------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
STHR-----M-----------R--------TETKA----A-KTLCIIMGCFCL------- 
 
-------------CW---------------------------AP---------------- 
 
--------------------------FF------VTNIVDPF------------------ 
 
------------------------------------V--------------D-------- 
 
Y-TVPG--Q--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------V-----W--TA----------FL---------------- 
 
----------WLGYINSGLNP--------------------------------FLYAFLN 
 
--KSFRRA---FLIIL----------CCD--DERYRRPSILGQTVPCSTTT--------- 



 
------------------------------------------------------------ 
 
--------INGSTHVLRDAVECGGQWESQSHPPASSPLVAAQPSDT-------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Bos_taurus_5_hydroxytryptamine_serotonin_receptor_4_isoform
_b_gi59858095 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------MDEL--------------- 
 
-DANVS-----------SKA---------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
---------------------------------------------G---F--RSVE---- 
 
K------------------------------------------------VVLLTFLSAVI 
 
LMAILG----------------------------NLLVMAAVCRDRQLRKIK-TNYFIVS 
 
LAFADLLVSVLVMPFGAIELVQ-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



-------------------------D-IWIYG-----------------EMFCLVRTSLD 
 
VLLTTASIFHLCCISLDR---------YYAI----------------------------- 
 
--------CCQPLV-YR--NKMT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-LRIALMLGGCW--VIPM-------------------- 
 
---------------F----------ISFL-P-IM---------QG--------W----N 
 
----------NI--------------GIIDLERISKPRLG--------------QDLHVI 
 
EKRK----FNQN-----S------------------N-----S---------T-CCIFMV 
 
NK--PYAITCSVVA-------FYIPFLLMVLAYY----RIYVTAKEHA------------ 
 
-------------HQ---------------I----------------------------- 
 
-------------------Q---------MLQ-----------------------RA--- 
 
------------------------------------GAP-------------TE------ 
 
--GRLQ------------------------------------------------------ 
 
------------------------------PT-------------------------D-- 
 
QHSTHRM---------------------------R------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------TETKA----A-KTLCIIMGCFCL------- 
 
-------------CW---------------------------AP---------------- 
 
--------------------------FF------VTNIVDPF------------------ 
 
------------------------------------V---D------------------- 
 
Y-TVPG--Q--------------------------------------------------- 
 
------------------------------------------------------------ 
 



---------------------V-----W--TA----------FL---------------- 
 
----------WLGYINSGLNP--------------------------------FLYAFLN 
 
--KSFRRA---FLIIL----------CCD--DERYRRPSILGQTVPCSTTT--------- 
 
------------------------------------------------------------ 
 
--------INGSTHVLRDAVECGGQWESQSHPPASSPLVAAQPSDT-------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Cavia_porcellus_serotonin_receptor_4_gi3183689 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-MDKLD-----------ANV---------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------SSKE--GF--GSVE---- 
 
K------------------------------------------------VVLLTFLSAVI 
 
LMAILG----------------------------NLLVMVAVCRDRQLRKIK-TNYFIVS 
 
LAFADLLVSVLVMPFGAIELVQ-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------D-IWVYG-----------------EMFCLVRTSLD 
 
VLLTTASIFHLCCISLDR---------YYAI----------------------------- 
 
--------CCQPLV-YR--NKMT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-LRIALMLGGCW--VIPM-------------------- 
 
---------------F----------ISFL-P-IM---------QG--------W----N 
 
-----NIGIVDL------------------------------------------------ 
 
-----------IEKRKFN-------------Q---NS----NS---------T-YCVFMV 
 
NK--PYAITCSVVA-------FYIPFLLMVLAYY----RIYVTAKEHA------------ 
 
-------------RQ--------------------------------------------- 
 
-------------------I---------QVL-----------------------QR--- 
 
----------------------------------------------------AG------ 
 
-APAEG------------------------------------------------------ 
 
---------------------------------------------------------R-- 
 
PQPADQH----------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
STHR-----M-----------R--------TETKA----A-KTLCIIMGCFCL------- 
 
-------------CW---------------------------AP---------------- 
 
--------------------------FF------VTNIVDPF------------------ 
 
------------------------------------I--------------D-------- 
 



Y-TVPG--Q--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------L-----W--TA----------FL---------------- 
 
----------WLGYINSGLNP--------------------------------FLYAFLN 
 
--KSFRRA---FLIIL----------CCD--DERYRRPSILGQTVPCSTTT--------- 
 
------------------------------------------------------------ 
 
--------INGSTHVLRDTVECGGQWESQCHPAASSPLVAAQPIDT-------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Canis_familiaris_PREDICTED_similar_to_5_hydroxytryptamine_s
erotonin_receptor_4_isoform_b_gi73954222 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-MDELD-----------ANV---------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------SSKE--GF--GSVE---- 
 
K------------------------------------------------VVLLTFLSAVI 
 
LMAILG----------------------------NLLVMVAVCRDRQLRKIK-TNYFIVS 
 
LAFVDLLVSVLVMPFGAIELVQ-------------------------------------- 



 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------D-IWIYG-----------------EMFCLVRTSLD 
 
VLLTTASIFHLCCISLDR---------YYAI----------------------------- 
 
--------CCQPLV-YR--NKMT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-LRIALMLGGCW--IIPM-------------------- 
 
---------------F----------ISFL-P-IM---------QG--------W----N 
 
-----NIGIIDL------------------------------------------------ 
 
-----------IEKRKFN-------------Q---NS----NS---------T-YCIFMV 
 
NK--PYAITCSVVA-------FYIPFLLMVLAYY----RIYVTAKEHA------------ 
 
-------------HQ--------------------------------------------- 
 
-------------------I---------QML-----------------------QR--- 
 
----------------------------------------------------AG------ 
 
-APSEG------------------------------------------------------ 
 
---------------------------------------------------------R-- 
 
PQPADQH----------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
STHR-----M-----------R--------TETKA----A-KTLCIIMGCFCL------- 
 
-------------CW---------------------------AP---------------- 



 
--------------------------FF------VTNIVDPF------------------ 
 
------------------------------------I--------------D-------- 
 
Y-TVPG--Q--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------V-----W--TA----------FL---------------- 
 
----------WLGYINSGLNP--------------------------------FLYAFLN 
 
--KSFRRA---FLIIL----------CCD--DERYRRPSILGQTVPCSTTT--------- 
 
------------------------------------------------------------ 
 
--------INGSTHVLRDAVECGGQWESHCHPPATSSLVAAHPSDP-------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Equus_caballus_5_hydroxytryptamine_receptor_4_gi32765778 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 



 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------F----- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------LLMVLAYY----RIYVTAKEHA------------ 
 
-------------HQ--------------------------------------------- 
 
-------------------I---------QML-----------------------QR--- 
 
----------------------------------------------------AG------ 
 
-APLEG------------------------------------------------------ 
 
---------------------------------------------------------R-- 
 
PQPADQH----------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
----------------------------------------------------------ST 



 
HRMR--------------------------TETKA----A-KTLCIIMGCFCL------- 
 
-------------CW---------------------------AP---------------- 
 
--------------------------FF------VTNIVDPF------------------ 
 
------------------------------------I---D------------------- 
 
Y-TVPG--Q--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------L-----W--TA----------FL---------------- 
 
----------WLGYINSGLNP--------------------------------FLYAFLN 
 
--KSFRRA---F-LII-------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Tetraodon_nigroviridis_unnamed_protein_product_gi47213181 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 



 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-MSILG----------------------------NLLVMVAVCRDRQLRKIK-TNYFIVS 
 
LAFADLLVSVLVMPFGAIELVH-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------Q-HWIYG-----------------ETFCLVRTSLD 
 
VLLTTASILHLCCIALDR---------YYAI----------------------------- 
 
--------CCQPLV-YR--NKMT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-TRVALMIGGCW--VIPT-------------------- 
 
---------------F----------ISFL-P-IM---------QG--------W----N 
 
SIGIDHVIEQRR------------------------------------------------ 
 
-----------H-----S------------------E-ATNST-----------SCVFMV 
 
NK--PYALTCSVVA-------FYIPLVLMVLAYQ----RIYVTARAHA------------ 
 
-------------LQ--------------------------------------------- 
 
-------------------I---------SML-----------------------QR--- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
AGGAGGG----------------------------------------------------- 
 
-------------------AGSSSDSAEHQRN---------------------------- 



 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
HRMR--------------------------TETKA----A-KTLCIIMGCFCL------- 
 
-------------CW---------------------------AP---------------- 
 
--------------------------FF------ITNVVDPF------------------ 
 
------------------------------------I---D------------------- 
 
Y-TVPD--K--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------L-----W--AA----------CL---------------- 
 
----------WLGYINSMLNP--------------------------------ILYAFLN 
 
--KSFRRA---FLIIL----------CCG--RKRYGGPSILGANAPCAATQ--------- 
 
------------------------------------------------------------ 
 
--------------------------ITSSTHVLK------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Danio_rerio_PREDICTED_similar_to_5_hydroxytryptamine_seroto
nin_receptor_4_isoform_b_gi68373370 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------MAAECEKARQVLLDYGMSSFVWNGRQFDINSLKGKKRKRWFKSRRAL 
 
DWKKLR-----------CWR-----------------PSSHLGDGLQHEFNLPIGEGPLR 
 
IDGYMNLSSTG------------------------------------------------- 
 



------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
---------------------------------------QMPEMEE--VD-TNESNGLAK 
 
R------------------------------------------------VALISFLSLVM 
 
LMSVLG----------------------------NLLVMVAVCKDRQLRKIK-TNYFIVS 
 
LAFADLLVSVLVMPFGAIELIH-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------Q-NWIYG-----------------ETFCLVRTSLD 
 
VLLTTASILHLCCISLDR---------YYAI----------------------------- 
 
--------CCQPLV-YR--NKMT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-LRVTLMIGGCW--IIPT-------------------- 
 
---------------V----------ISFL-P-IM---------QG--------W----N 
 
SIGIKDLIDKRK------------------------------------------------ 
 
------------------------------------I-SGNST-----------VCVFMV 
 
NK--PYALTCSVVA-------FYLPLVLMVLAYQ----RIYVTAREHA------------ 
 
-------------RQ--------------------------------------------- 
 
-------------------I--------SMLQ-----------------------RA--- 
 
----------------------------------------------------GG------ 
 
-AGNAD------------------------------------------------------ 
 



---------------------------------------------------------S-A 
 
DHQRN------------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
HRMR--------------------------TETKA----A-KTLCIIMGCFCL------- 
 
-------------CW---------------------------AP---------------- 
 
--------------------------FF------ITNVVDPF------------------ 
 
------------------------------------I---D------------------- 
 
Y-SVPE--Q--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------L-----W--AA----------CL---------------- 
 
----------WLGYINSMLNP--------------------------------ILYAFLN 
 
--KSFRRA---FLIIL----------CCG--HKRYRRPSILGPGTTCTATQ--------- 
 
------------------------------------------------------------ 
 
--------------------------INGSTHVLKYTL---------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Danio_rerio_PREDICTED_similar_to_5_hydroxytryptamine_seroto
nin_receptor_4_isoform_b_gi68397008 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 



 
MATASD-----------SAE---------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------DSVDE--VVSKHTSR---- 
 
------------------------------------IT--L--------SIVLVT---II 
 
IMTALG----------------------------NLLVMVALCKDRQLRKKK-TNFFIVS 
 
LAFADLLVALVVMPLAAIELTT-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-KWNYG-----------------ETFCLVRTSLD 
 
VLLTTASILHLCCIALDR---------YYAI----------------------------- 
 
--------CCQPLV-YN--NKMT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-VRVSLMLVGCW--VIPF-------------------- 
 
---------------F----------ISFL-P-IM---------QS--------W----N 
 
TIGIESFIEQRK------------------------------------------------ 
 
-----------------L------------------N-SSRNS-----------TCVFMV 
 
NQ--PYALVCSAVA-------FYVPLVLMVLAYQ----RIYVTAMGHA------------ 
 
-------------RR--------------------------------------------- 
 
-------------------I--------GSLH-----------------------RA--- 



 
----------------------------------------------------GS------ 
 
-APTST------------------------------------------------------ 
 
---------------------------------------------------------Y-P 
 
NNDQHGS----------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
SRIK--------------------------NETKA----A-KTLAVIMGCFCL------- 
 
-------------CW---------------------------AP---------------- 
 
--------------------------FF------VTNVVDPF------------------ 
 
------------------------------------I----------------------- 
 
N-YSVP-WQ--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------M-----W--TA----------WL---------------- 
 
----------WLGYINSGLNP--------------------------------FLYAFLN 
 
--RAFRRA---FLMIL----------CCGDERYARQGGFSPSRQCSESVNGTSISLRYS- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Tetraodon_nigroviridis_unnamed_protein_product_gi47216965 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 



 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-EEFLS-----------SLE---------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
----------------------------------------------------TTVL---- 
 
-------------------------------------------------SFFLSV---II 
 
VMTVFG----------------------------NLLVMVALCKDRHLRRKK-TNYFIVS 
 
LAFADLLVAVVVMPFAAIELTT-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-HWRYG-----------------EIFCLVRTSLD 
 
VQLTTASILHLCCIALDR---------YYAI----------------------------- 
 
--------CCQPLV-YR--HKMT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-VRVAAMLSGCW--LIPT-------------------- 
 
---------------F----------ISFL-P-IM---------QS--------W----N 
 
TIGIEDLIKNRQ------------------------------------------------ 
 
-----------------A-----------------SG-GGSND---------T-SCVFMV 
 
NT--PYALICSTVA-------FYVPLALMVLAYQ----RIYVTAMAHV------------ 



 
-------------RQ--------------------------------------------- 
 
-------------------I---------ETL-----------------------QR--- 
 
----------------------------------------------------AG------ 
 
-SAPVP------------------------------------------------------ 
 
---------------------------------------------------------G-T 
 
TPTITVK----------------------------------------------------- 
 
------SSTSSDPLEHYSLRTAASSSTEQAPM---------------------------- 
 
------------------------------------------------------------ 
 
----------------------------------------------------------AN 
 
SRMR--------------------------IETKA----A-KTLAVIMGCFCL------- 
 
-------------CW---------------------------AP---------------- 
 
--------------------------FF------ITNVVDPF------------------ 
 
------------------------------------I----------------------- 
 
H-YSVP-WQ--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------L-----W--TT----------WL---------------- 
 
----------WLGYINSGLNP--------------------------------FLYAFLN 
 
--RAFRRA---FLVIL----------CCG--NERYARQGSYTYGHAHRGCS--------- 
 
------------------------------------------------------------ 
 
-----------------------ATSVNGTSMGLR------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Tetraodon_nigroviridis_unnamed_protein_product_gi47210162 



 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
---NIS-----------CVK---------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
---------------------------------------------T--VY--PLPF---- 
 
R-----------------------------------VI--L--------YMVLGV---MV 
 
IVTVCG----------------------------NLLVTVSIIYFKQLH-TP-TNYLLVS 
 
LAVSDLFLGLLVMLPNMIQSVE-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------T-CWYFG-----------------DILCKVYLSIG 
 
VMLCTASIINLSLISIDR---------YNVV----------------------------- 
 
--------I-HPLR-YR--RKMS------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------G-NVILLMISFSW--GVSG-------------------- 
 
---------------V----------VGFG-M-IF---------FR--------L----N 
 
-----ILGIEDF------------------------------------------------ 



 
-----------Y-------------------NSVACE---------------G-RCIFLQ 
 
SG--MSSTVSSVLS-------FYIPGIIMISLYL----KIFIVAKRQF------------ 
 
-------------LS--------------------------------------------- 
 
-------------------I---------------------------------------- 
 
----------------------------------------------------QN------ 
 
-TTCMA------------------------------------------------------ 
 
------------------------------------------------------------ 
 
SARDSNK----------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------KQTKA----T-KTLVVIMGAFLL------- 
 
-------------CW---------------------------AP---------------- 
 
--------------------------FF------VCNIIHPF------------------ 
 
------------------------------------I--------------S-------- 
 
Y-STPA--A--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------L-----F--ET----------FL---------------- 
 
----------WAGYINSTLNP--------------------------------IIYAFFY 
 
--TWFRKA---F---------------RL--FVSGKIFKDDMSNITLFIE---------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 



 
--------------------------- 
 
>Tetraodon_nigroviridis_unnamed_protein_product_gi47206001 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
R-----------------------------------VI--L--------YMIFGV---IV 
 
IVTVCG----------------------------NLLVTVSIIYFKQLH-TP-TNYLLAS 
 
LAVSDFLLGFLVMLPDMIQLVE-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------T-CWYFG-----------------DILCKVHLSFA 
 
VMLCTTSIINLSLISIDR---------YNAV----------------------------- 
 
--------I-HPLL-YR--RKMS------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------G-HVVLLMIFFSW--SVSG-------------------- 



 
---------------V----------VGFG-M-IF---------FR--------L----N 
 
-----ILGIEDF------------------------------------------------ 
 
-----------Y-------------------NFVACE---------------G-RCVFLQ 
 
SG--MSSTLSSVLS-------FYIPGIIMINLYL----KIFFVAKRQF------------ 
 
-------------LS--------------------------------------------- 
 
-------------------I---------------------------------------- 
 
----------------------------------------------------QN------ 
 
-TTCMT------------------------------------------------------ 
 
------------------------------------------------------------ 
 
SAQISNN----------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------KQAKA----T-KTLVVIMGAFLL------- 
 
-------------CW---------------------------AP---------------- 
 
--------------------------FF------LCNIIDPF------------------ 
 
------------------------------------I--------------S-------- 
 
Y-STPA--A--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------L-----F--KT----------IL---------------- 
 
----------WGGLFNSTLNP--------------------------------IIYAFFY 
 
--TWFRKA---F---------------HL--FVS-------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 



 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Tetraodon_nigroviridis_unnamed_protein_product_gi47207323 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
---------------------------------------------------SQMEPVFCY 
 
ESKNFS-----------CVK---------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
---------------------------------------------T--VY--PLPI---- 
 
R-----------------------------------VI--L--------YMIFGV---IV 
 
IVTVCG----------------------------NLLVTVSIIYFKQLH-TP-TNYLLAS 
 
LAVSDFLLGFLVMLPDMIQLVE-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------T-CWYFG-----------------DILCKVHLSFA 
 
VMLCTTSIINLSLISIDR---------YNAV----------------------------- 
 
--------I-HPLL-YR--RKMS------------------------------------- 



 
------------------------------------------------------------ 
 
---------------------G-HVVLLMIFFSW--SVSG-------------------- 
 
---------------V----------VGFG-M-IF---------FR--------L----N 
 
-----ILGIEDF------------------------------------------------ 
 
-----------Y-------------------NFVACE---------------G-RCVFLQ 
 
SG--MSSTLSSVLS-------FYIPGIIMINLYL----KIFFVAKRQF------------ 
 
-------------LS--------------------------------------------- 
 
-------------------I---------------------------------------- 
 
----------------------------------------------------HN------ 
 
-TTCMT------------------------------------------------------ 
 
------------------------------------------------------------ 
 
SAQISNN----------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------KQAKA----T-KTLVVIMGVFLL------- 
 
-------------CW---------------------------AP---------------- 
 
--------------------------FF------LCNIIDPF------------------ 
 
------------------------------------I--------------S-------- 
 
Y-STPA--A--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------L-----F--KT----------IL---------------- 
 
----------WGGLFNSTLNP--------------------------------IIYAFFY 
 
--TWFRKA---F---------------HL--FVSGKVFKDDMSNTSLFVE---------- 



 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Tetraodon_nigroviridis_unnamed_protein_product_gi47210161 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
----------------------------------------L--------YMVLGV---MV 
 
VVTVCG----------------------------NLLVTVSIIYFKQLH-TP-TNYLLVS 
 
LAVSDFLLGFLVMLPDVIQSVE-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------T-CWYFG-----------------DILCKVHLSSD 



 
VMLCTASIMNLSLIAIDR---------YNAV----------------------------- 
 
--------I-HPLV-YR--RKMS------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------G-HVVLLMIFFSW--SVSG-------------------- 
 
---------------V----------VGFG-M-IF---------FR--------L----N 
 
-----IFGTEDF------------------------------------------------ 
 
-----------Y-----N-------------NFVACE---------------G-KCLLFQ 
 
RG--LSGTVLSVLS-------FYIPGIIMISVYL----KIFFVAKKQF------------ 
 
-------------LS--------------------------------------------- 
 
-------------------I---------------------------------------- 
 
----------------------------------------------------QN------ 
 
-TTCMT------------------------------------------------------ 
 
------------------------------------------------------------ 
 
SARDSDK----------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------KQAKA----T-KTLVVIMGAFLL------- 
 
-------------CW---------------------------AP---------------- 
 
--------------------------FF------LCHIIDPL------------------ 
 
------------------------------------I--------------S-------- 
 
Y-STPA--A--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------M-----F--ET----------FV---------------- 



 
----------WLGYINSTLNP--------------------------------LIYAFSY 
 
--TWFRKA---F---------------RL--FASGKVFKA-------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Tetraodon_nigroviridis_unnamed_protein_product_gi47194694 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
---------------------------------------------------------FCV 
 
ESKNFS-----------CIK---------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
---------------------------------------------T--VY--PLPF---- 
 
R-----------------------------------VI--L--------YMVLGV---TV 
 
IVTVCG----------------------------NLLVTVSIIYFKQLH-TP-TNYLLVS 
 
LAVSDFLLGFLVMLPDMIQLAE-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 



 
------------------------------------------------------------ 
 
-------------------------T-CWYFG-----------------DILCKVHLSFA 
 
VMLCTASIINLSLISIDR---------YNAV----------------------------- 
 
--------I-HPLL-YR--RKMT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------G-NVVLLMIFVSW--SISG-------------------- 
 
---------------V----------VGFG-M-IF---------FR--------L----N 
 
-----ILGIEDF------------------------------------------------ 
 
-----------Y-----K-------------DFVACE---------------G-RCILFQ 
 
SG--MSSTVSSVLS-------FYIPGIIMICVYL----KIFFVAKRQF------------ 
 
-------------LS--------------------------------------------- 
 
-------------------I---------------------------------------- 
 
----------------------------------------------------QN------ 
 
-TTCMT------------------------------------------------------ 
 
------------------------------------------------------------ 
 
SARISNK----------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------KQTKA----T-KTLVVIMGAFLL------- 
 
-------------CW---------------------------AP---------------- 
 
--------------------------FF------LCNVIDPF------------------ 
 
------------------------------------I--------------S-------- 
 
Y-STPA--A--------------------------------------------------- 



 
------------------------------------------------------------ 
 
---------------------L-----M--KT----------FG---------------- 
 
----------WVGFINSTLNP--------------------------------LIYAFFY 
 
--TWFRKA---F---------------CL--FASGKVFKEDMSNITLFTE---------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Tetraodon_nigroviridis_unnamed_protein_product_gi47207324 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
----------------------------------------------------------CV 
 
ESKNIS-----------CVK---------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
---------------------------------------------T--VY--PLPF---- 
 
R-----------------------------------VI--L--------YMVLGV---TV 
 
IVTVCG----------------------------NLLVTVSIIYFKQLH-TP-TNYLLVS 
 
LAVSDFLLGFLVMLPDMIQLAE-------------------------------------- 
 
------------------------------------------------------------ 



 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------T-CWYFG-----------------DILCKVHLSFA 
 
VMLCTASIINLSLISIDR---------YNAV----------------------------- 
 
--------I-HPLL-YR--RKMT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------G-NVVLLMIFVSW--SISG-------------------- 
 
---------------V----------VGFG-M-IF---------FR--------L----N 
 
-----ILGIEDF------------------------------------------------ 
 
-----------Y-----K-------------DFVACE---------------G-RCILFQ 
 
SG--MSSTVSSVLS-------FYIPGIIMICVYL----KIFFVAKRQF------------ 
 
-------------LS--------------------------------------------- 
 
-------------------I---------------------------------------- 
 
----------------------------------------------------QN------ 
 
-TTCMT------------------------------------------------------ 
 
------------------------------------------------------------ 
 
SARISNK----------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------KQTKA----T-KTLVVIMGAFLL------- 
 
-------------CW---------------------------AP---------------- 
 
--------------------------FF------LCNVIDPF------------------ 



 
------------------------------------I--------------S-------- 
 
Y-STPA--A--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------L-----M--KT----------FG---------------- 
 
----------WVGFINSTLNP--------------------------------LIYAFFY 
 
--TWLRKA---F---------------CL--FASGKVFKEDMSNITLFTE---------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Tetraodon_nigroviridis_unnamed_protein_product_gi47210163 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------SFSKQMEPVFCF 
 
ESQNIS-----------CVK---------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
---------------------------------------------T--VY--PLPI---- 
 
R-----------------------------------VI--L--------YMVLGV---MV 
 
IVTVCG----------------------------NLLVTVSIIYFKQLH-TP-TNYLLVS 



 
LAVSDFLLGFLVMLPNMIQSVE-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------T-CWYFG-----------------DILCKVYMSSD 
 
VMLCTASIINLSLISIDR---------YNAV----------------------------- 
 
--------I-HPLL-YR--RKMS------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------G-HVVLLMISFSW--SVSG-------------------- 
 
---------------V----------VGFG-Q-IF---------LR--------L----N 
 
-----ILGIEDF------------------------------------------------ 
 
-----------Y-----N-------------NFVACE---------------G-RCVLLQ 
 
SG--PSSTVSSVLS-------FYIPGIIMISLYL----KIFFVAKRQL------------ 
 
-------------LS--------------------------------------------- 
 
-------------------I---------------------------------------- 
 
----------------------------------------------------QN------ 
 
-TTCMT------------------------------------------------------ 
 
------------------------------------------------------------ 
 
SARDSDK----------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------KQAKA----T-KTLVVIMGAFLL------- 



 
-------------CW---------------------------AP---------------- 
 
--------------------------FF------LCNIIDPF------------------ 
 
------------------------------------I--------------S-------- 
 
Y-STPA--A--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------L-----F--ET----------FV---------------- 
 
----------WLGYINSTLNP--------------------------------LIYAFFY 
 
--TWFRKS---F---------------CL--FASGKVFKEDMSNISLFTD---------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Tetraodon_nigroviridis_unnamed_protein_product_gi47206449 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
----------------------------------------------------------CY 
 
ESKNIS-----------CVK---------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
---------------------------------------------T--VY--PLPI---- 



 
R-----------------------------------VI--L--------YMVLGV---MV 
 
VVTVCG----------------------------NLLVTVSIIYFKQLH-TP-TNYLLVS 
 
LAVSDFLLGFFVMLPSMIQLVE-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------T-CWYFG-----------------DILCKVHLSFA 
 
VMLCTASIINLSTISIDR---------YNAV----------------------------- 
 
--------I-HPLL-YR--RKMS------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------G-NVVFLMIFFSW--SVSG-------------------- 
 
---------------V----------VGFG-M-IF---------LR--------L----N 
 
-----ILGIEDF------------------------------------------------ 
 
-----------Y-----N-------------NFVACE---------------G-RCVLLQ 
 
SG--LSSTVSSVLS-------FYIPGIIMISLYL----KIFFVAKRQF------------ 
 
-------------LS--------------------------------------------- 
 
-------------------I---------------------------------------- 
 
----------------------------------------------------QN------ 
 
-TSSMT------------------------------------------------------ 
 
------------------------------------------------------------ 
 
SARDSNK----------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 



 
------------------------------------------------------------ 
 
------------------------------KQAKA----T-KTLVVIMGAFLL------- 
 
-------------CW---------------------------AP---------------- 
 
--------------------------FF------LCNIIDPY------------------ 
 
------------------------------------I--------------S-------- 
 
Y-STPA--A--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------L-----I--ET----------FL---------------- 
 
----------WVGYINSTLNP--------------------------------LIYAFFY 
 
--TWFRKA---F---------------CL--FASGKVFKEDMSNISLFTD---------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Danio_rerio_novel_protein_with_transmembrane_receptor_rhodo
psin_family_domain_gi56311445 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-MDLSN-----------STA-----------------TQFGLVLCFESINNSCVR----- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------YIYPS--EI--QLML---- 
 
-------------------------------------------------YLFFSA---IA 
 
LTTVCG----------------------------NLLVIIAILHFKQLH-TP-TNYLILS 
 
LAVADLLIGGVVMPPSMLRSIQ-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------T-CWYLG-----------------DLFCKIHSSVD 
 
IMLCIASLLHISFISIDR---------YYAV----------------------------- 
 
--------C-HPLQ-YR--SKIT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-PVSFTMISLSW--GLAA-------------------- 
 
---------------F----------VGFA-M-VF---------LQ--------L-NIMG 
 
------------------------------------------------------------ 
 
-----------SEDFYFD------------------N-VACNG-----------ACIIFQ 
 
TP--AASITSSFLA-------FGLPAVIAVSIYL----KILLVARRQS------------ 
 
-------------KS--------------------------------------------- 
 
-------------------I-----------------------------------QS--- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



VSKKNSL----------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
SVNK--------------------------SEGKA----T-KTLAIIMGVFFI------- 
 
-------------SI---------------------------SP---------------- 
 
--------------------------FF------FCNLVDPF------------------ 
 
------------------------------------I---D------------------- 
 
Y-TISP--A--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------V-----F--DV----------LL---------------- 
 
----------WIGYFNSLCNP--------------------------------FVYAFFY 
 
--RWFRKA----LRII---------------LLAKIFVVNSSQLDLMGRHE--------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Danio_rerio_novel_protein_with_transmembrane_receptor_rhodo
psin_family_domain_gi56311446 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-MDDHI-----------NIS-----------------QTESWEKPLLCYEFSNRS----- 



 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------CQKF--VY--PLDT---- 
 
R-----------------------------------IL--L--------YMLFSI---SS 
 
IITIIG----------------------------NLLVIITVVHFRQLH-TP-TNYLILS 
 
LAVADLLVGGVVMPPSMLRSIE-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------T-CWYLG-----------------DLFCKIHSSLD 
 
VTLCTASILNLCIISLDR---------YYAI----------------------------- 
 
--------C-HPFQ-YH--SKMT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------S-LATLIMIIICW--TVSA-------------------- 
 
---------------V----------LGFG-M-IF---------ME--------L-NILG 
 
------------------------------------------------------------ 
 
-----------VEDFYYE-------------NIRCDG-----------------GCFVFQ 
 
SK--TGGTVFSLIC-------FYIPAFVMLGVYL----KILHEAQRQV------------ 
 
-------------QA--------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 



 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
IQSVN------------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
SELK--------------------------KEGKA----T-KTLAIIMGVFLT------- 
 
-------------FW---------------------------IP---------------- 
 
--------------------------FF------LCNLIDPL------------------ 
 
------------------------------------I---G------------------- 
 
Y-SVPS--L--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------V-----F--DL----------FL---------------- 
 
----------WVGYYNSTCNP--------------------------------IVYAFFY 
 
--SWFRHA---FRVIL---------------SKRVFQTNSSRTILM-------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Danio_rerio_novel_protein_with_transmembrane_receptor_rhodo
psin_family_domain_gi56311449 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



------------------------------------------------------------ 
 
-----------------------------------------------------------M 
 
DIRINI-----------SHN-----------------GIWDKPFLCYEFSNRSCQ----- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------KFVYP--LE-TRIFL---- 
 
-------------------------------------------------YILFSA---SS 
 
IITIIG----------------------------NLLVIITVVHFRQLH-TP-TNYLILS 
 
LAVADLLVGGVVMPPSMLRSIE-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------T-CWYLG-----------------DLFCKIHSSLD 
 
VTLCTASILNLCIISLDR---------YYAI----------------------------- 
 
--------C-HPFQ-YH--SKMT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------S-LATLVMIIICW--TVSA-------------------- 
 
---------------V----------LGFG-M-IF---------ME--------L----N 
 
ILGVEDFYYENV------------------------------------------------ 
 
--DC-------------N------------------G-----------------RCLVFQ 
 
SR--EVAVFMSLAC-------FYIPAFVMLCVYL----KILHEAQRQV------------ 
 



-------------QA--------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
IQSVN------------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
SELK--------------------------KEGKA----T-KTLAIIVGVFLT------- 
 
-------------FW---------------------------IP---------------- 
 
--------------------------FF------LCNLIDPF------------------ 
 
------------------------------------I---G------------------- 
 
Y-SVPP--L--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------L-----F--DL----------FL---------------- 
 
----------WVGYYNSTCNP--------------------------------IVYAFFY 
 
--SWFRHA---FRVIL---------------SGGIFQSNSSRTILL-------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Danio_rerio_novel_protein_with_transmembrane_receptor_rhodo
psin_family_domain_gi56311447 



 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------------------------M 
 
DIRINF-----------NQS-----------------EILEKPFLCYEFSNRSCQ----- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------KFVHT--LE-TRILF---- 
 
-------------------------------------------------YILLSA---SS 
 
IITIIG----------------------------NLLVIITVVHFRQLH-TP-TNYLILS 
 
LAVADLLVGGVVMPPSMLRSIE-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------T-CWYLG-----------------DLFCKIHSSLD 
 
VTLCTASILNLCIISLDR---------YYAI----------------------------- 
 
--------C-HPFQ-YH--SKMT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------S-LATLVMIIICW--TVSA-------------------- 
 
---------------V----------LGFG-M-IF---------ME--------L----N 
 
ILGVEDFYYENI------------------------------------------------ 



 
--KC-------------D------------------G-----------------GCTLFQ 
 
SK--TIAIVYSLIC-------FYIPALVILCVYL----KILHEAQRQV------------ 
 
-------------QA--------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
IQSVN------------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
SELK--------------------------KEGKA----N-KTLAIIIGVFLT------- 
 
-------------LW---------------------------VP---------------- 
 
--------------------------FF------LCNLIDPF------------------ 
 
------------------------------------I---G------------------- 
 
Y-SVPP--L--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------L-----F--DL----------FY---------------- 
 
----------WIGYYNSTCNP--------------------------------IVYAFFY 
 
--SWFRHA---FRVIL---------------SKAIFQTNSSRTVLL-------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 



 
--------------------------- 
 
>Danio_rerio_novel_protein_with_transmembrane_receptor_rhodo
psin_family_domain_gi56311448 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------------------------M 
 
DIRINI-----------SHN-----------------GIWDKPFLCYEFSNRSCQ----- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------KFVYS--LE-TRILF---- 
 
-------------------------------------------------YILLSA---SS 
 
IITIIG----------------------------NLLVIITVVHFRQLH-TP-TNYLILS 
 
LAVADLLVGGVVMPPSMLRSIE-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------T-CWYLG-----------------DLFCKIHSSLD 
 
VTLCTASILNLCIISLDR---------YYAI----------------------------- 
 
--------C-HPFQ-YH--SKMT------------------------------------- 
 
------------------------------------------------------------ 
 



---------------------S-LATLVMIIICW--TVSA-------------------- 
 
---------------V----------LGFG-M-IF---------ME--------L----N 
 
ILGVEDFYYENI------------------------------------------------ 
 
--KC-------------D------------------G-----------------GCTLFQ 
 
SK--TGGTVFSLIC-------FYIPALVILFVYL----KILHEAQRQV------------ 
 
-------------QA--------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
IQSVN------------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
SELK--------------------------KEGKA----N-KTLAIIIGVFLT------- 
 
-------------LW---------------------------VP---------------- 
 
--------------------------FF------LCNLIDPF------------------ 
 
------------------------------------I---G------------------- 
 
Y-SVPP--L--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------L-----F--DL----------FY---------------- 
 
----------WIGYYNSTCNP--------------------------------IVYAFFY 
 
--SWFRHA---FRVIL---------------SKAIFQTNSSRTVLL-------------- 
 
------------------------------------------------------------ 
 



------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Danio_rerio_novel_protein_with_transmembrane_receptor_rhodo
psin_family_domain_gi56311444 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------MD-----------------------------LSAQEY--------------- 
 
-DASQF-----------CFP-----------------------------AV---N----- 
 
NSC------LK------------------------------------------------- 
 
------------------------------------------------------------ 
 
-G---------------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------------------------------T---H--HVST---- 
 
Q-----------------------------------TV--V--------YLVLAS---AM 
 
TVTILG----------------------------NSVVIISIAHFKQLQT-P-TNILVMS 
 
LALADLLLGLVVMPFSMIRSVD-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-CWYYG-----------------ETFCLLHSSFD 
 
MFLTSVSIFHLIFIAVDR---------HQAV----------------------------- 



 
--------C-FPLQ-YP--TMIT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------I-PVAWVMVIISW--SMAA-------------------- 
 
---------------F----------YSYG-L-VY---------SK--------A----N 
 
----------VE----------------GLEE---------------------YI----- 
 
--ES-------I-----Y------------------C-----M---------G-GCTLLF 
 
NA--LWGAIDTLVA-------FFLPCFVMIGLYA----RIFMIAKKHA------------ 
 
-------------RK---------------L----------------------------- 
 
-------------------G---------EAN-----------------------QH--- 
 
------------------------------------D----------------------- 
 
-----N-----------------------------------------------E------ 
 
------------------------------------------------------------ 
 
-NL--------------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
FKSS-----R-----------R--------SERKA----A-KTLGIVVGAFVI------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------INSMMDPY------------------ 
 
------------------------------------I--------------N-------- 
 
F-STPG--V--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------L-----F--EA----------FV---------------- 
 
----------WLGYMNSAINP--------------------------------IIYGLFY 



 
--PWFRKT---LYLII----------TLR------------------------------- 
 
------------------------------------------------------------ 
 
-----------------------MFEPNSSDINVFTV----------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Danio_rerio_novel_protein_with_transmembrane_receptor_rhodo
psin_family_domain_gi56311442 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------MD-----------------------------LSSQEY--------------- 
 
-DPSQF-----------CFP-----------------------------AV---N----- 
 
NSC------LK------------------------------------------------- 
 
------------------------------------------------------------ 
 
-G---------------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------------------------------T---H--HVST---- 
 
Q-----------------------------------TV--V--------YLVLAS---AM 
 
TVTVLG----------------------------NSVVIISIAHFKQLQT-P-TNILVMS 
 
LALADLLLGLVVMPFSMIRSVD-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



------------------------------------------------------------ 
 
-------------------------G-CWYYG-----------------ETFCLLHSTFD 
 
LFLTSVSILHLVCIAVDR---------HQAV----------------------------- 
 
--------C-YPLQ-YP--TRIT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------I-SVAWVMVMISW--AVIA-------------------- 
 
---------------I----------FSYS-L-MY---------SK--------A----N 
 
----------ME----------------GLEE---------------------YI----- 
 
--ES-------I-----Y------------------C-----M---------G-HCSLLM 
 
NK--LWSVLDTFIT-------FFFPSFVMVGLYI----RIFVVAKKHA------------ 
 
-------------RV---------------I----------------------------- 
 
-------------------T---------EAN-----------------------PN--- 
 
------------------------------------E----------------------- 
 
-----N-----------------------------------------------E------ 
 
------------------------------------------------------------ 
 
-NL--------------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
FKSS-----R-----------R--------SERKA----A-KTLGIVVGAFIM------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------INSTLDAY------------------ 
 
------------------------------------I--------------N-------- 
 
F-STPV--A--------------------------------------------------- 
 



------------------------------------------------------------ 
 
---------------------L-----F--DA----------LV---------------- 
 
----------WLGYVNSTINP--------------------------------IIYGFFY 
 
--PWFRKT---LSLIV----------SLK------------------------------- 
 
------------------------------------------------------------ 
 
-----------------------IFEPNSSDINVFTV----------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Danio_rerio_novel_protein_with_transmembrane_receptor_rhodo
psin_family_domain_gi56311443 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------MD-----------------------------LSSQEY--------------- 
 
-DPSQF-----------CFP-----------------------------AV---N----- 
 
NSC------LK------------------------------------------------- 
 
------------------------------------------------------------ 
 
-G---------------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------------------------------T---H--HVST---- 
 
Q-----------------------------------TV--V--------YLILAS---AM 
 
TVTILG----------------------------NSVVIISIAHFKQLQT-P-TNILVMS 
 
LALADLLLGLVVMPFSMIRSVD-------------------------------------- 
 
------------------------------------------------------------ 



 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-CWYYG-----------------ETFCMLHSTFD 
 
LFLTSVSILHLVCIAVDR---------HQAV----------------------------- 
 
--------C-YPLQ-YP--TRIT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------I-SVAWVMVMISW--TLIA-------------------- 
 
---------------I----------YSYG-L-VY---------SK--------A----N 
 
----------VE----------------GLEE---------------------YI----- 
 
--ES-------I-----Y------------------C-----M---------G-HCSLLF 
 
SK--LWSVLDTFIT-------FFFPSCIMVGLYI----RIFVVANKHA------------ 
 
-------------RV---------------I----------------------------- 
 
-------------------T---------EAN-----------------------PN--- 
 
------------------------------------E----------------------- 
 
-----N-----------------------------------------------E------ 
 
------------------------------------------------------------ 
 
-NV--------------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
FKSS-----R-----------R--------SERKA----A-KTLGIVVGAFII------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------INSLMDPY------------------ 



 
------------------------------------I--------------N-------- 
 
F-STPV--A--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------L-----F--DA----------FV---------------- 
 
----------WLGYINSTINP--------------------------------IIYGFFY 
 
--PWFRKT---LYLII----------TRR------------------------------- 
 
------------------------------------------------------------ 
 
-----------------------IFEPNSSDINVFTV----------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Danio_rerio_novel_protein_with_transmembrane_receptor_rhodo
psin_family_domain_gi56311440 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------MD-----------------------------LSSQEY--------------- 
 
-DPSQF-----------CFP-----------------------------AV---N----- 
 
NSC------LK------------------------------------------------- 
 
------------------------------------------------------------ 
 
-G---------------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------------------------------T---H--HVST---- 
 
Q-----------------------------------TV--V--------YLILAS---AM 
 



TVTVLG----------------------------NSVVIISIAHFKQLQT-P-TNILVMS 
 
LALADLLLGLVVMPFSMIRSVD-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-CWYYG-----------------ETFCLLHTGFD 
 
LFLTSVSIFHLIFIAVDR---------HQAV----------------------------- 
 
--------C-FPLQ-YP--TRIT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------I-PVAWVMVMISW--SMAA-------------------- 
 
---------------F----------YSYG-V-VY---------SK--------A----N 
 
----------LE----------------GLEE---------------------YI----- 
 
--AS-------V-----Y------------------C-----M---------G-GCTLYF 
 
NA--LWSVLDTLLT-------FFLPCSVMVGLYA----RIFVVAKKHI------------ 
 
-------------KS---------------I----------------------------- 
 
-------------------T---------EAN-----------------------QN--- 
 
------------------------------------E----------------------- 
 
-----N-----------------------------------------------E------ 
 
------------------------------------------------------------ 
 
-NV--------------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



FKNP-----R-----------R--------SERKA----A-KTLGIVVGAFIL------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------INSLVDPY------------------ 
 
------------------------------------I--------------N-------- 
 
F-STPY--A--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------L-----F--DA----------FG---------------- 
 
----------WLGYTNSTLNP--------------------------------IIYGLFY 
 
--PWFRKT---LSLIV----------TLR------------------------------- 
 
------------------------------------------------------------ 
 
-----------------------IFEPNSSDINLFTV----------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Danio_rerio_novel_protein_with_transmembrane_receptor_rhodo
psin_family_domain_gi56311441 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------MD-----------------------------LSSQEY--------------- 
 
-DPSQF-----------CFP-----------------------------AV---N----- 
 
NSC------LK------------------------------------------------- 
 
------------------------------------------------------------ 
 
-G---------------------------------------------------------- 
 
------------------------------------------------------------ 



 
---------------------------------------------T---H--HVST---- 
 
Q-----------------------------------TV--V--------YLILAS---AM 
 
TVTILG----------------------------NSVVIISIAHFKQLQT-T-TNILVMS 
 
LALADLLLGLVVMPFSMIRSVD-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-CWYYG-----------------ETFCMLHSSFD 
 
LFLTSVSIFHLIFIAVDR---------HQAV----------------------------- 
 
--------C-FPLQ-YP--TMIT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------I-PVAWVMVMISW--SMAA-------------------- 
 
---------------L----------YSYG-L-VY---------SK--------A----N 
 
----------ME----------------GLDE---------------------YI----- 
 
--QS-------M-----Y------------------C-----V---------G-GCTLYF 
 
NA--LWSVLDTLIT-------FFLPCSVMIGLYA----RIFVVAKKHA------------ 
 
-------------RI---------------I----------------------------- 
 
-------------------N---------EAN-----------------------QN--- 
 
------------------------------------E----------------------- 
 
-----I-----------------------------------------------D------ 
 
------------------------------------------------------------ 
 
-GT--------------------------------------------------------- 
 
------------------------------------------------------------ 



 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
FKSS-----R-----------R--------SEQKA----A-KTLGIVVGAFIM------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------INSLMDPY------------------ 
 
------------------------------------I--------------N-------- 
 
F-STPV--A--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------L-----F--EA----------FV---------------- 
 
----------WLGYINSTMNP--------------------------------IIYGFFY 
 
--PWFRKT---LYLII----------TRR------------------------------- 
 
------------------------------------------------------------ 
 
-----------------------IFEPNSSDINIFTL----------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Macaca_mulatta_trace_amine_receptor_1_gi22859010 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--MPFC-----------HNI---------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 



 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------INISC--VK--NNWS---- 
 
N-------DVR-------------------------AS--L--------YSLMAL---II 
 
LTTLVG----------------------------NLIVIVSISHFKQLH-TP-TNWLIHS 
 
MATVDFLLGCLVMPYSMVRSAE-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------H-CWYFG-----------------EVFCKIHTSTD 
 
IMLSSASIFHLSFISIDR---------YYAV----------------------------- 
 
--------C-DPLR-YK--AKIN------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------I-LVVCVMIFISW--SVPA-------------------- 
 
---------------V----------FAFG-M-IF---------LE--------L----N 
 
-----FKGAEEI------------------------------------------------ 
 
-----------Y-----Y-------------K---HV---HCR---------G-GCSVFF 
 
SK--ISGVLAFMTS-------FYIPGSIMLCIYY----RIYLIAKEQA------------ 
 
-------------RS--------------------------------------------- 
 
-------------------I--------NDAN-----------------------QK--- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------LQIGLE-------------------------M-- 



 
KNGISQS----------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------KERKA----V-KTLGIVMGVFLI------- 
 
-------------CW---------------------------CP---------------- 
 
--------------------------FF------VCTVIDPF------------------ 
 
------------------------------------L--------------H-------- 
 
Y-TIPP--T--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------L-----N--DV----------LI---------------- 
 
----------WFGYLNSTFNP--------------------------------MVYAFFY 
 
--PWFRKA---LKMILFGKIFQKDSSRCK--LFLESSS---------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Homo_sapiens_Trace_amine_associated_receptor_1_gi75517941 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-MMPFC-----------HNI---------------------------------------- 



 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------INISC--VK--NNWS---- 
 
N-------DVR-------------------------AS--L--------YSLMVL---II 
 
LTTLVG----------------------------NLIVIVSISHFKQLH-TP-TNWLIHS 
 
MATVDFLLGCLVMPYSMVRSAE-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------H-CWYFG-----------------EVFCKIHTSTD 
 
IMLSSASIFHLSFISIDR---------YYAV----------------------------- 
 
--------C-DPLR-YK--AKMN------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------I-LVICVMIFISW--SVPA-------------------- 
 
---------------V----------FAFG-M-IF---------LE--------L----N 
 
-----FKGAEEI------------------------------------------------ 
 
-----------Y-----Y-------------K---HV---HCR---------G-GCSVFF 
 
SK--ISGVLTFMTS-------FYIPGSIMLCVYY----RIYLIAKEQA------------ 
 
-------------RL--------------------------------------------- 
 
-------------------I--------SDAN-----------------------QK--- 
 
------------------------------------------------------------ 



 
------------------------------------------------------------ 
 
--------------------------LQIGLE-------------------------M-- 
 
KNGISQS----------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------KERKA----V-KTLGIVMGVFLI------- 
 
-------------CW---------------------------CP---------------- 
 
--------------------------FF------ICTVMDPF------------------ 
 
------------------------------------L--------------H-------- 
 
Y-IIPP--T--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------L-----N--DV----------LI---------------- 
 
----------WFGYLNSTFNP--------------------------------MVYAFFY 
 
--PWFRKA---LKMMLFGKIFQKDSSRCK--LFLELSS---------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Pan_troglodytes_trace_amine_associated_receptor_1_gi5711416
0 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-MMPFC-----------HNI---------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------INISC--VK--NNWS---- 
 
N-------DVR-------------------------AS--L--------YSLMVL---II 
 
LTTLVG----------------------------NLIVIVSISHFKELH-TP-TNWLIHS 
 
MATVDFLPGCLVMPYSMVRSAE-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------H-CWYFG-----------------EVFCKIHTSTD 
 
IMLSSASIFHLSFISIDR---------YYAV----------------------------- 
 
--------C-DPLR-YK--AKIN------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------I-LVICVMIFISW--SVPA-------------------- 
 
---------------V----------FAFG-M-IF---------LE--------L----N 
 
-----FKGAEEI------------------------------------------------ 
 
-----------Y-----Y-------------K---HV---HCR---------G-GCSVFF 
 
SK--ISGVLTFMTS-------FYIPGSIMLCVYY----RIYLIAKEQA------------ 
 



-------------RL--------------------------------------------- 
 
-------------------I--------NDAN-----------------------QK--- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------LQIGLE-------------------------M-- 
 
KNGISQS----------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------KERKA----V-KTLGIVMGVFLI------- 
 
-------------CW---------------------------CP---------------- 
 
--------------------------FF------ICTVMDPF------------------ 
 
------------------------------------L--------------H-------- 
 
Y-IIPP--T--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------L-----N--DV----------LI---------------- 
 
----------WFGYLNSTFNP--------------------------------MVYAFFY 
 
--PWFRKA---LKMMLFGKIFQKDSSRCK--LFLELSS---------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Mus_musculus_trace_amine_receptor_1_gi14600078 
 



------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
---MHL-----------CHA-----------------------------IT---N----- 
 
ISH------RN------------------------------------------------- 
 
------------------------------------------------------------ 
 
-S---------------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------------------------------D---W--SREV---- 
 
Q-----------------------------------AS--L--------YSLMSL---II 
 
LATLVG----------------------------NLIVIISISHFKQLHT-P-TNWLLHS 
 
MAIVDFLLGCLIMPCSMVRTVE-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------R-CWYFG-----------------EILCKVHTSTD 
 
IMLSSASIFHLAFISIDR---------YCAV----------------------------- 
 
--------C-DPLR-YK--AKIN------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------I-STILVMILVSW--SLPA-------------------- 
 
---------------V----------YAFG-M-IF---------LE--------L----N 
 
----------LK----------------GVEE-L-------------------YR----- 
 



--SQ-------V-----S------------------D-----L---------G-GCSPFF 
 
SK--VSGVLAFMTS-------FYIPGSVMLFVYY----RIYFIAKGQA------------ 
 
-------------RS---------------I----------------------------- 
 
-------------------N---------RTN---------------------------- 
 
------------------------------------V-Q-------------VG------ 
 
-----L-----------------------------------------------E------ 
 
------------------------------------------------------------ 
 
-GK--------------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
SQAP-----Q-----------S--------KETKA----A-KTLGIMVGVFLV------- 
 
-------------CW---------------------------CP---------------- 
 
--------------------------FF------LCTVLDPF------------------ 
 
------------------------------------L--------------G-------- 
 
Y-VIPP--S--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------L-----N--DA----------LY---------------- 
 
----------WFGYLNSALNP--------------------------------MVYAFFY 
 
--PWFRRA---LKMVL----------LGK------------------------------- 
 
------------------------------------------------------------ 
 
-----------------------IFQKDSSRSKLFL------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



--------------------------- 
 
>Rattus_norvegicus_trace_amine_receptor_1_gi14600076 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
---MHL-----------CHN-----------------------------SA---N----- 
 
ISH------TN------------------------------------------------- 
 
------------------------------------------------------------ 
 
-S---------------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------------------------------N---W--SRDV---- 
 
R-----------------------------------AS--L--------YSLISL---II 
 
LTTLVG----------------------------NLIVIISISHFKQLHT-P-TNWLLHS 
 
MAVVDFLLGCLVMPYSMVRTVE-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------H-CWYFG-----------------ELFCKLHTSTD 
 
IMLSSASILHLAFISIDR---------YYAV----------------------------- 
 
--------C-DPLR-YK--AKIN------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------L-AAIFVMILISW--SLPA-------------------- 
 



---------------V----------FAFG-M-IF---------LE--------L----N 
 
----------LE----------------GVEE-L-------------------YH----- 
 
--NQ-------V-----F------------------C-----L---------R-GCFPFF 
 
SK--VSGVLAFMTS-------FYIPGSVMLFVYY----RIYFIAKGQA------------ 
 
-------------RS---------------I----------------------------- 
 
-------------------N---------RAN---------------------------- 
 
------------------------------------L-Q-------------VG------ 
 
-----L-----------------------------------------------E------ 
 
------------------------------------------------------------ 
 
-GE--------------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
SRAP-----Q-----------S--------KETKA----A-KTLGIMVGVFLL------- 
 
-------------CW---------------------------CP---------------- 
 
--------------------------FF------FCMVLDPF------------------ 
 
------------------------------------L--------------G-------- 
 
Y-VIPP--T--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------L-----N--DT----------LN---------------- 
 
----------WFGYLNSAFNP--------------------------------MVYAFFY 
 
--PWFRRA---LKMVL----------FGK------------------------------- 
 
------------------------------------------------------------ 
 
-----------------------IFQKDSSRSKLFL------------------------ 
 



------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Rattus_norvegicus_trace_amine_associated_receptor_1_gi19705
433 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
---------------------------------------MHLCHN--------------- 
 
-SANIS-----------HTN---------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------------------------SN---W--SRDV---- 
 
R-----------------------------------AS--L--------YSLISL---II 
 
LTTLVG----------------------------NLIVIISISHFKQLH-TP-TNWLLHS 
 
MAVVDFLLGCLVMPYSMVRTVE-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------H-CWYFG-----------------ELFCKLHTSTD 
 
IMLSSASILHLAFISIDR---------YYAV----------------------------- 
 
--------C-DPLR-YK--AKIN------------------------------------- 



 
------------------------------------------------------------ 
 
---------------------L-AAIFVMILISW--SLPA-------------------- 
 
---------------V----------FAFG-M-IF---------LE--------L----N 
 
----------LE------------------------------------------------ 
 
--GV----EEQY-----H------------------N-----Q-----VFCLR-GCFPFF 
 
SK--VSGVLAFMTS-------FYIPGSVMLFVYY----RIYFIAKGQA------------ 
 
-------------RS---------------I----------------------------- 
 
-------------------N---------RAN-----------------------LQ--- 
 
--------------------------------------V-------------GL------ 
 
--EGES------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
RAPQ-----S--------------------KETKA----A-KTLGIMVGVFLL------- 
 
-------------CW---------------------------CP---------------- 
 
--------------------------FF------FCMVLDPF------------------ 
 
------------------------------------L---G------------------- 
 
Y-VIPP--T--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------L-----N--DT----------LN---------------- 
 
----------WFGYLNSAFNP--------------------------------MVYAFFY 
 
--PWFRRA---LKMVL----------FGK--IFQKDSSRSKLFL---------------- 



 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Mus_musculus_trace_amine_associated_receptor_4_gi56606070 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------MNT-----------------------------PDPWSS--------------- 
 
-PEVQF-----------CFA-----------------------------AA---N----- 
 
SSC------PR------------------------------------------------- 
 
------------------------------------------------------------ 
 
-K---------------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------------------------------A---R--PALV---- 
 
V-----------------------------------CA--M--------YLIMIG---AI 
 
VMTMLG----------------------------NMAVIISIAHFKQLHS-P-TNFLILS 
 
MATTDFLLSCVVMPFSMIRSIE-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------S-CWYFG-----------------DLFCKVHSCCD 



 
IMLCTTSIFHLCFISVDR---------HYAV----------------------------- 
 
--------C-DPLH-YV--TQIT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------T-RVVGVFLLISW--SVPI-------------------- 
 
---------------F----------FAFG-L-VF---------SE--------L----N 
 
----------LI----------------GAED---------------------FV----- 
 
--AA-------I-----D------------------C-----T---------G-LCVLIF 
 
NK--LWGVLASFIA-------FFLPGTVMVGIYI----HIFTVAQKHA------------ 
 
-------------RQ---------------I----------------------------- 
 
-------------------G---------TGP-----------------------RT--- 
 
------------------------------------K-Q-------------AL------ 
 
-----S-----------------------------------------------E------ 
 
------------------------------------------------------------ 
 
-SK--------------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
MKAT-----S-----------K--------KESKA----T-KTLSIVMGVFVL------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------VLTITDPF------------------ 
 
------------------------------------I--------------D-------- 
 
F-TTPE--D--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------L-----Y--NV----------FL---------------- 



 
----------WLGYFNSTFNP--------------------------------IIYGMFY 
 
--PWFRKA---LRMIV----------TGT------------------------------- 
 
------------------------------------------------------------ 
 
-----------------------IFRSDSSTSSLHPAHP--------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Rattus_norvegicus_trace_amine_receptor_2_gi14600080 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------MNS-----------------------------PDLWYS--------------- 
 
-PETQF-----------CFA-----------------------------AA---N----- 
 
NSC------PR------------------------------------------------- 
 
------------------------------------------------------------ 
 
-K---------------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------------------------------A---R--PALV---- 
 
V-----------------------------------CA--M--------YLVMIG---AI 
 
VMTMLG----------------------------NMVVIISIAHFKQLHS-P-TNFLILS 
 
MATTDFLLSCVVMPFSMVRSIE-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 



 
------------------------------------------------------------ 
 
-------------------------S-CWYFG-----------------DLFCKVHSCCD 
 
IMLCTTSIFHLCFISVDR---------HYAV----------------------------- 
 
--------C-DPLH-YV--TQIT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------V-GVVGVFLLISW--SVPI-------------------- 
 
---------------L----------FAFG-L-VF---------SE--------L----N 
 
----------LI----------------GAED---------------------FV----- 
 
--AA-------I-----D------------------C-----T---------G-LCVLIF 
 
NK--LWGVLASFIA-------FFLPGAIMVGIYI----HIFTVARKHA------------ 
 
-------------RK---------------I----------------------------- 
 
-------------------G---------PGP-----------------------RT--- 
 
------------------------------------K-R-------------AL------ 
 
-----S-----------------------------------------------E------ 
 
------------------------------------------------------------ 
 
-SK--------------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
MKAT-----S-----------G--------KESKA----T-KTLSIVMGVFVL------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------VLTITDPF------------------ 
 
------------------------------------I--------------G-------- 
 
F-TTPE--D--------------------------------------------------- 



 
------------------------------------------------------------ 
 
---------------------L-----Y--NV----------FL---------------- 
 
----------WLGYFNSTFNP--------------------------------IIYGMFY 
 
--PWFRKA---LRMIV----------TGT------------------------------- 
 
------------------------------------------------------------ 
 
-----------------------IFRSDSSTSSLHPAHP--------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Homo_sapiens_G_protein_coupled_receptor_58_gi6739494 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
----------------------------------------M--------YSFMAG---SI 
 
FITIFG----------------------------NLAMIISISYFKQLHT-P-TNFLILS 
 
MAITDFLLGFTIMPYSMIRSVE-------------------------------------- 
 
------------------------------------------------------------ 



 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------N-CWYFG-----------------LTFCKIYYSFD 
 
LMLSITSIFHLCSVAIDR---------FYAI----------------------------- 
 
--------C-YPLL-YS--TKIT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------I-PVIKRLLLLCW--SVPG-------------------- 
 
---------------A----------FAFG-A-VF---------SE--------A----Y 
 
----------AD----------------GIEG---------------------YD----- 
 
--IL-------V-----A------------------C-----S---------S-SCPVMF 
 
NK--LWGTTLFMAG-------FFTPGSMMVGIYG----KIFAVSRKHA------------ 
 
-------------HA---------------I----------------------------- 
 
-------------------N---------NLR-----------------------EN--- 
 
------------------------------------Q----------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-NNQ-----V-----------K--------KDKKA----A-KTLGIVIGVFLL------- 
 
-------------CW---------------------------FP---------------- 
 
--------------------------CF------FTILLDPF------------------ 



 
------------------------------------L--------------N-------- 
 
F-STPV--V--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------L-----F--DA----------LT---------------- 
 
----------WFGYFNSTCNP--------------------------------LIYGFFY 
 
--PWFRRA---LKYIL----------LGK------------------------------- 
 
------------------------------------------------------------ 
 
-----------------------IFSSCFHNTILCMQKESE------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Homo_sapiens_trace_amine_associated_receptor_2_isoform_1_gi
74275344 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------------MAVSSEQ---------------------- 
 
----HELSHF-----------------------------KRTQTK--------------- 
 
-KEKFN-----------CSE-----------------------------YG---N----- 
 
RSC------PE------------------------------------------------- 
 
------------------------------------------------------------ 
 
-N---------------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------------------------------E---R--SLGV---- 
 
R-----------------------------------VA--M--------YSFMAG---SI 
 



FITIFG----------------------------NLAMIISISYFKQLHT-P-TNFLILS 
 
MAITDFLLGFTIMPYSMIRSVE-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------N-CWYFG-----------------LTFCKIYYSFD 
 
LMLSITSIFHLCSVAIDR---------FYAI----------------------------- 
 
--------C-YPLL-YS--TKIT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------I-PVIKRLLLLCW--SVPG-------------------- 
 
---------------A----------FAFG-V-VF---------SE--------A----Y 
 
----------AD----------------GIEG---------------------YD----- 
 
--IL-------V-----A------------------C-----S---------S-SCPVMF 
 
NK--LWGTTLFMAG-------FFTPGSMMVGIYG----KIFAVSRKHA------------ 
 
-------------HA---------------I----------------------------- 
 
-------------------N---------NLR-----------------------EN--- 
 
------------------------------------Q----------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



-NNQ-----V-----------K--------KDKKA----A-KTLGIVIGVFLL------- 
 
-------------CW---------------------------FP---------------- 
 
--------------------------CF------FTILLDPF------------------ 
 
------------------------------------L--------------N-------- 
 
F-STPV--V--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------L-----F--DA----------LT---------------- 
 
----------WFGYFNSTCNP--------------------------------LIYGFFY 
 
--PWFRRA---LKYIL----------LGK------------------------------- 
 
------------------------------------------------------------ 
 
-----------------------IFSSCFHNTILCMQKESE------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Rattus_norvegicus_PREDICTED_G_protein_coupled_receptor_58_p
redicted_gi62638354 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
---------M-----------------------------TSFEAQ--------------- 
 
-QETFD-----------CSE-----------------------------YG---N----- 
 
GSC------PE------------------------------------------------- 
 
------------------------------------------------------------ 
 
-N---------------------------------------------------------- 
 
------------------------------------------------------------ 



 
---------------------------------------------E---R--SLGV---- 
 
R-----------------------------------AA--M--------YSLMAG---AI 
 
FITIFG----------------------------NLVMIISISYFKQLHT-P-TNLLILS 
 
MAVTDFLLGFTIMPYSMVRSVE-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------N-CWYFG-----------------LTFCKIHYSFD 
 
LMLSITSIFHLCSVAIDR---------FYAI----------------------------- 
 
--------C-HPLH-YC--TKMT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------I-PVVKRLLLVCW--SVPG-------------------- 
 
---------------A----------FAFG-V-VF---------SE--------A----Y 
 
----------AD----------------GIEG---------------------YD----- 
 
--IL-------V-----A------------------C-----S---------S-SCPVMF 
 
NK--LWGTTLFVAG-------FFTPSSMMVGIYG----KIFAVSKKHA------------ 
 
-------------RV---------------I----------------------------- 
 
-------------------D---------NLP-----------------------EN--- 
 
------------------------------------Q----------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 



 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-NNQ-----M-----------R--------KDKKA----A-KTLGIVMGVFLL------- 
 
-------------CW---------------------------FP---------------- 
 
--------------------------CF------FTILLDPF------------------ 
 
------------------------------------L--------------N-------- 
 
F-STPA--I--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------L-----F--DA----------LT---------------- 
 
----------WFGYFNSTCNP--------------------------------LIYGFFY 
 
--PWFRRA---LRYIL----------LGK------------------------------- 
 
------------------------------------------------------------ 
 
-----------------------IFSSHFHNTNLFTQKETE------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Mus_musculus_trace_amine_associated_receptor_2_gi56605936 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
---------M-----------------------------ASFEAQ--------------- 
 
-QETFD-----------CSE-----------------------------YG---N----- 
 
GSC------PE------------------------------------------------- 
 
------------------------------------------------------------ 



 
-N---------------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------------------------------E---R--SLGV---- 
 
R-----------------------------------AA--M--------YSLMAC---AI 
 
FITIFG----------------------------NLAMIISISYFKQLHT-P-TNLLILS 
 
MAVTDFLLGFTIMPYSMVRSVE-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------N-CWYFG-----------------LTFCKIHYSFD 
 
LMLSITSIFHLCSVAVDR---------FYAI----------------------------- 
 
--------C-HPLH-YC--TKMT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------I-PVVRRLLLVCW--SVPG-------------------- 
 
---------------A----------FAFG-V-VF---------SE--------A----Y 
 
----------AD----------------GIEG---------------------YD----- 
 
--IL-------V-----A------------------C-----S---------S-SCPVMF 
 
NK--LWGTTLFVAG-------FFTPSSMMVGIYG----KIFAVSKKHA------------ 
 
-------------RV---------------I----------------------------- 
 
-------------------D---------NLP-----------------------EN--- 
 
------------------------------------Q----------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 



 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-NNQ-----M-----------R--------KDKKA----A-KTLGIVMGVFLL------- 
 
-------------CW---------------------------FP---------------- 
 
--------------------------CF------FTILLDPF------------------ 
 
------------------------------------L--------------N-------- 
 
F-STPA--V--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------L-----F--DA----------LT---------------- 
 
----------WFGYFNSTCNP--------------------------------LIYGFFY 
 
--PWFRRA---LKYIL----------LGK------------------------------- 
 
------------------------------------------------------------ 
 
-----------------------IFSSHFHNTNLFTQKETE------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Panulirus_interruptus_type_1_dopamine_receptor_gi82623604 
 
---------------------------------------------------------MIP 
 
SITANRSANWEKHVHSLFGLRVSDFPPDGKGVRLDDTPFILDGLAPQGEAGEGWQQGIGV 
 
HAHAPLPPWDNGKPVGEQTATSETRILTPQTGERGSWLLRTLPEAEEVGGEAADHGAGRF 
 
SDNNYLENYLENTRGRSDAGETKYGTNFAVDASRDGESNWWFTTADTTGPLLLDAQDNAT 
 
NWINET-----------SWT-----------------WNADSPPLSLNVSLACKNLSVNG 



 
SGC------SL------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------EEPTP--LV--VTPE---- 
 
S-----------------------------------LA--L--------CLLLLF---FA 
 
VSTIFG----------------------------NGLVIVAVARERYLH-TV-TNYFIMS 
 
LAVADCLVGALVMPFSALYDSF-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------D-YWPFG-----------------PDFCDVWRSFD 
 
VLASTASILNLCVISLDR---------YWAI----------------------------- 
 
--------T-DPFS-YP--SRMS------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-RRACMLIALVW--VCSA-------------------- 
 
---------------L----------ISFP----A---------IA--------W----W 
 
----------RA------------------------------------------------ 
 
-----------V-----S-------------DPHPVG-----------------ACPFTE 
 
DL--SYLVFSSTIS-------FYGPLFVMVFTYF----RIYRAATEQT------------ 
 
-------------RS--------------------------------------------- 
 
-----------LKLGQKLVS-SMGDGEMELTL---------------------RIHR--- 
 
----------------------------------------------------GG------ 



 
-VGGGG------------------------------------------------------ 
 
----------TGGSTSSNGNGVHRAHYPAGKT-------------------------Y-S 
 
CAQENGG----------------------------------------------------- 
 
------ISDAHGIGPPLDDGESCPLGPMHEGA---------------------------- 
 
------------------------------------------------------------ 
 
----------------------------------------SPDSSTKVVSRNLKNFSISR 
 
KLCK-----F-----------A--------KEKKA----A-KTLGIVMGVFIV------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------VTNLLSGL------------------ 
 
------------------------------------C--GE------------------- 
 
R-CIRE--P--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------A-----LVDGV----------VT---------------- 
 
----------WLGWINSAMNP--------------------------------VIYACWA 
 
--KDFRRA---FTRIL--------CSCCP--RRCRKRYQTRWKGGIAQVIV--------- 
 
------------------------------------------------------------ 
 
-TPVVSTLNTSFMKTGGPRPYPPGPYSPVAPTLATALVAATVVPPTSS------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Papilio_xuthus_dopamine_receptor_gi56044552 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 



 
------------------------------MNASEP---EILVAKGQ------------Y 
 
EISQIG-----------PEY-----------------IWESKAFNIGIEFNASFD----- 
 
NST------GY------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------NITDN--SA--ELWN---- 
 
D-------YIHLLQDR---------------------------------ALLVTFLLLFS 
 
LTTVFG----------------------------NMLVIMAVVRERYLH-TS-TNYFVTS 
 
LAVADCLVGLVVMPFSALYEVL-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------EHTWFFG-----------------VDWCDVWRSLD 
 
VLFSTASILNLCVISLDR---------YWAI----------------------------- 
 
--------T-DPIT-YP--MRMS------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------G-RKAAFLIAAVW--VCSG-------------------- 
 
---------------A----------ISFP----A---------IA--------W----W 
 
----------RA------------------------------------------------ 
 
-----------V-----R-------------L---EE---VPD---------Y-KCPFTE 
 
NL--EYIIFSSTIS-------FYLPLFVMVFTYY----RIYRAATIQT------------ 
 
-------------RS--------------------------------------------- 



 
-------------------L--------KIGT-----------------------KQ--- 
 
----------------------------------------------------VM------ 
 
-RPSGE------------------------------------------------------ 
 
------------------LELTLRIHRGGTVR-------------------------Q-R 
 
ADVCHGG----------------------------------------------------- 
 
-------CTPEEHDQEPLTALQNNGLSRSSTR---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------LTNVTHTKHLPKNFSLSR 
 
KLAK-----F-----------A--------KEKKA----A-KTLGIVMGVFIV------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------VVNLLSGI------------------ 
 
------------------------------------C--SS------------------- 
 
C-ITHE--E--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------------IVNVV----------VT---------------- 
 
----------WLGWVNSSMNP--------------------------------VIYACWS 
 
--RDFRRA---FLRIL--------CTCCP--RKLRRKYQPQLRFKQSQLRT--------- 
 
------------------------------------------------------------ 
 
------------TRRYYSSSELVGIQQVRQNSCEQTYI---------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Apis_mellifera_dopamine_receptor_type_D2_gi20336615 
 
------------------------------------------------------------ 



 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
---------------------------------------MNESAVYL------------L 
 
GSEEEG-----------NQL-----------------------------NRSFYS----- 
 
ASY------PP------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------QNRSQ--EE--DLWN---- 
 
L-------ATDR------------------------AG--L--------AILLFL---FS 
 
VATVFG----------------------------NTLVILAVVRERYLH-TA-TNYFVTS 
 
LAFADCLVGLVVMPFSAIYEVL-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------ENRWLFT-----------------TDWCDVWRSLD 
 
VLFSTASILNLCVISLDR---------YWAI----------------------------- 
 
--------T-DPFT-YP--SKMS------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------R-RRAAVLIAIVW--ICSS-------------------- 
 
---------------A----------ISFP-A-IV-------------------W----W 
 
----------RA------------------------------------------------ 
 
-----------V-----R-------------T---EE---VPE---------D-KCPFTE 



 
HL--GYLIFSSTIS-------FYLPLFVMVFTYY----KIYRAAVIQT------------ 
 
-------------KS--------------------------------------------- 
 
-------------------L--------KLGT-----------------------KQ--- 
 
----------------------------------------------------VL------ 
 
-MASGE------------------------------------------------------ 
 
-----------LELTLRIHRGGGTNTDARHLF-------------------------R-T 
 
ASSTPED----------------------------------------------------- 
 
------LQDLEEPLTTIQHNNCLTRIPSTRIN---------------------------- 
 
------------------------------------------------------------ 
 
-----------------------------------------------KQHTRGNNFSLSR 
 
KLAK-----F-----------A--------KEKKA----A-KTLGIVMGVFII------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------VVNLWSGF------------------ 
 
------------------------------------C--SQ------------------- 
 
C-IWQE--K--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------IV----F--AA----------VT---------------- 
 
----------WLGWINSGMNP--------------------------------VIYACWS 
 
--RDFRRA---FVRIL--------CACCP--GRVRRRYQPAFRCKPSQRFA--------- 
 
------------------------------------------------------------ 
 
------------SGRYYSAYSLHHVRSSRESSCEQTYI---------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 



 
>Anopheles_gambiae_str_PEST_ENSANGP00000001531_gi30177766 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------------------------MMSN------------A 
 
SEVPWE-----------FLQ-----------------LTALTNISFYNVSHGSVE----- 
 
FSI------NC------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------GSVVP--NF--SNYI---- 
 
V-------SLPNDK-----------------------------------AGLLTFLLLFS 
 
FTTVFG----------------------------NSLVILAVIRERYLH-TA-TNYFVTS 
 
LAVADCLVGLVVMPFSALYEVL-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------QNTWFFG-----------------TDWCDIWRSLD 
 
VLFSTASILNLCVISLDR---------YWAI----------------------------- 
 
--------T-DSFS-YP--MKMT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------R-QKAVVLIAAVW--ICSS-------------------- 
 
---------------A----------ISFP-A-IL-------------------W----W 



 
----------RA------------------------------------------------ 
 
-----------V-----R-------------E---TD---MLP---------F-KCTFTE 
 
HL--GYLVFSSIIS-------FYLPLIVMVFTYC----RIYRAAAVQT------------ 
 
-------------RS--------------------------------------------- 
 
-------------------L--------KLGT-----------------------KQ--- 
 
-----------------------------VLMASGELQLTLRIHRGG---TTRE------ 
 
-RLNHP-----------------------------------------------------R 
 
LAASDHYQQFQHLDQMQPNTQPSLSTQHQFPL-------------------------K-K 
 
LHQLQTT----------------------------------------------------- 
 
------NSTPDDPDEEPLSALENNGIGGRHRV---------------------------- 
 
------------------------------------------------------------ 
 
--------------------------------------------------HMGKHFSLSR 
 
KLTK-----F-----------A--------KEKKA----A-KTLGIVMGVFIV------- 
 
-------------CW---------------------------MP---------------- 
 
--------------------------FF------VVNLLSGF------------------ 
 
------------------------------------C--MD------------------- 
 
C-IAHE--E--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------------IVSAV----------VT---------------- 
 
----------WLGWINSGMNP--------------------------------VIYACWS 
 
--RDFRRA---FLRIL-----------CV--CCPRKLRLKYQPTRRSIASI--------- 
 
------------------------------------------------------------ 
 
-------------GFETMLLHLLTSWDTTSAAKLMRTDAY-------------------- 
 
------------------------------------------------------------ 



 
------------------------------------------------------------ 
 
--------------------------- 
 
>Drosophila_pseudoobscura_GA15061_PA_gi54637489 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------PEAEAEAEGAAASAIVEP---------------------- 
 
----LLALLRGDFLNKTQTQTQTRAPASFYSSYNIS---EDVYFYFN------------G 
 
LSAMPT-----------STE-----------------LALNGSGATTTMGPLSST----- 
 
ISS------SS------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------TTPEP--DL--SEFL---- 
 
E-------ALPNDR----------------------VG--L--------LAFLFL---FS 
 
FATVFG----------------------------NSLVILAVIRERYLH-TA-TNYFITS 
 
LAVADCLVGLVVMPFSALYEVL-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------ENTWFFG-----------------TDWCDIWRSLD 
 
VLFSTASILNLCVISLDR---------YWAI----------------------------- 
 
--------T-DPFS-YP--MRMT------------------------------------- 
 
------------------------------------------------------------ 



 
---------------------V-KRAAGLIAAVW--ICSS-------------------- 
 
---------------A----------ISFP-A-IV-------------------W----W 
 
----------RA--------------ARDGEM---------------------------- 
 
--PA-------Y------------------------------------------KCTFTE 
 
HL--GYLVFSSTIS-------FYLPLLVMVFTYC----RIYRAAVIQT------------ 
 
-------------RS--------------------------------------------- 
 
-------------------L--------KIGT-----------------------KQ--- 
 
----------------------------------------------------VL------ 
 
-MASGE------------------------------------------------------ 
 
-----LQLTLRIHRGGTTRDQANQVHSHSHSH-------------------------H-- 
 
HHPNHGG----------------------------------------------------- 
 
---GTTTSTPEEPDDEPLSALHNNGLARHRHM---------------------------- 
 
------------------------------------------------------------ 
 
----------------------------------------------------GKNFSLSR 
 
KLAK-----F-----------A--------KEKKA----A-KTLGIVMGVFIV------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------VVNLLSGF------------------ 
 
------------------------------------C--ME------------------- 
 
C-IEHE--E--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------------IVSAI----------VT---------------- 
 
----------WLGWINSCMNP--------------------------------VIYACWS 
 
--RDFRRA---FVRLL--------CMCCP--RKIRRKYQPTMRSKSQCHVA--------- 
 
------------------------------------------------------------ 



 
---------------AAMVAASTSFGYHSVNQLDRTLM---------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Drosophila_melanogaster_CG18741_PB_isoform_B_gi23172580 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
---------------------MVDDNGSSPEVEGAEGA---------------------- 
 
----GAPLLALLRVDGLNQTQTRSPSPSFFGSYNIS---EDVYFYFN------------G 
 
LPTSTE-----------LVL-----------------NATTSATSATLSPAMVAT----- 
 
GGG------GT------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------TTPEP--DL--SEFL---- 
 
E-------ALPNDR----------------------VG--L--------LAFLFL---FS 
 
FATVFG----------------------------NSLVILAVIRERYLH-TA-TNYFITS 
 
LAVADCLVGLVVMPFSALYEVL-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------ENTWFFG-----------------TDWCDIWRSLD 
 
VLFSTASILNLCVISLDR---------YWAI----------------------------- 



 
--------T-DPFS-YP--MRMT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------V-KRAAGLIAAVW--ICSS-------------------- 
 
---------------A----------ISFP-A-IV-------------------W----W 
 
----------RA--------------ARDGEM---------------------------- 
 
--PA-------Y------------------------------------------KCTFTE 
 
HL--GYLVFSSTIS-------FYLPLLVMVFTYC----RIYRAAVIQT------------ 
 
-------------RS--------------------------------------------- 
 
-------------------L--------KIGT-----------------------KQ--- 
 
-------------------------------VLMASGELQLTLRIHR---GGTT------ 
 
-RDQQN------------------------------------------------------ 
 
-----QVSGGGGGGGGGGGGGGSLSHSHSHSH-------------------------H-- 
 
HHHNHGG----------------------------------------------------- 
 
---GTTTSTPEEPDDEPLSALHNNGLARHRHM---------------------------- 
 
------------------------------------------------------------ 
 
----------------------------------------------------GKNFSLSR 
 
KLAK-----F-----------A--------KEKKA----A-KTLGIVMGVFII------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------VVNLLSGF------------------ 
 
------------------------------------C--IE------------------- 
 
C-IEHE--E--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------------IVSAI----------VT---------------- 
 
----------WLGWINSCMNP--------------------------------VIYACWS 



 
--RDFRRA---FVRLL--------CMCCP--RKIRRKYQPTMRSKSQRFAT--------- 
 
------------------------------------------------------------ 
 
-------------RRCYSTCSLHGIQHVRHNSCEQTYI---------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Drosophila_melanogaster_RH55627p_gi33636465 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------MVDDNGSSPEVEGAEGAGAPLLALLRVDGLNQTQTRS 
 
PSPSFF-----------GSYNISEDVYFYFNGLPTSTELVLNATTSATSATLSPAMVATG 
 
GGG--------------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
----------------------------------------TTTPEP--DLSEFLEALPND 
 
R------------------------------------------------VGLLAFLFLFS 
 
FATVFG----------------------------NSLVILAVIRERYLH-TA-TNYFITS 
 
LAVADCLVGLVVMPFSALYEVL-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 



 
-------------------------ENTWFFG-----------------TDWCDIWRSLD 
 
VLFSTASILNLCVISLDR---------YWAI----------------------------- 
 
--------T-DPFS-YP--MRMT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------V-KRAAGLIAAVW--ICSS-------------------- 
 
---------------A----------ISFP-A-IV-------------------W----W 
 
----------RA------------------------------------------------ 
 
---------------------------------ARDG-EMPAY-----------KCTFTE 
 
HL--GYLVFSSTIS-------FYLPLLVMVFTYC----RIYRAAVIQT------------ 
 
-------------RS--------------------------------------------- 
 
-------------------LKIGTKQVLMASG---------------ELQLTLRIHR--- 
 
----------------------------------------------------GG------ 
 
-TTRDQ------------------------------------------------------ 
 
-----QNQVSGGGGGGGGGGGGGGSLSHSHSH-------------------------SHH 
 
HHHNHGG----------------------------------------------------- 
 
---GTTTSTPEEPDDEPLSALHNNGLARHRHM---------------------------- 
 
------------------------------------------------------------ 
 
--------------------------------------------------GKNFSLSRKL 
 
AKFA--------------------------KEKKA----A-KTLGIVMGVFII------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------VVNLLSGF------------------ 
 
------------------------------------C----------------------I 
 
E-CIEH-EE--------------------------------------------------- 
 
------------------------------------------------------------ 



 
---------------------------IVSAI----------VT---------------- 
 
----------WLGWINSCMNP--------------------------------VIYACWS 
 
--RDFRRA---FVRLL--------CMCCP--REIRRKYQPTMRSKSQCHVA--------- 
 
------------------------------------------------------------ 
 
------------AAMVAASTSFGYHSVNQIDRTLM------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Drosophila_melanogaster_CG18741_PA_isoform_A_gi10726848 
 
------------------------------------------------------------ 
 
---------------------------MVDDNGSSPEVEGAEGAGAPLLALLRVDGLNQT 
 
QTRSPSPSFFGSYNISEDVYFYFNGLPTSTELVLNATT---------------------- 
 
----SATSAT-----------------------------LSPAMV--------------- 
 
-ATGGG-----------GTT-----------------------------TP---E----- 
 
PDL------SE------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------------------------FLE---A--LPND---- 
 
R-----------------------------------VG--L--------LAFLFL---FS 
 
FATVFG----------------------------NSLVILAVIRERYLH-TA-TNYFITS 
 
LAVADCLVGLVVMPFSALYEVL-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 



 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------ENTWFFG-----------------TDWCDIWRSLD 
 
VLFSTASILNLCVISLDR---------YWAI----------------------------- 
 
--------T-DPFS-YP--MRMT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------V-KRAAGLIAAVW--ICSS-------------------- 
 
---------------A----------ISFP-A-IV-------------------W----W 
 
----------RA------------------------------------------------ 
 
--AR----DGEM-----P------------------A-----Y-----------KCTFTE 
 
HL--GYLVFSSTIS-------FYLPLLVMVFTYC----RIYRAAVIQT------------ 
 
-------------RS---------------L----------------------------- 
 
-------------------K---------IGT-----------------------KQ--- 
 
---------VLMA-------SGELQLTLRIHRGGTTR-D-------------QQ------ 
 
--NQVS------------------------------------------------------ 
 
-----GGGGGGGGGGGGGGSLSH---SHSHSH-------------------------H-- 
 
HHHNHGG---------------------------G------------------------- 
 
----TTTSTPEEPDDEPLSALHNNGLARHRHM---------------------------- 
 
------------------------------------------------------------ 
 
----------------------------------------------------GKNFSLSR 
 
KLAK-----F-----------A--------KEKKA----A-KTLGIVMGVFII------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------VVNLLSGF------------------ 
 
------------------------------------C---I----------E-------- 



 
C-IEHE--E--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------I----VS--AI----------VT---------------- 
 
----------WLGWINSCMNP--------------------------------VIYACWS 
 
--RDFRRA---FVRLL--------CMCCP--RKIRRKYQPTMRSKSQCHVA--------- 
 
------------------------------------------------------------ 
 
---------------AAMVAASTSFGYHSVNQIDRTLM---------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Apis_mellifera_octopamine_receptor_gi58585080 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
---------------------------------------MRSVFVAFLPVKSFRESRCSV 
 
RCSAAS-----------GLR-----------------WFEIWRDSLPTKMRELNA----- 
 
TAC------AA------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
----------------------------------------LYERVE--WS--GPWI---- 
 
------------------------------------LV--T--------LIVLAI---VN 
 
VMVVLG----------------------------NVLVILAVYHTSKLR-NV-TNMFIVS 
 
LAVADLMVGLAVLPFSATWEVF-------------------------------------- 



 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------K-VWIFG-----------------DLWCSIWLAVD 
 
VWMCTASILNLCAISLDR---------YLAV----------------------------- 
 
--------T-RPVS-YP--QIMS------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-RRARLLVATVW--ILSF-------------------- 
 
---------------V----------ICFP-P--L---------VG--------W----K 
 
----------DK------------------------------------------------ 
 
--RSHPAYNMTF-----A-------------QNGPFN---TTTIFVPVKPCPW-ICELTN 
 
DA--GYVVYSALGS-------FYIPMLVMLFFYW----RIYNAAVSTT------------ 
 
-------------KA--------------------------------------------- 
 
-------------------I-NQGFRTTKSSK---------------------MFGS--- 
 
--------------------------------RFDEERLTLRIHRGRGSVHNGS------ 
 
-NNGSP-----------------------------------------------RSPESNS 
 
RCSVKREKIKISVSYPSTETLNTKCNTLERTP-------------------------S-K 
 
CSQTSVH---------------------------------------------------YS 
 
NGQTHSQLCPTPRSTHLKVSGINRVGSTRRPS---------------------------- 
 
------------------------------------------------------------ 
 
-------------------RRNSCESQMMGDEMSLRELTQVTEEKPRVMKMGKRNIKAQV 
 
KRFR-----M---------------------ETKA----A-KTLGIIVGGFIL------- 
 
-------------CW---------------------------LP---------------- 



 
--------------------------FF------TMYLVRAF------------------ 
 
------------------------------------C--------------R-------- 
 
N-CIHP--T--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------V-----F--SV----------LF---------------- 
 
----------WLGYCNSAINP--------------------------------CIYALFS 
 
--KDFRFA---FKSII-----------CK--CFCKRRTNTLRRGSDGSQLA--------- 
 
------------------------------------------------------------ 
 
-------MRNDRSPSYSMQVPQQGASIDDSDPDPSSEPTVHSQSESR------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Balanus_amphitrite_G_protein_coupled_receptor_gi1510125 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-MEGPP-----------LSP-----------------------------APADNV----- 
 
TLN------VS------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------CGRPA--TL--FDWA---- 
 
D-------HR--------------------------LI--S--------LLALAF---LN 



 
LMVVAG----------------------------NLLVVMAVFVHSKLR-TV-TNLFIVS 
 
LACADLLVGMLVLPFSATLEVL-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------D-VWLYG-----------------DVWCSVWLAVD 
 
VWMCTSSILNLCAISLDR---------YLAV----------------------------- 
 
--------S-QPIS-YP--SLMS------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------T-RRAKQLIAAVW--VLSF-------------------- 
 
---------------V----------ICFP-P--L---------VG--------W----N 
 
----------DR------------------------------------------------ 
 
--PGTLIGSRGS-----S------------------A----CR---------L-TCELTN 
 
ER--GYVIYSALGS-------FFLPSTVMLFFYG----RIYRTAVSTT------------ 
 
-------------RA--------------------------------------------- 
 
-----------------------------IAQ---------------------GFRT--- 
 
----------------------------------------------------TK------ 
 
-EDEEG-----------------------------------------------RLTLRIH 
 
RGRSVTQRAEQAAAGGARAHGQVRLTLSEPGA-------------------------R-- 
 
RQNKPSF----------------------------------------------------- 
 
---VVHCREDSRAKNQYEIYTVVEGDSRPGRR---------------------------- 
 
------------------------------------------------------------ 
 
--------------------VPQPQRPAKKLSSASQSSEDDSRPPRFISRVSRRNVRHQA 



 
RRFR-----M---------------------ETKA----A-KTVGIIVGLFIL------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------VCYLVRGF------------------ 
 
------------------------------------C--------------A-------- 
 
D-CVPP--L--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------L-----F--SV----------FF---------------- 
 
----------WLGYCNSAVNP--------------------------------CVYALCS 
 
--RDFRFA---FSSIL-----------CK--CVCRRGAMEARFRRTLLVGN--------- 
 
------------------------------------------------------------ 
 
------------------------RSQTEEDCEVAD------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Balanus_amphitrite_Probable_G_protein_coupled_receptor_No9_
gi6226822 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
---------------------------------------MEGPPL--------------- 
 
-SPAPA-----------DNV-----------------------------TL---N----- 
 
VSC------GR------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



------------------------------------------------------------ 
 
-------------------------------------------PAT---L--FDWA---- 
 
D-------HR--------------------------LI--S--------LLALAF---LN 
 
LMVVAG----------------------------NLLVVMAVFVHSKLR-TV-TNLFIVS 
 
LACADLLVGMLVLPFSATLEVL-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------D-VWLYG-----------------DVWCSVWLAVD 
 
VWMCTSSILNLCAISLDR---------YLAV----------------------------- 
 
--------S-QPIS-YP--SLMS------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------T-RRAKQLIAAVW--VLSF-------------------- 
 
---------------V----------ICFP-P--L---------VG--------W----N 
 
----------DR------------------------------------------PGTLIG 
 
SRGS-------S-----A------------------C-----R---------L-TCELTN 
 
ER--GYVIYSALGS-------FFLPSTVMLFFYG----RIYRTAVSTT------------ 
 
-------------RA--------------------------------------------- 
 
-------------------I---------AQG-----------------------FR--- 
 
------------------------------------T-T-------------KE------ 
 
--DEEG------------------------------------------------------ 
 
----------RLTLRIHRGRSVT---QRAEQA-------------------------A-- 
 
AGGARAH---------------------------G------------------------- 
 



----QVRLTLSEPGARRQNKPSFVVHCREDSR---------------------------- 
 
----------------------------------------AKNQYEIYTVVEGDS----- 
 
----------------RPGRRVPQPQRPAKKLSSASQSSEDDSRPPRFISRVSRRNVRHQ 
 
ARRF-----R--------------------METKA----A-KTVGIIVGLFIL------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------VCYLVRGF------------------ 
 
------------------------------------C--------------A-------- 
 
D-CVPP--L--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------L-----F--SV----------FF---------------- 
 
----------WLGYCNSAVNP--------------------------------CVYALCS 
 
--RDFRFA---FSSIL-----------CK--CVCRRGAMERRFRRTLLVGN--------- 
 
------------------------------------------------------------ 
 
--------------------RSQTEEDCEVAD---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Drosophila_pseudoobscura_GA11376_PA_gi54637314 
 
------------------------------------------------------------ 
 
-----------------------------------------------RRRRHQSNHRTLI 
 
STATLTLLILFLSSWVAYAAAKAATTATPPQLEESGTE---------------------- 
 
----SESVTITDFNSSSAFLGAVAAASSSASASAFT---ATTALPYP------------Y 
 
SSVSLN-----------SSP-----------------VAIIAHQGITSSIADNNT----- 
 
TLG------PL------------------------------------------------- 
 



------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------SDTPL--LI--EEFA---- 
 
A-------GEFVLPPLQS------------------IF--V--------SLVLLI---VI 
 
LGTVVG----------------------------NVLVCIAVCMVRKLR-RP-CNYLLVS 
 
LALSDLCVALLVMPMALLYEVL-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------E-KWNFG-----------------PLLCDIWVSFD 
 
VLCCTASILNLCAISVDR---------YLAI----------------------------- 
 
--------T-KPLE-YG--VKRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-RRMMLCVMVVW--LAAA-------------------- 
 
---------------C----------ISLP-P-LL---------IL-------------G 
 
----------NE------------------------------------------------ 
 
-----------H-----E-------------D---ED---GMP-----------ICTVCQ 
 
NF--AYQIYATLGS-------FYIPLSVMLFVYY----QIFRAARRIV------------ 
 
-------------LE--------------------------------------------- 
 
-------------------E--------KRAQ---------------------THLQ--- 
 
----------------------------------------------------KA------ 
 
-LNGKG------------------------------------------------------ 
 



-------------SPTAADPPLGHTELVSGNG-------------------------Q-- 
 
RHSSVGN----------------------------------------------------- 
 
-----TSLTYSTCGGLSSGGGAISGGPSGGHH---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------GGHHGSGGGASGSTGLLGSPHHKK 
 
LRFQ-----L-----------A--------KEKKA----S-TTLGIIMSAFTV------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------ILALIRPF------------------ 
 
------------------------------------E--------------T-------- 
 
M-HVPP--S--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------L-----S--SL----------FL---------------- 
 
----------WLGYANSLLNP--------------------------------IIYATLN 
 
--RDFRKP---FQEIL----------YFR--CSSLNTMMRENYYQDQYGEP--------- 
 
------------------------------------------------------------ 
 
---------------PSQRVMLGDERHGARESFL-------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Drosophila_melanogaster_LD04507p_gi21428400 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------------------------------------MALSG 
 
QDWRRHQSHRQHRNHRTQGNHQKLISTATLTLFVLFLSSWIAYAAGKATVPAPLVEGETE 
 



SATSQDFNSSSAFLGAIASASSTGSGSGSGSGSGSGSGSGSYGLASMNSSPIAIVSYQGI 
 
TSSNLGDSNTT------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------------------LVPLSDTP--LLLEEFAA---- 
 
------------------------------------GEFVLPPLTSIFVSIVLLI---VI 
 
LGTVVG----------------------------NVLVCIAVCMVRKLR-RP-CNYLLVS 
 
LALSDLCVALLVMPMALLYEVL-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------E-KWNFG-----------------PLLCDIWVSFD 
 
VLCCTASILNLCAISVDR---------YLAI----------------------------- 
 
--------T-KPLE-YG--VKRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-RRMMLCVGIVW--LAAA-------------------- 
 
---------------C----------ISLP-PLLI---------LG-------------N 
 
----------EH------------------------------------------------ 
 
-----------------E------------------D-EEGQP-----------ICTVCQ 
 
NF--AYQIYATLGS-------FYIPLSVMLFVYY----QIFRAARRIV------------ 
 
-------------LE--------------------------------------------- 
 
-------------------E-----------------------------------KR--- 
 



----------------------------------------------------AQTHLQQA 
 
LNGTGS------------------------------------------------------ 
 
------------------PSAPQAPPLGHTEL---------------------------- 
 
ASSGNGQ----------------------------------------------------- 
 
-RHSSVGNTSLTYSTCGGLSSGGGALAGHGSG---------------------------- 
 
------------------------------------------------------------ 
 
-------------------------------------------GGVSGSTGLLGSPHHKK 
 
LRFQ-----L-----------A--------KEKKA----S-TTLGIIMSAFTV------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------ILALIRPF------------------ 
 
------------------------------------E----------------------- 
 
T-MHVP-AS--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------L-----S--SL----------FL---------------- 
 
----------WLGYANSLLNP--------------------------------IIYATLN 
 
--RDFRKP---FQEIL----------YFR--CSSLNTMMRENYYQDQYGEP--------- 
 
------------------------------------------------------------ 
 
---------------PSQRVMLGDERHGARESFL-------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Drosophila_melanogaster_serotonin_receptor_7_fruit_fly_gi10
3373 
 
------------------------------------------------------------ 
 
---------------------------------------------------MALSGQDWR 



 
RHQSHRQHRNHRTQGNHQKLISTATLTLFVLFLSSWIA---------------------- 
 
----YAAGKATVPAPLVEGETESATSQDFNSSSAFL---GAIASA--------------- 
 
-SSTGS-----------GSG-----------------------------SG---S----- 
 
GSG------SG------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------SGSGSYGLASMNSSPIAIVSYQGITSTNLG 
 
DSNTTLVPLSDTPLLLEEFA---------------------AGEFV---L--RPLT---- 
 
S-----------------------------------IF--V--------SIVLLI---VI 
 
LGTVVG----------------------------NVLVCIAVCMVRKLR-RP-CNYLLVS 
 
LALSDLCVALLVMPMALLYEVL-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------E-KWNFG-----------------PLLCDIWVSFD 
 
VLCCTASILNLCAISVDR---------YLAI----------------------------- 
 
--------T-KPLE-YG--VKRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-RRMMLCVGIVW--LAAA-------------------- 
 
---------------C----------ISLP-P-LL---------IL--------G----N 
 
--------EHED------------------------------------------------ 
 
-----------E-----E------------------G-----Q---------P-ICTVCQ 
 
NF--AYQIYATLGS-------FYIPLSVMLFVYY----QIFRAARRIV------------ 



 
-------------LE--------------------------------------------- 
 
-------------------E---------KRA-----------------------QT--- 
 
--------------------------------------H-------------LQ------ 
 
--QALN------------------------------------------------------ 
 
----------GTGSPSAPQAPPL---GHTELA-------------------------S-- 
 
SGNGQRH---------------------------S------------------------- 
 
----SVGNTSLTYSTCGGLSSGGGALAGHGSG---------------------------- 
 
------------------------------------------------------------ 
 
-------------------------------------------GGVSGSTGLLGSPHHKK 
 
LRFQ-----L-----------A--------KEKKA----S-TTLGIIMSAFTV------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------ILALIRPF------------------ 
 
------------------------------------E---T------------------- 
 
M-HVPA--S--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------L-----S--SL----------FL---------------- 
 
----------WLGYANSLLNP--------------------------------IIYATLN 
 
--RDFRKP---FQEIL----------YFR--CSSLNTMMRENYYQDQYGEP--------- 
 
------------------------------------------------------------ 
 
---------------PSQRVMLGDERHGARESFL-------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Anopheles_gambiae_str_PEST_ENSANGP00000012916_gi55241351 



 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
---------------------------------------------------------MTL 
 
VWPDSDSSTTSSTILATVVGGSATVGLEPGSSIPTPFAVLLAHNQTTGDHGFGHGFTGDG 
 
GDAGGS-----------GSG-----------------EAIVGPAASIGIGGSLGVPLAGG 
 
TTV------AT------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------IVSSTLANATLSEHEL--DL--DTIR---- 
 
K-----------------------------------VI--I--------CIVLLA---VI 
 
FGTIVG----------------------------NILVCVAVCLVRKLR-RP-CNYLLVS 
 
LAVSDLCVACLVMPPALMYEVL-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-EWNFG-----------------RVFCDIWVSFD 
 
VLSCTASILNLCAISVDR---------YWAI----------------------------- 
 
--------T-KPLE-YG--VKRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-RRMMLCVALVW--LAAA-------------------- 
 
---------------C----------ISLP-P-LL---------IL-------------G 
 
----------NK------------------------------------------------ 



 
-----------H-----T-------------IGEGPD---QRP-----------FCAVCE 
 
DV--GYQIYATLGS-------FYIPLAVMLFVYY----QIFRAARRIV------------ 
 
-------------KD--------------------------------------------- 
 
-------------------E-----------------------------------KR--- 
 
----------------------------------------------------AQ------ 
 
-TRLEN------------------------------------------------------ 
 
---------------------------------------------------------S-L 
 
AVDKTST----------------------------------------------------- 
 
-----TAATTTTTTTSMSLKPPDSIVPAMSVG---------------------------- 
 
------------------------------------------------------------ 
 
----------------------------------------------------GGSPHQKK 
 
LRFQ-----L-----------A--------KERKA----S-TTLGIIMSAFTI------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------ILALVRPL------------------ 
 
------------------------------------M----------------------- 
 
D-DDYP--T--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------L-----S--SF----------FL---------------- 
 
----------WLGYANSLLNP--------------------------------IIYATLN 
 
--RDFRKP---FQEIL----------YFR--CSNLNILMREDFYHSQYGEP--------- 
 
------------------------------------------------------------ 
 
-------------GSQRFVLENEGQHTARESFL--------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 



 
--------------------------- 
 
>Aedes_aegypti_5_hydroxytryptamine_7_receptor_gi12231866 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
---------------------------------------MDPTVFPLLSTLLQQSSAQVL 
 
PIGDGP-----------TSTVASGVAEVAIINATATINFLEYLLTGNSSSASVSATAIAT 
 
SLPALVDRLTP------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------TSSTSSLLDELGGTSESSPAEP--VNVLTIQT---- 
 
------------------------------------IV--I--------SIVLLA---VI 
 
IGTIVG----------------------------NVLVCVAVCLVRKLR-RP-CNYLLVS 
 
LAISDLCVAVLVMPPALLYEVL-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------E-EWKFG-----------------TVFCDIWVSFD 
 
VLSCTASILNLCAISVDR---------YWAI----------------------------- 
 
--------T-KPLE-YG--VKRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-RRMIACIVLVW--LVAA-------------------- 



 
---------------C----------ISLP-P-LL---------IL-------------G 
 
----------NE------------------------------------------------ 
 
-----------------H------------------M-TNGQP-----------SCSVCQ 
 
NF--FYQIYATLCA-------FYIPLAVMLFVYF----QIFRAARRIV------------ 
 
-------------NE--------------------------------------------- 
 
-------------------E-----------------------------------KR--- 
 
----------------------------------------------------AQ------ 
 
-KHLET------------------------------------------------------ 
 
---------------------------------------------------------A-I 
 
NGSATTP----------------------------------------------------- 
 
---------------EKKLSAGGTVLVATPQH---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
KRLR-----FQLA-----------------KERKA----S-TTLGIIMSAFTV------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------ILALVRPF------------------ 
 
------------------------------------LGEDH------------------- 
 
H-LLSS------------------------------------------------------ 
 
------------------------------------------------------------ 
 
---------------------L--------------------FL---------------- 
 
----------WLGYANSLLNP--------------------------------IIYATLN 
 
--RDFRKP---FQEIL----------FFR--CSSLNNMMREDFYHSQYGDP--------- 
 
------------------------------------------------------------ 
 
-------------------GSQRLVMAANDGGGARESFL--------------------- 



 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Anopheles_gambiae_str_PEST_ENSANGP00000012908_gi21296419 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
---------------------MDSDTVASASKHRTDVDGAGRTDGVPVALTVATTIANLL 
 
LASPSP-----------GLA-----------------ATSTATAWAVTTETAAQQPYLVY 
 
GTNLSSLAYLD------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
---------------------ANTTASLYSPFPVGPSASTPAPTGP--PD-VTVST---- 
 
------------------------------------IV--I--------SIILLA---VI 
 
VGTVIG----------------------------NVLVCVAVCLVRKLR-RP-CNYLLVS 
 
LAISDLCVALLVMPMALLYEVL-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------E-EWRFG-----------------EVFCDIWVAFD 
 
VLSCTASILNLCAISVDR---------YWAI----------------------------- 
 
--------T-KPLE-YG--VKRT------------------------------------- 



 
------------------------------------------------------------ 
 
---------------------P-RRMIACIVLVW--LAAA-------------------- 
 
---------------C----------ISLP-P-LL---------IL-------------G 
 
----------NE------------------------------------------------ 
 
-----------------H------------------E-INGQP-----------ACSVCQ 
 
NF--FYQIYATLGS-------FYIPLAVMLFVYF----QIFRAARRIV------------ 
 
-------------ME--------------------------------------------- 
 
-------------------------------------------------------EK--- 
 
----------------------------------------------------RA------ 
 
-QKRLE------------------------------------------------------ 
 
---------------------------------------------------------S-A 
 
INGATQA----------------------------------------------------- 
 
---VALEKKPPGMVGEKVGPPGKVTTSSPQNK---------------------------- 
 
------------------------------------------------------------ 
 
---------------------------------------------------------RLR 
 
FQLA--------------------------KERKA----S-TTLGIIMSAFTI------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------ILALVRPF------------------ 
 
------------------------------------MKDDH------------------- 
 
R-TLSS------------------------------------------------------ 
 
------------------------------------------------------------ 
 
---------------------------F--------------FL---------------- 
 
----------WLGYANSLLNP--------------------------------IIYATLN 
 
--RDFRKP---FQEIL----------YFR--CSSLNNMMREDFYHSQYGDP--------- 



 
------------------------------------------------------------ 
 
---------------------GSQRLVITNDGGARESFL--------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Bos_taurus_PREDICTED_similar_to_5_hydroxytryptamine_5B_rece
ptor_5_HT_5B_Serotonin_receptor_5B_MR22_partial_gi76675334 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
---------------------------------------MPRAMEAA------------N 
 
LSVAST-----------GVA-----------------LRLGPEAFSSSPNPSGVI----- 
 
GST------PG------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------GAAPP--GR--EPPF---- 
 
S-----------------------------------VF--S--------VLVVTLLVLLI 
 
AATFLW----------------------------NLLVLVTILRVRAFHRVP--HNLVAS 
 
TAVSDVLVAALVMPLSLVSELSA------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



-------------------------GRRWLLG-----------------RSLCHVWISFD 
 
VMCCTASIWNVAAIALDR---------YWTI----------------------------- 
 
--------T-RHLQ-YT--LRTR------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------R-RASMLMIALTW--ALSA-------------------- 
 
---------------L----------IALA-P-LL---------FG--------W----G 
 
------------------------------------------------------------ 
 
-----------------E-------------A---YD---ARL---------Q-RCQVSQ 
 
EP--SYAVFSTCGA-------FYLPLGVVLFVYW----KIYKAAKFRF------------ 
 
------------------------------------------------------------ 
 
-------------------------------------------------------GR--- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------RCRAV------------------------- 
 
------------------------------------------LP---------------- 
 
--------------------------L--------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



------------------------------------------------------------ 
 
--------------------P--------------------------------------- 
 
--STVQ------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Mus_musculus_5_hydroxytryptamine_serotonin_receptor_5B_gi67
54260 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------------------------M 
 
EVSNLS-----------GAT-----------------PGLAFPPGPESCSDSPSSGRSMG 
 
STP--------------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------GGLILPGREP--PF--SAFT---- 
 
-------------------------------------------------VLVVTLLVLLI 
 
AATFLW----------------------------NLLVLVTILRVRAFHRVP--HNLVAS 
 
TAVSDVLVAVLVMPLSLVSELSA------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 



 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------GRRWQLG-----------------RSLCHVWISFD 
 
VLCCTASIWNVAAIALDR---------YWTI----------------------------- 
 
--------T-RHLQ-Y---TLRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------RSRASALMIAITW--ALSA-------------------- 
 
---------------L----------IALA-P-LL---------FG--------W-GEAY 
 
----------DA------------------------------------------------ 
 
-----------------R-----------------LQ-----------------RCQVSQ 
 
EP--SYAVFSTCGA-------FYLPLAVVLFVYW----KIYKAAKFRF------------ 
 
-------------GR--------------------------------------------- 
 
-------------------------------------------------------RR--- 
 
----------------------------------------------------RA------ 
 
-VVPLP------------------------------------------------------ 
 
---------------------------------------------------------A-T 
 
TQAKEAP----------------------------------------------------- 
 
---------PESEMVFTARRRATVTFQTSGDS---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
WREQ--------------------------KEKRA----A-MMVGILIGVFVL------- 
 
-------------CW---------------------------IP---------------- 
 
--------------------------FF------LTELISPL------------------ 
 
------------------------------------C----------------------- 



 
A-CSLP--P--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------I-----W-KSI----------FL---------------- 
 
----------WLGYSNSFFNP--------------------------------LIYTAFN 
 
--KNYNNA---FKSLF---------------TKQR------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Rattus_norvegicus_PREDICTED_5_hydroxytryptamine_receptor_gi
34879477 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
---------------------------------------MEVSNLSG------------A 
 
TPGIAF-----------PPG-----------------PESCSDSPSSGRSMGSTP----- 
 
GGL------IL------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------SGREP--PF--SAFT---- 
 
------------------------------------VL--V--------VTLLVL---LI 
 
AATFLW----------------------------NLLVLVTILRVRAFHRVP--HNLVAS 
 



TAVSDVLVAALVMPLSLVSELSA------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------GRRWQLG-----------------RSLCHVWISFD 
 
VLCCTASIWNVAAIALDR---------YWTI----------------------------- 
 
--------T-RHLQ-YT--LRTR------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------R-RASALMIAITW--ALSA-------------------- 
 
---------------L----------IALA-P-LL---------FG--------W-GEAY 
 
----------DA------------------------------------------------ 
 
------------------------------------R----LQ-----------RCQVSQ 
 
EP--SYAVFSTCGA-------FYVPLAVVLFVYW----KIYKAAKFRF------------ 
 
-------------GR--------------------------------------------- 
 
-------------------R-----------------------------------RR--- 
 
----------------------------------------------------AV------ 
 
-VPLPA------------------------------------------------------ 
 
------------------------------TT-------------------------Q-- 
 
AKEAPQE----------------------------------------------------- 
 
-----------SETVFTARCRATVAFQTSGDS---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
WREQ--------------------------KEKRA----A-MMVGILIGVFVL------- 
 



-------------CW---------------------------IP---------------- 
 
--------------------------FF------LTELVSPL------------------ 
 
------------------------------------C--------------A-------- 
 
C-SLPP--I--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------W-----K--SI----------FL---------------- 
 
----------WLGYSNSFFNP--------------------------------LIYTAFN 
 
--KNYNNA---FKSLF----------TKQ--R---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Rattus_sp_5_hydroxytryptamine_receptor_subtype_5B_5_HT5B_re
ceptor_rats_forebrain_Peptide_369_aa_gi435817 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------------------------M 
 
EVSNLS-----------GAT-----------------PGIAFPPGPESCSDSPSSGRSMG 
 
STP--------------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------GGLILSGREP--PF--SAFT---- 



 
-------------------------------------------------VLVVTLLVLLI 
 
AATFLW----------------------------NLLVLVTILRVRAFH-RV-PHNLVAS 
 
TAVSDVLVAALVMPLSLVSELSA------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------GRRWQLG-----------------RSLCHVWISFD 
 
VLCCTASIWNVAAIALDR---------YWTI----------------------------- 
 
--------T-RHLQ-Y---TLRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------R-RRASALMIATW--ALSA-------------------- 
 
---------------L----------IALA-P-LL---------FG--------W-GEAY 
 
----------DA------------------------------------------------ 
 
-----------------R-----------------LQ-----------------RCQVSQ 
 
EP--SYAVFSTCGA-------FYVPLAVVLFVYW----KIYKAAKFRF------------ 
 
-------------GR--------------------------------------------- 
 
-------------------------------------------------------RR--- 
 
----------------------------------------------------RA------ 
 
-VVPLP------------------------------------------------------ 
 
---------------------------------------------------------ATT 
 
QAKEAPQ----------------------------------------------------- 
 
----------ESETVFTARCRATVAFQTSGDS---------------------------- 
 
------------------------------------------------------------ 



 
------------------------------------------------------------ 
 
WREQ--------------------------KEKRA----A-MMVGILIGVFVL------- 
 
-------------CW---------------------------IP---------------- 
 
--------------------------FF------LTELVSPL------------------ 
 
------------------------------------C----------------------- 
 
A-CSLP--P--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------I-----W-KSI----------FL---------------- 
 
----------WLGYSNSFFNP--------------------------------LIYTAFN 
 
--KNYNNA---FKSLF---------------TKQR------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Rattus_norvegicus_5_hydroxytryptamine_receptor_5A_gi6981062 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------M---DLPINLTS------------F 
 
SLSTPS-----------TLE-----------------------------PNRSLD----- 
 
TEA------LR------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 



 
------------------------------------------------------------ 
 
-------------------------------------------TSQ--SF--LSAF---- 
 
R-----------------------------------VL--V--------LTLLGF---LA 
 
AATFTW----------------------------NLLVLATILRVRTFHRVP--HNLVAS 
 
MAISDVLVAVLVMPLSLVHELS-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------GRRWQLG-----------------RRLCQLWIACD 
 
VLCCTASIWNVTAIALDR---------YWSI----------------------------- 
 
--------T-RHLE-YT--LRAR------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------K-RVSNVMILLTW--ALSA-------------------- 
 
---------------V----------ISLA-P-LL---------FG--------W----G 
 
----------ET------------------------------------------------ 
 
-----------Y-----S-------------E---LS-----E-----------ECQVSR 
 
EP--SYTVFSTVGA-------FYLPLCVVLFVYW----KIYKAAKFRM------------ 
 
------------------------------------------------------------ 
 
-----------------------------GSR-----------------------KT--- 
 
----------------------------------------------------NS------ 
 
-VSPIP------------------------------------------------------ 
 
-----------------------------EAV-------------------------E-- 
 
VKDASQH----------------------------------------------------- 



 
------------PQMVFTVRHATVTFQTEGDT---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
WREQ--------------------------KEQRA----A-LMVGILIGVFVL------- 
 
-------------CW---------------------------FP---------------- 
 
--------------------------FF------VTELISPL------------------ 
 
------------------------------------C----------------------- 
 
S-WDIP--A--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------L-----W-KSI----------FL---------------- 
 
----------WLGYSNSFFNP--------------------------------LIYTAFN 
 
--RSYSSA---FKVFF----------SKQ--Q---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Mus_musculus_5HT5_serotinin_receptor_gi49759 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------M---DLPVNLTS------------F 
 
SLSTPS-----------SLE-----------------------------PNRSLD----- 
 
TEV------LR------------------------------------------------- 



 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------------------------PSR--PF--LSAF---- 
 
R-----------------------------------VL--V--------LTLLGF---LA 
 
AATFTW----------------------------NLLVLATILKVRTFHRVP--HNLVAS 
 
MAISDVLVAVLVMPLSLVHELS-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------GRRWQLG-----------------RRLCQLWIACD 
 
VLCCTASIWNVTAIALDR---------YWSI----------------------------- 
 
--------T-RHLE-YT--LRTR------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------K-RVSNVMILLTW--ALST-------------------- 
 
---------------V----------ISLA-P-LL---------FG--------W----G 
 
----------ET------------------------------------------------ 
 
-----------Y-----S-------------E---PS-----E-----------ECQVSR 
 
EP--SYTVFSTVGA-------FYLPLWLVLFVYW----KIYRAAKFRM------------ 
 
------------------------------------------------------------ 
 
-----------------------------GSR-----------------------KT--- 
 
----------------------------------------------------NS------ 
 
-VSPVP------------------------------------------------------ 



 
-----------------------------EAV-------------------------E-- 
 
VKNATQH----------------------------------------------------- 
 
------------PQMVFTARHATVTFQTEGDT---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
WREQ--------------------------KEQRA----A-LMVGILIGVFVL------- 
 
-------------CW---------------------------FP---------------- 
 
--------------------------FF------VTELISPL------------------ 
 
------------------------------------C----------------------- 
 
S-WDVP--A--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------I-----W-KSI----------FL---------------- 
 
----------WLGYSNSFFNP--------------------------------LIYTAFN 
 
--RSYSSA---FKVFF----------SKQ--Q---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Mus_musculus_unnamed_protein_product_gi74200809 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
---------------------------------------MDLPVNLT------------S 



 
FSLSTP-----------SSL-----------------------------EP---N----- 
 
RSL------DT------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------EVL---------------------RPSRP---F--LSAF---- 
 
R-----------------------------------VL--V--------LTLLGF---LA 
 
AATFTW----------------------------NLLVLATILKVRTFHRVP--HNLVAS 
 
MAISDVLVAVLVMPLSLVHELS-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------GRRWQLG-----------------RRLCQLWIACD 
 
VLCCTASIWNVTAIALDR---------YWSI----------------------------- 
 
--------T-RHLE-YT--LRTR------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------K-RVSNVMILLTW--ALST-------------------- 
 
---------------V----------ISLA-P-LL---------FG--------W----G 
 
----------ET------------------------------------------------ 
 
-----------Y-----S------------------E-----P---------SEECQVSR 
 
EP--SYTVFSTVGA-------FYLPLCVVLFVYW----KIYRAAKFRM------------ 
 
------------------------------------------------------------ 
 
-------------------G---------SRK-----------------------TN--- 



 
----------------------------------------------------SV------ 
 
--SPVP------------------------------------------------------ 
 
-----------------------------EAV-------------------------E-- 
 
VKNATQH---------------------------P------------------------- 
 
-------------QMVFTVRHATVTFQTEGDT---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
WREQ--------------------------KEQRA----A-LMVGILIGVFVL------- 
 
-------------CW---------------------------FP---------------- 
 
--------------------------FF------VTELISPL------------------ 
 
------------------------------------C---S------------------- 
 
W-DVPA--I--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------W-----K--SI----------FL---------------- 
 
----------WLGYSNSFFNP--------------------------------LIYTAFN 
 
--RSYSSA---FKVFF----------SKQ--Q---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Bos_taurus_PREDICTED_similar_to_5_hydroxytryptamine_seroton
in_receptor_5A_gi61820235 
 
------------------------------------------------------------ 
 



------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-MDPPA-----------NLS-----------------YFTLSTPAPGEANRSSFD----- 
 
AAD------PR------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------PRLP--LL--SVFG---- 
 
------------------------------------VL--V--------LTLLGF---LV 
 
AATFAW----------------------------NLLVLATILRVRTFHRVP--HNLMAS 
 
MAISDVLVAALVMPLSLVHELS-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------GRRWQLG-----------------RRLCQLWIACD 
 
VLCCTASIWNVTAIALDR---------YWSI----------------------------- 
 
--------T-RHLE-YT--LRAR------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------R-RVSNVMIALTW--ALSA-------------------- 
 
---------------V----------ISLA-P-LL---------FG--------W----G 
 
----------ET------------------------------------------------ 
 
-----------Y-----S------------------E---GSE-----------ECQVSR 
 



EP--SYTVFSTVGA-------FYLPLGVVLFVYW----KIYKAAKLRV------------ 
 
------------------------------------------------------------ 
 
-------------------G-----------------------------------PR--- 
 
----------------------------------------------------KT------ 
 
-NSVSP------------------------------------------------------ 
 
------------------------------IS-------------------------E-- 
 
TVQGKGA----------------------------------------------------- 
 
---------AQRPEMVLAARRAKVTFQADGDA---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
WREQ--------------------------KEQRA----A-LMVGILIGVFVL------- 
 
-------------CW---------------------------IP---------------- 
 
--------------------------FF------TAELLRPL------------------ 
 
------------------------------------C----------------------- 
 
A-CDVP--A--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------T-----W-KSV----------FL---------------- 
 
----------WLGYSNSFFNP--------------------------------LIYTAFN 
 
--KNYNSA---FKNFF----------SRH--R---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 



>Cavia_porcellus_5_hydroxytryptamine_receptor_5A_gi50344544 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
---------------------------------------MDLLVNFS------------F 
 
TLSTPS-----------SLE-----------------------------SNHSLG----- 
 
AED------LR------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------------------------PSP--PL--LSVF---- 
 
S-----------------------------------ML--V--------LTLLGL---LV 
 
AATFAW----------------------------NLLVLATILRVRTFHRVP--HNLVAS 
 
MAVSDVLVAALVMPLSLVHELS-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------GRRWQLG-----------------RRLCQLWVACD 
 
VLCCTASIWNVTAIALDR---------YWSI----------------------------- 
 
--------A-CHLE-YT--TRAR------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------K-RASNVMIALTW--ALSA-------------------- 
 
---------------V----------ISLA-P-LL---------FG--------W----G 
 



----------ET------------------------------------------------ 
 
-----------Y-----S------------------E---HRE-----------ECQVSR 
 
EP--SYAVFSTVGA-------FYLPLCVVLFVYW----KIYKAAKLRV------------ 
 
------------------------------------------------------------ 
 
-------------------------------------------------------GA--- 
 
----------------------------------------------------RK------ 
 
-TNSVS------------------------------------------------------ 
 
--------------------------PVPEAM-------------------------E-- 
 
VKDSTQQ----------------------------------------------------- 
 
------------SQMVFTVRPTTVTFQTDGDT---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
WREQ--------------------------KEQRA----A-LMVGILIGVFVL------- 
 
-------------CW---------------------------IP---------------- 
 
--------------------------FF------VTELVGPL------------------ 
 
------------------------------------C----------------------- 
 
S-WDIP--A--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------I-----W-KSI----------FL---------------- 
 
----------WLGYSNSFFNP--------------------------------LIYTAFN 
 
--KNYSSA---FKSFF----------SRQ--H---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



------------------------------------------------------------ 
 
--------------------------- 
 
>Canis_familiaris_PREDICTED_similar_to_5_hydroxytryptamine_s
erotonin_receptor_5A_isoform_2_gi73978746 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-MDSPV-----------NLT-----------------YFSLFTPAPSETNHSSLG----- 
 
TGS------ED------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------PRPSP--PL--LSVF---- 
 
G-----------------------------------VL--V--------LTLLGC---LV 
 
AATFSW----------------------------NLLVLATILRVRTFHRVP--HNLVAS 
 
MAISDVLVAALVMPLSLVHELS-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------GRRWQLG-----------------RRLCQLWIACD 
 
VLCCTASIWNVTAIALDR---------YWSI----------------------------- 
 
--------T-RHLE-YT--LRAR------------------------------------- 
 
------------------------------------------------------------ 



 
---------------------R-RVSNVMILLTW--ALSA-------------------- 
 
---------------V----------ISLA-P-LL---------FG--------W----G 
 
----------ET------------------------------------------------ 
 
-----------Y-----S------------------E---GSE-----------ECQVSR 
 
EP--SYTVFSTVGA-------FYLPLCVVLFVYW----KIYKAAKVRV------------ 
 
------------------------------------------------------------ 
 
-------------------------------------------------------GS--- 
 
----------------------------------------------------RK------ 
 
-TNSVS------------------------------------------------------ 
 
------------------------------PL-------------------------T-- 
 
EAVEVG------------------------------------------------------ 
 
-----------QPQMVFTVRHTTVTFQTEGDT---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
WREQ--------------------------KDQKA----A-LMVGILIGVFAL------- 
 
-------------CW---------------------------IP---------------- 
 
--------------------------FF------TTELISPL------------------ 
 
------------------------------------C----------------------- 
 
S-CDIP--A--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------I-----W-KSI----------FL---------------- 
 
----------WLGYSNSFFNP--------------------------------LIYTAFN 
 
--KNYNSA---FKNFF----------SRQ--H---------------------------- 
 
------------------------------------------------------------ 



 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Canis_familiaris_PREDICTED_similar_to_5_hydroxytryptamine_s
erotonin_receptor_5A_isoform_1_gi73978748 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-MDSPV-----------NLT-----------------YFSLFTPAPSETNHSSLG----- 
 
TGS------ED------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------PRPSP--PL--LSVF---- 
 
G-----------------------------------VL--V--------LTLLGC---LV 
 
AATFSW----------------------------NLLVLATILRVRTFHRVP--HNLVAS 
 
MAISDVLVAALVMPLSLVHELS-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------GRRWQLG-----------------RRLCQLWIACD 
 



VLCCTASIWNVTAIALDR---------YWSI----------------------------- 
 
--------T-RHLE-YT--LRAR------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------R-RVSNVMILLTW--ALSA-------------------- 
 
---------------V----------ISLA-P-LL---------FG--------W----G 
 
----------ET------------------------------------------------ 
 
-----------Y-----S------------------E---GSE-----------ECQVSR 
 
EP--SYTVFSTVGA-------FYLPLCVVLFVYW----KIYKAAKVRV------------ 
 
------------------------------------------------------------ 
 
-------------------------------------------------------GS--- 
 
----------------------------------------------------RK------ 
 
-TNSVS------------------------------------------------------ 
 
------------------------------PL-------------------------T-- 
 
EAVEAKT----------------------------------------------------- 
 
--------STQQPQMVFTVRHTTVTFQTEGDT---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
WREQ--------------------------KDQKA----A-LMVGILIGVFAL------- 
 
-------------CW---------------------------IP---------------- 
 
--------------------------FF------TTELISPL------------------ 
 
------------------------------------C----------------------- 
 
S-CDIP--A--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------I-----W-KSI----------FL---------------- 
 



----------WLGYSNSFFNP--------------------------------LIYTAFN 
 
--KNYNSA---FKNFF----------SRQ--H---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Pan_troglodytes_PREDICTED_similar_to_5_hydroxytryptamine_se
rotonin_receptor_5A_gi55629744 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-MDLPV-------------------------------NLTSFSLSTPSPLETNHS----- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------LGKDDLRPSSPLLSV---- 
 
------------------------------------FG-----------VLILTLLGFLV 
 
AATFAW----------------------------NLLVLATILRVRTFH-RV-PHNLVAS 
 
MAISDVLVAALVMPLSLVHELS-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 



 
------------------------------------------------------------ 
 
-------------------------GRRWQLG-----------------RRLCQLWISCD 
 
VLCCTASIWNVTAIALDR---------YWSI----------------------------- 
 
--------T-RHME-Y---TLRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------RKCVSNVMIALTW--ALSA-------------------- 
 
---------------V----------ISLA-P-LL---------FG--------W----- 
 
----------GE------------------------------------------------ 
 
------------------------------------TYSEGSE-----------ECQVSR 
 
EP--SYAVFSTVGA-------FYLPLCVVLFVYW----KIYKAAKFRV------------ 
 
-------------GS--------------------------------------------- 
 
-------------------------------------------------------RK--- 
 
----------------------------------------------------TN------ 
 
-SVSPI------------------------------------------------------ 
 
---------------------------------------------------------SEA 
 
VEVKDSA----------------------------------------------------- 
 
----------KQPQMVFTVRHATVTFQTEGDT---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
WREQ--------------------------KEQRA----A-LMVGILIGVEXX------- 
 
-------------XX---------------------------XX---------------- 
 
--------------------------XX------XXXXXXXX------------------ 
 
------------------------------------X----------------------- 
 
X-XXXX------------------------------------------------------ 



 
------------------------------------------------------------ 
 
---------------------------X--------------XX---------------- 
 
----------XXXXXXXXXXX--------------------------------XXXXXXX 
 
XXXXXXXX---XXXXX----------XXXXXXXXXRGPGLKKVSSHNSVEF--------- 
 
------------------------------------------------------------ 
 
-------------PVHPFPIPTQQPCGRDESSPFSRVIFRTALASFPPPQ---------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Homo_sapiens_unknown_gi30142000 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
---------------------------------------MDLPVNLT------------S 
 
FSLSTP-----------SPL-----------------------------ETNHSL----- 
 
GKD------DL------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------RPSSP--LL--SVFG---- 
 
------------------------------------VL--I--------LTLLGF---LV 
 
AATFAW----------------------------NLLVLATILRVRTFHRVP--HNLVAS 
 
MAVSDVLVAALVMPLSLVHELS-------------------------------------- 
 
------------------------------------------------------------ 



 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------GRRWQLG-----------------RRLCQLWIACD 
 
VLCCTASIWNVTAIALDR---------YWSI----------------------------- 
 
--------T-RHME-YT--LRTR------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------K-CVSNVMIALTW--ALSA-------------------- 
 
---------------V----------ISLA-P-LL---------FG--------W-GETY 
 
------------------------------------------------------------ 
 
-----------S-----E------------------G----SE-----------ECQVSR 
 
EP--SYAVFSTVGA-------FYLPLCVVLFVYW----KIYKAAKFRV------------ 
 
------------------------------------------------------------ 
 
-------------------------------------------------------GS--- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------RKTNS------------------------- 
 
------------------------------------------------------------ 
 
--------------------------------------VSPI------------------ 



 
------------------------------------S----------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------EA----VE---------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Homo_sapiens_5_HT5A_serotonin_receptor_gi784990 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
MDLPVN-----------LTS-----------------FSLSTPSPLETNHSLGKD----- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------DLRPS--SPLLSVFG---- 
 
-------------------------------------------------VLILTLLGFLV 
 
AATFAW----------------------------NLLVLATILRVRTFH-RV-PHNLVAS 



 
MAVSDVLVAALVMPLSLVHELS-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------GRRWQLG-----------------RRLCQLWIACD 
 
VLCCTASIWNVTAIALDR---------YWSI----------------------------- 
 
--------T-RHME-YT--LRTR------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------K-CVSNVMIALTW--ALSA-------------------- 
 
---------------V----------ISLA-P-LL---------FG--------W----G 
 
----------ET------------------------------------------------ 
 
------------------------------------Y-SEGSE-----------ECQVSR 
 
EP--SYAVFSTVGA-------FYLPLCVVLFVYW----KIYKAAKFRV------------ 
 
-------------GS--------------------------------------------- 
 
-------------------------------------------------------RK--- 
 
----------------------------------------------------TN------ 
 
-SVSPI------------------------------------------------------ 
 
---------------------------------------------------------SEA 
 
VEVKDSA----------------------------------------------------- 
 
----------KQPQMVFTVRHATVTFQPEGDT---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
WREQ--------------------------KEQRA----A-LMVGILIGVFVL------- 



 
-------------CW---------------------------IP---------------- 
 
--------------------------FF------LTELISPL------------------ 
 
------------------------------------C----------------------- 
 
S-CDIP--A--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------I-----W-KSI----------FL---------------- 
 
----------WLGYSNSFFNP--------------------------------LIYTAFN 
 
--KNYNSA---FKNFF---------------SRQH------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Gallus_gallus_PREDICTED_similar_to_5_hydroxytryptamine_sero
tonin_receptor_5A_gi50732639 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-MDRQL-----------NIS-----------------CLGGATPDASNRSGSSRG----- 
 
LEG------GR------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



---------------------------------------------A--QL--SVFS---- 
 
------------------------------------VL--V--------LTLLAM---LV 
 
VATFLW----------------------------NGLVLATIFRVRTFHRVP--HNLVAS 
 
MAISDVMVAALVMPLSLVHELS-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------GRRWWLG-----------------RSLCQVWISFD 
 
VLCCTASIWNVTAIALDR---------YWSI----------------------------- 
 
--------T-RHLE-YT--LRTR------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------R-RISNIMIALTW--VLSA-------------------- 
 
---------------F----------ISLA-P-LL---------FG--------W----G 
 
------------------------------------------------------------ 
 
-----------E-----T-------------Y---SE---DSE-----------ECQVSQ 
 
EP--SYTIFSTFGA-------FYLPLCVVLFVYW----KIYKAAKFRI------------ 
 
------------------------------------------------------------ 
 
-------------------G-----------------------------------SR--- 
 
----------------------------------------------------KS------ 
 
-NSITP------------------------------------------------------ 
 
--------------------------VSPEAP-------------------------E-- 
 
IKEAAQQ----------------------------------------------------- 
 
------------PQMVFTVRHATVTFQTDGDT---------------------------- 
 



------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
WREQ--------------------------KERRA----A-LMVGILIGVFVL------- 
 
-------------CW---------------------------IP---------------- 
 
--------------------------FF------ITELISPL------------------ 
 
------------------------------------C----------------------- 
 
S-CDIP--P--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------I-----W-KSI----------FL---------------- 
 
----------WLGYSNSFFNP--------------------------------LIYTAFN 
 
--KNYNNA---FRNLF----------FRQ--H---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Danio_rerio_PREDICTED_similar_to_5_hydroxytryptamine_seroto
nin_receptor_5A_like_isoform_2_gi68436547 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-MSDVS-----------QNS----------------------------------S----- 
 
FNN------QS------------------------------------------------- 
 
------------------------------------------------------------ 



 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------SDYGN--VY--RPQT---- 
 
V-------FS--------------------------VL--T--------FTLLAM---LV 
 
VATFFW----------------------------NMLVLVTILRVRTFHRVP--HNLVAS 
 
MAISDVMVAALVMPLSLVHELN-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------GRRWKLG-----------------RVLCQVWISFD 
 
VLCCTASIWNVTAIALDR---------YWSI----------------------------- 
 
--------T-RHLE-YT--LKTR------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------K-KISNVMIGLTW--LLSS-------------------- 
 
---------------V----------ISLS-P--L---------FG--------W----G 
 
----------ET------------------------------------------------ 
 
-----------Y-----S-------------E---EN-----M-----------ECQVSQ 
 
EP--SYTIFSTFGA-------FYLPLCVVLFVYW----KIYKAAKFRI------------ 
 
------------------------------------------------------------ 
 
-------------------G-----------------------------------SK--- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 



 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------RTNTI------------------------- 
 
------------------------------------------TP---------------- 
 
--------------------------VA------EAGEVQMM------------------ 
 
------------------------------------------------------------ 
 
C-CDFS--S--------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------YS---------------- 
 
-----------------------------------------------------NIYTR-- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Danio_rerio_PREDICTED_similar_to_5_hydroxytryptamine_seroto
nin_receptor_5A_like_isoform_1_gi68436545 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



-MSDVS-----------QNS-----------------------------SF---N----- 
 
NQS------SD------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------YGNVY--RP--QTVF---- 
 
S-----------------------------------VL--T--------FTLLAM---LV 
 
VATFFW----------------------------NMLVLVTILRVRTFHRVP--HNLVAS 
 
MAISDVMVAALVMPLSLVHELN-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------GRRWKLG-----------------RVLCQVWISFD 
 
VLCCTASIWNVTAIALDR---------YWSI----------------------------- 
 
--------T-RHLE-YT--LKTR------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------K-KISNVMIGLTW--LLSS-------------------- 
 
---------------V----------ISLS-P--L---------FG--------W----G 
 
----------ET------------------------------------------------ 
 
-----------Y-----S------------------E----EN---------M-ECQVSQ 
 
EP--SYTIFSTFGA-------FYLPLCVVLFVYW----KIYKAAKFRI------------ 
 
------------------------------------------------------------ 
 
-------------------G---------SKR-----------------------TN--- 
 



------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------TI-------------------------T-- 
 
PVAEAGE----------------------------------------------------- 
 
----VKEASRQQPQMVFTVRHATVTFQTDSET---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
WREQ--------------------------KEKRA----A-LMVGILIGVFVL------- 
 
-------------CW---------------------------IP---------------- 
 
--------------------------FF------LTELITPL------------------ 
 
------------------------------------C--------------S-------- 
 
C-HIPP--I--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------W-----K--SV----------FL---------------- 
 
----------WLGYSNSFFNP--------------------------------LIYTAFN 
 
--KNYNNA---FRNLF----------SRQ--R---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Tetraodon_nigroviridis_unnamed_protein_product_gi47223437 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



------------------------------------------------------------ 
 
------------------------------------------MAYPN------------T 
 
SVLTAN-----------VSG----------------------------------A----- 
 
AEG------SG------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------GNIYR--PF--SIFS---- 
 
------------------------------------VL--A--------LTLLAM---LV 
 
VATFVW----------------------------NLLVLVTILRVRTFHRVP--HNLVAS 
 
MAISDVMVAALVMPLSLVHELN-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------GRLWKLG-----------------RVLCQVWISFD 
 
VLCCTASIWNVTAIALDR---------YWSI----------------------------- 
 
--------T-RHLQ-YT--LKTR------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------K-KISNVMIALTW--LLSS-------------------- 
 
---------------I----------ISLS-P--L---------FG--------W----G 
 
------------------------------------------------------------ 
 
-----------------G-------------T---YS---EGM-----------KCQMSQ 
 
EP--SYTIFSTFGA-------FYLPLCVVLFVYW----KIYKAAKFRI------------ 
 



------------------------------------------------------------ 
 
-------------------G-----------------------------------SR--- 
 
----------------------------------------------------KT------ 
 
-NTITP------------------------------------------------------ 
 
------------------------------MA-------------------------E-- 
 
VKEETRP----------------------------------------------------- 
 
-------------QMVFTVRHATVTFQTDGDT---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
WREQ--------------------------KEKKA----A-LMVGILIGVFVL------- 
 
-------------CW---------------------------IP---------------- 
 
--------------------------FF------ITELIVPL------------------ 
 
------------------------------------C----------------------- 
 
S-CDIP--P--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------I-----W-KSI----------FL---------------- 
 
----------WLGYSNSFFNP--------------------------------LIYTAFN 
 
--KNYNNA---LRNLF----------SRQ--R---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Danio_rerio_novel_protein_similar_to_human_5_hydroxytryptam
ine_serotonin_receptor_5A_HTR5A_gi27817321 



 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-MTQPN-----------VTA-----------------------------LS---A----- 
 
NIS------GG------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------SESGN--LY--RPFS---- 
 
V-------FS--------------------------VL--T--------LTLLAM---LV 
 
VATFVW----------------------------NLLVLVTILRVRTFHRVP--HNLVAS 
 
MAISDVMVAGLVMPLSLVRELY-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------GRRWILG-----------------RALCQVWISCD 
 
VLCCTASIWNVTAIALDR---------YWSI----------------------------- 
 
--------T-RHLE-YT--LKTR------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------K-RISNVMIGLTW--LLSS-------------------- 
 
---------------V----------ISLS-P--L---------FG--------W----G 
 
----------ET------------------------------------------------ 



 
-----------Y-----S------------------E----DS---------L-ACQVSQ 
 
EP--SYTVFSTFGA-------FYLPLCVVLFVYW----KIYKAAKFRI------------ 
 
------------------------------------------------------------ 
 
-------------------G---------SRK-----------------------TN--- 
 
----------------------------------------------------TI------ 
 
-TPMAE------------------------------------------------------ 
 
------------------------------VI-------------------------E-- 
 
VKEAERQ----------------------------------------------------- 
 
------------PQMAFTVRHATVSFQTDGET---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
WREQ--------------------------KERRA----A-LMVGILIGVFVL------- 
 
-------------CW---------------------------IP---------------- 
 
--------------------------FF------LAELIIPL------------------ 
 
------------------------------------C--------------S-------- 
 
C-DIPP--V--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------W-----K--SV----------FL---------------- 
 
----------WLGYSNSFFNP--------------------------------LIYTAFN 
 
--KNYNNA---FRNLF----------SRQ--R---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 



 
--------------------------- 
 
>Strongylocentrotus_purpuratus_PREDICTED_similar_to_5_hydrox
ytryptamine_receptor_1_5_HT_receptor_Serotonin_receptor_1_5H
T_dro_partial_gi72157660 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
---------------------------------------MASDGMTS------------D 
 
TTSTAS-----------AVG-----------------EPYYGSATYQPNTESLSLEYWTN 
 
SSGNET---ES------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------KGVYI--IF--SPLA---- 
 
A-----------------------------------VG--I--------IAVYSI---II 
 
VATILG----------------------------NLLVLTSVCMERKLR-SP-PNILIIN 
 
LAVADILVAVLVMPLAASYDLS-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-QWIFS-----------------QPLCDMFICFD 
 
VMCCTASIMDLCAISVDR---------YFAI----------------------------- 
 
--------S-RPFR-YA--RHRT------------------------------------- 
 
------------------------------------------------------------ 



 
---------------------T-KLMLGLVVGVW--GISA-------------------- 
 
---------------F----------ISFS-P-LL---------IF-------------- 
 
------------------------------------------------------------ 
 
-----------------E-------------NEHFAN-----------------DCLLSQ 
 
DP--IYTIYSTLTA-------FYAPLLIMVVVYY----KIYRAAGELE------------ 
 
-------------KR--------------------------------------------- 
 
-----------------------------ELQ-----------------------RR--- 
 
----------------------------------------------------PS------ 
 
-TPGLF------------------------------------------------------ 
 
--------------------------TRGTAA-------------------------D-R 
 
SGSISSE----------------------------------------------------- 
 
------SDSTSDPSKELRRKSSIARFTDYVRS---------------------------- 
 
------------------------------------------------------------ 
 
-----------------------------------------------ASRNSLASVHGSK 
 
NKIS-----V-----------K--------LERKA----S-KTLGIIMGAFVI------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------ILAIARVF------------------ 
 
------------------------------------C----------------------- 
 
N-CVIP--Q--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------------ALHGT----------LV---------------- 
 
----------WLGYVNCMLNP--------------------------------IIYPFFN 
 
--KDFGPA---YRKML-------SYACCG--LCPARRNYYAATNNKFTPVR--------- 
 
--------------------------------------------RHSFNPHQTQHPIIPP 



 
ELHVIAEDSHDEEPQENGDKSQLNCRTEREGIKYKSVHLDKLNGNSK------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Danio_rerio_PREDICTED_similar_to_alpha_1A_adrenergic_recept
or_Japanese_medaka_gi68367294 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-MTSML-----------PEE-----------------DYINSTFFPENCSNCSTI----- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------------------------PVL--EI--DVTK---- 
 
T-----------------------------------LV--L--------GLVLVL---FL 
 
IFGVMG----------------------------NILVILSVACHRNLR-SV-THYFIGN 
 
LAIADLLLSSVVLPFSAVSEAL-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-RWVFG-----------------RHLCNAWTALD 
 



VLCCTASILSLCVISVDR---------CMAV----------------------------- 
 
--------S-YPLQ-YP--SFAT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------G-RRAMTAVAALW--ALSA-------------------- 
 
---------------A----------ISVG-P--L---------FG--------W----- 
 
----------RE------------------------------------------------ 
 
--PM-------P------------------------E---DES-----------VCRVNE 
 
DP--GYAIFSAACS-------FYVPLAVILAMYC----RVYVVARHKT------------ 
 
-------------RA--------------------------------------------- 
 
-----------------------------MSK---------------------SRET--- 
 
----------------------------------------------------NG------ 
 
-LSEQG------------------------------------------------------ 
 
------------------------------MT-------------------------L-R 
 
IHCRKAQ----------------------------------------------------- 
 
-------------NDTRKEDAMRLKNSHFAFM---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
RLLK-----F-----------S--------REKKA----A-KTLGIVVGCFVL------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------LVLPISSI------------------ 
 
------------------------------------F--PS------------------- 
 
H-RPPD--A--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------V-----F--KI----------TF---------------- 
 



----------WLGYFNSCLNP--------------------------------IIYPCFS 
 
--QEFKKA---FQNVL----------HGR--CLSRTHQTWSPPANATQYMP--------- 
 
--------------------------------------------------------KSPQ 
 
GLSSGFTDSWRSDHASSSAVMLNENSYDEPDTSLSLKVHQVSICKIDGEPV--------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Gallus_gallus_PREDICTED_similar_to_alpha_1A_adrenoreceptor_
gi50759565 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-MVFLP-----------GNS----------------------------------S----- 
 
NCS------NC------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------TYSAE--PV--NISK---- 
 
A-----------------------------------IL--L--------GVILGG---LI 
 
IFGVLG----------------------------NILVILSVACHRHLQ-SV-THYYIIN 
 
LAVADLLLTSTVLPFSATMEIL-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 



 
------------------------------------------------------------ 
 
-------------------------G-YWAFG-----------------RIFCNIWAAVD 
 
VLCCTASIMSLCIISIDR---------YIGV----------------------------- 
 
--------S-YPLR-YP--SIVT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------E-KRGLLALLCVW--ALSL-------------------- 
 
---------------V----------ISIG-P--L---------FG--------W----- 
 
----------KE------------------------------------------------ 
 
-----------P-----A-------------P---ED-----E---------T-ICQITE 
 
EP--GYVLFSALGS-------FYLPLTIILVMYC----RVYVVAKREN------------ 
 
-------------KG--------------------------------------------- 
 
-------------------L--------RSGL---------------------KMEK--- 
 
----------------------------------------------------SR------ 
 
-SEAVT------------------------------------------------------ 
 
-------------------------------L-------------------------R-- 
 
IHRKNVP----------------------------------------------------- 
 
------------------ENSGATASSKSKHH---------------------------- 
 
------------------------------------------------------------ 
 
---------------------------------------------------------FSV 
 
RLLK-----F-----------S--------REKKA----A-KTLGIVVGCFVL------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------VVMPLGLATVSEHCSYLLPVPSTTDI 
 
NHDKNITECFTPRIKDHTLSIPWKGMKERWHCSAFRC--RDHAQQKQGEHVI----NHTA 
 
L-FVSP--D--------------------------------------------------- 



 
-----------------------------------------------AGNVLIHSHTGKN 
 
TLRIPHWVLPLGRICCHRCHFV-----WQSSFFPTIKPPDTLFKITF------------- 
 
----------WLGYLNSCINP--------------------------------IIYPCSS 
 
--QEFKKA---FQNVL----------RAQ--CLPRKHAAKKQSPSFNLNHP--------- 
 
---------------SNQSMGGGKGVVRIPVGSGETFYKISKSDGVCEWKIFSAVQSVPT 
 
KSAIPKDKSSCTAAKVKSKGFLQECCCAGTSGNTVHENCKVPTIKIHTMSLSESGEDV-- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Mus_musculus_alpha_1A_adrenergic_receptor_gi2865384 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------MVLLSE------------N 
 
ASEGSN-----------CTH---------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------------------------PPA--QV--NISK---- 
 
A-----------------------------------IL--L--------GVILGG---LI 
 
IFGVLG----------------------------NILVILSVACHRHLH-SV-THYYIVN 
 
LAVADLLLTSTVLPFSAIFEIL-------------------------------------- 
 
------------------------------------------------------------ 



 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-YWAFG-----------------RVFCNIWAAVD 
 
VLCCTASIMGLCIISIDR---------YIGV----------------------------- 
 
--------S-YPLR-YP--TIVT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------Q-RRGVRALLCVW--ALSL-------------------- 
 
---------------V----------ISIG-P--L---------FG--------W----- 
 
----------RQ------------------------------------------------ 
 
--QA-------P-----E------------------D-----E---------T-ICQINE 
 
EP--GYVLFSALGS-------FYVPLTIILVMYC----RVYVVAKRES------------ 
 
-------------RG--------------------------------------------- 
 
-------------------L--------KSGL-----------------------KT--- 
 
----------------------------------------------------DK------ 
 
-SDSEQ------------------------------------------------------ 
 
-----------------------------VTL-------------------------R-- 
 
IHRKNVP----------------------------------------------------- 
 
------------------AEGSGVSSAKNKTH---------------------------- 
 
------------------------------------------------------------ 
 
---------------------------------------------------------FSV 
 
RLLK-----F-----------S--------REKKA----A-KTLGIVVGCFVL------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------LVMPIGSF------------------ 



 
------------------------------------F--PN------------------- 
 
F-KPPE--T--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------V-----F--KI----------VF---------------- 
 
----------WLGYLNSCINP--------------------------------IIYPCSS 
 
--QEFKKA---FQNVL----------RIQ--CLRRRQSSKHALGYTLHPPS--------- 
 
----------------QAVEEQHRGMVRIPVGSGETFYKISKTDGVCEWKFFSSMPQGSA 
 
RITMPKDQSACTTARVRSKSFLQVCCCVGSSTPRPEENHQVPTIKIHTISLGENGEEV-- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Mus_musculus_unnamed_protein_product_gi26351717 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------MVLLSE------------N 
 
ASEGSN-----------CTH---------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------------------------PPA--QV--NISK---- 
 
A-----------------------------------IL--L--------GVILGG---LI 
 
IFGVLG----------------------------NILVILSVACHRHLH-SV-THYYIVN 



 
LAVADLLLTSTVLPFSAIFEIL-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-YWAFG-----------------RVFCNIWAAVD 
 
VLCCTASIMGLCIISIDR---------YIGV----------------------------- 
 
--------S-YPLR-YP--TIVT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------Q-RRGVRALLCVW--ALSL-------------------- 
 
---------------V----------ISIG-P--L---------FG--------W----- 
 
----------RQ------------------------------------------------ 
 
--QA-------P-----E------------------D-----E---------T-ICQINE 
 
EP--GYVLFSALGS-------FYVPLTIILVMYC----RVYVVAKRES------------ 
 
-------------RG--------------------------------------------- 
 
-------------------L--------KSGL-----------------------KT--- 
 
----------------------------------------------------DK------ 
 
-SDSEQ------------------------------------------------------ 
 
-----------------------------VTL-------------------------R-- 
 
IHRKNVP----------------------------------------------------- 
 
------------------AEGSGVSSAKNKTH---------------------------- 
 
------------------------------------------------------------ 
 
---------------------------------------------------------FSV 
 
RLLK-----F-----------S--------REKKA----A-KTLGIVVGCFVL------- 



 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------LVMPIGSF------------------ 
 
------------------------------------F--PN------------------- 
 
F-KPPE--T--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------V-----F--KI----------VF---------------- 
 
----------WLGYLNSCINP--------------------------------IIYPCSS 
 
--QEFKKA---FQNVL----------RIQ--CLRRRQSSKHALGYTLHPPS--------- 
 
----------------------------------------QAVEGQHRGMVRIPVGSGET 
 
FYKISKTDGVREWKFFSSMPQGSARITMPKDQSACTTARGFYP----------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Mus_musculus_unnamed_protein_product_gi26348092 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------MVLLSE------------N 
 
ASEGSN-----------CTH---------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------------------------PPA--QV--NISK---- 



 
A-----------------------------------IL--L--------GVILGG---LI 
 
IFGVLG----------------------------NILVILSVACHRHLH-SV-THYYIVN 
 
LAVADLLLTSTVLPFSAIFEIL-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-YWAFG-----------------RVFCNIWAAVD 
 
VLCCTASIMGLCIISIDR---------YIGV----------------------------- 
 
--------S-YPLR-YP--TIVT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------Q-RRGVRALLCVW--ALSL-------------------- 
 
---------------V----------ISIG-P--L---------FG--------W----- 
 
----------RQ------------------------------------------------ 
 
--QA-------P-----E------------------D-----E---------T-ICQINE 
 
EP--GYVLFSALGS-------FYVPLTIILVMYC----RVYVVAKRES------------ 
 
-------------RG--------------------------------------------- 
 
-------------------L--------KSGL-----------------------KT--- 
 
----------------------------------------------------DK------ 
 
-SDSEQ------------------------------------------------------ 
 
-----------------------------VTL-------------------------R-- 
 
IHRKNVP----------------------------------------------------- 
 
------------------AEGSGVSSAKNKTH---------------------------- 
 
------------------------------------------------------------ 



 
---------------------------------------------------------FSV 
 
RLLK-----F-----------S--------REKKA----A-KTLGIVVGCFVL------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------LVMPIGSF------------------ 
 
------------------------------------F--PN------------------- 
 
F-KPPE--T--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------V-----F--KI----------VF---------------- 
 
----------WLGYLNSCINP--------------------------------IIYPCSS 
 
--QEFKKA---FQNVL----------RIQ--CLRRRQSSKHALGYTLHPPS--------- 
 
----------------QAVEGQHRGMVRIPVGSGETFYKISKTDGVREWKFFSSMPQGSA 
 
RITMPKDQSACTTARVRSKSFLQVCCCVGSSTPRPEENHQVPTIKIHTISLGENGEEV-- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Mus_musculus_unnamed_protein_product_gi26335309 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
---------------------------------------MVLLSE--------------- 
 
-NASEG-----------SNC---------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 



 
------------------------------------------------------------ 
 
-------------------T---------------------HPPAQ---V--NISK---- 
 
A-----------------------------------IL--L--------GVILGG---LI 
 
IFGVLG----------------------------NILVILSVACHRHLH-SV-THYYIVN 
 
LAVADLLLTSTVLPFSAIFEIL-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-YWAFG-----------------RVFCNIWAAVD 
 
VLCCTASIMGLCIISIDR---------YIGV----------------------------- 
 
--------S-YPLR-YP--TIVT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------Q-RRGVRALLCVW--ALSL-------------------- 
 
---------------V----------ISIG-P--L---------FG--------W----R 
 
----------QQ------------------------------------------A----- 
 
-----------P-----E------------------D-----E---------T-ICQINE 
 
EP--GYVLFSALGS-------FYVPLTIILVMYC----RVYVVAKRES------------ 
 
-------------RG---------------L----------------------------- 
 
-------------------K---------SGL-----------------------KT--- 
 
------------------------------------D-K-------------SD------ 
 
--SEQV------------------------------------------------------ 
 
------------------------------TL-------------------------R-- 
 
IHRKNVP---------------------------A------------------------- 



 
----------------------------EGSG---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------VSSAKNKTHFSV 
 
RLLK-----F-----------S--------REKKA----A-KTLGIVVGCFVL------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF---------LVMPI------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
---------------------A-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Rattus_norvegicus_Alpha_1A_adrenergic_receptor_Alpha_1A_adr
enoceptor_Alpha_1A_adrenoreceptor_Alpha_1C_adrenergic_recept
or_gi1168247 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------MVLLSE------------N 
 
ASEGSN-----------CTH---------------------------------------- 



 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------------------------PPA--PV--NISK---- 
 
A-----------------------------------IL--L--------GVILGG---LI 
 
IFGVLG----------------------------NILVILSVACHRHLH-SV-THYYIVN 
 
LAVADLLLTSTVLPFSAIFEIL-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-YWAFG-----------------RVFCNIWAAVD 
 
VLCCTASIMGLCIISIDR---------YIGV----------------------------- 
 
--------S-YPLR-YP--TIVT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------Q-RRGVRALLCVW--VLSL-------------------- 
 
---------------V----------ISIG-P--L---------FG--------W----- 
 
----------RQ------------------------------------------------ 
 
--PA-------P-----E------------------D-----E---------T-ICQINE 
 
EP--GYVLFSALGS-------FYVPLAIILVMYC----RVYVVAKRES------------ 
 
-------------RG--------------------------------------------- 
 
-------------------L--------KSGL-----------------------KT--- 
 
----------------------------------------------------DK------ 



 
-SDSEQ------------------------------------------------------ 
 
-----------------------------VTL-------------------------R-- 
 
IHRKNVP----------------------------------------------------- 
 
------------------AEGGGVSSAKNKTH---------------------------- 
 
------------------------------------------------------------ 
 
---------------------------------------------------------FSV 
 
RLLK-----F-----------S--------REKKA----A-KTLGIVVGCFVL------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------LVMPIGSF------------------ 
 
------------------------------------F--PD------------------- 
 
F-KPSE--T--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------V-----F--KI----------VF---------------- 
 
----------WLGYLNSCINP--------------------------------IIYPCSS 
 
--QEFKKA---FQNVL----------RIQ--CLRRRQSSKHALGYTLHPPS--------- 
 
----------------QALEGQHRDMVRIPVGSGETFYKISKTDGVCEWKFFSSMPQGSA 
 
RITVPKDQSACTTARVRSKSFLQVCCCVGSSAPRPEENHQVPTIKIHTISLGENGEEV-- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Rattus_norvegicus_adrenergic_receptor_alpha_1a_gi8392870 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 



 
---------------------------------------MVLLSE--------------- 
 
-NASEG-----------SNC---------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------T---------------------HPPAP---V--NISK---- 
 
A-----------------------------------IL--L--------GVILGG---LI 
 
ILGVLG----------------------------NILVILSVACHRHLH-SV-THYYIVG 
 
LAVADLLLTSTVLPFSAIFEIL-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-YWAFG-----------------RVFCNIWAAVD 
 
VLCCTASIMGLCIISIDR---------YIGV----------------------------- 
 
--------S-YPLR-YP--TIVT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------Q-RRGVRALLCVW--VLSL-------------------- 
 
---------------V----------ISIG-P--L---------FG--------W----R 
 
------------------------------------------------------Q----- 
 
--PA-------P-----E------------------D-----E---------T-ICQINE 
 
EP--GYVLFSALGS-------FYVPLAIILVMYC----RVYVVAKRES------------ 
 
-------------RG---------------L----------------------------- 



 
-------------------K---------SGL-----------------------KT--- 
 
------------------------------------D-K-------------SD------ 
 
--SEQV------------------------------------------------------ 
 
------------------------------TL-------------------------R-- 
 
IHRKNVP---------------------------A------------------------- 
 
----------------------------EGGG---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------VSSAKNKTHFSV 
 
RLLK-----F-----------S--------REKKA----A-KTLGIVVGCFVL------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------LVMPIGSF------------------ 
 
------------------------------------F---P----------D-------- 
 
F-KPSE--T--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------V-----F--KI----------VF---------------- 
 
----------WLGYLNSCINP--------------------------------IIYPCSS 
 
--QEFKKA---FQNVL----------RIQ--CLRRRQSSKHALGYTLHPPS--------- 
 
----------------QALEGQHRDMVRIPVGSGETFYKISKTDGVCEWKFFSSMPQGSA 
 
RITVPKDQSACTTARVRSKSFLQVCCCVGSSAPRPEENHQVPTIKIHTISLGENGEEV-- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Oryctolagus_cuniculus_Alpha_1A_adrenergic_receptor_Alpha_1A
_adrenoceptor_Alpha_1A_adrenoreceptor_Alpha_1C_adrenergic_re
ceptor_gi3023219 



 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-MVFLS-----------GNA----------------------------------S----- 
 
DSS------NC------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------THPPA--PV--NISK---- 
 
A-----------------------------------IL--L--------GVILGG---LI 
 
LFGVLG----------------------------NILVILSVACHRHLH-SV-THYYIVN 
 
LAVADLLLTSTVLPFSAIFEIL-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-YWAFG-----------------RVFCNIWAAVD 
 
VLCCTASIISLCVISIDR---------YIGV----------------------------- 
 
--------S-YPLR-YP--TIVT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------Q-RRGLRALLCVW--AFSL-------------------- 
 
---------------V----------ISVG-P--L---------FG--------W----- 
 
----------RQ------------------------------------------------ 



 
--PA-------P------------------------D----DE---------T-ICQINE 
 
EP--GYVLFSALGS-------FYVPLTIILAMYC----RVYVVAKRES------------ 
 
-------------RG--------------------------------------------- 
 
-------------------L--------KSGL-----------------------KT--- 
 
----------------------------------------------------DK------ 
 
-SDSEQ------------------------------------------------------ 
 
-----------------------------VTL-------------------------R-- 
 
IHRKNAP----------------------------------------------------- 
 
----------------------------AGGS---------------------------- 
 
------------------------------------------------------------ 
 
-----------------------------------------------GVASAKNKTHFSV 
 
RLLK-----F-----------S--------REKKA----A-KTLGIVVGCFVL------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------LVMPIGSF------------------ 
 
------------------------------------F--PD------------------- 
 
F-KPPE--T--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------V-----F--KI----------VF---------------- 
 
----------WLGYLNSCINP--------------------------------IIYPCSS 
 
--QEFKKA---FQNVL----------KIQ--CLRRKQSSKHALGYTLHAPS--------- 
 
----------------QALEGQHKDMVRIPVGSGETFYKISKTDGVCEWKFFSSMPRGSA 
 
RITVPKDQSACTTARVRSKSFLQVCCCVGPSTPNPGENHQVPTIKIHTISLSENGEEV-- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 



 
--------------------------- 
 
>Oryctolagus_cuniculus_alpha_1a_adrenoceptor_isoform_2_gi884
3925 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-MVFLS-----------GNA----------------------------------S----- 
 
DSS------NC------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------THPPA--PV--NISK---- 
 
A-----------------------------------IL--L--------GVILGG---LI 
 
LFGVLG----------------------------NILVILSVACHRHLH-SV-THYYIVN 
 
LAVADLLLTSTVLPFSAIFEIL-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-YWAFG-----------------RVFCNIWAAVD 
 
VLCCTASIISLCVISIDR---------YIGV----------------------------- 
 
--------S-YPLR-YP--TIVT------------------------------------- 
 
------------------------------------------------------------ 
 



---------------------Q-RRGLRALLCVW--AFSL-------------------- 
 
---------------V----------ISVG-P--L---------FG--------W----- 
 
----------RQ------------------------------------------------ 
 
--PA-------P------------------------D----DE---------T-ICQINE 
 
EP--GYVLFSALGS-------FYVPLTIILAMYC----RVYVVAKRES------------ 
 
-------------RG--------------------------------------------- 
 
-------------------L--------KSGL-----------------------KT--- 
 
----------------------------------------------------DK------ 
 
-SDSEQ------------------------------------------------------ 
 
-----------------------------VTL-------------------------R-- 
 
IHRKNAP----------------------------------------------------- 
 
----------------------------AGGS---------------------------- 
 
------------------------------------------------------------ 
 
-----------------------------------------------GVASAKNKTHFSV 
 
RLLK-----F-----------S--------REKKA----A-KTLGIVVGCFVL------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------LVMPIGSF------------------ 
 
------------------------------------F--PD------------------- 
 
F-KPPE--T--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------V-----F--KI----------VF---------------- 
 
----------WLGYLNSCINP--------------------------------IIYPCSS 
 
--QEFKKA---FQNVL----------KIQ--CLRRKQSSKHALGYTLHAPS--------- 
 
----------------------------------------QALEGQHKDMVRIPVGSGET 
 



FYKISKTDGVCEWKFFSSMPRGSARITVPKDQSACTTARCLEKEN--------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Oryctolagus_cuniculus_alpha_1a_adrenoceptor_isoform_3_gi884
3927 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
---------------------------------------MVFLSG--------------- 
 
-NASDS-----------SNC---------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------T---------------------HPPAP---V--NISK---- 
 
A-----------------------------------IL--L--------GVILGG---LI 
 
LFGVLG----------------------------NILVILSVACHRHLH-SV-THYYIVN 
 
LAVADLLLTSTVLPFSAIFEIL-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-YWAFG-----------------RVFCNIWAAVD 
 
VLCCTASIISLCVISIDR---------YIGV----------------------------- 



 
--------S-YPLR-YP--TIVT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------Q-RRGLRALLCVW--AFSL-------------------- 
 
---------------V----------ISVG-P--L---------FG--------W----R 
 
------------------------------------------------------Q----- 
 
--PA-------P-----D------------------D-----E---------T-ICQINE 
 
EP--GYVLFSALGS-------FYVPLTIILAMYC----RVYVVAKRES------------ 
 
-------------RG---------------L----------------------------- 
 
-------------------K---------SGL-----------------------KT--- 
 
------------------------------------D-K-------------SD------ 
 
--SEQV------------------------------------------------------ 
 
------------------------------TL-------------------------R-- 
 
IHRKNAP---------------------------A------------------------- 
 
----------------------------GGSG---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------VASAKNKTHFSV 
 
RLLK-----F-----------S--------REKKA----A-KTLGIVVGCFVL------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------LVMPIGSF------------------ 
 
------------------------------------F---P----------D-------- 
 
F-KPPE--T--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------V-----F--KI----------VF---------------- 
 
----------WLGYLNSCINP--------------------------------IIYPCSS 



 
--QEFKKA---FQNVL----------KIQ--CLRRKQSSKHALGYTLHAPS--------- 
 
----------------------------------------QALEGQHKDMVRIPVGSGET 
 
FYKISKTDGVCEWKFFSSMPRGSARITVPKDQSACTTARDF------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Cavia_porcellus_alpha_1A_adrenergic_receptor_gi12232632 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-MVFLS-----------GNA----------------------------------S----- 
 
DSS------NC------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------TQPPA--PV--NIPK---- 
 
A-----------------------------------IL--L--------GVILGV---LI 
 
LFGVPG----------------------------NILVILSVACHRHLH-SV-THYYIVN 
 
LAVADLLLTSTVLPFSAIFEIL-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 



 
-------------------------G-YWAFG-----------------RVFCNIWAAVD 
 
VLCCTASIMSLCIISIDR---------YIGV----------------------------- 
 
--------S-YPLR-YP--TIVT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------Q-RRGLRALLCLW--ALSL-------------------- 
 
---------------V----------ISIG-P--L---------FG--------W----- 
 
----------RQ------------------------------------------------ 
 
--PA-------P-----Q------------------D----ET-----------ICQINE 
 
DP--SYVLFSALGS-------FYVPLAIILVMYC----RVYVVAKRES------------ 
 
-------------RG--------------------------------------------- 
 
-------------------L--------TSGL-----------------------KT--- 
 
----------------------------------------------------DK------ 
 
-SDSEQ------------------------------------------------------ 
 
-----------------------------VTL-------------------------R-- 
 
IHRKNAP----------------------------------------------------- 
 
------------------LGGSGVASSKNKTH---------------------------- 
 
------------------------------------------------------------ 
 
---------------------------------------------------------FSV 
 
RLLK-----F-----------S--------REKKA----A-KTLGIVVGCFVL------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------LVMPIGSF------------------ 
 
------------------------------------F--PD------------------- 
 
F-KPSE--T--------------------------------------------------- 
 
------------------------------------------------------------ 



 
---------------------V-----F--KI----------VF---------------- 
 
----------WLGYLNSCINP--------------------------------IIYPCSS 
 
--QEFKKA---FQNVL----------KIQ--CLRRKQSSKHALGYTLHPPS--------- 
 
----------------QAVEGQHKDMVRIPVGSRETFYKISKTDGVCEWKFFSSMPRGSA 
 
RITVPKDQSACTTARVRSKSFLQVCCCVGPSTPNPGENHQVPTIKIHTISLSENGEEV-- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Homo_sapiens_alpha1C_adrenergic_receptor_gi409029 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-MVFLS-----------GNA----------------------------------S----- 
 
DSS------NC------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------TQPPA--PV--NISK---- 
 
A-----------------------------------IL--L--------GVILGG---LI 
 
LFGVLC----------------------------NILVILSVACHRHLH-SV-THYYIVN 
 
LAVADLLLTSTVLPFSAIFEVL-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 



 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-YWAFG-----------------RVFCNIWAAVD 
 
VLCCTASIMGLCIISIDR---------YIGV----------------------------- 
 
--------T-YPLR-YP--TIVT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------Q-RRGLMALLCVW--ALSL-------------------- 
 
---------------V----------ISIG-P--L---------FG--------W----- 
 
----------RQ------------------------------------------------ 
 
--PA-------P------------------------E----DE---------T-ICQINE 
 
EP--GYVLFSALGS-------FYLPLAIILVMYC----RVYVVAKRES------------ 
 
-------------RG--------------------------------------------- 
 
-------------------L--------KSGL-----------------------KT--- 
 
----------------------------------------------------DK------ 
 
-SDSEQ------------------------------------------------------ 
 
-----------------------------VTL-------------------------R-- 
 
IHRKNAP----------------------------------------------------- 
 
------------------AGGSGMASAKTKTH---------------------------- 
 
------------------------------------------------------------ 
 
---------------------------------------------------------FSV 
 
RLLK-----F-----------S--------REKKA----A-KTLGIVVGCFVL------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------LVMPIGSF------------------ 
 
------------------------------------F--PD------------------- 



 
F-KPSE--T--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------V-----F--KI----------VF---------------- 
 
----------WLGYLNSCINP--------------------------------IIYPCSS 
 
--QEFKKA---FQNVL----------RIQ--CLCRKQSSKHALGYPLHPPS--------- 
 
----------------QAVEGQHKDMVRIPVGSRETFYRISKTDGVCEWKFFSSMPRGSA 
 
RITVSKDQSSCTTARVRSKSFLQVCCCVGPSTPCLDKNHQVPTIKVHTISLSENGEEV-- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Homo_sapiens_alpha_1A_adrenoceptor_isoform_6_gi40362763 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-MVFLS-----------GNA----------------------------------S----- 
 
DSS------NC------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------TQPPA--PV--NISK---- 
 
A-----------------------------------IL--L--------GVILGG---LI 
 
LFGVLG----------------------------NILVILSVACHRHLH-SV-THYYIVN 
 
LAVADLLLTSTVLPFSAIFEVL-------------------------------------- 



 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-YWAFG-----------------RVFCNIWAAVD 
 
VLCCTASIMGLCIISIDR---------YIGV----------------------------- 
 
--------S-YPLR-YP--TIVT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------Q-RRGLMALLCVW--ALSL-------------------- 
 
---------------V----------ISIG-P--L---------FG--------W----- 
 
----------RQ------------------------------------------------ 
 
--PA-------P-----E------------------D-----E---------T-ICQINE 
 
EP--GYVLFSALGS-------FYLPLAIILVMYC----RVYVVAKRES------------ 
 
-------------RG--------------------------------------------- 
 
-------------------L--------KSGL-----------------------KT--- 
 
----------------------------------------------------DK------ 
 
-SDSEQ------------------------------------------------------ 
 
-----------------------------VTL-------------------------R-- 
 
IHRKNAP----------------------------------------------------- 
 
------------------AGGSGMASAKTKTH---------------------------- 
 
------------------------------------------------------------ 
 
---------------------------------------------------------FSV 
 
RLLK-----F-----------S--------REKKA----A-KTLGIVVGCFVL------- 
 
-------------CW---------------------------LP---------------- 



 
--------------------------FF------LVMPIDEE------------------ 
 
------------------------------------T--------------E----AQQG 
 
K-NDSP--S--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------------FKQPV---------------------------- 
 
-------------HHAAVLGL--------------------------------EVMEKEN 
 
LEGVSR------KD------------TCG--VW--------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Homo_sapiens_alpha_1A_adrenoceptor_isoform_3c_gi40362757 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-MVFLS-----------GNA----------------------------------S----- 
 
DSS------NC------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------TQPPA--PV--NISK---- 
 
A-----------------------------------IL--L--------GVILGG---LI 



 
LFGVLG----------------------------NILVILSVACHRHLH-SV-THYYIVN 
 
LAVADLLLTSTVLPFSAIFEVL-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-YWAFG-----------------RVFCNIWAAVD 
 
VLCCTASIMGLCIISIDR---------YIGV----------------------------- 
 
--------S-YPLR-YP--TIVT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------Q-RRGLMALLCVW--ALSL-------------------- 
 
---------------V----------ISIG-P--L---------FG--------W----- 
 
----------RQ------------------------------------------------ 
 
--PA-------P-----E------------------D-----E---------T-ICQINE 
 
EP--GYVLFSALGS-------FYLPLAIILVMYC----RVYVVAKRES------------ 
 
-------------RG--------------------------------------------- 
 
-------------------L--------KSGL-----------------------KT--- 
 
----------------------------------------------------DK------ 
 
-SDSEQ------------------------------------------------------ 
 
-----------------------------VTL-------------------------R-- 
 
IHRKNAP----------------------------------------------------- 
 
------------------AGGSGMASAKTKTH---------------------------- 
 
------------------------------------------------------------ 
 
---------------------------------------------------------FSV 



 
RLLK-----F-----------S--------REKKA----A-KTLGIVVGCFVL------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------LVMPIGTH------------------ 
 
------------------------------------T--HDMKPASRPRLLS-------- 
 
L-LPKE--G--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------EHETHHWSCDP----------LS---------------- 
 
-----------LESTPGAQEP--------------------------------CLTLGFT 
 
SLSSIHLT----KA------------QIQ--HVTVTDTGKTVT----------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Homo_sapiens_alpha_1A_adrenoceptor_isoform_2c_gi40362753 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-MVFLS-----------GNA----------------------------------S----- 
 
DSS------NC------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 



 
-----------------------------------------TQPPA--PV--NISK---- 
 
A-----------------------------------IL--L--------GVILGG---LI 
 
LFGVLG----------------------------NILVILSVACHRHLH-SV-THYYIVN 
 
LAVADLLLTSTVLPFSAIFEVL-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-YWAFG-----------------RVFCNIWAAVD 
 
VLCCTASIMGLCIISIDR---------YIGV----------------------------- 
 
--------S-YPLR-YP--TIVT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------Q-RRGLMALLCVW--ALSL-------------------- 
 
---------------V----------ISIG-P--L---------FG--------W----- 
 
----------RQ------------------------------------------------ 
 
--PA-------P------------------------E----DE---------T-ICQINE 
 
EP--GYVLFSALGS-------FYLPLAIILVMYC----RVYVVAKRES------------ 
 
-------------RG--------------------------------------------- 
 
-------------------L--------KSGL-----------------------KT--- 
 
----------------------------------------------------DK------ 
 
-SDSEQ------------------------------------------------------ 
 
-----------------------------VTL-------------------------R-- 
 
IHRKNAP----------------------------------------------------- 
 
------------------AGGSGMASAKTKTH---------------------------- 



 
------------------------------------------------------------ 
 
---------------------------------------------------------FSV 
 
RLLK-----F-----------S--------REKKA----A-KTLGIVVGCFVL------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------LVMPIDEV------------------ 
 
------------------------------------S----------------------- 
 
L-CHQA--G--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------V-----Q-------------------------------- 
 
----------WHDLGSLQPPP--------------------------------------- 
 
--PGFKR----F--------------SCL--SLPSSWDYRDVPPGRRHQAQ--------- 
 
------------------------------------------------------------ 
 
-------------LIFVFLVETGFHHVGQDDLDLLTS----------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Homo_sapiens_adrenergic_receptor_alpha_1a_gi15004694 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-MVFLS-----------GNA----------------------------------S----- 
 
DSS------NC------------------------------------------------- 
 
------------------------------------------------------------ 



 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------TQPPA--PV--NISK---- 
 
A-----------------------------------IL--L--------GVILGG---LI 
 
LFGVLG----------------------------NILVILSVACHRHLH-SV-THYYIVN 
 
LAVADLLLTSTVLPFSAIFEVL-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-YWAFG-----------------RVFCNIWAAVD 
 
VLCCTASIMGLCIISIDR---------YIGV----------------------------- 
 
--------S-HPLR-YP--TIVT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------Q-RRGLMALLCVW--ALSL-------------------- 
 
---------------V----------ISIG-P--L---------FG--------W----- 
 
----------RQ------------------------------------------------ 
 
--PA-------P-----E------------------D-----E---------T-ICQINE 
 
EP--GYVLFSALGS-------FYLPLAIILVMYC----RVYVVAKRES------------ 
 
-------------RG--------------------------------------------- 
 
-------------------L--------KSGL-----------------------KT--- 
 
----------------------------------------------------DK------ 
 
-SDSEQ------------------------------------------------------ 
 
-----------------------------VTL-------------------------R-- 



 
IHRKNAP----------------------------------------------------- 
 
----------------------------AGGS---------------------------- 
 
------------------------------------------------------------ 
 
-----------------------------------------------GMASAKTKTHFSV 
 
RLLK-----F-----------S--------REKKA----A-KTLGIVVGCFVL------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------LVMPIGSF------------------ 
 
------------------------------------F--PD------------------- 
 
F-KPSE--T--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------V-----F--KI----------VF---------------- 
 
----------WLGYLNSCINP--------------------------------IIYPCSS 
 
--QEFKKA---FQNVL----------RIQ--CLCRKQSSKHALGYTLHPPS--------- 
 
----------------QAVEGQHKDMVRIPVGSREAFYGISRTDGVCEWKFFSSMPRGSA 
 
RITVSKDQSSCTTARVRSKSFLQVCCCVEPSTPSLDKNHQVPTIKVHTISLSENGEEV-- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Homo_sapiens_alpha_1A_adrenergic_receptor_isoform_4_gi15451
761 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



-MVFLS-----------GNA----------------------------------S----- 
 
DSS------NC------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------TQPPA--PV--NISK---- 
 
A-----------------------------------IL--L--------GVILGG---LI 
 
LFGVLG----------------------------NILVILSVACHRHLH-SV-THYYIVN 
 
LAVADLLLTSTVLPFSAIFEVL-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-YWAFG-----------------RVFCNIWAAVD 
 
VLCCTASIMGLCIISIDR---------YIGV----------------------------- 
 
--------S-YPLR-YP--TIVT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------Q-RRGLMALLCVW--ALSL-------------------- 
 
---------------V----------ISIG-P--L---------FG--------W----- 
 
----------RQ------------------------------------------------ 
 
--PA-------P-----E------------------D-----E---------T-ICQINE 
 
EP--GYVLFSALGS-------FYLPLAIILVMYC----RVYVVAKRES------------ 
 
-------------RG--------------------------------------------- 
 
-------------------L--------KSGL-----------------------KT--- 
 



----------------------------------------------------DK------ 
 
-SDSEQ------------------------------------------------------ 
 
-----------------------------VTL-------------------------R-- 
 
IHRKNAP----------------------------------------------------- 
 
------------------AGGSGMASAKTKTH---------------------------- 
 
------------------------------------------------------------ 
 
---------------------------------------------------------FSV 
 
RLLK-----F-----------S--------REKKA----A-KTLGIVVGCFVL------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------LVMPIGSF------------------ 
 
------------------------------------F--PD------------------- 
 
F-KPSE--T--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------V-----F--KI----------VF---------------- 
 
----------WLGYLNSCINP--------------------------------IIYPCSS 
 
--QEFKKA---FQNVL----------RIQ--CLCRKQSSKHALGYTLHPPS--------- 
 
----------------QAVEGQHKDMVRIPVGSRETFYRISKTDGVCEWKFFSSMPRGSA 
 
RITVSKDQSSCTTARRGMDCRYFTKNCREHIKHVNFMMPPWRKGLEC------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Homo_sapiens_alpha_adrenergic_receptor_subtype_alpha_1c_hum
an_heart_Peptide_466_aa_gi547222 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 



 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-MVFLS-----------GNA----------------------------------S----- 
 
DSS------NC------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------TQPPA--PV--NISK---- 
 
A-----------------------------------IL--L--------GVILGG---LI 
 
LFGVLG----------------------------NILVILSVACHRHLH-SV-THYYIVN 
 
LAVADLLLTSTVLPFSAIFEVL-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-YWAFG-----------------RVFCNIWAAVD 
 
VLCCTASIMGLCIISIDR---------YIGV----------------------------- 
 
--------S-YPLR-YP--TIVT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------Q-RRGLMALLCVW--ALSL-------------------- 
 
---------------V----------ISIG-P--L---------FG--------W----- 
 
----------RQ------------------------------------------------ 
 
--PA-------P-----E------------------D-----E---------T-ICQINE 
 
EP--GYVLFSALGS-------FYLPLAIILVMYC----RVYVVAKRES------------ 



 
-------------RG--------------------------------------------- 
 
-------------------L--------KSGL-----------------------KT--- 
 
----------------------------------------------------DK------ 
 
-SDSEQ------------------------------------------------------ 
 
-----------------------------VTL-------------------------R-- 
 
IHRKNAP----------------------------------------------------- 
 
----------------------------AGGS---------------------------- 
 
------------------------------------------------------------ 
 
-----------------------------------------------GMASAKTKTHFSV 
 
RLLK-----F-----------S--------REKKA----A-KTLGIVVGCFVL------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------LVMPIGSF------------------ 
 
------------------------------------F--PD------------------- 
 
F-KPSE--T--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------V-----F--KI----------VF---------------- 
 
----------WLGYLNSCINP--------------------------------IIYPCSS 
 
--QEFKKA---FCNVL----------RIQ--CLRRKQSSKHALGYTLHPPS--------- 
 
----------------QAVEGQHKDMVRIPVGSRETFYRISKTDGVCEWKFFSSMPRGSA 
 
RITVSKDQSSCTTARVRSKSFLQVCCCVGPSTPSLDKNHQVPTIKVHTISLSENGEEV-- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Homo_sapiens_adrenergic_alpha_1A_receptor_gi37362413 



 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-MVFLS-----------GNA----------------------------------S----- 
 
DSS------NC------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------TQPPA--PV--NISK---- 
 
A-----------------------------------IL--L--------GVILGG---LI 
 
LFGVLG----------------------------NILVILSVACHRHLH-SV-THYYIVN 
 
LAVADLLLTSTVLPFSAIFEVL-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-YWAFG-----------------RVFCNIWAAVD 
 
VLCCTASIMGLCIISIDR---------YIGV----------------------------- 
 
--------S-YPLR-YP--TIVT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------Q-RRGLMALLCVW--ALSL-------------------- 
 
---------------V----------ISIG-P--L---------FG--------W----- 
 
----------RQ------------------------------------------------ 



 
--PA-------P-----E------------------D-----E---------T-ICQINE 
 
EP--GYVLFSALGS-------FYLPLAIILVMYC----RVYVVAKRES------------ 
 
-------------RG--------------------------------------------- 
 
-------------------L--------KSGL-----------------------KT--- 
 
----------------------------------------------------DK------ 
 
-SDSEQ------------------------------------------------------ 
 
-----------------------------VTL-------------------------R-- 
 
IHRKNAP----------------------------------------------------- 
 
----------------------------AGGS---------------------------- 
 
------------------------------------------------------------ 
 
-----------------------------------------------GMASAKTKTHFSV 
 
RLLK-----F-----------S--------REKKA----A-KTLGIVVGCFVL------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------LVMPIGSF------------------ 
 
------------------------------------F--PD------------------- 
 
F-KPSE--T--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------V-----F--KI----------VF---------------- 
 
----------WLGYLNSCINP--------------------------------IIYPCSS 
 
--QEFKKA---FQNVL----------RIQ--CLCRKQSSKHALGYTLHPPS--------- 
 
----------------QAVEGQHKDMVRIPVGSRETFYRISKTDGVCEWKFFSSMPRGSA 
 
RITVSKDQSSCTTARVRSKSFLQVCCCVGPSTPSLDKNHQVPTIKVHTISLSENGEEV-- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 



 
--------------------------- 
 
>Homo_sapiens_Alpha_1A_adrenergic_receptor_isoform_1_gi66267
329 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-MVFLS-----------GNA----------------------------------S----- 
 
DSS------NC------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------TQPPA--PV--NISK---- 
 
A-----------------------------------IL--L--------GVILGG---LI 
 
LFGVLG----------------------------NILVILSVACHRHLH-SV-THYYIVN 
 
LAVADLLLTSTVLPFSAIFEVL-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-YWAFG-----------------RVFCNIWAAVD 
 
VLCCTASIMGLCIISIDR---------YIGV----------------------------- 
 
--------S-YPLR-YP--TIVT------------------------------------- 
 
------------------------------------------------------------ 
 



---------------------Q-RRGLMALLCVW--ALSL-------------------- 
 
---------------V----------ISIG-P--L---------FG--------W----- 
 
----------RQ------------------------------------------------ 
 
--PA-------P-----E------------------D-----E---------T-ICQINE 
 
EP--GYALFSALGS-------FYLPLAIILVMYC----RVYVVAKRES------------ 
 
-------------RG--------------------------------------------- 
 
-------------------L--------KSGL-----------------------KT--- 
 
----------------------------------------------------DK------ 
 
-SDSEQ------------------------------------------------------ 
 
-----------------------------VTL-------------------------R-- 
 
IHRKNAP----------------------------------------------------- 
 
----------------------------AGGS---------------------------- 
 
------------------------------------------------------------ 
 
-----------------------------------------------GMASAKTKTHFSV 
 
RLLK-----F-----------S--------REKKA----A-KTLGIVVGCFVL------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------LVMPIGSF------------------ 
 
------------------------------------F--PD------------------- 
 
F-KPSE--T--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------V-----F--KI----------VF---------------- 
 
----------WLGYLNSCINP--------------------------------IIYPCSS 
 
--QEFKKA---FQNVL----------RIQ--CLRRKQSSKHALGYTLHPPS--------- 
 
----------------QAVEGQHKDMVRIPVGSRETFYRISKTDGVCEWKFFSSMPRGSA 
 



RITVSKDQSSCTTARVRSKSFLQVCCCVGPSTPSLDKNHQVPTIKVHTISLSENGEEV-- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Homo_sapiens_alpha_1C_adrenergic_receptor_gi666893 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-MVFLS-----------GNA----------------------------------S----- 
 
DSS------NC------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------TQPPA--PV--NISK---- 
 
A-----------------------------------IL--L--------GVILGG---LI 
 
LFGVLG----------------------------NILVILSVACHRHLH-SV-THYYIVN 
 
LAVADLLLTSTVLPFSAIFEVL-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-YWAFG-----------------RVFCNIWAAVD 
 
VLCCTASIMGLCIISIDR---------YIGV----------------------------- 
 



--------S-YPLR-YP--TIVT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------Q-RRGLMALLCVW--ALSL-------------------- 
 
---------------V----------ISIG-P--L---------FG--------W----- 
 
----------RQ------------------------------------------------ 
 
--PA-------P-----E------------------D-----E---------T-ICQINE 
 
EP--GYVLFSALGS-------FYLPLAIILVMYC----RVYVVAKRES------------ 
 
-------------RG--------------------------------------------- 
 
-------------------L--------KSGL-----------------------KT--- 
 
----------------------------------------------------DK------ 
 
-SDSEQ------------------------------------------------------ 
 
-----------------------------VTL-------------------------R-- 
 
IHRKNAP----------------------------------------------------- 
 
----------------------------AGGS---------------------------- 
 
------------------------------------------------------------ 
 
-----------------------------------------------GMASAKTKTHFSV 
 
RLLK-----F-----------S--------REKKA----A-KTLGIVVGCFVL------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------LVMPIGSF------------------ 
 
------------------------------------F--PD------------------- 
 
F-KPSE--T--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------V-----F--KI----------VF---------------- 
 
----------WLGYLNSCINP--------------------------------IIYPCSS 
 



--QEFKKA---FQNVL----------RIQ--CLRRKQSSKHALGYTLHPPS--------- 
 
----------------QAVEGQHKDMVRIPVGSRETFYRISKTDGVCEWKFFSSMPRGSA 
 
RITVSKDQSSCTTARVRSKSFLQVCCCVGPSTPSLDKNHQVPTIKVHTISLSENGEEV-- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Homo_sapiens_alpha1C_adrenergic_receptor_gi433201 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-MVFLS-----------GNA----------------------------------S----- 
 
DSS------NC------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------TQPPA--PV--NISK---- 
 
A-----------------------------------IL--L--------GVILGG---LI 
 
LFGVLG----------------------------NILVILSVACHRHLH-SV-THYYIVN 
 
LAVADLLLTSTVLPFSAIFEVL-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



-------------------------G-YWAFG-----------------RVFCNIWAAVD 
 
VLCCTASIMGLCIISIDR---------YIGV----------------------------- 
 
--------S-YPLR-YP--TIVT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------Q-RRGLMALLCVW--ALSL-------------------- 
 
---------------V----------ISIG-P--L---------FG--------W----- 
 
----------RQ------------------------------------------------ 
 
--PA-------P-----E------------------D-----E---------T-ICQINE 
 
EP--GYVLFSALGS-------FYLPLAIILVMYC----RVYVVAKRES------------ 
 
-------------RG--------------------------------------------- 
 
-------------------L--------KSGL-----------------------KT--- 
 
----------------------------------------------------DK------ 
 
-SDSEQ------------------------------------------------------ 
 
-----------------------------VTL-------------------------R-- 
 
IHRKNAP----------------------------------------------------- 
 
----------------------------AGGS---------------------------- 
 
------------------------------------------------------------ 
 
-----------------------------------------------GMASAKTKTHFSV 
 
RLLK-----F-----------S--------REKKA----A-KTLGIVVGCFVL------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------LVMPIGSF------------------ 
 
------------------------------------F--PD------------------- 
 
F-KPSE--T--------------------------------------------------- 
 
------------------------------------------------------------ 
 



---------------------V-----F--KI----------VF---------------- 
 
----------WLGYLNSCINP--------------------------------IIYPCSS 
 
--QEFKKA---FQNVL----------RIQ--CLRRKQSSKHALGYTLHPPS--------- 
 
----------------QAVEGQHKDMVRIPVGSRETFYRISKTDGVCEWKFFSSMPRGSA 
 
RITVSKDQSSCTTARVRSKSFLEVCCCVGPSTPSLDKNHQVPTIKVHTISLSENGEEV-- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Homo_sapiens_alpha_1C_adrenergic_receptor_isoform_2_gi92720
9 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-MVFLS-----------GNA----------------------------------S----- 
 
DSS------NC------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------TQPPA--PV--NISK---- 
 
A-----------------------------------IL--L--------GVILGG---LI 
 
LFGVLG----------------------------NILVILSVACHRHLH-SV-THYYIVN 
 
LAVADLLLTSTVLPFSAIFEVL-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 



 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-YWAFG-----------------RVFCNIWAAVD 
 
VLCCTASIMGLCIISIDR---------YIGV----------------------------- 
 
--------S-YPLR-YP--TIVT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------Q-RRGLMALLCVW--ALSL-------------------- 
 
---------------V----------ISIG-P--L---------FG--------W----- 
 
----------RQ------------------------------------------------ 
 
--PA-------P-----E------------------D-----E---------T-ICQINE 
 
EP--GYVLFSALGS-------FYLPLAIILVMYC----RVYVVAKRES------------ 
 
-------------RG--------------------------------------------- 
 
-------------------L--------KSGL-----------------------KT--- 
 
----------------------------------------------------DK------ 
 
-SDSEQ------------------------------------------------------ 
 
-----------------------------VTL-------------------------R-- 
 
IHRKNAP----------------------------------------------------- 
 
----------------------------AGGS---------------------------- 
 
------------------------------------------------------------ 
 
-----------------------------------------------GMASAKTKTHFSV 
 
RLLK-----F-----------S--------REKKA----A-KTLGIVVGCFVL------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------LVMPIGSF------------------ 
 
------------------------------------F--PD------------------- 



 
F-KPSE--T--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------V-----F--KI----------VF---------------- 
 
----------WLGYLNSCINP--------------------------------IIYPCSS 
 
--QEFKKA---FQNVL----------RIQ--CLRRKQSSKHALGYTLHPPSQAVEGQHKD 
 
MVRIPVGSRETFYRISKTDGVCEWKFFSSMPRGSARITVSKDQSSCTTARTKSRSVTRLE 
 
CSGMILAHCNLRLPGSRDSPASASQAAGTTGDVPPGRRHQAQLIFVFLVETGFHHVGQDD 
 
LDLLTS------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Homo_sapiens_alpha_1A_adrenergic_receptor_isoform_2_gi71565
156 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-MVFLS-----------GNA----------------------------------S----- 
 
DSS------NC------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------TQPPA--PV--NISK---- 
 
A-----------------------------------IL--L--------GVILGG---LI 
 
LFGVLG----------------------------NILVILSVACHRHLH-SV-THYYIVN 
 



LAVADLLLTSTVLPFSAIFEVL-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-YWAFG-----------------RVFCNIWAAVD 
 
VLCCTASIMGLCIISIDR---------YIGV----------------------------- 
 
--------S-YPLR-YP--TIVT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------Q-RRGLMALLCVW--ALSL-------------------- 
 
---------------V----------ISIG-P--L---------FG--------W----- 
 
----------RQ------------------------------------------------ 
 
--PA-------P-----E------------------D-----E---------T-ICQINE 
 
EP--GYVLFSALGS-------FYLPLAIILVMYC----RVYVVAKRES------------ 
 
-------------RG--------------------------------------------- 
 
-------------------L--------KSGL-----------------------KT--- 
 
----------------------------------------------------DK------ 
 
-SDSEQ------------------------------------------------------ 
 
-----------------------------VTL-------------------------R-- 
 
IHRKNAP----------------------------------------------------- 
 
----------------------------AGGS---------------------------- 
 
------------------------------------------------------------ 
 
-----------------------------------------------GMASAKTKTHFSV 
 
RLLK-----F-----------S--------REKKA----A-KTLGIVVGCFVL------- 
 



-------------CW---------------------------LP---------------- 
 
--------------------------FF------LVMPIGSF------------------ 
 
------------------------------------F--PD------------------- 
 
F-KPSE--T--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------V-----F--KI----------VF---------------- 
 
----------WLGYLNSCINP--------------------------------IIYPCSS 
 
--QEFKKA---FQNVL----------RIQ--CLRRKQSSKHALGYTLHPPSQAVEGQHKD 
 
MVRIPVGSRETFYRISKTDGVCEWKFFSSMPRGSARITVSKDQSSCTTARTKSRSVTRLE 
 
CSGMILAHCNLRLPGSRDSPASASQAAGTTGMCHQADATRPS------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Homo_sapiens_alpha_1A_adrenergic_receptor_isoform_3_gi15451
757 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-MVFLS-----------GNA----------------------------------S----- 
 
DSS------NC------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------TQPPA--PV--NISK---- 



 
A-----------------------------------IL--L--------GVILGG---LI 
 
LFGVLG----------------------------NILVILSVACHRHLH-SV-THYYIVN 
 
LAVADLLLTSTVLPFSAIFEVL-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-YWAFG-----------------RVFCNIWAAVD 
 
VLCCTASIMGLCIISIDR---------YIGV----------------------------- 
 
--------S-YPLR-YP--TIVT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------Q-RRGLMALLCVW--ALSL-------------------- 
 
---------------V----------ISIG-P--L---------FG--------W----- 
 
----------RQ------------------------------------------------ 
 
--PA-------P-----E------------------D-----E---------T-ICQINE 
 
EP--GYVLFSALGS-------FYLPLAIILVMYC----RVYVVAKRES------------ 
 
-------------RG--------------------------------------------- 
 
-------------------L--------KSGL-----------------------KT--- 
 
----------------------------------------------------DK------ 
 
-SDSEQ------------------------------------------------------ 
 
-----------------------------VTL-------------------------R-- 
 
IHRKNAP----------------------------------------------------- 
 
----------------------------AGGS---------------------------- 
 
------------------------------------------------------------ 



 
-----------------------------------------------GMASAKTKTHFSV 
 
RLLK-----F-----------S--------REKKA----A-KTLGIVVGCFVL------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------LVMPIGSF------------------ 
 
------------------------------------F--PD------------------- 
 
F-KPSE--T--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------V-----F--KI----------VF---------------- 
 
----------WLGYLNSCINP--------------------------------IIYPCSS 
 
--QEFKKA---FQNVL----------RIQ--CLRRKQSSKHALGYTLHPPS--------- 
 
----------------------------------------QAVEGQHKDMVRIPVGSRET 
 
FYRISKTDGVCEWKFFSSMPRGSARITVSKDQSSCTTARGHTPMT--------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Homo_sapiens_alpha_1c_adrenoceptor_alpha_1c_AR_human_prosta
te_Peptide_Partial_349_aa_gi639573 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------ACHRHLH-SV-THYYIVN 
 
LAVADLLLTSTVLPFSAIFEVL-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-YWAFG-----------------RVFCNIWAAVD 
 
VLCCTASIMGLCIISIDR---------YIGV----------------------------- 
 
--------S-YPLR-YP--TIVT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------Q-RRGLMALLCVW--ALSL-------------------- 
 
---------------V----------ISIG-P--L---------FG--------W----- 
 
----------RQ------------------------------------------------ 
 
-----------PAPEDET------------------------------------ICQINE 
 
EP--GYVLFSALGS-------FYLPLAIILVMYC----RVYVVAKRES------------ 
 
-------------RG--------------------------------------------- 
 
-------------------L--------KSGL-----------------------KT--- 
 
----------------------------------------------------DK------ 
 
-SDSEQ------------------------------------------------------ 
 
------------------------------VT-------------------------L-R 
 



IHRKNAP----------------------------------------------------- 
 
------------------AGGSGMASAKTKTH---------------------------- 
 
------------------------------------------------------------ 
 
---------------------------------------------------------FSV 
 
RLLK-----F-----------S--------REKKA----A-KTLGIVVGCFVL------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------LVMPIGSF------------------ 
 
------------------------------------F---P------------------- 
 
D-FKPS-ET--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------V-----F--KI----------VF---------------- 
 
----------WLGYLNSCINP--------------------------------IIYPCSS 
 
--QEFKKA---FQNVL----------RIQ--CLRRKQSSKHALGYTLHPPS--------- 
 
------------------------------------------------------------ 
 
--QAVEGQHKDMVRIPVGSRETFYRISKTDGVCEWKFF---------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Homo_sapiens_alpha_1A_adrenoceptor_isoform_3b_gi40362755 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------MV-------FLSGNA--------------- 
 
-SDSSN-----------CTQ---------------------------------------- 
 



------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------PPAP---V--NISK---- 
 
A-----------------------------------IL--L--------GVILGG---LI 
 
LFGVLG----------------------------NILVILSVACHRHLH-SV-THYYIVN 
 
LAVADLLLTSTVLPFSAIFEVL-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-YWAFG-----------------RVFCNIWAAVD 
 
VLCCTASIMGLCIISIDR---------YIGV----------------------------- 
 
--------S-YPLR-YP--TIVT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------Q-RRGLMALLCVW--ALSL-------------------- 
 
---------------V----------ISIG-P--L---------FG--------W----R 
 
------------------------------------------------------Q----- 
 
--PA-------P-----E------------------D-----E---------T-ICQINE 
 
EP--GYVLFSALGS-------FYLPLAIILVMYC----RVYVVAKRES------------ 
 
-------------RG---------------L----------------------------- 
 
-------------------K---------SGL-----------------------KT--- 
 
------------------------------------D-K-------------SD------ 
 



--SEQV------------------------------------------------------ 
 
------------------------------TL-------------------------R-- 
 
IHRKNAP---------------------------A------------------------- 
 
----------------------------GGSG---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------MASAKTKTHFSV------------ 
 
RLLK-----F-----------S--------REKKA----A-KTLGIVVGCFVL------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF---------LVMPI------------------ 
 
------------------------------------------------------------ 
 
G-TYIL--K--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------------Y--DV----------LF---------------- 
 
----------WRKGLSVCTRL--------------------------------------- 
 
--RERK-E---IKN---------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Homo_sapiens_alpha_1A_adrenoceptor_isoform_5b_gi40362761 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



------------------------------------------------------------ 
 
-MVFLS-----------GNA-----------------SDSSNCT---------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------QPPAP--VN-ISKAI---- 
 
------------------------------------LL-----------GVILGG---LI 
 
LFGVLG----------------------------NILVILSVACHRHLH-SV-THYYIVN 
 
LAVADLLLTSTVLPFSAIFEVL-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-YWAFG-----------------RVFCNIWAAVD 
 
VLCCTASIMGLCIISIDR---------YIGV----------------------------- 
 
--------S-YPLR-YP--TIVT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------Q-RRGLMALLCVW--ALSL-------------------- 
 
---------------V----------ISIG-P--L---------FG--------W----- 
 
----------RQ------------------------------------------------ 
 
-----------PAPEDET------------------------------------ICQINE 
 
EP--GYVLFSALGS-------FYLPLAIILVMYC----RVYVVAKRES------------ 
 
-------------RG--------------------------------------------- 
 



-------------------L--------KSGL-----------------------KT--- 
 
----------------------------------------------------DK------ 
 
-SDSEQ------------------------------------------------------ 
 
------------------------------VT-------------------------L-R 
 
IHRKNAP----------------------------------------------------- 
 
------------------AGGSGMASAKTKTH---------------------------- 
 
------------------------------------------------------------ 
 
---------------------------------------------------------FSV 
 
RLLK-----F-----------S--------REKKA----A-KTLGIVVGCFVL------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------LVMPIGKS------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Bos_taurus_adrenergic_alpha_1A_receptor_adrenergic_alpha_1C
_receptor_gi27806213 
 
------------------------------------------------------------ 



 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-MVFLS-----------GNA----------------------------------S----- 
 
DSS------NC------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------THPPP--PV--NISK---- 
 
A-----------------------------------IL--L--------GVILGG---LI 
 
LFGVLG----------------------------NILVILSVACHRHLH-SV-THYYIVN 
 
LAVADLLLTSTVLPFSAIFEIL-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-YWAFG-----------------RVFCNVWAAVD 
 
VLCCTASIMGLCIISIDR---------YIGV----------------------------- 
 
--------S-YPLR-YP--TIVT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------Q-KRGLMALLCVW--ALSL-------------------- 
 
---------------V----------ISIG-P--L---------FG--------W----- 
 
----------RQ------------------------------------------------ 
 
--PA-------P------------------------E----DE---------T-ICQINE 



 
EP--GYVLFSALGS-------FYVPLTIILVMYC----RVYVVAKRES------------ 
 
-------------RG--------------------------------------------- 
 
-------------------L--------KSGL-----------------------KT--- 
 
----------------------------------------------------DK------ 
 
-SDSEQ------------------------------------------------------ 
 
-----------------------------VTL-------------------------R-- 
 
IHRKNAQ----------------------------------------------------- 
 
------------------VGGSGVTSAKNKTH---------------------------- 
 
------------------------------------------------------------ 
 
---------------------------------------------------------FSV 
 
RLLK-----F-----------S--------REKKA----A-KTLGIVVGCFVL------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------LVMPIGSF------------------ 
 
------------------------------------F--PD------------------- 
 
F-RPSE--T--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------V-----F--KI----------AF---------------- 
 
----------WLGYLNSCINP--------------------------------IIYPCSS 
 
--QEFKKA---FQNVL----------RIQ--CLRRKQSSKHTLGYTLHAPS--------- 
 
----------------HVLEGQHKDLVRIPVGSAETFYKISKTDGVCEWKIFSSLPRGSA 
 
RMAVARDPSACTTARVRSKSFLQVCCCLGPSTPSHGENHQIPTIKIHTISLSENGEEV-- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 



 
>Sus_scrofa_alpha_1A_adrenergic_receptor_gi6563386 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-MVFLS-----------GNA----------------------------------S----- 
 
DSS------NC------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------THPPP--PV--NISK---- 
 
A-----------------------------------IL--L--------GVILGG---LI 
 
IFGVLG----------------------------NILVILSVACHRHLH-SV-THYYIVN 
 
LAVADLLLTSTVLPFSAIFEIL-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-YWAFG-----------------RVFCNIWAAVD 
 
VLCCTASIMGLCIISIDR---------YIGV----------------------------- 
 
--------S-YPLR-YP--TIVT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------Q-KRGLMALLCVW--ALSL-------------------- 
 
---------------V----------ISIG-P--L---------FG--------W----- 



 
----------RQ------------------------------------------------ 
 
--PA-------P-----E------------------D-----E---------T-ICQINE 
 
EP--GYVLFSALGS-------FYVPLTIILVMYC----RVYVVAKRES------------ 
 
-------------RG--------------------------------------------- 
 
-------------------L--------KSGL-----------------------KT--- 
 
----------------------------------------------------DK------ 
 
-SDSEQ------------------------------------------------------ 
 
-----------------------------VTL-------------------------R-- 
 
IHRKNAP----------------------------------------------------- 
 
------------------VGGSGVTSAKNKTH---------------------------- 
 
------------------------------------------------------------ 
 
---------------------------------------------------------FSV 
 
RLLK-----F-----------S--------REKKA----A-KTLGIVVGCFVL------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------LVMPIGSF------------------ 
 
------------------------------------F--PD------------------- 
 
F-RPSE--T--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------V-----F--KI----------AF---------------- 
 
----------WLGYLNSCINP--------------------------------IIYPCSS 
 
--QEFKKA---FQNVL----------RIQ--CLRRKQSSRHALGYTLHPTS--------- 
 
----------------HALEEQHKDLVRIPVGSGETFYKISKTDGVCEWKFFSSMPRASA 
 
RITVPKDPSACTTARVRSKNFLQVCCCMGPSTPSRDENHPIPTIKIHTISLSENGEEV-- 
 
------------------------------------------------------------ 



 
------------------------------------------------------------ 
 
--------------------------- 
 
>Canis_familiaris_PREDICTED_similar_to_Alpha_1A_adrenergic_r
eceptor_Alpha_1A_adrenoceptor_Alpha_1A_adrenoreceptor_Alpha_
1C_adrenergic_receptor_Alpha_adrenergic_receptor_1c_isoform_
2_gi73993693 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-MVFLS-----------GNA----------------------------------S----- 
 
DSS------NC------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------THPPA--PV--NISK---- 
 
A-----------------------------------IL--L--------GVILGG---LI 
 
IFGVLG----------------------------NILVILSVACHRHLH-SV-THYYIVN 
 
LAVADLLLTSTVLPFSAIFEIL-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-YWAFG-----------------RVFCNIWAAVD 
 
VLCCTASIMGLCIISIDR---------YIGV----------------------------- 
 



--------S-YPLR-YP--TIVT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------Q-KRGLMALLCVW--ALSL-------------------- 
 
---------------V----------ISIG-P--L---------FG--------W----- 
 
----------RQ------------------------------------------------ 
 
--PA-------P-----E------------------D-----E---------T-ICQITE 
 
EP--GYVLFSALGS-------FYVPLTIILVMYC----RVYVVAKRES------------ 
 
-------------RG--------------------------------------------- 
 
-------------------L--------KSGL-----------------------KT--- 
 
----------------------------------------------------DK------ 
 
-SDSEQ------------------------------------------------------ 
 
-----------------------------VTL-------------------------R-- 
 
IHRKNAP----------------------------------------------------- 
 
------------------VGGTGVSSAKNKTH---------------------------- 
 
------------------------------------------------------------ 
 
---------------------------------------------------------FSV 
 
RLLK-----F-----------S--------REKKA----A-KTLGIVVGCFVL------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------LVMPIDKQ------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
---------------------------FASDF---------------------------- 
 
------------------------------------------------------------ 
 



--ESHRQP---A------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Canis_familiaris_Alpha_1A_adrenergic_receptor_Alpha_1A_adre
noceptor_Alpha_1A_adrenoreceptor_Alpha_1C_adrenergic_recepto
r_gi5902693 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-MVFLS-----------GNA----------------------------------S----- 
 
DSS------NC------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------THPPA--PV--NISK---- 
 
A-----------------------------------IL--L--------GVILGG---LI 
 
IFGVLG----------------------------NILVILSVACHRHLH-SV-THYYIVN 
 
LAVADLLLTSTVLPFSAIFEIL-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



------------------------------------------------------------ 
 
-------------------------G-YWAFG-----------------RVFCNIWAAVD 
 
VLCCTASIMGLCIISIDR---------YIGV----------------------------- 
 
--------S-YPLR-YP--TIVT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------Q-KRGLMALLCVW--ALSL-------------------- 
 
---------------V----------ISIG-P--L---------FG--------W----- 
 
----------RQ------------------------------------------------ 
 
--PA-------P-----E------------------D-----E---------T-ICQITE 
 
EP--GYVLFSALGS-------FYVPLTIILVMYC----RVYVVAKRES------------ 
 
-------------RG--------------------------------------------- 
 
-------------------L--------KSGL-----------------------KT--- 
 
----------------------------------------------------DK------ 
 
-SDSEQ------------------------------------------------------ 
 
-----------------------------VTL-------------------------R-- 
 
IHRKNAP----------------------------------------------------- 
 
------------------VGGTGVSSAKNKTH---------------------------- 
 
------------------------------------------------------------ 
 
---------------------------------------------------------FSV 
 
RLLK-----F-----------S--------REKKA----A-KTLGIVVGCFVL------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF---------LVMPI------------------ 
 
------------------------------------G----------------------- 
 
------------------------------------------------------------ 
 



------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Canis_familiaris_PREDICTED_similar_to_alpha_1A_adrenergic_r
eceptor_isoform_1_isoform_1_gi73993695 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-MVFLS-----------GNA-----------------------------SD---S----- 
 
SNC------TH------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------PPAP---V--NISK---- 
 
A-----------------------------------IL--L--------GVILGG---LI 
 
IFGVLG----------------------------NILVILSVACHRHLH-SV-THYYIVN 
 
LAVADLLLTSTVLPFSAIFEIL-------------------------------------- 
 
------------------------------------------------------------ 



 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-YWAFG-----------------RVFCNIWAAVD 
 
VLCCTASIMGLCIISIDR---------YIGV----------------------------- 
 
--------S-YPLR-YP--TIVT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------Q-KRGLMALLCVW--ALSL-------------------- 
 
---------------V----------ISIG-P--L---------FG--------W----R 
 
----------QP------------------------------------------A----- 
 
-----------P-----E------------------D-----E---------T-ICQITE 
 
EP--GYVLFSALGS-------FYVPLTIILVMYC----RVYVVAKRES------------ 
 
-------------RG---------------L----------------------------- 
 
-------------------K---------SGL-----------------------KT--- 
 
------------------------------------D-K-------------SD------ 
 
--SEQV------------------------------------------------------ 
 
------------------------------TL-------------------------R-- 
 
IHRKNAP---------------------------V------------------------- 
 
----------------------------GGTG---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------VSSAKNKTHFSV 
 
RLLK-----F-----------S--------REKKA----A-KTLGIVVGCFVL------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------LVMPIGSF------------------ 



 
------------------------------------F---P----------D-------- 
 
F-KPSE--T--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------V-----F--KI----------AF---------------- 
 
----------WLGYLNSCINP--------------------------------IIYPCSS 
 
--QEFKKA---FQNVL----------RIQ--CLRRKQSSKHTLGYTLHQPS--------- 
 
---------HTLEGQPKELVRIPVGSGET-------FYKISKTDGVCEWKVFSSMPRESA 
 
RITVSKDQSACTTARVRSKSFLQVCCCMGPSTPSHGENHQIPTIKIHTISLSENGEEV-- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Tetraodon_nigroviridis_unnamed_protein_product_gi47214321 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----N-----------CSS---------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------SAQP--EV--DVVK---- 
 
A-----------------------------------VV--L--------GVVLLV---FV 
 
VFGVFG----------------------------NILVILSVLFHRHWR-SV-THYFIAN 



 
LAAADLLLSSAVLPFSATSEAL-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-RWVFG-----------------RPFCSVWAALD 
 
VLCCTASILSLCVISIDR---------YLAV----------------------------- 
 
--------S-YPLR-YS--AIAT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------G-RRGLAAVAALW--GLSA-------------------- 
 
---------------A----------ISVG-P--L---------FG--------W----- 
 
----------KE------------------------------------------------ 
 
-----------P-----D-------------P---ED-----D---------S-VCKITE 
 
EP--GYALFSALGS-------FYIPLVIILAMYC----RVYSVARRES------------ 
 
-------------AT--------------------------------------------- 
 
-------------------L--------RKGN-----------------------KG--- 
 
----------------------------------------------------HG------ 
 
-VETEG------------------------------------------------------ 
 
------------------------------VM-------------------------L-R 
 
VHRGNTA----------------------------------------------------- 
 
----------QAEKQQDDDISTGHKRTTFSLP---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
RLLK-----F-----------T--------KEEKA----A-KTLGIVVGCFIL------- 



 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------LVLPIGSI------------------ 
 
------------------------------------F--PS------------------- 
 
C-KPSE--T--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------I-----F--KI----------TF---------------- 
 
----------WLGYLNSCINP--------------------------------IIYPCFS 
 
--REFKKA---FTSVL----------RAQ--CLR-------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Oncorhynchus_mykiss_alpha_1A_adrenoreceptor_gi82570157 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
---------------------------------------MVPIADNM------------N 
 
MTPEHP-----------TQN----------------------------------C----- 
 
SNC------SQ------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------VFVP--EL--NVVK---- 



 
A-----------------------------------VV--L--------GLILGT---II 
 
VCGVFG----------------------------NILVILSVVCHRHLR-TV-THYFIVN 
 
LAVADLLLSSIVLPFSATFEIL-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-YWVFG-----------------RPFCNVWAAVD 
 
VLCCTASIMSLCVISVDR---------YIGV----------------------------- 
 
--------S-YPLR-YP--AIVT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------E-RRALLALVGLW--ALSV-------------------- 
 
---------------T----------ISIG-P--L---------FG--------W----- 
 
----------KE------------------------------------------------ 
 
-----------P-----A-------------P---ED-----E---------S-ICKITE 
 
EP--AYAIFSAVGS-------FYLPLAIILSMYC----RVYVVARQES------------ 
 
-------------RG--------------------------------------------- 
 
-------------------L--------RKGH-----------------------KT--- 
 
----------------------------------------------------DK------ 
 
-SDSES------------------------------------------------------ 
 
-----------------------------ITL-------------------------R-- 
 
IHRGNTA----------------------------------------------------- 
 
--------------------VSEDEALRSHTH---------------------------- 
 
------------------------------------------------------------ 



 
---------------------------------------------------------FAL 
 
RLLK-----F-----------S--------REKKA----A-KTLGIVVGCFVL------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------LVLPIGSI------------------ 
 
------------------------------------F--PA------------------- 
 
Y-RPSD--T--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------V-----F--KI----------TF---------------- 
 
----------WLGYFNSCINP--------------------------------IIYPCSN 
 
--QEFKKA---FQSIL----------GVR--CLRAQPRATHHLGPGLSQAQ--------- 
 
-------------------------VQGHSLTLRVDGRGDPSRLSPSSSIALSRTPSSRD 
 
DREWKIETGQAKVAQLCSRSLLKTCCCIRDGSLNQGPSHSQPPPHGTLTTIKIHQLSFCE 
 
NGEAVYPEILME------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Oryzias_latipes_alpha_1A_adrenergic_receptor_Japanese_medak
a_gi7441613 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------M---VPVLDNMT------------P 
 
SSVTLN-----------CSN-----------------------------CS--------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------HVLAP--EL--NTVK---- 
 
A-----------------------------------VV--L--------GMVLGI---FI 
 
LFGVIG----------------------------NILVILSVVCHRHLQ-TV-TYYFIVN 
 
LAVADLLLSSTVLPFSAIFEIL-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------D-RWVFG-----------------RVFCNIWAAVD 
 
VLCCTASIMSLCVISVDR---------YIGV----------------------------- 
 
--------S-YPLR-YP--AIMT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------K-RRALLAVMLLW--VLSV-------------------- 
 
---------------I----------ISIG-P--L---------FG--------W----- 
 
----------KE------------------------------------------------ 
 
--PA-------P-----E------------------D-----E---------T-VCKITE 
 
EP--GYAIFSAVGS-------FYLPLAIILAMYC----RVYVVAQKES------------ 
 
-------------RG--------------------------------------------- 
 
-------------------L--------KEGQ-----------------------KI--- 
 
----------------------------------------------------EK------ 
 
-SDSEQ------------------------------------------------------ 
 
-----------------------------VIL-------------------------R-- 
 



MHRGNTT----------------------------------------------------- 
 
--------------------VSEDEALRSRTH---------------------------- 
 
------------------------------------------------------------ 
 
---------------------------------------------------------FAL 
 
RLLK-----F-----------S--------REKKA----A-KTLGIVVGCFVL------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------LVLPIGSI------------------ 
 
------------------------------------F--PA------------------- 
 
Y-RPSD--T--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------V-----F--KI----------TF---------------- 
 
----------WLGYFNSCINP--------------------------------IIYLCSN 
 
--QEFKKA---FQSLL----------GVH--CLRMTPRAHHHHLSVGQSQT--------- 
 
------------------------QGHSLTISLDSKGAPCRLSPSSSVALSRTPSSRDSR 
 
EWRVFSGGPINSGPGPTEAGRAKVAKLCNKSLHRTCCCILRARTPTQDPAPLGDLPTIKI 
 
HQLSLSEKGESV------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Oryzias_latipes_Alpha_1A_adrenergic_receptor_Alpha_1A_adren
oceptor_Alpha_1A_adrenoreceptor_MAR1_gi2494939 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------------------------M--------------- 
 
-TPSSV-----------TLN-----------------------------CS---N----- 



 
CSH------VL------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------------------------APE---L--NTVK---- 
 
A-----------------------------------VV--L--------GMVLGI---FI 
 
LFGVIG----------------------------NILVILSVVCHRHLQ-TV-TYYFIVN 
 
LAVADLLLSSTVLPFSAIFEIL-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------D-RWVFG-----------------RVFCNIWAAVD 
 
VLCCTASIMSLCVISVDR---------YIGV----------------------------- 
 
--------S-YPLR-YP--AIMT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------K-RRALLAVMLLW--VLSV-------------------- 
 
---------------I----------ISIG-P--L---------FG--------W----K 
 
----------EP------------------------------------------A----- 
 
-----------P-----E------------------D-----E---------T-VCKITE 
 
EP--GYAIFSAVGS-------FYLPLAIILAMYC----RVYVVAQKES------------ 
 
-------------RG---------------L----------------------------- 
 
-------------------K---------EGQ-----------------------KI--- 
 
------------------------------------E-K-------------SD------ 



 
--SEQV------------------------------------------------------ 
 
------------------------------IL-------------------------R-- 
 
MHRGNTT---------------------------V------------------------- 
 
---------------------SEDEALRSRTH---------------------------- 
 
------------------------------------------------------------ 
 
---------------------------------------------------------FAL 
 
RLLK-----F-----------S--------REKKA----A-KTLGIVVGCFVL------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------LVLPIGSI------------------ 
 
------------------------------------F---P----------A-------- 
 
Y-RPSD--T--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------V-----F--KI----------TF---------------- 
 
----------WLGYFNSCINP--------------------------------IIYLCSN 
 
--QEFKKA---FQSLL----------GVH--CLRMTPRAHHHHLSVGQSQT--------- 
 
-----------------QGHSLTISLDSK-------GAPCRLSPSSSVALSRTPSSRDSR 
 
EWRVFSGGPINSGPGPTEAGRAKVAKLCNKSLHRTCCCILRARTPTQDPAPLGDLPTIKI 
 
HQLSLSEKGESV------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Danio_rerio_PREDICTED_similar_to_adrenergic_receptor_alpha_
1b_gi68397388 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-MSSDT-----------DHA-----------------ANFLSNASSELSDVSNSN----- 
 
SSG------NG------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------TAPS--SF--SLSR---- 
 
A-----------------------------------LP--L--------GMVLGA---FI 
 
VFAIVG----------------------------NILVILSVVCNRHLR-IP-TNYFIIN 
 
LAMADLLLSTTVLPVSATREIL-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------N-YWVFG-----------------RIFCDIWAAVD 
 
VLCCTASIMSLCVISIDR---------YIGV----------------------------- 
 
--------R-YPLQ-YP--SIVT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------E-KRALLAMLGVW--VLAF-------------------- 
 
---------------V----------ISIG-P--L---------LG--------W----K 
 
----------EP------------------------------------------------ 
 
-----------P-----S-------------E---DD---------------T-VCLITE 
 
EP--FYALFSSLGS-------FYIPLAVILAMYC----RVYIVAKRTT------------ 
 



-------------KN--------------------------------------------- 
 
-------------------L--------EAGV-----------------------MK--- 
 
----------------------------------------------------ER------ 
 
-MDSNE------------------------------------------------------ 
 
---------------------LTLRIHYKGSQ-------------------------T-Q 
 
EDCSKGH----------------------------------------------------- 
 
----------------------------LRSS---------------------------- 
 
------------------------------------------------------------ 
 
---------------------------------------------------------LTV 
 
KLLK-----F-----------S--------REKKA----A-KTLGVVVGMFIL------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------LALPIGSF------------------ 
 
------------------------------------N--TS------------------- 
 
L-RPPE--T--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------F-----F--KV----------IF---------------- 
 
----------WLGYFNSCLNP--------------------------------IIYPCYS 
 
--REFKQA---FIRIL----------RCQ--CQQKKQQGWRAYNYRVPNANHVYSDTSSI 
 
CMNGSLQTLAPSQPSPTLFSRVVGSRPASGLLPGWGPCTSSSSSSLSGSPFPGMMRSGSQ 
 
ATSPLGFYSLVLCQEPAGGPRLSQKTATIAGHRRSQKLLSLLKHIQLPNDTSEHILNSNS 
 
LRWHTPYSMVKQHREFIQGPPPVSYKEIRTQQSSPF------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Tetraodon_nigroviridis_unnamed_protein_product_gi47212001 
 



------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------------------------M 
 
SLGTDN-----------VTF-----------------LWKNDSTELDNASSRVNF----- 
 
SSG------GN------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------HSALS--EL--RLSR---- 
 
A-----------------------------------IP--L--------GLVLGA---FI 
 
VFAIAG----------------------------NILVILSVVCNRHLR-TP-TNYFIIN 
 
LAIADLLLSTTVLPVSATLEIL-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------N-YWVFG-----------------RIFCDIWAAVD 
 
VLCCTASIMSLCVISIDR---------YIGV----------------------------- 
 
--------S-HPLQ-YP--GIVT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------E-KRALLAMLGVW--ALSV-------------------- 
 
---------------V----------ISIG-P--L---------FG--------W----- 
 
----------KQ------------------------------------------------ 
 



-----------P-----P-------------S---PD-----D---------T-VCPITE 
 
EP--FYALFSSLGS-------FYIPLVVILAMYC----RVYIVAKRTT------------ 
 
-------------KN--------------------------------------------- 
 
-------------------L--------EAGV---------------------MRER--- 
 
----------------------------------------------------MN------ 
 
-SSELT------------------------------------------------------ 
 
--------------------------LRIHKG-------------------------S-Q 
 
VNEESGH----------------------------------------------------- 
 
------------AATATGTGTGKGRAHQARSS---------------------------- 
 
------------------------------------------------------------ 
 
---------------------------------------------------------LTV 
 
KLLK-----F-----------S--------REKKA----A-KTLGVVVGMFTL------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------LALPIGSF------------------ 
 
------------------------------------N--VN------------------- 
 
L-RPPE--I--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------L-----F--KV----------IF---------------- 
 
----------WLGYFNSCLNP--------------------------------IIYPCYS 
 
--REFKLA---FIRIL----------RCR--CQQRKRPGFQAYSHRSSNIS--------- 
 
------------------------------------------------------------ 
 
-----SSGHSRKGSADHNSGCLNGSQRTLPSSASPSPSYLGGALPP-------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



--------------------------- 
 
>Danio_rerio_Hypothetical_protein_LOC492486_gi55250889 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
----------------------------------MN---QQNEYAVT------------R 
 
SWGSAI-----------LDA-----------------FEGSAVFPNFSLKL---N----- 
 
GTG------LEP------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------------------------------L--LLSR---- 
 
A-----------------------------------VP--L--------GLVLGF---FI 
 
TFAIAG----------------------------NILVILSVVCNRHLR-SP-TNYFIVN 
 
LAIADLLLGTTVLPVSATLEVV-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-HWVFG-----------------RIFCDVWAAVD 
 
VLCCTASIMSLCVISIDR---------YIGV----------------------------- 
 
--------S-HPLQ-YP--NIVT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------G-RRALLAMLGVW--VLSL-------------------- 
 



---------------V----------ISIG-P--L---------LG--------W----K 
 
----------EP------------------------------------------------ 
 
--PS-------P------------------------D-----D---------T-VCAINE 
 
EP--FYALFSSLGS-------FYIPLIVILVMYC----RVYVVAKRTT------------ 
 
-------------KN---------------L----------------------------- 
 
-------------------E---------AGV-----------------------KT--- 
 
----------------------------------------------------ES------ 
 
-MNSGE------------------------------------------------------ 
 
-----------------------ITLRIHRGS-------------------------Q-- 
 
VHEDAGK----------------------------------------------------- 
 
-----------------------SRAHQARNS---------------------------- 
 
------------------------------------------------------------ 
 
---------------------------------------------------------LTV 
 
KLLK-----F-----------S--------REKKA----A-KTLGVVVGMFTL------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------LTLPIVSF------------------ 
 
---------------------------------------------------N----T--S 
 
L-RPPE--T--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------V-----S--SI----------IF---------------- 
 
----------WLGYFNSCLNP--------------------------------IIYPCYS 
 
--REFKLA---FIRIL----------KCR--CRRRRRPGWRAYNYRGSQIN--------- 
 
------------------------------------SFYSRQDSRDSVNYGSYLNGSQRT 
 
LSSSSPSPSYHTKGLSHFQEDGPRLGRSRTPSVLSESILDHHLEPVEEDPRQTVSIQDHA 
 



GVSELASKASE------------------------------------------------- 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Tetraodon_nigroviridis_unnamed_protein_product_gi47221338 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
----------------------------------QVL----------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------D-YWVFG-----------------RIFCDIWAAVD 
 
VLCCTASIMSLCVISIDR---------YIGV----------------------------- 
 
--------R-YPLQ-YP--MIVT------------------------------------- 
 



------------------------------------------------------------ 
 
---------------------E-KRALLAMLGVW--ILAI-------------------- 
 
---------------V----------ISIG-P--L---------LG--------W----K 
 
----------QP------------------------------------------------ 
 
-----------P-----S-------------Q---DD---------------T-VCLITE 
 
EP--FYALFSSLGS-------FYIPLAVILAMYF----RVYIVAKRTT------------ 
 
-------------KN--------------------------------------------- 
 
-------------------L--------EAGV---------------------MKES--- 
 
----------------------------------------------------QE------ 
 
-NSSEL------------------------------------------------------ 
 
------------------------------TL-------------------------R-- 
 
IHCRNQQ----------------------------------------------------- 
 
------------IQDICPSSKGGSSGSSAGRS---------------------------- 
 
------------------------------------------------------------ 
 
--------------------------------------------------------TLTI 
 
KLLK-----F-----------S--------REKKA----A-KTLGVVVGMFIL------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------LALPIGSF------------------ 
 
------------------------------------N--SS------------------- 
 
L-RPPD--T--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------F-----F--KV----------IF---------------- 
 
----------WLGYFNSCLNP--------------------------------IIYPCYS 
 
--REFKQV----THYV-----------CH--TFSTVYSFLYFSYQGLYSDP--------- 
 



---------------------------------------PLSVEAEAPAMAGVPQLPPPS 
 
GLQELVLPEQQPADAVLCQPQPAVRHLQTPPSGLAAPRWREASLGIHATRKAR------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Oryctolagus_cuniculus_alpha_1b_adrenoceptor_gi8885888 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-MNPDL-----------DTG-----------------HNTSAPAHWGELKNANFT----- 
 
GPN------QT------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
---------------------------------------SSNSSLP--QL--DVTR---- 
 
A-----------------------------------IS--V--------GLVLGA---FI 
 
LFAIVG----------------------------NILVILSVACNRHLR-TP-TNYFIVN 
 
LAIADLLLSFTVLPFSAALEVL-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-YWVLG-----------------RIFCDIWAAVD 
 



VLCCTASILSLCAISIDR---------YIGV----------------------------- 
 
--------R-YSLQ-YP--ALVT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------R-RKAILALLSVW--VLST-------------------- 
 
---------------V----------ISIG-P--L---------LG--------W----- 
 
----------KE------------------------------------------------ 
 
--PA-------P-----N------------------D----DK-----------ECGVTE 
 
EP--FYAFFSSLGS-------FYIPLAVILVMYC----RVYIVAKRTT------------ 
 
-------------KN--------------------------------------------- 
 
-------------------L--------EAGV-----------------------MK--- 
 
----------------------------------------------------EM------ 
 
-SNSKE------------------------------------------------------ 
 
-----------------------------LTL-------------------------R-- 
 
IHSKNFH----------------------------------------------------- 
 
---------------EDTLSSTKAKGHNPRSS---------------------------- 
 
------------------------------------------------------------ 
 
---------------------------------------------------------IAV 
 
KLFK-----F-----------S--------REKKA----A-KTLGIVVGMFIL------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------ITLPLGSL------------------ 
 
------------------------------------F--ST------------------- 
 
L-KPPD--A--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------V-----F--KV----------VF---------------- 
 



----------WLGYFNSCLNP--------------------------------IIYPCSS 
 
--KEFKRA---FVRIL----------GCQ--CPGRRRRRRRRRLGGCAYTYRPWTRGGSL 
 
ERSQSRKDSLDDSGSCLSGSQRTLPSASPSPGYLGRGAQPPVELYAFPEWKAPGALLSLP 
 
APEPAGRRGRHDSGQLFTFKLLADPESPGTDGGSSNGGCESAADVANGQPGFKSNMPLAP 
 
GHF--------------------------------------------------------- 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Rattus_norvegicus_unnamed_protein_product_gi55558 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-MNPDL-----------DTG-----------------HNTSAPAHWGELKDDNFT----- 
 
GPN------QT------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
---------------------------------------SSNSTLP--QL--DVTR---- 
 
A-----------------------------------IS--V--------GLVLGA---FI 
 
LFAIVG----------------------------NILVILSVACNRHLR-TP-TNYFIVN 
 
LAIADLLLSFTVLPFSATLEVL-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



------------------------------------------------------------ 
 
-------------------------G-YWVLG-----------------RIFCDIWAAVD 
 
VLCCTASILSLCAISIDR---------YIGV----------------------------- 
 
--------R-YSLQ-YP--TLVT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------R-RKAILALLSVW--VLST-------------------- 
 
---------------V----------ISIG-P--L---------LG--------W----- 
 
----------KE------------------------------------------------ 
 
--PA-------P-----N------------------D----DK-----------ECGVTE 
 
EP--FCALFCSLGS-------FYIPLAVILVMYC----RVYIVAKRTT------------ 
 
-------------KN--------------------------------------------- 
 
-------------------L--------EAGV-----------------------MK--- 
 
----------------------------------------------------EM------ 
 
-SNSKE------------------------------------------------------ 
 
-----------------------------LTL-------------------------R-- 
 
IHSKNFH----------------------------------------------------- 
 
---------------EDTLSSTKAKGHNPRSS---------------------------- 
 
------------------------------------------------------------ 
 
---------------------------------------------------------IAV 
 
KLFK-----F-----------S--------REKKA----A-KTLGIVVGMFIL------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------IALPLGSL------------------ 
 
------------------------------------F--ST------------------- 
 
L-KPPD--A--------------------------------------------------- 
 



------------------------------------------------------------ 
 
---------------------V-----F--KV----------VF---------------- 
 
----------WLGYFNSCLNP--------------------------------IIYPCSS 
 
--KEFKRA---FMRIL----------GCQ--CRGGRRRRRRRRLGACAYTYRPWTRGGSL 
 
ERSQSRKDSLDDSGSCMSGQKRTLPSASPSPGYLGRGTQPPVELCAFPEWKPGALLSLPE 
 
PPGRRGRLDSGPLFTFKLLGDPESPGTEATASNGGCDTTTDLANGQPGFKSNMPLGPGHF 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Canis_familiaris_PREDICTED_similar_to_Alpha_1B_adrenergic_r
eceptor_Alpha_1B_adrenoceptor_Alpha_1B_adrenoreceptor_gi7395
4113 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-MNPDL-----------DAG-----------------HNTSAPAHWGELKNANFT----- 
 
GPN------QT------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
---------------------------------------ASNSTLP--QL--DITR---- 
 
A-----------------------------------IS--V--------GLVLGA---FI 
 
LFAIVG----------------------------NIVVILSVACNRHLR-TP-TNYFIVN 
 
LAIADLLLSFTVLPFSAALEVL-------------------------------------- 
 



------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-YWVLG-----------------RIFCDIWAAVD 
 
VLCCTASILSLCAISIDR---------YIGV----------------------------- 
 
--------R-YSLQ-YP--TLVT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------R-RKAILALLGVW--VLST-------------------- 
 
---------------V----------ISIG-P--L---------LG--------W----- 
 
----------KE------------------------------------------------ 
 
--PA-------P-----N------------------D----DK-----------ECGVTE 
 
EP--FYALFSSLGS-------FYIPLAVILVMYC----RVYIVAKRTT------------ 
 
-------------KN--------------------------------------------- 
 
-------------------L--------EAGV-----------------------MK--- 
 
----------------------------------------------------EM------ 
 
-SNSKE------------------------------------------------------ 
 
-----------------------------LTL-------------------------R-- 
 
IHSKNFH----------------------------------------------------- 
 
---------------EDTLSSTKAKGHNPRSS---------------------------- 
 
------------------------------------------------------------ 
 
---------------------------------------------------------IAV 
 
KLFK-----F-----------S--------REKKA----A-KTLGIVVGMFIL------- 
 
-------------CW---------------------------LP---------------- 
 



--------------------------FF------IALPLGSL------------------ 
 
------------------------------------F--ST------------------- 
 
L-KPPD--A--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------V-----F--KV----------VF---------------- 
 
----------WLGYFNSCLNP--------------------------------IIYPCSS 
 
--KEFKRA---FVRIL----------GCQ--CRGRRRRRRRRRRLGGCAYTYRPWTRGGS 
 
LERSQSRKDSLDDSGSCLSGSQRTLPSASPSPGYLGRAAPPPVELCAFVNWAVGGIWSPS 
 
SSSAQSPSVPRVLGPVREPLGARRFCPCQSRLPQLNKSDPVAAKGRRSLAVTQNGNRHLQ 
 
FRPYNGVTSRDSNALSPRGFHYISQDALPAATPLVGAEGSALDGADIEDPGGWEGEDARS 
 
RGPVSSCLAPSALAGRDSGRGRAVGRRRGGPGLALRPKLAFSR----------------- 
 
--------------------------- 
 
>Mesocricetus_auratus_Alpha_1B_adrenergic_receptor_Alpha_1B_
adrenoceptor_Alpha_1B_adrenoreceptor_gi112871 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-MNPDL-----------DTG-----------------HNTSAPAQWGELKDANFTGPNQT 
 
SSN--------------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------STLPQ--LDVTRAIS---- 
 
----------------------------------------V--------GLVLGA---FI 



 
LFAIVG----------------------------NILVILSVACNRHLR-TP-TNYFIVN 
 
LAIADLLLSFTVLPFSATLEVL-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-YWVLG-----------------RIFCDIWAAVD 
 
VLCCTASILSLCAISIDR---------YIGV----------------------------- 
 
--------R-YSLQ-YP--TLVT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------R-RKAILALLSVW--VLST-------------------- 
 
---------------V----------ISIG-P--L---------LG--------W----- 
 
----------KE------------------------------------------------ 
 
-----------PAPNDDK------------------------------------ECGVTE 
 
EP--FYALFSSLGS-------FYIPLAVILVMYC----RVYIVAKRTT------------ 
 
-------------KN--------------------------------------------- 
 
-------------------L---------------------------------------- 
 
----------------------------------------------------EAGVMKEM 
 
SNSKEL------------------------------------------------------ 
 
---------------------------------------------------------TLR 
 
IHSKNFH----------------------------------------------------- 
 
---------------EDTLSSTKAKGHNPRSS---------------------------- 
 
------------------------------------------------------------ 
 
---------------------------------------------------------IAV 



 
KLFK-----F-----------S--------REKKA----A-KTLGIVVGMFIL------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------IALPLGSL------------------ 
 
------------------------------------F---S------------------- 
 
T-LKPP-DA--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------V-----F--KV----------VF---------------- 
 
----------WLGYFNSCLNP--------------------------------IIYPCSS 
 
--KEFKRA---FMRIL----------GCQ--CRSGRRRRRRRRLGACAYTYRPWTRGGSL 
 
ERSQSRKDSLDDSGSCMSGSQRTLPSASPSPGYLGRGAQPPLELCAYPEWKSGALLSLPE 
 
PPGRRGRLDSGPLFTFKLLGEPESPGTEGDASNGGCDATTDLANGQPGFKSNMPLAPGHF 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Canis_familiaris_Alpha_1B_adrenergic_receptor_Alpha_1B_adre
noceptor_Alpha_1B_adrenoreceptor_gi112870 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------VLPFSAALEVL-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-YWVLG-----------------RIFCDIWAAVD 
 
VLCCTASILSLCAISIDR---------YIGV----------------------------- 
 
--------R-YSLQ-YP--TLVT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------R-RKAILALLGVW--VLST-------------------- 
 
---------------V----------ISIG-P--L---------LG--------W----- 
 
----------KE------------------------------------------------ 
 
-----------PAPNDDK------------------------------------ECGVTE 
 
EP--FYALFSSLGS-------FYIPLAVILVMYC----RVYIVAKRTT------------ 
 
-------------KN--------------------------------------------- 
 
-------------------L---------------------------------------- 
 
----------------------------------------------------EAGVMKEM 
 
SNSKEL------------------------------------------------------ 
 
---------------------------------------------------------TLR 
 
IHSKNFH----------------------------------------------------- 
 



---------------EDTLSSTKAKGHNPRSS---------------------------- 
 
------------------------------------------------------------ 
 
---------------------------------------------------------IAV 
 
KLFK-----F-----------S--------REKKA----A-KTLGIVVGMFIL------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------IALPLGSL------------------ 
 
------------------------------------F---S------------------- 
 
T-LKPP-DA--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------V-----F--KV----------VF---------------- 
 
----------WLGYFNSCLNP--------------------------------IIYPCSS 
 
--KEFKRA---FVRIL----------GCQ--CRGRRRRRRRRRLGGCAYTYRPWTRGGSL 
 
ERSQSRKDSLDDSGSCLSGSQRTLPSASPSPGYLGRAAPPPVELCAVPEWKAPGALLSLP 
 
APQPPGRRGRRDSGPLFTFRLLAERGSPAAGDGACRPAPDAANGQPGFKTNMPLAPGQF- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Homo_sapiens_alpha_adrenergic_receptor_subtype_alpha_1b_hum
an_heart_Peptide_516_aa_gi547221 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-MNPDL-----------DTG-----------------HNTSAPAHWGELKNANFTGPNQT 
 
SSN--------------------------------------------------------- 



 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
----------------------------------------STLPQL--DITRAISV---- 
 
-------------------------------------------------GLVLGA---FI 
 
LFAIVG----------------------------NILVILSVACNRHLR-TP-TNYFIVN 
 
LAMADLLLSFTVLPFSAALEVL-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-YWVLG-----------------RIFCDIWAAVD 
 
VLCCTASILSLCAISIDR---------YIGV----------------------------- 
 
--------R-YSLQ-YP--TLVT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------R-RKAILALLSVW--VLST-------------------- 
 
---------------V----------ISIG-P--L---------LG--------W----- 
 
----------KE------------------------------------------------ 
 
-----------PAPNDDK------------------------------------ECGVTE 
 
EP--FYALFSSLGS-------FYIPLAVILVMYC----RVYIVAKRTT------------ 
 
-------------KN--------------------------------------------- 
 
-------------------L---------------------------------------- 
 
----------------------------------------------------EAGVMKEM 
 
SNSKEL------------------------------------------------------ 



 
---------------------------------------------------------TLR 
 
IHSKNFH----------------------------------------------------- 
 
---------------EDTLSSTKAKGHNPRSS---------------------------- 
 
------------------------------------------------------------ 
 
---------------------------------------------------------IAV 
 
KLFK-----F-----------S--------REKKA----A-KTLGIVVGMFIL------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------IALPLGSL------------------ 
 
------------------------------------F---S------------------- 
 
T-LKPP-DA--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------V-----F--KV----------VF---------------- 
 
----------WLGYFNSCLNP--------------------------------IIYPCSS 
 
--KEFKRA---FVRIL----------GCQ--CRGRRRRRRRRRLGCAYTYRPWTRGGSLE 
 
RSQSRKDSLDDSGSCLSGSQRTLPSASPSPGYLGRGAPPPVELCAFPEWKAPGALLSLPA 
 
PEPPGRRGRHDSGPLFTFKLLTEPESPGTDGGASNGGCEPRHVANGQPGFKSNMPLAPGQ 
 
F----------------------------------------------------------- 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Homo_sapiens_alpha_1B_adrenergic_receptor_gi4501959 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 



 
-MNPDL-----------DTG-----------------HNTSAPAHWGELKNANFTGPNQT 
 
SSN--------------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
----------------------------------------STLPQL--DITRAISV---- 
 
-------------------------------------------------GLVLGA---FI 
 
LFAIVG----------------------------NILVILSVACNRHLR-TP-TNYFIVN 
 
LAMADLLLSFTVLPFSAALEVL-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-YWVLG-----------------RIFCDIWAAVD 
 
VLCCTASILSLCAISIDR---------YIGV----------------------------- 
 
--------R-YSLQ-YP--TLVT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------R-RKAILALLSVW--VLST-------------------- 
 
---------------V----------ISIG-P--L---------LG--------W----- 
 
----------KE------------------------------------------------ 
 
-----------PAPNDDK------------------------------------ECGVTE 
 
EP--FYALFSSLGS-------FYIPLAVILVMYC----RVYIVAKRTT------------ 
 
-------------KN--------------------------------------------- 
 
-------------------L---------------------------------------- 



 
----------------------------------------------------EAGVMKEM 
 
SNSKEL------------------------------------------------------ 
 
---------------------------------------------------------TLR 
 
IHSKNFH----------------------------------------------------- 
 
---------------EDTLSSTKAKGHNPRSS---------------------------- 
 
------------------------------------------------------------ 
 
---------------------------------------------------------IAV 
 
KLFK-----F-----------S--------REKKA----A-KTLGIVVGMFIL------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------IALPLGSL------------------ 
 
------------------------------------F---S------------------- 
 
T-LKPP-DA--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------V-----F--KV----------VF---------------- 
 
----------WLGYFNSCLNP--------------------------------IIYPCSS 
 
--KEFKRA---FVRIL----------GCQCRGRGRRRRRRRRRLGGCAYTYRPWTRGGSL 
 
ERSQSRKDSLDDSGSCLSGSQRTLPSASPSPGYLGRGAPPPVELCAFPEWKAPGALLSLP 
 
APEPPGRRGRHDSGPLFTFKLLTEPESPGTDGGASNGGCEAAADVANGQPGFKSNMPLAP 
 
GQF--------------------------------------------------------- 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Homo_sapiens_Alpha_1B_adrenergic_receptor_Alpha_1B_adrenoce
ptor_Alpha_1B_adrenoreceptor_gi1168245 
 
------------------------------------------------------------ 
 



------------------------------------------------------------ 
 
----------------------------------MNPD---------------------- 
 
----LDTGHN-----------------------------TSAPAH--------------- 
 
-WGELK-----------NAN-----------------------------FT---G----- 
 
PNQ------TS------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------SN---------------------STLPQ---L--DITR---- 
 
A-----------------------------------IS--V--------GLVLGA---FI 
 
LFAIVG----------------------------NILVILSVACNRHLR-TP-TNYFIVN 
 
LAMADLLLSFTVLPFSAALEVL-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-YWVLG-----------------RIFCDIWAAVD 
 
VLCCTASILSLCAISIDR---------YIGV----------------------------- 
 
--------R-YSLQ-YP--TLVT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------R-RKAILALLSVW--VLST-------------------- 
 
---------------V----------ISIG-P--L---------LG--------W----K 
 
----------EP------------------------------------------A----- 
 
-----------P-----N------------------D-----D---------K-ECGVTE 
 



EP--FYALFSSLGS-------FYIPLAVILVMYC----RVYIVAKRTT------------ 
 
-------------KN---------------L----------------------------- 
 
-------------------E---------AGV-----------------------MK--- 
 
------------------------------------E-M-------------SN------ 
 
--SKEL------------------------------------------------------ 
 
------------------------------TL-------------------------R-- 
 
IHSKNFH---------------------------E------------------------- 
 
----------------DTLSSTKAKGHNPRSS---------------------------- 
 
------------------------------------------------------------ 
 
---------------------------------------------------------IAV 
 
KLFK-----F-----------S--------REKKA----A-KTLGIVVGMFIL------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------IALPLGSL------------------ 
 
------------------------------------F---S----------T-------- 
 
L-KPPD--A--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------V-----F--KV----------VF---------------- 
 
----------WLGYFNSCLNP--------------------------------IIYPCSS 
 
--KEFKRA---FVRIL----------GCQ--CRGRRRRRRRRRRLGGCAYT----YRPWT 
 
RGGSLERSQSRKDSLDDSGSCLSGSQRTL-------PSASPSPGYLGRGAPPPVELCAFP 
 
EWKAPGALLSLPAPEPPGRRGRHDSGPLFTFKLLTEPESPGTDGGASNGGCEAAADVANG 
 
QPGFKSNMPLAPGQF--------------------------------------------- 
 
------------------------------------------------------------ 
 
--------------------------- 
 



>Sus_scrofa_alpha_1B_adrenergic_receptor_gi34368416 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-MNPDL-----------DTG-----------------HNTSAPAHWGELKNANFTGPNQT 
 
SSN--------------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
----------------------------------------STLPQL--DITRAISV---- 
 
-------------------------------------------------GLVLGA---FI 
 
LFAIVG----------------------------NILVILSVACNRHLR-TP-TNYFIVN 
 
LAIADLLLSFTVLPFSAALEVL-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-YWVLG-----------------RIFCDIWAAVD 
 
VLCCTASILSLCAISIDR---------YIGV----------------------------- 
 
--------R-YSLQ-YP--TLVT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------R-RKAILALLSVW--VLST-------------------- 
 
---------------V----------ISIG-P--L---------LG--------W----- 
 



----------KE------------------------------------------------ 
 
-----------PAPNDDK------------------------------------ECGVTE 
 
EP--FYALFSSLGS-------FYIPLAVILVMYC----RVYIVAKRTT------------ 
 
-------------KN--------------------------------------------- 
 
-------------------L---------------------------------------- 
 
----------------------------------------------------EAGVMKEM 
 
SNSKEL------------------------------------------------------ 
 
---------------------------------------------------------TLR 
 
IHSKNFH----------------------------------------------------- 
 
---------------EDTLSSTKAKGHNPRSS---------------------------- 
 
------------------------------------------------------------ 
 
---------------------------------------------------------IAV 
 
KLFK-----F-----------S--------REKKA----A-KTLGIVVGMFIL------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF---------IALPL------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



------------------------------------------------------------ 
 
--------------------------- 
 
>Mus_musculus_Alpha_1B_adrenergic_receptor_Alpha_1B_adrenoce
ptor_Alpha_1B_adrenoreceptor_gi3023234 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-MNPDL-----------DTG-----------------HNTSAPAHWGELKDANFTGPNQT 
 
SSN--------------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------STLP--QL--DVTR---- 
 
-------------------------------------------------AISVGCLGAFI 
 
LFAIVG----------------------------NILVILSVACNRHLR-TP-TNYFIVN 
 
LAIADLLLSFTDLPFSATLEVL-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-YWVLG-----------------RIFCDIWAAVD 
 
VLCCTASILSLCAISIDR---------YIGV----------------------------- 
 
--------R-YSLQ-YP--TLVT------------------------------------- 
 
------------------------------------------------------------ 



 
---------------------R-RKAILALLSVW--VLST-------------------- 
 
---------------V----------ISIG-P--L---------LG--------W----- 
 
----------KE------------------------------------------------ 
 
-----------PAPNDDK------------------------------------ECGVTE 
 
EP--FYALFSSLGS-------FYIPLAVILVMYC----RVYIVAKRTT------------ 
 
-------------KN--------------------------------------------- 
 
-------------------L---------------------------------------- 
 
----------------------------------------------------EAGVMKEM 
 
SNSKEL------------------------------------------------------ 
 
---------------------------------------------------------TLR 
 
IHSKNFH----------------------------------------------------- 
 
---------------EDTLSSTKAKGHNPRSS---------------------------- 
 
------------------------------------------------------------ 
 
---------------------------------------------------------IAV 
 
KLFK-----F-----------S--------REKKA----A-KTLGIVVGMFIL------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------IALPLGSL------------------ 
 
------------------------------------F---S------------------- 
 
T-LKPP-DA--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------V-----F--KV----------VF---------------- 
 
----------WLGYFNSCLNP--------------------------------IIYPCSS 
 
--KEFKRA---FMRIL----------GCQ--CRGGRRRRRRRRLGACAYTYRPWTRGGSL 
 
ERSQSRKDSLDDSGSCMSGSQRTLPSASPSPGYLGRGTQPPVELCAFPEWKPGALLSLPE 



 
PPGRRGRLDSGPLFTFKLLGEPESPGTEGDASNGGCDTTTDLANGQPGFKSNMPLAPGHF 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Rattus_norvegicus_alpha_1B_adrenergic_receptor_gi202764 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-MNPDL-----------DTG-----------------HNTSAPAHWGELKDDNFTGPNQT 
 
SSN--------------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
----------------------------------------STLPQL--DVTRAISV---- 
 
-------------------------------------------------GLVLGA---FI 
 
LFAIVG----------------------------NILVILSVACNRHLR-TP-TNYFIVN 
 
LAIADLLLSFTVLPFSATLEVL-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-YWVLL-----------------SFFCDIWAAVD 
 
VLCCTASILSLCAISIDR---------YIGV----------------------------- 



 
--------R-YSLQ-YP--TLVT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------R-RKAILALLSVW--VLST-------------------- 
 
---------------V----------ISIG-P--L---------LG--------W----- 
 
----------KE------------------------------------------------ 
 
-----------PAPNDDK------------------------------------ECGVTE 
 
EP--FYALFSSLGS-------FYIPLAVILVMYC----RVYIVAKRTT------------ 
 
-------------KN--------------------------------------------- 
 
-------------------L---------------------------------------- 
 
----------------------------------------------------EAGVMKEM 
 
SNSKEL------------------------------------------------------ 
 
---------------------------------------------------------TLR 
 
IHSKNFH----------------------------------------------------- 
 
---------------EDTLSSTKAKGHNPRSS---------------------------- 
 
------------------------------------------------------------ 
 
---------------------------------------------------------IAV 
 
KLFK-----F-----------S--------REKKA----A-KTLGIVVGMFIL------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------IALPLGSL------------------ 
 
------------------------------------F---S------------------- 
 
T-LKPP-DA--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------V-----F--KV----------VF---------------- 
 
----------WLGYFNSCLNP--------------------------------IIYPCSS 



 
--KEFKRA---FMRIL----------GCQ--CRGGRRRRRRRRLGACAYTYRPWTRGGSL 
 
ERSQSRKDSLDDSGSCMSGTQRTLPSASPSPGYLGRGTQPPVELCAFPEWKPGALLSLPE 
 
PPGRRGRLDSGPLFTFKLLGDPESPGTEGDTSNGGCDTTTDLANGQPGFKSNMPLAPGHF 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Rattus_norvegicus_alpha_1B_adrenergic_receptor_gi202626 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-MNPDL-----------DTG-----------------HNTSAPAHWGELKDDNFTGPNQT 
 
SSN--------------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
----------------------------------------STLPQL--DVTRAISV---- 
 
-------------------------------------------------GLVLGA---FI 
 
LFAIVG----------------------------NILVILSVACNRHLR-TP-TNYFIVN 
 
LAIADLLLSFTVLPFSATLEVL-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 



 
-------------------------G-YWVLG-----------------RIFCDIWAAVD 
 
VLCCTASILSLCAISIDR---------YIGV----------------------------- 
 
--------R-YSLQ-YP--TLVT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------R-RKAILALLSVW--VLST-------------------- 
 
---------------V----------ISIG-P--L---------LG--------W----- 
 
----------KE------------------------------------------------ 
 
-----------PAPNDDK------------------------------------ECGVTE 
 
EP--FYALFSSLGS-------FYIPLAVILVMYC----RVYIVAKRTT------------ 
 
-------------KN--------------------------------------------- 
 
-------------------L---------------------------------------- 
 
----------------------------------------------------EAGVMKEM 
 
SNSKEL------------------------------------------------------ 
 
---------------------------------------------------------TLR 
 
IHSKNFH----------------------------------------------------- 
 
---------------EDTLSSTKAKGHNPRSS---------------------------- 
 
------------------------------------------------------------ 
 
---------------------------------------------------------IAV 
 
KLFK-----F-----------S--------REKKA----A-KTLGIVVGMFIL------- 
 
-------------SW---------------------------LP---------------- 
 
--------------------------FF------IALPLGSL------------------ 
 
------------------------------------F---S------------------- 
 
T-LKPP-DA--------------------------------------------------- 
 
------------------------------------------------------------ 



 
---------------------V-----F--KV----------VF---------------- 
 
----------WLGYFNSCLNP--------------------------------IIYPCSS 
 
--KEFKRA---FMRIL----------GCQ--CRGGRRRRRRRRLGACAYTYRPWTRGGSL 
 
ERSQSRKDSLDDSGSCMSGTQRTLPSASPSPGYLGRGTQPPVELYAFPEWKPGALLSLPE 
 
PPGRRGRLDSGPLFTFKLLGDPESPGTEGDTSNGGCDSTTDLANGQPGFKSNMPLAPGHF 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Rattus_norvegicus_Alpha_1B_adrenergic_receptor_Alpha_1B_adr
enoceptor_Alpha_1B_adrenoreceptor_gi543734 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-MNPDL-----------DTG-----------------HNTSAPAHWGELKDDNFTGPNQT 
 
SSN--------------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
----------------------------------------STLPQL--DVTRAISV---- 
 
-------------------------------------------------GLVLGA---FI 
 
LFAIVG----------------------------NILVILSVACNRHLR-TP-TNYFIVN 
 
LAIADLLLSFTVLPFSATLEVL-------------------------------------- 
 
------------------------------------------------------------ 
 



------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-YWVLG-----------------RIFCDIWAAVD 
 
VLCCTASILSLCAISIDR---------YIGV----------------------------- 
 
--------R-YSLQ-YP--TLVT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------R-RKAILALLSVW--VLST-------------------- 
 
---------------V----------ISIG-P--L---------LG--------W----- 
 
----------KE------------------------------------------------ 
 
-----------PAPNDDK------------------------------------ECGVTE 
 
EP--FYALFSSLGS-------FYIPLAVILVMYC----RVYIVAKRTT------------ 
 
-------------KN--------------------------------------------- 
 
-------------------L---------------------------------------- 
 
----------------------------------------------------EAGVMKEM 
 
SNSKEL------------------------------------------------------ 
 
---------------------------------------------------------TLR 
 
IHSKNFH----------------------------------------------------- 
 
---------------EDTLSSTKAKGHNPRSS---------------------------- 
 
------------------------------------------------------------ 
 
---------------------------------------------------------IAV 
 
KLFK-----F-----------S--------REKKA----A-KTLGIVVGMFIL------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------IALPLGSL------------------ 
 



------------------------------------F---S------------------- 
 
T-LKPP-DA--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------V-----F--KV----------VF---------------- 
 
----------WLGYFNSCLNP--------------------------------IIYPCSS 
 
--KEFKRA---FMRIL----------GCQ--CRGGRRRRRRRRLGACAYTYRPWTRGGSL 
 
ERSQSRKDSLDDSGSCMSGTQRTLPSASPSPGYLGRGTQPPVELCAFPEWKPGALLSLPE 
 
PPGRRGRLDSGPLFTFKLLGDPESPGTEGDTSNGGCDTTTDLANGQPGFKSNMPLAPGHF 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Rattus_norvegicus_Adrenergic_receptor_alpha_1b_gi47477902 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-MNPDL-----------DTG-----------------HNTSAPAHWGELKDDNFTGPNQT 
 
SSN--------------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
----------------------------------------STLPQL--DVTRAISV---- 
 
-------------------------------------------------GLVLGA---FI 
 
LFAIVG----------------------------NILVILSVACNRHLR-TP-TNYFIVN 
 



LAIADLLLSFTVLPFSATLEVL-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-YWVLG-----------------RIFCDIWAAVD 
 
VLCCTASILSLCAISIDR---------YIGV----------------------------- 
 
--------R-YSLQ-YP--TLVT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------R-RKAILALLSVW--VLST-------------------- 
 
---------------V----------ISIG-P--L---------LG--------W----- 
 
----------KE------------------------------------------------ 
 
-----------PAPNDDK------------------------------------ECGVTE 
 
EP--FYALFSSLGS-------FYIPLAVILVMYC----RVYIVAKRTT------------ 
 
-------------KN--------------------------------------------- 
 
-------------------L---------------------------------------- 
 
----------------------------------------------------EAGVMKEM 
 
SNSKEL------------------------------------------------------ 
 
---------------------------------------------------------TLR 
 
IHSKNFH----------------------------------------------------- 
 
---------------EDTLSSTKAKGHNPRSS---------------------------- 
 
------------------------------------------------------------ 
 
---------------------------------------------------------IAV 
 
KLFK-----F-----------S--------REKKA----A-KTLGIVVGMFIL------- 
 



-------------CW---------------------------LP---------------- 
 
--------------------------FF------IALPLGSL------------------ 
 
------------------------------------F---S------------------- 
 
T-LKPP-DA--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------V-----F--KV----------VF---------------- 
 
----------WLGYFNSCLNP--------------------------------IIYPCSS 
 
--KEFKRA---FMRIL----------GCQ--CRGGRRRRRRRRLGGCAYTYRPWTRGGSL 
 
ERSQSRKDSLDDSGSCMSGSQRTLPSASPSPGYLGRGTQPPVELCAFPEWKPGALLSLPE 
 
PPGRRGRLDSGPLFTFKLLGDPESPGTEGDTSNGGCDTTTDLANGQPGFKSNMPLAPGHF 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Mus_musculus_unnamed_protein_product_gi12836418 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
----------------------------------------MNPDLDT------------G 
 
HNTSAP-----------AHW------------------------GELKDANFTGP----- 
 
NQT------SS------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------NSTLP--QL--DVTR---- 
 



A-----------------------------------IS--V--------GLVLGA---FI 
 
LFAIVG----------------------------NILVILSVACNRHLR-TP-TNYFIVN 
 
LAIADLLLSFTVLPFSATLEVL-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-YWVLG-----------------RIFCDIWAAVD 
 
VLCCTASILSLCAISIDR---------YIGV----------------------------- 
 
--------R-YSLQ-YP--TLVT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------R-RKAILALLSVW--VLST-------------------- 
 
---------------V----------ISIG-P--L---------LG--------W----- 
 
----------KE------------------------------------------------ 
 
--PA-------P-----N------------------D-----D---------K-ECGVTE 
 
EP--FYALFSSLGS-------FYIPLAVILVMYC----RVYIVAKRTT------------ 
 
-------------KN--------------------------------------------- 
 
-------------------L--------EAGV-----------------------MK--- 
 
----------------------------------------------------EM------ 
 
-SNSKE------------------------------------------------------ 
 
-----------------------------LTL-------------------------R-- 
 
IHSKNFH----------------------------------------------------- 
 
---------------EDTLSSTKAKGHNPRSS---------------------------- 
 
------------------------------------------------------------ 
 



---------------------------------------------------------IAV 
 
KLFK-----F-----------S--------REKKA----A-KTLGIVVGMFIL------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------IALPLGSL------------------ 
 
------------------------------------F--ST------------------- 
 
L-KPPD--A--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------V-----F--KV----------VF---------------- 
 
----------WLGYFNSCLNP--------------------------------IIYPCSS 
 
--KEFKRA---FMRIL----------GCQ--CRGGRRRRRRRRLGGCAYTYRPWTRGGSL 
 
ERSQSRKDSLDDSGSCMSGSQRTLPSASPSPGYLGRGTQPPVELCAFPEWKPGALLSLPE 
 
PPGRRGRLDSGPLFTFKLLGEPESPGTEGDASNGGCDTTTDLANGQPGFKSNMPLAPGHF 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Mus_musculus_Adra1b_protein_gi27371132 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
----------------------------------MNPD---------------------- 
 
----LDTGHN-----------------------------TSAPAH--------------- 
 
-WGELK-----------DAN-----------------------------FT---G----- 
 
PNQ------TS------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



------------------------------------------------------------ 
 
------------------SN---------------------STLPQ---L--DVTR---- 
 
A-----------------------------------IS--V--------GLVLGA---FI 
 
LFAIVG----------------------------NILVILSVACNRHLR-TP-TNYFIVN 
 
LAIADLLLSFTVLPFSATLEVL-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-YWVLG-----------------RIFCDIWAAVD 
 
VLCCTASILSLCAISIDR---------YIGV----------------------------- 
 
--------R-YSLQ-YP--TLVT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------R-RKAILALLSVW--VLST-------------------- 
 
---------------V----------ISIG-P--L---------LG--------W----K 
 
------------------------------------------------------------ 
 
--EP----A--P-----N------------------D-----D---------K-ECGVTE 
 
EP--FYALFSSLGS-------FYIPLAVILVMYC----RVYIVAKRTT------------ 
 
-------------KN---------------L----------------------------- 
 
-------------------E---------AGV-----------------------MK--- 
 
------------------------------------E-M-------------SN------ 
 
--SKEL------------------------------------------------------ 
 
------------------------------TL-------------------------R-- 
 
IHSKNFH---------------------------E------------------------- 
 



----------------DTLSSTKAKGHNPRSS---------------------------- 
 
------------------------------------------------------------ 
 
---------------------------------------------------------IAV 
 
KLFK-----F-----------S--------REKKA----A-KTLGIVVGMFIL------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------IALPLGSL------------------ 
 
----------------------------------------F----------S-------- 
 
T-LKPP--D--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------A----VF--KV----------VF---------------- 
 
----------WLGYFNSCLNP--------------------------------IIYPCSS 
 
--KEFKRA---FMRIL----------GCQ--CRGGRRRRRRRRLGGCAYTY--------- 
 
--------------------------------------RPWTRGGSLERSQSRKDSLDDS 
 
GSCMSGSQRTLPSASPSPGYLGRGTQPPVELCAFPEWKPGALLSLPEPPGR--------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Bos_taurus_PREDICTED_similar_to_Alpha_1D_adrenergic_recepto
r_Alpha_1D_adrenoceptor_Alpha_1D_adrenoreceptor_Alpha_1A_adr
energic_receptor_Alpha_adrenergic_receptor_1a_gi76672279 
 
------------------------------------------------------------ 
 
------------------------------------MGNQIAGMEEMSPLPLPFIKETHT 
 
HSCAFGQLPGPHLPGMVQAFLILHLLSGIILPTVPYSP---------------------- 
 
----ATQNVQSGLTHDSSLLARSTDPLHPASVAPGP---SEPATPSS------------F 
 
LELPWL-----------GPA-----------------PGAQERAPQRSPPSSPAA----- 
 



ALP------AR------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------LGTLRERRESPAQALRFHYAASPLRSL--AA--ALHV---- 
 
T-------GTGPGSPGAGGEVNGTAAVEGLVVSAQGVG--V--------GVFLAA---FI 
 
LTAVAG----------------------------NVLVILSVACNRHLQ-TV-TNYFIVN 
 
LAVADLLLSATVLPFSATMEVL-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-FWAFG-----------------RAFCDVWAAVD 
 
VLCCTASILSLCTISVDR---------YVGV----------------------------- 
 
--------R-HSLK-YP--SIMT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------E-RKAAAILALLW--AVAV-------------------- 
 
---------------V----------VSVG-P--L---------LG--------W----- 
 
----------KE------------------------------------------------ 
 
-----------P-----V-------------P---PD-----E---------S-FCGITE 
 
EA--GYAVFSSLCS-------FYLPMAVIVVMYC----RVYVVARSTT------------ 
 
-------------RS--------------------------------------------- 
 
-------------------L--------EAGV---------------------KRER--- 
 
----------------------------------------------------GK------ 
 



-ASEVV------------------------------------------------------ 
 
-----------------------------LRI-------------------------H-C 
 
RGASPGS----------------------------------------------------- 
 
------------------AETHWGMHSTKGRK---------------------------- 
 
------------------------------------------------------------ 
 
-----------------------------------------------------FRSSLSV 
 
RLLK-----F-----------S--------REKKA----A-KTLAIVVGVFVL------- 
 
-------------CW---------------------------FP---------------- 
 
--------------------------FF------FVLPLGSL------------------ 
 
------------------------------------F--PQ------------------- 
 
L-KPSE--G--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------V-----F--KV----------IF---------------- 
 
----------WLGYFNSCVNP--------------------------------LIYPCSS 
 
--REFKRA---FLRLL----------RCQ--CHHSRQRRHPLWSIYSRNWQASNGSSHPD 
 
CPPGPGAIPTRAPQAFTVPSAPGSLGASKAQAPAVTCRKMPCTFREWRLLRPFQRPATQL 
 
HAKVSSPSQKIHTREAMCALHSEVEVVFLGVPHDAAEGTTCQAYKLEDYSHLQETDI--- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Homo_sapiens_alpha_1A_adrenergic_receptor_gi177807 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



----------------------------------MA---AALRSVMM------------A 
 
GYLSEW-----------RTP-----------------TYRSTEMVQRLRMEAVQH----- 
 
STS------TA------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------AVGG--LV--VSAQ---- 
 
G-----------------------------------VG--V--------GVFLAA---FI 
 
LMAVAG----------------------------NLLVILSVACNRHLQ-TV-TNYFIVN 
 
LAVADLLLSATVLPFSATMEVL-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-FWAFG-----------------RAFCDVWAAVD 
 
VLCCTASILSLCTISVDR---------YVGV----------------------------- 
 
--------R-HSLK-YP--AIMT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------E-RKAAAILALLW--VVAL-------------------- 
 
---------------V----------VSVG-P--L---------LG--------W----- 
 
----------KE------------------------------------------------ 
 
-----------P-----V-------------P---PD-----E---------R-FCGITE 
 
EA--GYAVFSSVCS-------FYLPMAVIVVMYC----RVYVVARSTT------------ 
 
-------------RS--------------------------------------------- 
 



-------------------L--------EAGV-----------------------KR--- 
 
----------------------------------------------------ER------ 
 
-GKASE------------------------------------------------------ 
 
-----------------------------VVL-------------------------R-- 
 
IHCRGAA----------------------------------------------------- 
 
---------TGADGAHGMRSAKGHTFRSSLSV---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
RLLK-----F-----------S--------REKKA----A-KTLAIVVGVFVL------- 
 
-------------CW---------------------------FP---------------- 
 
--------------------------FF------FVLPLGSL------------------ 
 
------------------------------------F--PQ------------------- 
 
L-KPSE--G--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------V-----F--KV----------IF---------------- 
 
----------WLGYFNSCVNP--------------------------------LIYPCSS 
 
--REFKRA---FLRLL----------RCQ--CRRRRRRRPLWRVYGHHWRA--------- 
 
----------------------------------STSGLRQDCAPSSGDAPPGAPLALTA 
 
LPDPDPEPPGTPEMQAPVASRRSHPAPSASGGCWGRSGDPRPSCAPKSPACRTRSPPGAR 
 
SAQRQRAPSAQRWRLCP------------------------------------------- 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Rattus_norvegicus_adrenergic_receptor_alpha_1d_gi13324696 
 
------------------------------------------------------------ 
 



------------------------------------------------------------ 
 
------------------------------MTFRDILS---------------------- 
 
----VTFEGPRSSSSTGGSGAGGGAGTVGPEGGAVG---GVPGATGG------------G 
 
AVVGTG-----------SGE-----------------DNQSSTGEPGAAASGEVN----- 
 
GSA------AV------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------------------------GG--LV--VSAQ---- 
 
G-----------------------------------VG--V--------GVFLAA---FI 
 
LTAVAG----------------------------NLLVILSVACNRHLQ-TV-TNYFIVN 
 
LAVADLLLSAAVLPFSATMEVL-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-FWAFG-----------------RTFCDVWAAVD 
 
VLCCTASILSLCTISVDR---------YVGV----------------------------- 
 
--------R-HSLK-YP--AIMT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------E-RKAAAILALLW--AVAL-------------------- 
 
---------------V----------VSVG-P--L---------LG--------W----- 
 
----------KE------------------------------------------------ 
 
-----------P-----V-------------P---PD-----E---------R-FCGITE 
 



EV--GYAIFSSVCS-------FYLPMAVIVVMYC----RVYVVARSTT------------ 
 
-------------RS--------------------------------------------- 
 
-------------------L--------EAGI-----------------------KR--- 
 
----------------------------------------------------EP------ 
 
-GKASE------------------------------------------------------ 
 
-----------------------------VVL-------------------------R-- 
 
IHCRGAA----------------------------------------------------- 
 
---------TSAKGYPGTQSSKGHTLRSSLSV---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
RLLK-----F-----------S--------REKKA----A-KTLAIVVGVFVL------- 
 
-------------CW---------------------------FP---------------- 
 
--------------------------FF------FVLPLGSL------------------ 
 
------------------------------------F--PQ------------------- 
 
L-KPSE--G--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------V-----F--KV----------IF---------------- 
 
----------WLGYFNSCVNP--------------------------------LIYPCSS 
 
--REFKRA---FLRLL----------RCQ--CRRRRRRLWAVYGHHWRASTGDARSDCAP 
 
SPRIAPPGAPLALTAHPGAGSADTPETQDSVSSSRKPASALREWRLLGPLQRPTTQLRAK 
 
VSSLSHKIRSGARRAETACALRSEVEAVSLNVPQDGAEAVICQAYEPGDYSNLRETDI-- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 



>Mus_musculus_adrenergic_receptor_alpha_1d_gi34328059 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------MTFRDILS---------------------- 
 
----VTFEGPRASSSTGGSGAGGGAGTVGPEGPAVG---GVPGATGG------------S 
 
AVVGTG-----------SGE-----------------DNQSSTAEAGAAASGEVN----- 
 
GSA------AV------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------------------------GG--LV--VSAQ---- 
 
G-----------------------------------VG--V--------GVFLAA---FI 
 
LTAVAG----------------------------NLLVILSVACNRHLQ-TV-TNYFIVN 
 
LAVADLLLSAAVLPFSATMEVL-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-FWPFG-----------------RTFCDVWAAVD 
 
VLCCTASILSLCTISVDR---------YVGV----------------------------- 
 
--------R-HSLK-YP--AIMT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------E-RKAAAILALLW--AVAL-------------------- 
 
---------------V----------VSVG-P--L---------LG--------W----- 
 



----------KE------------------------------------------------ 
 
--PV-------P-----P------------------D----ER-----------FCGITE 
 
EV--GYAIFSSVCS-------FYLPMAVIVVMYC----RVYVVARSTT------------ 
 
-------------RS--------------------------------------------- 
 
-------------------L--------EAGI-----------------------KR--- 
 
----------------------------------------------------EP------ 
 
-GKASE------------------------------------------------------ 
 
-----------------------------VVL-------------------------R-- 
 
IHCRGAA----------------------------------------------------- 
 
---------TSAKGNPGTQSSKGHTLRSSLSV---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
RLLK-----F-----------S--------REKKA----A-KTLAIVVGVFVL------- 
 
-------------CW---------------------------FP---------------- 
 
--------------------------FF------FVLPLGSL------------------ 
 
------------------------------------F--PQ------------------- 
 
L-KPSE--G--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------V-----F--KV----------IF---------------- 
 
----------WLGYFNSCVNP--------------------------------LIYPCSS 
 
--REFKRA---FLRLL----------RCQ--CRRRRRRLWPSLRPPLASLDRRPALRLCP 
 
QPAHRTPRGSPSPHCTPRPGLRRHAGGAGFGLRPSKASLRLREWRLLGPLQRPTTQLRAK 
 
VSSLSHKFRSGGARRAETACALRSEVEAVSLNVPQDGAEAVICQAYEPGDLSNLRETDI- 
 
------------------------------------------------------------ 
 



------------------------------------------------------------ 
 
--------------------------- 
 
>Rattus_norvegicus_alpha_1A_adrenergic_receptor_gi202762 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------MTFRDILSV---------------------- 
 
----TFEGPRSSSSTGGSGAGGGAGTVGPEGGAVGG---VPGATGGG------------A 
 
VVGTGS-----------GED-----------------NQSSTGEPGAAASGEVNG----- 
 
SAA------VG------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
---------------------------------------------G--LV--VSAQ---- 
 
G-----------------------------------VG--V--------GVFLAA---FI 
 
LTAVAG----------------------------NLLVILSVACNRHLQ-TV-TNYFIVN 
 
LAVADLLLSAAVLPFSATMEVL-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-FWAFG-----------------RTFCDVWAAVD 
 
VLCCTASILSLCTISVDR---------YVGV----------------------------- 
 
--------R-HSLK-YP--AIMT------------------------------------- 
 
------------------------------------------------------------ 
 



---------------------E-RKAAAILALLW--AVAL-------------------- 
 
---------------V----------VSVG-P--L---------LG--------W----- 
 
----------KE------------------------------------------------ 
 
--PV-------P-----P------------------D----ER-----------FCGITE 
 
EV--GYAIFSSVCS-------FYLPMAVIVVMYC----RVYVVARSTT------------ 
 
-------------RS--------------------------------------------- 
 
-------------------L--------EAGI-----------------------KR--- 
 
----------------------------------------------------EP------ 
 
-GKASE------------------------------------------------------ 
 
-----------------------------VVL-------------------------R-- 
 
IHCRGAA----------------------------------------------------- 
 
---------TSAKGYPGTQSSKGHTLRSSLSV---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
RLLK-----F-----------S--------REKKA----A-KTLAIVVGVFVL------- 
 
-------------CW---------------------------FP---------------- 
 
--------------------------FF------FVLPLGSL------------------ 
 
------------------------------------F--------------P-------- 
 
Q-LKPS--E--------------------------------------------------- 
 
-----------------------------------------------G------------ 
 
---------------------V-----F--KV----------IF---------------- 
 
----------WLGYFNSCVNP--------------------------------LIYPCSS 
 
--REFKRA---FLRLL----------RCQ--CRRRRRRLWSLRPPLASLDRRRAFRLRPQ 
 
PSHRSPRGPSSPHCTPGCGLGRHAGDAGFGLQQSKASLRLREWRLLGPLQRPTTQLRAKV 
 



SSLSHKIRSGARRAETACALRSEVEAVSLNVPQDGAEAVICQAYEPGDYSNLRETDI--- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Rattus_sp_alpha_1_adrenergic_receptor_subtype_alpha_1D_alph
a_1D_AR_rats_hippocampus_Peptide_559_aa_gi241214 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
---------------------------------------MTFRDILS------------V 
 
TFEGPR-----------SSS-----------------------------ST---G----- 
 
GSG------AG------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
---------------------------GGAGTVGPEGPAVGGVPGATGGGAVVGTGSGEI 
 
NQSSTGEPGAAASGEVNGSA---------------------AVGGL---V--VSAQ---- 
 
G-----------------------------------VG--V--------GVFLAA---FI 
 
LTAVAG----------------------------NLLVILSVACNRHLQ-TV-TNYFIVN 
 
LAVADLLLSAAVLPFSATMEVL-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-FWAFG-----------------RTFCDVWAAVD 
 
VLCCTASILSLCTISVDR---------YVGV----------------------------- 



 
--------R-HSLK-YP--AIMI------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------E-RKAAAILALLW--AVAL-------------------- 
 
---------------V----------VSVG-P--L---------LG--------W----K 
 
------------------------------------------------------E----- 
 
--PV-------P-----P------------------D-----E---------R-FCGITE 
 
EV--GYAIFSSVCS-------FYLPMAVIVVMYC----RVYVVARSTT------------ 
 
-------------RS---------------L----------------------------- 
 
-------------------E---------AGI-----------------------KR--- 
 
------------------------------------E---------------PG------ 
 
--KASE-----------------------------------------------V------ 
 
------------------------------VL-------------------------R-- 
 
IHCRGAR---------------------------T------------------------- 
 
----------SAKGYPGTQSSKGHTLRSSLSV---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
RLLK-----F-----------S--------REKKA----A-KTLAIVVGVFVL------- 
 
-------------CW---------------------------FP---------------- 
 
--------------------------FF------FVLPLGSI------------------ 
 
------------------------------------F---P------------------- 
 
Q-IKPS--E--------------------------------------------------- 
 
-----------------------------------------------G------------ 
 
---------------------V-----F--KV----------IF---------------- 
 
----------WLGYFNSCVNP--------------------------------LIYPCSS 



 
--REFKRA---FLRLL----------RCQ--CRRRRRRLWSLRPPLASLDRRRAFRLRPQ 
 
PSHRSPRGPSSPHCTPGCGLGRHAGDAGFGLQQSKASLRLREWRLLGPLQRPTTQLRAKV 
 
SSLSHKIRSGARRAETACALRSEVEAVSLNVPQDGAEAVICQAYEPGDYSNLRETD---- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Sus_scrofa_Alpha_1D_adrenergic_receptor_Alpha_1D_adrenocept
or_Alpha_1D_adrenoreceptor_gi75074827 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------MTFRDLLSV---------------------- 
 
----NFEGSRSDGSAGGASAGGSGGGSGGAAASEGR---AVDGVPGT------------A 
 
GSGGVV-----------GAG-----------------SDENNRSSAGEPGAAGAG----- 
 
GEV------NG------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------TAAVG--GL--VVSA---- 
 
Q-------G---------------------------VG--V--------GVFLAA---FI 
 
LMAVAG----------------------------NLLVILSVACNRHLQ-TV-TNYFIVN 
 
LAVADLLLSATVLPFSATMEVL-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



------------------------------------------------------------ 
 
-------------------------G-FWAFG-----------------RAFCDVWAAVD 
 
VLCCTASILSLCTISVDR---------YVGV----------------------------- 
 
--------R-HSLK-YP--SIMT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------E-RKAAAILALLW--AVAI-------------------- 
 
---------------V----------VSVG-P--L---------LG--------W----- 
 
----------KE------------------------------------------------ 
 
-----------P-----V-------------P---PD-----E---------R-FCGITE 
 
EA--GYAVFSSLCS-------FYLPMAVIVVMYC----RVYVVARSTT------------ 
 
-------------RS--------------------------------------------- 
 
-------------------L--------EAGV-----------------------KR--- 
 
----------------------------------------------------ER------ 
 
-GKASE------------------------------------------------------ 
 
-----------------------------VVL-------------------------R-- 
 
IHCRGSS----------------------------------------------------- 
 
--------TGTDRGHGAMRSTKGHTFRSSLSL---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
RLLK-----F-----------S--------REKKA----A-KTLAIVVGVFVL------- 
 
-------------CW---------------------------FP---------------- 
 
--------------------------FF------FVLPLGSL------------------ 
 
------------------------------------F--PQ------------------- 
 
L-KPSE--G--------------------------------------------------- 
 



------------------------------------------------------------ 
 
---------------------V-----F--KV----------IF---------------- 
 
----------WLGYFNSCVNP--------------------------------LIYPCSS 
 
--REFKRA---FLRLL----------RCQ--CHHSRRRRRPLWRAYGHHWLASNGGPRPD 
 
CAPGLGAAPREAPLALPAPEATDTPSAPEAQAPVVGRRKPPYSFRDWRLLGPFRRPTTQL 
 
RAKVSSLSQKIRAGSAPCAEAPCALRSEVEAVSLNVPHDAAEGATWQAYELADYSHLRET 
 
DI---------------------------------------------------------- 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Oryctolagus_cuniculus_Alpha_1D_adrenergic_receptor_Alpha_1D
_adrenoceptor_Alpha_1D_adrenoreceptor_gi3182885 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
---------------------MTFRDLLSVTFEGPRPD---------------------- 
 
----ISAGGSGAGGGAGAGAGAGDTASSESPAVGGV---PGAAGGGG------------G 
 
GSVVGA-----------GSG-----------------EDNRSSAGEPGGAGGGGE----- 
 
VNG------TA------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------AVGG--LV--VSAQ---- 
 
S-----------------------------------VG--V--------GVFLAA---FI 
 
LTAVAG----------------------------NLLVILSVACNRHLQ-TV-TNYFIVN 
 
LAVADLLLSATVLPFSATMEVL-------------------------------------- 
 
------------------------------------------------------------ 



 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-FWAFG-----------------RAFCDVWAAVD 
 
VLCCTASILSLCTISVDR---------YVGV----------------------------- 
 
--------R-HSLK-YP--AIMT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------E-RKAAAILALLW--AVAL-------------------- 
 
---------------V----------VSMG-P--L---------LG--------W----- 
 
----------KE------------------------------------------------ 
 
--PV-------P-----P------------------D-----E---------R-FCGITE 
 
EV--GYAVFSSLCS-------FYLPMAVIVVMYC----RVYVVARSTT------------ 
 
-------------RS--------------------------------------------- 
 
-------------------L--------EAGV-----------------------KR--- 
 
----------------------------------------------------ER------ 
 
-GKASE------------------------------------------------------ 
 
-----------------------------VVL-------------------------R-- 
 
IHCRGAA----------------------------------------------------- 
 
---------SGADGAPGTRGAKGHTFRSSLSV---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
RLLK-----F-----------S--------REKKA----A-KTLAIVVGVFVL------- 
 
-------------CW---------------------------FP---------------- 
 
--------------------------FF------FVLPLGSL------------------ 



 
------------------------------------F--PQ------------------- 
 
L-KPSE--G--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------V-----F--KV----------IF---------------- 
 
----------WLGYFNSCVNP--------------------------------LIYPCSS 
 
--REFKRA---FLRLL----------RCQ--CRRRRRRRPLWRVYGHHWRASAGGGPHPD 
 
CALSAGAALPGAALALTAAPAPSSAAAPEGQAAGAGRRKPPCAFREWRLLGPLRRPTTQL 
 
RAKVSSLSHKIRAGGAQRAEAACALRSEVEAVALSVARDVAEDNTCQAYELADYRNLRET 
 
DI---------------------------------------------------------- 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Canis_familiaris_PREDICTED_similar_to_Alpha_1D_adrenergic_r
eceptor_Alpha_1D_adrenoceptor_Alpha_1D_adrenoreceptor_Alpha_
1A_adrenergic_receptor_Alpha_adrenergic_receptor_1a_gi739918
66 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------------MTFRDL---------------------- 
 
----LIVSFEGPRPDGSAGGSSAGGCGGGAGGAAAS---EGPAVGGV------------P 
 
GAALGG-----------GGG-----------------VMGACVGQDNRSSAGEPG----- 
 
GAG------TG------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------GEVNG--TA--AVWG---- 
 



L-------VVSAQG----------------------VG--V--------GVFLAA---FI 
 
LTAVAG----------------------------NLLVILSVACNRHLQ-TV-TNYFIVN 
 
LAVADLLLSATVLPFSATMEVL-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-FWAFG-----------------RAFCDVWAAVD 
 
VLCCTASILSLCTISVDR---------YVGV----------------------------- 
 
--------R-HSLK-YP--AIMT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------E-RKAAAILALLW--AVAL-------------------- 
 
---------------V----------VSVG-P--L---------LG--------W----- 
 
----------KE------------------------------------------------ 
 
--PV-------P-----P------------------D----ER-----------FCGITE 
 
EA--GYAVFSSVCS-------FYLPMAVIVVMYC----RVYVVARSTT------------ 
 
-------------RS--------------------------------------------- 
 
-------------------L--------EAGV-----------------------KR--- 
 
----------------------------------------------------ER------ 
 
-GKASE------------------------------------------------------ 
 
-----------------------------VVL-------------------------R-- 
 
IHCRGAS----------------------------------------------------- 
 
-------------AADGAHGPRSAKGHTFRSS---------------------------- 
 
------------------------------------------------------------ 
 



---------------------------------------------------------LSV 
 
RLLK-----F-----------S--------REKKA----A-KTLAIVVGVFVL------- 
 
-------------CW---------------------------FP---------------- 
 
--------------------------FF------FVLPLGE------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Homo_sapiens_ADRA1D_gi55664136 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------MTFRDLLSVSFEGP---------------------- 
 
----RPDSSAGGSSAGGGGGSAGGAAPSEGPAVGGV---PGGAGGGG------------G 
 
VVGAGS-----------GED-----------------NRSSAGEPGSAGAGGDVN----- 
 
GTA------AV------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



------------------------------------------------------------ 
 
--------------------------------------------GG--LV--VSAQ---- 
 
G-----------------------------------VG--V--------GVFLAA---FI 
 
LMAVAG----------------------------NLLVILSVACNRHLQ-TV-TNYFIVN 
 
LAVADLLLSATVLPFSATMEVL-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-FWAFG-----------------RAFCDVWAAVD 
 
VLCCTASILSLCTISVDR---------YVGV----------------------------- 
 
--------R-HSLK-YP--AIMT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------E-RKAAAILALLW--VVAL-------------------- 
 
---------------V----------VSVG-P--L---------LG--------W----- 
 
----------KE------------------------------------------------ 
 
--PV-------P-----P------------------D-----E---------R-FCGITE 
 
EA--GYAVFSSVCS-------FYLPMAVIVVMYC----RVYVVARSTT------------ 
 
-------------RS--------------------------------------------- 
 
-------------------L--------EAGV-----------------------KR--- 
 
----------------------------------------------------ER------ 
 
-GKASE------------------------------------------------------ 
 
-----------------------------VVL-------------------------R-- 
 
IHCRGAA----------------------------------------------------- 
 



---------TGADGAHGMRSAKGHTFRSSLSV---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
RLLK-----F-----------S--------REKKA----A-KTLAIVVGVFVL------- 
 
-------------CW---------------------------FP---------------- 
 
--------------------------FF------FVLPLGSL------------------ 
 
------------------------------------F--------------P-------- 
 
Q-LKPS--E--------------------------------------------------- 
 
-----------------------------------------------G------------ 
 
---------------------V-----F--KV----------IF---------------- 
 
----------WLGYFNSCVNP--------------------------------LIYPCSS 
 
--REFKRA---FLRLL----------RCQ--CRRRRRRRPLWRVYGHHWRASTSGLRQDC 
 
APSSGDAPPGAPLALTALPDPDPEPPGTPEMQAPVASRRKPPSAFREWRLLGPFRRPTTQ 
 
LRAKVSSLSHKIRAGGAQRAEAACAQRSEVEAVSLGVPHEVAEGATCQAYELADYSNLRE 
 
TDI--------------------------------------------------------- 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Homo_sapiens_alpha_adrenergic_receptor_subtype_alpha_1a_gi7
690135 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
----------------------MTFRDLLSVSFEGPRP---------------------- 
 
----DSSAGGSSAGGGGGGAGGAAPSEGPAVGGVPG---GAGGGG--------------- 
 
-GVVGA-----------GSG-----------------EDNRSSAGEPGSAG---A----- 
 
GGD------VN------------------------------------------------- 



 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------GTA---------------------AVGGL---V--VSAQ---- 
 
G-----------------------------------VG--V--------GVFLAA---FI 
 
LMAVAG----------------------------NLLVILSVACNRHLQ-TV-TNYFIVN 
 
LAVADLLLSATVLPFSATMEVL-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-FWAFG-----------------RAFCDVWAAVD 
 
VLCCTASILSLCTISVDR---------YVGV----------------------------- 
 
--------R-HSLK-YP--AIMT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------E-RKAAAILALLW--VVAL-------------------- 
 
---------------V----------VSVG-P--L---------LG--------W----K 
 
------------------------------------------------------E----- 
 
--PV-------P-----P------------------D-----E---------R-FCGITE 
 
EA--GYAVFSSVCS-------FYLPMAVIVVMYC----RVYVVARSTT------------ 
 
-------------RS---------------L----------------------------- 
 
-------------------E---------AGV-----------------------KR--- 
 
------------------------------------E-R-------------GK------ 
 
--ASEV------------------------------------------------------ 



 
------------------------------VL-------------------------R-- 
 
IHCRGAA---------------------------T------------------------- 
 
----------GADGAHGMRSAKGHTFRSSLSV---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
RLLK-----F-----------S--------REKKA----A-KTLAIVVGVFVL------- 
 
-------------CW---------------------------FP---------------- 
 
--------------------------FF------FVLPLGSL------------------ 
 
------------------------------------F---P------------------- 
 
Q-LKPS--E--------------------------------------------------- 
 
-----------------------------------------------G------------ 
 
---------------------V-----F--KV----------IF---------------- 
 
----------WLGYFNSCVNP--------------------------------LIYPCSS 
 
--REFKRA---FLRLL----------RCQ--CRRRRRRRPLWRVYGHHWRASTSGLRQDC 
 
APSSGDAPPGAPLALTALPDPDPEPPGTPEMQAPVASRRKPPSAFREWRLLGPFRRPTTQ 
 
LRAKVSSLSHKIPAGGAQRAEAACAQRSEVEAVSLGVPHEVAEGATCQAYELADYSNLRE 
 
TDI--------------------------------------------------------- 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Gallus_gallus_PREDICTED_similar_to_alpha_1d_adrenoceptor_gi
50747427 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



-----------------------------------M---TFPELSNG------------S 
 
LSENRT-----------GQG-----------------SQSGANRSWGLQGEESPE----- 
 
GNG------TT------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------------------------LP--FA--LDVQ---- 
 
A-----------------------------------VG--V--------GVFLAV---FI 
 
LSAIVG----------------------------NILVILSVACNRHLQ-TV-TNYFIVN 
 
LAIADLLLSTTVLPFSATLDAL-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-FWVFG-----------------RIFCNIWAAVD 
 
VLCCSASIMSLCIISVDR---------YIGV----------------------------- 
 
--------Q-YSLK-YP--TIMT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------E-RKAGVILVVVW--LSSM-------------------- 
 
---------------V----------ISIG-P--L---------LG--------W----- 
 
----------KE------------------------------------------------ 
 
-----------P-----P-------------P---PD-----E---------S-ICSITE 
 
EP--GYALFSSLFS-------FYLPLMVILVMYF----RIYVVARRTT------------ 
 
-------------RS--------------------------------------------- 
 



-------------------L--------EAGV-----------------------KK--- 
 
----------------------------------------------------ER------ 
 
-NKSME------------------------------------------------------ 
 
------------------------------VV-------------------------L-R 
 
IHCRSVL----------------------------------------------------- 
 
---------------EEPLSSTQSKGHNFRSS---------------------------- 
 
------------------------------------------------------------ 
 
---------------------------------------------------------LSV 
 
RLLK-----F-----------S--------REKKA----A-KTLAIVVGVFIL------- 
 
-------------CW---------------------------FP---------------- 
 
--------------------------FF------FVLPFGLRDKAGSKEVQHMDKSLPHV 
 
GTQREVKSSGVKSKWVEEKDLVNNFKRKGDQQLEAGC--KNSQLSGGCCSAS-------- 
 
C-TASD--SRKGHGLQVVLCQALMADLALVYIKCHVFPAGFSPSKGYPAAKSDLHIYELV 
 
NRTGRIYTSWALAMLELSRRSLSNDQYGTKQRCQEYIYIMGFGNAGALQKELIQRPVWDK 
 
AALPRMSAVGSFFPSLKPSEMV-----F--KV----------IF---------------- 
 
----------WLGYFNSCVNP--------------------------------IIYPCSS 
 
--KEFKRA---FIRLL----------KCQ--CHRRRRPIWRVYDHHWRGASVNSSVQDSE 
 
TDLRPRISTLNSSFIFNSSLQERAGKRRTLSFKGWKMLTPFQKPASAQLKEKMNSLSNKI 
 
RGGSSKGGVTATYKTEVESVSIGIPHDFMETIDYQTYDLTDCCGLRETDI---------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Oncorhynchus_mykiss_alpha_1D_adrenoreceptor_gi74272307 
 
------------------------------------------------------------ 
 



------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
----------------------------------------MTYSNLM------------N 
 
ESNDGI-----------YFD-----------------KALNESFLGRILFTDNST----- 
 
NST------SC------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------TNITL--DP--QVIA---- 
 
V------------------------------------------------GVFLSV---FI 
 
LVAIVG----------------------------NILVILSVLCNRHLQ-TV-TNFFIVN 
 
LAIADLLLSIIVLPFSASLEVL-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-CWVFG-----------------RVFCNIWAAVD 
 
VLCCTASILSLCIISIDR---------YIGV----------------------------- 
 
--------K-HCLK-YP--TIMT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------E-KKAAVILVLVW--VSSM-------------------- 
 
---------------V----------IPIG-P--L---------LG--------W----- 
 
----------KE------------------------------------------------ 
 
-----------P-----P-------------P---TD-----E---------S-VCSITE 
 



EP--GYALFSSLFS-------FYLPLMVILVMYF----RVYVVARRTT------------ 
 
-------------KS--------------------------------------------- 
 
-------------------L--------EAGV-----------------------KR--- 
 
----------------------------------------------------ER------ 
 
-NKSIE------------------------------------------------------ 
 
-----------------------------VVL-------------------------R-- 
 
IRCRSML----------------------------------------------------- 
 
------------------EDTSKSKNHPFRSS---------------------------- 
 
------------------------------------------------------------ 
 
---------------------------------------------------------LSM 
 
RLMK-----S-----------S--------REKKA----A-KTLAIVVGMFIL------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------FVLPLGSF------------------ 
 
------------------------------------F--PA------------------- 
 
L-KPSD--M--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------V-----F--KV----------IF---------------- 
 
----------WLGYFNSCINP--------------------------------VIYPCSS 
 
--KEFQRA---FTRLL----------RCQ--CHRRRRVLRRFYDQHWRTAVKGHHNQGID 
 
GREMGTMSIGNASVTDNRPGYSINHESCGSSNYYKGTQGRSLSFKGWSLFPPLQKSSFQL 
 
KEKMNNLSNKIKGGVTTPSLARTEIDTVSMGIYNDVAEQSCYQIYDLTECYGLKETDI-- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 



>Tetraodon_nigroviridis_unnamed_protein_product_gi47206009 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--VTMD-----------SHA---------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------VG--L--------GIALSI---FI 
 
LVAIVG----------------------------NVLVILSVMCNKHLQ-TV-TNFFIVN 
 
LAMADLLLSVIVLPFSASLEVL-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-CWVFG-----------------RVFCNIWAAVD 
 
VLCCTASILSLCIISVDR---------YIGV----------------------------- 
 
--------K-HCLK-YP--CIMT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------E-RKAVGILVLVW--VSST-------------------- 
 
---------------V----------ISVG-P--L---------LG--------W----- 
 



----------KE------------------------------------------------ 
 
-----------P-----Q-------------P---ID-----D---------S-VCRITE 
 
EP--GYALFSSLFS-------FYLPLMVILIMYF----RVYVVARRTT------------ 
 
-------------SS---------------L----------------------------- 
 
-------------------E---------AGM-----------------------KR--- 
 
----------------------------------------------------ER------ 
 
-NKSTE------------------------------------------------------ 
 
-----------------------------VVL-------------------------R-- 
 
IHCRSVL----------------------------------------------------- 
 
--------------EGARQDSKNQPLRSSLSV---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
RLMR-----F-----------S--------REKKA----A-KTLAIVVGMFIL------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF-------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
---------------------------F--------------FL---------------- 
 
--------------------P-------------------------------------FG 
 
-----------M------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



------------------------------------------------------------ 
 
--------------------------- 
 
>Haemonchus_contortus_serotonin_receptor_protein_gi28630991 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-MLGES-----------NAS-----------------SLFAFTSLLDTSDDSPATVGDNL 
 
SPS------FA------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------ASNNS--LQ--PFME---- 
 
S-----------------------------------VT--L--------AAVLLL---LI 
 
LACVIG----------------------------NLLVIVAIACERDLRGRP-QYYLIFS 
 
LAVADLIVGLIVTPLGAWSTVA-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-AWPFG-----------------VTLCDIWISVD 
 
VIVCTASILHLVAIALDR---------YWSV----------------------------- 
 
----------TDIS-YV--QNRT------------------------------------- 
 
------------------------------------------------------------ 
 



---------------------P-KRIMIMLTVIW--MTSL-------------------- 
 
---------------L----------ISLA-P--F---------AG--------W----K 
 
-----DDGFKDR------------------------------------------------ 
 
------------------------------------V---LRQ---------H-VCLISQ 
 
QI--SYQVFSTATA-------FYIPLIAIIVIYW----KILRAAKKRF------------ 
 
-------------KR--------------------------------------------- 
 
-------------------E-------RDRRT---------------------VIRP--- 
 
----------------------------------------------------PP------ 
 
-EQSNT------------------------------------------------------ 
 
----------TSEKLAPLILKKNKKITVTQSS-------------------------L-A 
 
NGEKSGE----------------------------------------------------- 
 
----SKNKKSIGDSSTSTQSEEDRTISHNQPE---------------------------- 
 
------------------------------------------------------------ 
 
----------------------------------QETKLDDHANHQGNGKLLRPMIIRKK 
 
RRSK-----ETAENK---------------RERKA----W-RTLAIITGTFVA------- 
 
-------------CW---------------------------TP---------------- 
 
--------------------------FF------LVSLYRPI------------------ 
 
------------------------------------C--------------R-------- 
 
C-TIPR--P--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------V-----E--TV----------TA---------------- 
 
----------WLGYLNSALNP--------------------------------IIYTVFS 
 
--QDFRAA---FKKII----------RRL--CLLKEY----------------------- 
 
------------------------------------------------------------ 
 



------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Caenorhabditis_elegans_Serotonin_octopamine_receptor_family
_protein_4_gi15617878 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
---------------------------------------MIDETLLN------------L 
 
TASPSS-----------QPA-----------------TLLSAVARGTHLVDQFPA----- 
 
HAE------IF------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------------------------SDI--ER--PLVQ---- 
 
T-----------------------------------VI--L--------ASVLLV---LI 
 
LSCFIG----------------------------NLFVILAIIMERDLRGRP-QYYLIFS 
 
LAVADLLVGMIVTPLGAWFTVT-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-TWNLG-----------------VVVCDFWISVD 
 
VLVCTASILHLVAIALDR---------YWSI----------------------------- 



 
----------TDIC-YV--QNRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-KRITLMLAVIW--FTSL-------------------- 
 
---------------L----------ISLA-P--F---------AG--------W----K 
 
-----DEGFSDR------------------------------------------------ 
 
-----------------V-------------L---KS-----H-----------VCLISQ 
 
QI--SYQVFSTATA-------FYIPLIAIICVYW----KIMRAAKKRF------------ 
 
-------------KR--------------------------------------------- 
 
-------------------E--------RDRR---------------------TVIR--- 
 
----------------------------------------------------PP------ 
 
-PDAID------------------------------------------------------ 
 
-----------EKKAMMPKKSKKCPLPPAVVI-------------------------S-- 
 
DIQANGG----------------------------------------------------- 
 
-----TGGKTNSIKNPPRHNESSSSASEEERT---------------------------- 
 
------------------------------------------------------------ 
 
-----------------------MTQTNHAPGDVTTQETKIDEENGRSKPGIVKRRRRTK 
 
ESNE-----M-----------K--------RERKA----W-RTLAIITGTFVA------- 
 
-------------CW---------------------------TP---------------- 
 
--------------------------FF------LVSIYRPI------------------ 
 
------------------------------------C---G------------------- 
 
C-QISP--V--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------L-----E--QV----------TL---------------- 
 
----------WLGYLNSALNP--------------------------------IIYTVFS 



 
--QDFRAA---FKRII----------KRM--CLIHDY----------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Caenorhabditis_briggsae_Hypothetical_protein_CBG15112_gi395
86015 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------------------------MIDE------------Q 
 
FWNFTT-----------SSS-----------------TAAITPQTILSAAA---R----- 
 
GTH------LV------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------DQFPA--HA--EIFS---- 
 
D-------VERPLVQT--------------------VI--L--------ASVLLL---LI 
 
LSCFIG----------------------------NLFVILAIIMERDLRGRP-QYYLIFS 
 
LAVADLIVGMIVTPLGAWFTVT-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



------------------------------------------------------------ 
 
-------------------------G-SWNLG-----------------VVVCDFWISVD 
 
VLVCTASILHLVAIALDR---------YWSI----------------------------- 
 
----------TDIC-YV--QNRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-KRITCMLAIIW--FVSL-------------------- 
 
---------------L----------ISLA-P--F---------AG--------W----K 
 
------------------------------------------------------------ 
 
-----------DEGFSDR-------------V---LK-----Q---------H-VCLISQ 
 
QI--SYQVFSTATA-------FYIPLIAIVVIYW----KIMRAAKKRF------------ 
 
-------------KR--------------------------------------------- 
 
-------------------E---------RDR-----------------------RT--- 
 
------------------------------------VIR-------------PP------ 
 
-PDAID------------------------------------------------------ 
 
-----------EKKAMMPKKSKKCPLPPAVVI-------------------------S-- 
 
DIQNNGG----------------------------------------------------- 
 
------AAKNNSIKNPPRHHESSSSASEEERT---------------------------- 
 
------------------------------------------------------------ 
 
------------------------MTMTNVNGDAATQETKIDGEDGRNKAGIIKRRRRTK 
 
ESNE-----M-----------K--------RERKA----W-RTLAIITGTFVA------- 
 
-------------CW---------------------------TP---------------- 
 
--------------------------FF------LVSIYRPI------------------ 
 
------------------------------------C--------------G-------- 
 
C-QISP--V--------------------------------------------------- 
 



------------------------------------------------------------ 
 
---------------------L-----E--QV----------TL---------------- 
 
----------WLGYLNSALNP--------------------------------VIYTVFS 
 
--QDFRAA---FKRII----------KRI--CLIHDY----------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Boophilus_microplus_serotonin_receptor_gi37221611 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------------------------M 
 
QANLSQ-----------SWH---------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------------------------------E--NLPV---- 
 
V-----------------------------------IT--V--------SLLLCL---VI 
 
VATVIG----------------------------NIFVIAAIIWERNLR-TV-SNYLVLS 
 
LAVADLMVACLVMPLGAVYEVT-------------------------------------- 
 
------------------------------------------------------------ 
 



------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------R-EWRMP-----------------PELCDVWTCCD 
 
VLCCTASILHLLAIAVDR---------YWAV----------------------------- 
 
----------TIVD-YM--RQRD------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------V-RKVGIMIFLVW--SVAF-------------------- 
 
---------------V----------VSIA-P--I---------FG--------W----K 
 
----------DK------------------------------------------------ 
 
-----------------D-------------SRSRVL---HEK-----------KCLVSQ 
 
DA--AYQVFATCSS-------FYVPLIMILLLYW----RIFKVARQRI------------ 
 
-------------RH--------------------------------------------- 
 
-----------------------------KPG---------------------AKAV--- 
 
----------------------------------------------------LI------ 
 
-VHKEP------------------------------------------------------ 
 
--------------------------STSSAV-------------------------A-S 
 
NENTPQH----------------------------------------------------- 
 
---------NATVASSPVRNSSNQSSPSNGMN---------------------------- 
 
------------------------------------------------------------ 
 
----------------------------------------------KAMHGGIGRLLVLT 
 
KREK-----K-----------HVEETIESRRERKA----A-KTVAIITGVFVM------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------VMALVMPL------------------ 
 



------------------------------------C--------------E-------- 
 
T-CDPG--K--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------------LVFSF----------FL---------------- 
 
----------WLGYANSMINP--------------------------------IIYTIFS 
 
--PDFRNA---FNRIL----------CGK--KPPMR------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Anopheles_gambiae_str_PEST_ENSANGP00000004842_gi55236988 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



------------MPLGAVYEVS-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------K-EWRLG-----------------ADLCDMWTSSD 
 
VLCCTASILHLVAIALDR---------YWAV----------------------------- 
 
----------TDID-YA--HQRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------A-RRIGYMIIIIW--TLSV-------------------- 
 
---------------L----------VSIA-P--L---------LG--------W----- 
 
----------KD------------------------------------------------ 
 
-----------P-----E-------------WETRVY---QDL-----------QCIVSQ 
 
DV--GYQIFATASS-------FYVPLLVILFLYW----RIFLAARKRI------------ 
 
-------------RR--------------------------------------------- 
 
-------------------R-YFRLHRLLHQR---------------------VAAA--- 
 
----------------------------------------------------AV------ 
 
-TQSIP------------------------------------------------------ 
 
--SHLLRCMDCSYTGAFRSMNSTSGAFAFHAANVFRPGCPIALDQVHRVKLFHAGLGR-R 
 
DRAPPAH----------------------------------------------------- 
 
------DQRDDDRLHERLLRQHEPGEGLARQR---------------------------- 
 
------------------------------------------------------------ 
 
-----------------YRAGPDRDRSTADISMAYPSGNQASCSSTTRPPGSSGLASRKK 
 
TQSS-----TDSK-----------------RERKA----A-KTLAIITGAFVC------- 
 



-------------CW---------------------------LP---------------- 
 
--------------------------FF------IIAILLPT------------------ 
 
------------------------------------C--TS------------------- 
 
C-NISP--L--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------I-----T--SV----------CL---------------- 
 
----------WLGYFNSTLNP--------------------------------IIYTIFS 
 
--PEFRHA---FKRIL----------CGR--RYSLRRTRNLGVRHMR------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Penaeus_monodon_5_HT1_receptor_gi55247454 
 
------------------------------------------------------------ 
 
--------------------------MGRENTTSDDWNYTLPNLLEYLDGLLEGGGQPHS 
 
NPILPNPNKDAEAPATTLWGALTSSSTPPTTTTTTPAP---------------------- 
 
----INKPMFVMNFTLRTTVDTLLQTRVNLSKALDP---LTSPAAAG------------G 
 
SVLGLD-----------VDT-----------------SDVGLGLGVATLSSASST----- 
 
SSA------SS------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------SSSSSPAASSSASTPDLLLAGNDSLVT--LD--DSFW---- 
 



L-------AGGNDSANQSHFFGNETSDGLIVDTVGMVI--T--------SVILGI---MI 
 
LTTVIG----------------------------NVFVIAAILLERNLQ-QV-ANFLIVS 
 
LAVADLMVACLVMPLGAVYAIS-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------K-DWILG-----------------PELCDMWTSSD 
 
VLCCTASILHLVAIALDR---------YWAV----------------------------- 
 
----------TQVD-YI--HSRN------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------G-TRIGTMILLVW--LTAV-------------------- 
 
---------------V----------VSIA-P--L---------FG--------W----K 
 
----------DP------------------------------------------------ 
 
-----------DFLVRVN-------------Q---HK-----------------KCLVSQ 
 
DV--GYQIFATMAT-------FYVPLTAILILYW----KIFQAARKRI------------ 
 
-------------HK--------------------------------------------- 
 
-------------------N--------RPGE-----------------------KK--- 
 
----------------------------------------------------EA------ 
 
-KKKGN------------------------------------------------------ 
 
----------------------NNRTNRAKAN-------------------------R-- 
 
GGGGGGG----------------------------------------------------- 
 
----GGGGGETKPNGVAEHQTTAFTTVNSGSP---------------------------- 
 
------------------------------------------------------------ 
 



-------------------------DKISNNGAVSVSSHVSEVSRLEMLPKEPPKKTKKE 
 
TLEA-----K--------------------REKKA----A-KTLAIITGAFVV------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------VTALLMSI------------------ 
 
------------------------------------C--PG------------------- 
 
C-YFSD--L--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------M-----F--SI----------FL---------------- 
 
----------WLGYFNSTLNP--------------------------------IIYTIFS 
 
--PEFREA---FKRIL----------FGR--KAQRYRPGKVR------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Panulirus_interruptus_type_1_serotonin_receptor_gi42539178 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
---------------------------------------MATLGVLN------------P 
 
VSPDLF-----------VSS-----------------NDSPVALDDTFWLV---G----- 
 
NES------TN------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



------------------------------------------------------------ 
 
---------------------------------GSIVLGNATSDGP--LV--NTVG---- 
 
T-----------------------------------VI--T--------SVILGI---MI 
 
PTTVIG----------------------------NVFVIAAILLERNLQ-QV-ANFLIVS 
 
LAVADLMVACLVMPLGAVYEIS-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------K-EWILG-----------------PELCDMWTSSD 
 
VLCCTASILHLVAIALDR---------YWAV----------------------------- 
 
----------TQVD-YI--HSRN------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------G-TRIGVMILXVW--LTAV-------------------- 
 
---------------V----------VSIA-P--L---------FG--------W----K 
 
----------DP------------------------------------------------ 
 
-----------DFLVXVN------------------E----HK-----------KCLVSQ 
 
DL--AYQVFATMAT-------FYVPLTAILILYW----KIFQAARKRI------------ 
 
-------------HK--------------------------------------------- 
 
-------------------S---------KFG-----------------------GK--- 
 
------------------------------------K---------------EA------ 
 
-KQKGN-----------------------------------------------NTKPKVR 
 
VMGHRGGGGETKSNGVTEHQTTAFTTVNSGSP-------------------------D-- 
 
KSSNNGA----------------------------------------------------- 
 



------VSVSSHVSEVSRLEMLPKEPPKKTKK---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
ETLE-----A-----------K--------REKKA----A-KTLAIITGAFVI------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------VTALLMPI------------------ 
 
------------------------------------C--PG------------------- 
 
C-YFSD--V--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------M-----F--SI----------FL---------------- 
 
----------WLGYFNSTLNP--------------------------------IIYTIFS 
 
--PEFREA---FKRIL----------FGR--KNQRYRPGKVR------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Bombyx_mori_serotonin_receptor_gi1197194 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
---------------------------------------MEGAEGQEELDWEALYLRLPL 
 
QNCSWN-----------STG-----------------WEPNWNVTVVPNTTWWQA----- 
 
SAP------FD------------------------------------------------- 
 



------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------TPAA--LV--RAAA---- 
 
K------------------------------------------------AVVLGL---LI 
 
LATVVG----------------------------NVFVIAAILLERHLR-SA-ANNLILS 
 
LAVADLLVACLVMPLGAVYEVV-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------Q-RWTLG-----------------PELCDMWTSGD 
 
VLCCTASILHLVAIALDR---------YWAV----------------------------- 
 
----------TNID-YI--HAST------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------A-KRVGMMIACVW--TVSF-------------------- 
 
---------------F----------VCIA-Q--L---------LG--------W----- 
 
----------KD------------------------------------------------ 
 
-----------P-----D-------------WNQRVS---EDL-----------RCVVSQ 
 
DV--GYQIFATASS-------FYVPVLIILILYW----RIYQTARKRI------------ 
 
-------------RR--------------------------------------------- 
 
-----------------------------RRG---------------------ATAR--- 
 
----------------------------------------------------GG------ 
 
-VGPPP------------------------------------------------------ 
 



----VPAGGALVAGGGSGGIAAAVVAVIGRPL-------------------------P-T 
 
ISETTTT----------------------------------------------------- 
 
------GFTNVSSNNTSPEKQSCANGLEADPP---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------TTGYGAVAAAYYPSLVRR 
 
KPKE-----AADSK----------------RERKA----A-KTLAIITGAFVA------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------VLAILVPT------------------ 
 
------------------------------------C--------------D-------- 
 
C-EVSP--V--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------L-----TSLSL---------------------------- 
 
----------WLGYFNSTLNP--------------------------------VIYTVFS 
 
--PEFRHA---FQRLL----------CGR--RVRRRRAPQ-------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Apis_mellifera_PREDICTED_similar_to_serotonin_receptor_gi66
522425 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
---------------------------------------------------------MEE 



 
HVNQTS-----------RNS---------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------SSDGL--VF--TDAS---- 
 
I-----------------------------------IL--R--------TLVLGL---LI 
 
LVTVVG----------------------------NLFVIAAILLERNLQ-SV-ANYLIVS 
 
LAVADLMVACLVMPLGAVYEIN-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------S-EWSLG-----------------PELCDMWTSSD 
 
VLCCTASILHLVAIAVDR---------YWAV----------------------------- 
 
----------TDLN-YI--QARN------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-RRIGMLIVAVW--VVSL-------------------- 
 
---------------G----------ISLA-P--Q---------LG--------W----- 
 
----------KD------------------------------------------------ 
 
-----------P-----D-------------YLDRIA-----D---------G-TCLVSQ 
 
DP--AYQIFATCAT-------FYLPLLVILFLYW----RIFQAARKRI------------ 
 
-------------RR--------------------------------------------- 
 
-----------------------------RPG---------------------TIVQ--- 



 
----------------------------------------------------PA------ 
 
-RERRG------------------------------------------------------ 
 
--ILRYVTKRPREESTAFTITRSTPDHSSISP-------------------------E-K 
 
SSSYNGA----------------------------------------------------- 
 
----------NATQSTTVTPHSTHSSSKRTRD---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
TIES-----K--------------------REKKA----A-KTLAIITGAFVA------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------VVALLRAT------------------ 
 
------------------------------------C--------------Q-------- 
 
A-CEPP--E--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------------LIASV----------FL---------------- 
 
----------WLGYFNSTLNP--------------------------------VIYTVFS 
 
--PEFRQA---FKRML----------CGG--SRIIR------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Papilio_xuthus_serotonin_receptor_gi56044548 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 



 
------------------------------------------------------------ 
 
----------------------MNDSRLTRTFNNTN---DDVTYSST------------S 
 
DWYSGN-----------CSW-----------------ADAVSWGCNSTRGAGTNT----- 
 
TDT------DV------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------------------------------T--SLVL---- 
 
M-----------------------------------AV--T--------SVVLAL---II 
 
LATIVG----------------------------NVFVIAAIIIERNLQ-NV-ANYLVAS 
 
LAVADLMVACLVMPLGAVYEVS-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------Q-GWILG-----------------PELCDMWTSSD 
 
VLCSSASILHLVAIATDR---------YWAV----------------------------- 
 
----------TNVD-YI--HIRN------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------E-KRIFTMIFLVW--GAAL-------------------- 
 
---------------V----------VSLA-P--Q---------LG--------W----- 
 
----------KD------------------------------------------------ 
 
--PD-------YLARITQ------------------Q-----Q-----------KCLVSQ 
 
DL--AYQIFATCST-------FYVPLAVILILYW----KIFQTARRRI------------ 



 
-------------RR--------------------------------------------- 
 
-------------------R--------REPP---------------------PPRP--- 
 
----------------------------------------------------TS------ 
 
-ADGAT------------------------------------------------------ 
 
----------PSGRPVQSARDRRFVKKRFLNL-------------------------K-- 
 
KCNQRTR----------------------------------------------------- 
 
-----AETIAAALLLTEGQSTSTVDTLDEEPR---------------------------- 
 
------------------------------------------------------------ 
 
----------------TTAFTINEKVPSSVSPEKSSSTTVTNGSKPERAIVPALSQREKK 
 
ESLE-----A-----------K--------RERKA----A-KTLAIITGAFVF------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------IMALVMPI------------------ 
 
------------------------------------C--------------Q-------- 
 
S-CVIS--D--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------------YLASF----------FL---------------- 
 
----------WLGYFNSTLNP--------------------------------VIYTIFS 
 
--PDFRQA---FARIL----------FGT--HRRGRNKKF-------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 



>Heliothis_virescens_5_hydroxytryptamine_receptor_5_HT_recep
tor_Serotonin_receptor_gi2494933 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
----------------------MNASRLPGFNDTSQ---DQPYPTSS------------E 
 
WFDGSN-----------CSW-----------------VDAVSWGCNVTING---T----- 
 
STN------AT------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------------------------STD--VT--SFVL---- 
 
M-----------------------------------AV--T--------SVVLAL---II 
 
LATIVG----------------------------NVFVIAAIIIERNLQ-NV-ANYLVAS 
 
LAVADLMVACLVMPLGAVYEVS-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------Q-GWILG-----------------PELCDMWTSSD 
 
VLCSSASILHLVAIATDR---------YWAV----------------------------- 
 
----------TDVD-YI--HIRN------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------E-KRIFTMIVLVW--GAAL-------------------- 
 
---------------V----------VSLA-P--Q---------LG--------W----K 



 
----------DP------------------------------------------------ 
 
--DY-------L-----A-------------R---IT----QQ---------Q-KCLVSQ 
 
DL--AYQIFATMST-------FYVPLAVILILYW----KIFQTARRRI------------ 
 
-------------RR--------------------------------------------- 
 
-------------------R---------RDP---------------------PPPR--- 
 
------------------------------------PTS-------------AD------ 
 
--GATP-----------------------------------------------SGRPVQS 
 
ARDRRFVKKRFLNLKKCNQRTRAETLAAALLL-------------------------T-- 
 
EGQSTST----------------------------------------------------- 
 
----VDTLDEEPRTTAFTINEKVPPSVSPEKS---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------SSTVTNGSKPERAIVPAPTHREKK 
 
ESLE-----A-----------K--------RERKA----A-KTLAIITGAFVF------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------IMALVMPI------------------ 
 
------------------------------------C--QT------------------- 
 
C-VISD--Y--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------L-----A--SF----------FL---------------- 
 
----------WLGYFNSTLNP--------------------------------VIYTIFS 
 
--PDFRQA---FARIL----------FGT--HRRRRYKKF-------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 



 
------------------------------------------------------------ 
 
--------------------------- 
 
>Anopheles_gambiae_str_PEST_ENSANGP00000018839_gi55245715 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
----------------------------------------------------MAIT---- 
 
-------------------------------------------------SLVLGL---MI 
 
LVTVIG----------------------------NVFVIAAIILERNLQ-NV-ANYLVAS 
 
LAVADLFVACLVMPLGAVYEIS-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------R-GWILG-----------------PELCDIWTSCD 
 
VLCCTASILHLVAIATDR---------YWAV----------------------------- 
 
----------TNID-YI--HSRT------------------------------------- 
 
------------------------------------------------------------ 



 
---------------------S-RRVFTMIFLVW--FASV-------------------- 
 
---------------I----------VSLA-P--Q---------FG--------W----- 
 
----------KD------------------------------------------------ 
 
--PE-------YLQRIEQ------------------------Q-----------KCMVSQ 
 
NI--AYQVFATCCT-------FYVPLFVILVLYW----KIYQTARRRI------------ 
 
-------------HR--------------------------------------------- 
 
-------------------RGPKIPATPNSSNQEETPKPKSKIRFHLKKKFTNPTKS--- 
 
---------------------------------AVSSLGLVEGNSTNTVNTVED------ 
 
-TEDST-----------------------------------------------ANAADRK 
 
GLETTFSGDEGNGTPLGNNQIPTVSYEVTHQQ---------------------------- 
 
LAQAAGC----------------------------------------------------- 
 
-SESNNNNNPGRTGSAGKTSPSGNGGTLPGST---------------------------- 
 
------------------------------------------------------------ 
 
--------YPVQAVHASSPLLPPQHRHHNAATAAKQPAGTPTAHLTPGSAGSGLQGAGGG 
 
STLN-----IASTPNPQAQVSKRKETLEAKRERKA----A-KTLAIITGAFVV------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------LTALLLPL------------------ 
 
------------------------------------C--ES------------------- 
 
C-SIND--T--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------V-----A--SL----------FL---------------- 
 
----------WLGYFNSTLNP--------------------------------VIYTIFS 
 
--PEFRQA---FKRIL---------------FGTHRSANYRRGKL--------------- 
 
------------------------------------------------------------ 



 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Drosophila_pseudoobscura_GA13502_PA_gi54635860 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------DD---------------------- 
 
----DVPTSIFEIELPAILLNESLFIELNGNLTQFE---GTTTNLSQ------------I 
 
IWNRSD-----------DSS-----------------SGSANGNGNGNGSPIFGL----- 
 
DEQ------RR------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
----------------------------------------VVSERE--AA--EFWL---- 
 
L-------VKM-------------------------IA--M--------AVVLGL---MI 
 
LVTIIGKYLIKIKSKFKFCFPPTQTQTMASRADSNVFVIAAIILERNLQ-NV-ANYLVAS 
 
LAVADLFVACLVMPLGAVYEIS-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------N-GWILG-----------------PELCDIWTACD 
 
VLCCTASILHLVAIAADR---------YWTV----------------------------- 



 
----------TNID-YN--NLRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-RRVFMMIFCVW--FAAL-------------------- 
 
---------------I----------VSLA-P--Q---------FG--------W----K 
 
----------DP------------------------------------------------ 
 
--DY-------L-----K-------------R---IE----EQ-----------HCMVSQ 
 
DV--AYQIFATCCT-------FYVPLLVILFLYW----KIYIIARKRI------------ 
 
-------------QR--------------------------------------------- 
 
-------------------R--------TQKS---------------------FNVTLTE 
 
TDCDSTVRELKKE-------RGKRRVAERKRQEAGDEISAGVTE--------PQ------ 
 
-VQQRT-----------------------------------------------RKRMRIC 
 
FGRNTNTAGICAGSEGAVARSMAAIAVDFASL-------------------------A-- 
 
ITREETE----------------------------------------------------- 
 
---FSTSNYDNKSHAGTELTTVSSDADDYRTS---------------------------- 
 
------------------------------NANEIITLSQQVANAAQHHQIASHLNAITP 
 
LAQSIAMGASHLTTSTAGIRSEEGAEAVGGGSSPGKAVGIGMGTVLSSIANPHQKLAKRR 
 
QLLE-----A-----------K--------RERKA----A-QTLAIITGAFVI------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------VMALTMSL------------------ 
 
------------------------------------C--KE------------------- 
 
C-DIHP--A--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------I-----A--SL----------FL---------------- 
 
----------WLGYFNSTLNP--------------------------------VIYTVFN 



 
--PEFRRA---FKRIL----------FGR--GNAARARSAKI------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Drosophila_melanogaster_5_HT1B_gi45648275 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
----------------------------------------------------------I- 
 
-----------------------------------------------------SN----- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 



 
-------------------------G--WILG-----------------PXLCDIWTSCD 
 
VLCCTASILHLVAIAADR---------YWTV----------------------------- 
 
----------TNID-YN--NLRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-RRVFLMIFCVW--FAAL-------------------- 
 
---------------I----------VSLA-P--Q---------FG--------W----K 
 
----------DP------------------------------------------------ 
 
--DY-------M-----K-------------R---IE----EQ-----------HCMVSQ 
 
DV--GYQIFATCCT-------FYVPLLVILFLYW----KIYIIARKRI------------ 
 
-------------QR--------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------RAQKS------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 



 
---------------------------F-------------------------------- 
 
---------------NVTLTE-------------------------------------TD 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Drosophila_melanogaster_5_HT1B_gi45648283 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
----------------------------------------------------------I- 
 
-----------------------------------------------------SN----- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 



 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G--WILG-----------------PELCDIWTSCD 
 
VLCCTASILHLVAIAADR---------YWTV----------------------------- 
 
----------TNID-YN--NLRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-RRVFLMIFCVW--FAAL-------------------- 
 
---------------I----------VSLA-P--Q---------FG--------W----K 
 
----------DP------------------------------------------------ 
 
--DY-------M-----K-------------R---IE-----E---------X-HCMVSQ 
 
DV--GYQIFATCCT-------FYVPLLVILFLYW----KIYIIARKRI------------ 
 
-------------QR--------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------RAQKS------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 



 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
---------------------------F-------------------------------- 
 
---------------NVTLTE-------------------------------------TD 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Drosophila_melanogaster_5_HT1B_gi45648307 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
----------------------------------------------------------I- 
 
-----------------------------------------------------SN----- 
 
------------------------------------------------------------ 



 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G--WILG-----------------PELCDIWTSCD 
 
VLCCTASILHLVAIAADR---------YWTV----------------------------- 
 
----------TNID-YN--NLRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-RRVFLMIFCVW--FAAL-------------------- 
 
---------------I----------VSLA-P--Q---------FG--------W----K 
 
----------DP------------------------------------------------ 
 
--DY-------M-----K-------------R---IE----EQ-----------HCMVSQ 
 
DV--GYQIFATCCT-------FYVPLLVILFLYW----XIYIIARKRI------------ 
 
-------------QR--------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------RAQKS------------------------- 
 
------------------------------------------------------------ 



 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
---------------------------F-------------------------------- 
 
---------------NVTLTE-------------------------------------TD 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Drosophila_melanogaster_5_HT1B_gi45648309 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
----------------------------------------------------------I- 



 
-----------------------------------------------------SN----- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G--WILG-----------------PELCDIWTSCD 
 
VLCCTASILHLVAIAADR---------YWTV----------------------------- 
 
----------TNID-YN--NLRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-RRVFLMIFCVW--FAAL-------------------- 
 
---------------I----------VSLA-P--Q---------FG--------W----K 
 
----------DP------------------------------------------------ 
 
--DY-------M-----K-------------R---IE----EQ-----------HCMVSQ 
 
DV--GYQIFATCCT-------XYVPLLVILFLYW----KIYIIARKRI------------ 
 
-------------QR--------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 



 
------------------------------RAQKS------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
---------------------------F-------------------------------- 
 
---------------NVTLTE-------------------------------------TD 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Drosophila_melanogaster_CG15113_PA_gi71911689 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------MLKTVTTAMAAGDDDVPASI---------------------- 
 
----LEIELP-----------------------------AILLNESL------------F 
 
IELNGN-----------LTQ-----------------LVDTTSNLSQIVWNRSIN----- 
 
GNG------NS------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 



 
---------------------------------NTFDLVDDEQERA--AV--EFWL---- 
 
L-------VKM-------------------------IA--M--------AVVLGL---MI 
 
LVTIIG----------------------------NVFVIAAIILERNLQ-NV-ANYLVAS 
 
LAVADLFVACLVMPLGAVYEIS-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------N-GWILG-----------------PELCDIWTSCD 
 
VLCCTASILHLVAIAADR---------YWTV----------------------------- 
 
----------TNID-YN--NLRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-RRVFLMIFCVW--FAAL-------------------- 
 
---------------I----------VSLA-P--Q---------FG--------W----K 
 
----------DP------------------------------------------------ 
 
--DY-------M-----K-------------R---IE-----E---------Q-HCMVSQ 
 
DV--GYQIFATCCT-------FYVPLLVILFLYW----KIYIIARKRI------------ 
 
-------------QR--------------------------------------------- 
 
-----------------------------RAQ-----------------------KSFNV 
 
TLTETDCDSAVRE-------LKKERSKRRAERKRLEAGERTPVDGDG---TGGQ------ 
 
-LQRRT-----------------------------------------------RKRMRIC 
 
FGRNTNTANVVAGSEGAVARSMAAIAVDFASL-------------------------A-- 
 
ITREETE----------------------------------------------------- 
 
---FSTSNYDNKSHAGTELTTVSSDADDYRTS---------------------------- 



 
------------------NANEIITLSQQVAHATQHHLIASHLNAITPLAQSIAMGGVGC 
 
LTTTTPSEKALSGAGTVAGAVAGGSGSGSGEEGAGTEGKNAGVGLGGVLASIANPHQKLA 
 
KRRQ-----LLEAK----------------RERKA----A-QTLAIITGAFVI------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------VMALTMSL------------------ 
 
------------------------------------C--KE------------------- 
 
C-EIHT--A--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------V-----A--SL----------FL---------------- 
 
----------WLGYFNSTLNP--------------------------------VIYTIFN 
 
--PEFRRA---FKRIL----------FGR--KAAARARSAKI------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Drosophila_melanogaster_5_hydroxytryptamine_receptor_2B_5_H
T_receptor_Serotonin_receptor_2B_gi62512164 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
----------------MHTLTRPQPRFIYTEIYSRIYI---------------------- 
 
----YIYTSEMLKTVTTAMAAGDDDVPASILEIELP---AILLNESL------------F 
 
IELNGN-----------LTQ-----------------LVDTTSNLSQIVWNRSIN----- 
 
GNG------NS------------------------------------------------- 
 



------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
---------------------------------NTFDLVDDEQERA--AV--EFWL---- 
 
L-------VKM-------------------------IA--M--------AVVLGL---MI 
 
LVTIIG----------------------------NVFVIAAIILERNLQ-NV-ANYLVAS 
 
LAVADLFVACLVMPLGAVYEIS-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------N-GWILG-----------------PELCDIWTSCD 
 
VLCCTASILHLVAIAADR---------YWTV----------------------------- 
 
----------TNID-YN--NLRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-RRVFLMIFCVW--FAAL-------------------- 
 
---------------I----------VSLA-P--Q---------FG--------W----K 
 
----------DP------------------------------------------------ 
 
--DY-------M-----K-------------R---IE-----E---------Q-HCMVSQ 
 
DV--GYQIFATCCT-------FYVPLLVILFLYW----KIYIIARKRI------------ 
 
-------------QR--------------------------------------------- 
 
-----------------------------RAQ-----------------------KSFNV 
 
TLTETDCDSAVRE-------LKKERSKRRAERKRLEAGERTPVDGDG---TGGQ------ 
 
-LQRRT-----------------------------------------------RKRMRIC 
 



FGRNTNTANVVAGSEGAVARSMAAIAVDFASL-------------------------A-- 
 
ITREETE----------------------------------------------------- 
 
---FSTSNYDNKSHAGTELTTVSSDADDYRTS---------------------------- 
 
------------------NANEIITLSQQVAHATQHHLIASHLNAITPLAQSIAMGGVGC 
 
LTTTTPSEKALSGAGTVAGAVAGGSGSGSGEEGAGTEGKNAGVGLGGVLASIANPHQKLA 
 
KRRQ-----LLEAK----------------RERKA----A-QTLAIITGAFVI------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------VMALTMSL------------------ 
 
------------------------------------C--KE------------------- 
 
C-EIHT--A--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------V-----A--SL----------FL---------------- 
 
----------WLGYFNSTLNP--------------------------------VIYTIFN 
 
--PEFRRA---FKRIL----------FGR--KAAARARSAKI------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Drosophila_melanogaster_5HT_dro2B_receptor_serotonin_recept
or_gi7507 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
----------------MHTLTRPQPRFIYTEIYSRIYI---------------------- 
 
----YIYTSEMLKTVTTAMAAGDDDVPASILEIELP---AILLNESL------------F 



 
IELNGN-----------LTQ-----------------LVDTTSNLSQIVWNRSVN----- 
 
GNG------NS------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
---------------------------------NTFDLVDDEQERA--AV--EFWL---- 
 
L-------VKM-------------------------IA--M--------AVVLGL---MI 
 
LVTIIG----------------------------NVFVIAAIILERNLQ-NV-ANYLVAS 
 
LAVADLFVACLVMPLGAVYEIS-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------N-GWILG-----------------PELCDIWTSCD 
 
VLCCTASILHLVAIAADR---------YWTV----------------------------- 
 
----------TNID-YN--NLRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-RRVFLMIFCVW--FAAL-------------------- 
 
---------------I----------VSLA-P--Q---------FG--------W----K 
 
----------DP------------------------------------------------ 
 
--DY-------M-----K-------------R---IE-----E---------Q-HCMVSQ 
 
DV--GYQIFATCCT-------FYVPLLVILFLYW----KIYIIARKRI------------ 
 
-------------QR--------------------------------------------- 
 
-----------------------------RAQ-----------------------KSFNV 



 
TLTETDCDSAVRE-------LKKERSKRRAERKRLEAGERTPVDGDG---MGGQ------ 
 
-LQRRT-----------------------------------------------RKRMRIC 
 
FGRNTNTANVVAGSEGAVARSMAAIAVDFASL-------------------------A-- 
 
ITREETE----------------------------------------------------- 
 
---FSTSNYDNKSHAGTELTTVSSDADDYRTS---------------------------- 
 
------------------NANEIITVSQQVAHATQHHLIASHLNAITPLAQSIAMGGVGC 
 
LTTTTPSEKALSGAGTVAGAVAGGSGSGSGEEGAGTEGKNAGVGLGGVLASIANPHQKLA 
 
KRRQ-----LLEAK----------------RERKA----A-QTLAIITGAFVI------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------VMALTMSL------------------ 
 
------------------------------------C--KE------------------- 
 
C-EIHT--A--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------V-----A--SL----------FL---------------- 
 
----------WLGYFNSTLNP--------------------------------VIYTIFN 
 
--PEFRRA---FKRIL----------FGR--KAAARARSAKI------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Drosophila_melanogaster_5_HT1B_gi45648205 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 



 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G--WILG-----------------PELCDIWTSCD 
 
VLCCTASILHLVAIAADR---------YWTV----------------------------- 
 
----------TNID-YN--NLRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-RRVFLMIFCVW--FAAL-------------------- 
 
---------------I----------VSLA-P--Q---------FG--------W----- 
 
----------KD------------------------------------------------ 
 
-----------P-----D----------------YMK-RIEEQ-----------HCMVSQ 
 
DV--GYQIFATCCT-------FYVPLLVILFLYW----KIYIIARKRI------------ 



 
-------------QR--------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------RAQKS------------------------- 
 
------------------------------------------------------------ 
 
--------------------------FN-------------------------------- 
 
------------------------------------------------------------ 
 
V-TLTE-TD--------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Drosophila_melanogaster_5_HT1B_gi45648299 



 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------LG-----------------PELCDIWTSCD 
 
VLCCTASILHLVAIAADR---------YWTV----------------------------- 
 
----------TNID-YN--NLRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-RRVFLMIFCVW--FAAL-------------------- 
 
---------------I----------VSLA-P--Q---------FG--------W----- 
 
----------KD------------------------------------------------ 



 
-----------P-----D----------------YMK-RIEEQ-----------HCMVSQ 
 
DV--GYQIFATCCT-------FYVPLLVILFLYW----KIYIIARKRI------------ 
 
-------------QR--------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------RAQKS------------------------- 
 
------------------------------------------------------------ 
 
--------------------------FN-------------------------------- 
 
------------------------------------------------------------ 
 
V-TLTE-TD--------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 



 
--------------------------- 
 
>Drosophila_melanogaster_5_HT1B_gi45648339 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
----------------------------------------I------------------- 
 
-----------------------------------------------------SN----- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G--WILG-----------------PELCDIWTSCD 
 
VLCCTASILHLVAIAADR---------YWTV----------------------------- 
 
----------TNID-YN--NLRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-RRVFLMIFCVW--FAAL-------------------- 



 
---------------I----------VSLA-P--Q---------FG--------W----- 
 
----------KD------------------------------------------------ 
 
-----------P-----D----------------YMK-RIEEQ-----------HCMVSQ 
 
DV--GYQIFATCCT-------FYVPLLVILFLYW----KIYIIARKRI------------ 
 
-------------QR--------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------RAQKS------------------------- 
 
------------------------------------------------------------ 
 
--------------------------FN-------------------------------- 
 
------------------------------------------------------------ 
 
V-TLTE-TD--------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 



 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Drosophila_pseudoobscura_GA14104_PA_gi54635863 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
---ISDALDYIYIANTMNDNAYLIAEPQPDLPDDDHDK---------------------- 
 
----DDDEDEQEAEDTNNNKQRKRYYGSGPEKRKHF---RSSLALSA------------T 
 
TTDPTT-----------GPT-----------------SPLTTAALAAAAASASVA----- 
 
AAA------AR------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------ITAKAAHRALTTAGGSSNGKEVALATATATA 
 
TATTLQLIDLDNNYTNVAVGLGAMLLNDTLLLEGSNNDSMLGIFGD--MG--NRSG---- 
 
Q-------LDMANGSAGINVTTSEVAEDDFTHLLRMAV--T--------SVLLGL---MI 
 
LVTIIG----------------------------NVFVIAAIILERNLQ-NV-ANYLVAS 
 
LAVADLFVACLVMPLGAVYEIS-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------Q-GWILG-----------------PELCDIWTSCD 
 
VLCCTASILHLVAIAVDR---------YWAV----------------------------- 
 
----------TNID-YI--HSRT------------------------------------- 



 
------------------------------------------------------------ 
 
---------------------S-NRVFMMIFCVW--TASV-------------------- 
 
---------------I----------VSLA-P--Q---------FG--------W----- 
 
----------KD------------------------------------------------ 
 
-----------PDYLQRI-------------E---QQ-----------------KCMVSQ 
 
DV--SYQVFATCCT-------FYVPLLVILALYW----KIYQTARKRIHRRRPRPVETAV 
 
NNNQPDGGAASDTKL--------------------------------------------- 
 
-------------------N--------RLRL---------------------RLGRFST 
 
GKTKGGNLAGGGG-------GGSTGTALCLVEGNSTNTVNTVEDTEF---SSSN------ 
 
-VDSKS-----------------------------------------------RAGVEAP 
 
STSGNQIATVSHLVALAKQQGQAATKSVATNG-------------------------A-- 
 
VEIGNGT--------------DGEDSALGKANGSG------------------------- 
 
----VAVEVLEDPQLQQQLEQVQQIQKTAKSG---------------------------- 
 
-------------------------------GGGASTSNATTITSISALSPQTPTSPTGG 
 
EGGPVAPQAAGPMTARTSTLTSCNQEHPLCVSTSSIPVTPEPRSKQHPGSAAAGAPHPTA 
 
SHQQ-----LSSIANPMQKVNKRKETLEAKRERKA----A-KTLAIITGAFVV------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------VMALTMPL------------------ 
 
------------------------------------C--DA------------------- 
 
C-QISD--S--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------V-----A--SL----------FL---------------- 
 
----------WLGYFNSTLNP--------------------------------VIYTIFS 
 
--PEFRQA---FKRIL----------FGG--HRPVHYRSGKL------------------ 



 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Drosophila_melanogaster_5HT_dro2A_receptor_serotonin_recept
or_gi7505 
 
------------------------------------------------------------ 
 
-------------------------------------MAHETSFNDALDYIYIANSMNDR 
 
AFLIAEPHPEQPNVDGQDQDDAELEELDDMAVTDDGQLEDTNNNNNSKRYYSSGKRRADF 
 
IGSLALKPPPTDANTTTTTAGSPLATAALAAAAASASVAAAAARITAKAAHWALTTKQDA 
 
TSSPASSPALQLIDMDNNYTNVAVGLGAMLLNDTLLLEGNDSSLFGEMLANRSGHLDLIN 
 
GTGGLNVTTSK------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------VAEDDFTQLLRMAVT---- 
 
-------------------------------------------------SVLLGL---MI 
 
LVTIIG----------------------------NVFVIAAIILERNLQ-NV-ANYLVAS 
 
LAVADLFVACLVMPLGAVYEIS-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



-------------------------Q-GWILG-----------------PELCDIWTSCD 
 
VLCCTASILHLVAIAVDR---------YWAV----------------------------- 
 
----------TNID-YI--HSRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------S-NRVFMMIFCVW--TAAV-------------------- 
 
---------------I----------VSLA-P--Q---------FG--------W----- 
 
----------KD------------------------------------------------ 
 
-----------P------------------------DYLQRIE---------QQKCMVSQ 
 
DV--SYQVFATCCT-------FYVPLMVILALYW----KIYQTARKRI------------ 
 
-------------HR--------------------------------------------- 
 
----------------------------RRPRPVDAAVNNNQPDGGAATDTKLHRLR--- 
 
---------------------------LRLGRFSTAKSKTGSAVGVSGPASGGRALGLVD 
 
GNSTNT---------------------------------------------------VNT 
 
VEDTEFSSSNVDSKSRAGVEAPSTSGNQIATVSHLVALAKQQGKSTAKSSAAVNGMAPSG 
 
RQEDDGQRPEHGEQEDREELEDQDEQVGPQPTTATSATTAAGTNESEDQCKANGVEVLED 
 
PQLQQQLEQVQQLQKSVKSGGGGGASTSNATT---------------------------- 
 
-------------------------------------------ITSISALSPQTPTSQGV 
 
GIAAAAAGPMTAKTSTLTSCNQSHPLCGTANESPSTPEPRSRQPTTPQQQPHQQAHQQQQ 
 
QQQQ-----LSSIANPMQKVNKRKETLEAKRERKA----A-KTLAIITGAFVV------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------VMALTMPL------------------ 
 
------------------------------------C----------------------- 
 
AACQIS--D--------------------------------------------------- 
 
------------------------------------------------------------ 
 



---------------------------SVASL----------FL---------------- 
 
----------WLGYFNSTLNP--------------------------------VIYTIFS 
 
--PEFRQA---FKRIL---------------FGGHRPVHYRSGKL--------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Drosophila_melanogaster_RE57708p_gi68051243 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------MAVTDDGQLEDTNNNNNSKRYYSSGKRRADF 
 
IGSLALKPPPTDVNTTTTTAGSPLATAALAAAAASASVAAAAARITAKAAHRALTTKQDA 
 
TSSPASSPALQLIDMDNNYTNVAVGLGAMLLNDTLLLEGNDSSLFGEMLANRSGQLDLIN 
 
GTGGLNVTTSK------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------VAEDDFTQLLRMAVT---- 
 
-------------------------------------------------SVLLGL---MI 
 
LVTIIG----------------------------NVFVIAAIILERNLQ-NV-ANYLVAS 
 
LAVADLFVACLVMPLGAVYEIS-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------Q-GWILG-----------------PELCDIWTSCD 
 
VLCCTASILHLVAIAVDR---------YWAV----------------------------- 
 
----------TNID-YI--HSRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------S-NRVFMMIFCVW--TAAV-------------------- 
 
---------------I----------VSLA-P--Q---------FG--------W----- 
 
----------KD------------------------------------------------ 
 
-----------P------------------------DYLQRIE---------QQKCMVSQ 
 
DV--SYQVFATCCT-------FYVPLLVILALYW----KIYQTARKRI------------ 
 
-------------HR--------------------------------------------- 
 
----------------------------RRPRPVDAAVNNNQPDGGAATDTKLHRLR--- 
 
---------------------------LRLGRFSTAKSKTGSAVGVSGPASGGRALGLVD 
 
GNSTNT---------------------------------------------------VNT 
 
VEDTEFSSSNVDSKSRAGVEAPSTSGNQIATVSHLVALAKQQGKSTAKSSAAVNGMAPSG 
 
RQEDDGQRPEHGEQEDREELEDQDEQVGPQPTTATSAMTAAGTNESEDQCKANGVEVLED 
 
PQLQQQLEQVQQLQKSVKSGGGGGASTSNATT---------------------------- 
 
-------------------------------------------ITSISALSPQTPTSQGV 
 
GIAAAAAGPMTAKTSTLTSCNQSHPLCGTANESPSTPEPRSRQPTTPQQQPHQQAHQQQQ 
 
QQQQ-----LSSIANPMQKVNKRKETLEAKRERKA----A-KTLAIITGAFVV------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------VMALTMPL------------------ 
 
------------------------------------C----------------------- 
 



AACQIS--D--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------------SVASL----------FL---------------- 
 
----------WLGYFNSTLNP--------------------------------VIYTIFS 
 
--PEFQQA---FKRIL---------------FGGHRPVHYRSGKL--------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Drosophila_melanogaster_CG16720_PB_isoform_B_gi21626962 
 
------------------------------------------------------------ 
 
-------------------------------------MAHETSFNDALDYIYIANSMNDR 
 
AFLIAEPHPEQPNVDGQDQDDAELEELDDMAVTDDGQLEDTNNNNNSKRYYSSGKRRADF 
 
IGSLALKPPPTDVNTTTTTAGSPLATAALAAAAASASVAAAAARITAKAAHRALTTKQDA 
 
TSSPASSPALQLIDMDNNYTNVAVGLGAMLLNDTLLLEGNDSSLFGEMLANRSGQLDLIN 
 
GTGGLNVTTSK------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------VAEDDFTQLLRMAVT---- 
 
-------------------------------------------------SVLLGL---MI 
 
LVTIIG----------------------------NVFVIAAIILERNLQ-NV-ANYLVAS 
 
LAVADLFVACLVMPLGAVYEIS-------------------------------------- 
 



------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------Q-GWILG-----------------PELCDIWTSCD 
 
VLCCTASILHLVAIAVDR---------YWAV----------------------------- 
 
----------TNID-YI--HSRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------S-NRVFMMIFCVW--TAAV-------------------- 
 
---------------I----------VSLA-P--Q---------FG--------W----- 
 
----------KD------------------------------------------------ 
 
-----------P------------------------DYLQRIE---------QQKCMVSQ 
 
DV--SYQVFATCCT-------FYVPLLVILALYW----KIYQTARKRI------------ 
 
-------------HR--------------------------------------------- 
 
----------------------------RRPRPVDAAVNNNQPDGGAATDTKLHRLR--- 
 
---------------------------LRLGRFSTAKSKTGSAVGVSGPASGGRALGLVD 
 
GNSTNT---------------------------------------------------VNT 
 
VEDTEFSSSNVDSKSRAGVEAPSTSGNQIATVSHLVALAKQQGKSTAKSSAAVNGMAPSG 
 
RQEDDGQRPEHGEQEDREELEDQDEQVGPQPTTATSAMTAAGTNESEDQCKANGVEVLED 
 
PQLQQQLEQVQQLQKSVKSGGGGGASTSNATT---------------------------- 
 
-------------------------------------------ITSISALSPQTPTSQGV 
 
GIAAAAAGPMTAKTSTLTSCNQSHPLCGTANESPSTPEPRSRQPTTPQQQPHQQAHQQQQ 
 
QQQQ-----LSSIANPMQKVNKRKETLEAKRERKA----A-KTLAIITGAFVV------- 
 
-------------CW---------------------------LP---------------- 
 



--------------------------FF------VMALTMPL------------------ 
 
------------------------------------C----------------------- 
 
AACQIS--D--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------------SVASL----------FL---------------- 
 
----------WLGYFNSTLNP--------------------------------VIYTIFS 
 
--PEFRQA---FKRIL---------------FGGHRPVHYRSGKL--------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Drosophila_melanogaster_5_hydroxytryptamine_receptor_2A_5_H
T_receptor_Serotonin_receptor_2A_gi62512163 
 
------------------------------------------------------------ 
 
---MAHETSFNDALDYIYIANSMNDRAFLIAEPHPEQPNVDGQDQDDAELEELDDMAVTD 
 
DGQLEDTNNNNNSKRYYSSGKRRADFIGSLALKPPPTD---------------------- 
 
----VNTTTT-----------------------------TAGSPL--------------- 
 
-ATAAL-----------AAA-----------------------------AA---S----- 
 
ASV------AA------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------AAARITAKAAHRALTTKQDATSSPASSPALQLIDMDNNYTNVA 
 
VGLGAMLLNDTLLLEGNDSSL---------------------FGEML-A--NRSG----Q 
 
L-------DLINGTGGLNVTTSKVAEDDFTQLLRMAVT-----------SVLLGL---MI 



 
LVTIIG----------------------------NVFVIAAIILERNLQ-NV-ANYLVAS 
 
LAVADLFVACLVMPLGAVYEIS-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------Q-GWILG-----------------PELCDIWTSCD 
 
VLCCTASILHLVAIAVDR---------YWAV----------------------------- 
 
----------TNID-YI--HSRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------S-NRVFMMIFCVW--TAAV-------------------- 
 
---------------I----------VSLA-P--Q---------FG--------WKDPDY 
 
LQRIE--Q---------------------------------------------------- 
 
-----------------Q------------------------------------KCMVSQ 
 
DV--SYQVFATCCT-------FYVPLLVILALYW----KIYQTARKRI------------ 
 
-------------HR--------------------------------------------- 
 
---------------RRPRPVDAAVNNN-QPD-----------------------GGAAT 
 
DTKLHRLRLRLGRFSTAK-S-------------KT--------GSAVG--VSGPASGGRA 
 
LGLVDG------------------------------------------------------ 
 
------------NSTNTVNTVED---TEFSSS-------------------------N-- 
 
VDSKSRAGVEAPSTSGNQIATVSHLVALAKQQGKSTAKSSAAVNGMAPSGRQEDDGQRPE 
 
HGEQEDREELEDQDEQVGPQPTTATSATTAAGTNESEDQCKANGVEVLEDPQLQQQLEQV 
 
QQLQKSVKSGGGGGASTSNATTITSISALSPQTPTSQGVGIAAAAAGPMTAKTST----- 
 
----------------LTSCNQSHPLCGTANESPSTPEPRSRQPTTPQQQPHQQAHQQQQ 



 
QQQQ-----LSSIANPMQKVNKRKETLEAKRERKA----A-KTLAIITGAFVV------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------VMALTMPL------------------ 
 
------------------------------------CAA--------------------- 
 
C-QISD--S--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------V-----A--SL----------FL---------------- 
 
----------WLGYFNSTLNP--------------------------------VIYTIFS 
 
--PEFRQA---FKRIL---------------FGGHRPVHYRSGKL--------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Strongylocentrotus_purpuratus_PREDICTED_similar_to_5_hydrox
ytryptamine_1A_receptor_5_HT_1A_Serotonin_receptor_1A_5_HT1A
_gi72168602 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-MADFA-----------SEA-----------------TVTYTETVDYVDSSYEWVITNNV 
 
TET--------------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 



 
------------------------------------------------------------ 
 
--------------------------------------------ET--VE--ITVA---- 
 
T-----------------------------------VL--L--------SIGLGI---II 
 
IGTIFG----------------------------NALTLTAISRHRPLQ-TP-QNHLIAS 
 
LAVADLMVAILVMPLSLTKEIV-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------V-VWIFG-----------------PILCDVWISLD 
 
VLLCTASILSLCMISLDR---------FWAI----------------------------- 
 
--------T-KPIK-YP--KYRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------A-RTMVILIALAW--FLSS-------------------- 
 
---------------I----------IATS-P--F---------FG--------W----R 
 
-----GNQSIDA------------------------------------------------ 
 
-----------Y------------------------------------------TCQISQ 
 
NI--AYTIFSTFGA-------YFIPMTIMMIVYA----RIYCEARKRI------------ 
 
-------------RG--------------------------------------------- 
 
-----------------------------KTFNRGCQPLNSAVNYRETTNYCDRKDS--- 
 
----------------------------------------------------EE------ 
 
-LNKSP------------------------------------------------------ 
 
---------TVKCDLASDNNKGGGIFDGSTLS-------------------------H-S 
 
THTSSAP----------------------------------------------------- 



 
-----NLQNQHKVGEEVKKDTFVTSLTVPGQH---------------------------- 
 
------------------------------------------------------------ 
 
------------------QATFTSTSLREINSNESPSSQRSLLSSPSPLPGQIQERERRR 
 
RATA-----T-----------A--------REHRA----T-KTLGIVTGAFLM------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------LHALIVPL------------------ 
 
------------------------------------C--GE------------------- 
 
S-CNVP--R--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------------SLESI----------FL---------------- 
 
----------WLGYFNSMLNP--------------------------------IIYTKFN 
 
--RDFQKA---FKKLL----------HCK--ESKTQSF---------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Danio_rerio_PREDICTED_similar_to_5_hydroxytryptamine_seroto
nin_receptor_7_gi68367386 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------------MFTT---HGAELVLA------------S 
 
RETEIA-----------LFN-----------------GTTEFFPTALTTAEPRSN----- 
 



GSC------GE------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------QRTL--DP--DLTK---- 
 
T-----------------------------------VI--V--------GLMLSS---IT 
 
AVTVMG----------------------------NTLVVIAVCVVKKLR-QP-SNYLLVS 
 
LAIADLSVAVAVMPFAIVTDLT-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------GGVWLFG-----------------EVFCNIFIGMD 
 
VMCCTASIMTLCVISVDR---------YLGI----------------------------- 
 
--------T-RPLT-YP--ARQN------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------G-QLMAKMIVGVW--LVSA-------------------- 
 
---------------S----------ITLP-P--F---------CG--------W----A 
 
------------------------------------------------------------ 
 
-----------------H-------------N---VN---TAG-----------VCLISQ 
 
DV--GYTLYSTAVA-------FYIPMVVMLFMYY----KIFKAARRSG------------ 
 
------------------------------------------------------------ 
 
-------------------------------------------------------AK--- 
 
----------------------------------------------------HN------ 
 



-FTSLP------------------------------------------------------ 
 
---------------PIQLACPEPALATVDGF-------------------------C-M 
 
HGMKNGA----------------------------------------------------- 
 
--------------TSEEFSTLSCLLNRERRS---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
ASIF-----R--------------------REQKA----A-TTLGVIMGVFSF------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------LFTTARPFI----------------- 
 
------------------------------------C--GL------------------- 
 
L-CNCA--P--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------V-----WLERV----------LL---------------- 
 
----------WLGYTNSLMNP--------------------------------FIYAFFN 
 
--RDLRST---YKDLL----------RCR--YRNINRRLSAMGVHEALKL---------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Tetraodon_nigroviridis_unnamed_protein_product_gi47227683 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



-----------------------------MFNTSRI---EHTFNKKE------------D 
 
ISEVLN-----------GTL-----------------QRLYTVLVTISPTAMWNE----- 
 
SCG------EQ------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------------------------PL--DF--GRPQ---- 
 
K-----------------------------------IF--I--------GVMLAI---IT 
 
AVTVMG----------------------------NTLVVIAVSVVKKLR-QP-SNYLLVS 
 
LAVADLSVAIVVMPFVIVTDLT-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------GGKWLFG-----------------EVFCNIFIGMD 
 
VMCCTASIMTLCVISVDRPPQIQCIFWYLGI----------------------------- 
 
--------T-RPLT-YP--ARQN------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------G-QLMAKMILGVW--LVSA-------------------- 
 
---------------S----------ITLP-P--F---------CG--------W----- 
 
----------AK------------------------------------------------ 
 
-----------------N-------------V---HK-----D---------G-VCLISQ 
 
DF--GYTIYSTAVA-------FYIPMLVMLVMYY----KIFRAARKSG------------ 
 
-------------AK--------------------------------------------- 
 



-------------------H--------RFID---------------------FSRR--- 
 
----------------------------------------------------ER------ 
 
-LETEA------------------------------------------------------ 
 
----------------------------NEAL-------------------------R-M 
 
QGLKPAG----------------------------------------------------- 
 
---------------VAEECAALSRLLNRERR---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
NISI-----F-----------K--------REQKA----A-TTLGVIVGVFGF------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------ILTTARPFICGVE------------- 
 
------------------------------------C----------------------- 
 
S-CVPF--W--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------L-----E--RT----------LL---------------- 
 
----------WLGYANSLMNP--------------------------------FIYAFFN 
 
--RDLRST---YRDLL----------RCR--YRNINRRLSAVGVHEALKV---------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Xenopus_laevis_5_hydroxytryptamine_7_receptor_5_HT_7_Seroto
nin_receptor_7_gi2494929 
 
------------------------------------------------------------ 



 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------MLIQVQPSHLTDTNLSLHS---AKPSSDHQ------------N 
 
LLPSEF-----------MTE-----------------RPLNTTEQDLTALNHTEK----- 
 
PDC------GK------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------------------------ELL--LY--GDTE---- 
 
K-----------------------------------IV--I--------GVVLSI---IT 
 
LFTIAG----------------------------NALVIISVCIVKKLR-QP-SNYLVVS 
 
LAAADLSVAVAVMPFVIITDLV-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------GGEWLFG-----------------KVFCNVFIAMD 
 
VMCCTASIMTLCVISVDR---------YLGI----------------------------- 
 
--------T-RPLT-YP--ARQN------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------G-KLMAKMVFIVW--LLSA-------------------- 
 
---------------S----------ITLP-P--L---------FG--------W----A 
 
------------------------------------------------------------ 
 
-----------------K-------------N---VN---VER-----------VCLISQ 



 
DF--GYTVYSTAVA-------FYIPMTVMLVMYQ----RIFVAAKISA------------ 
 
-------------EK--------------------------------------------- 
 
-------------------H--------KFVN---------------------IPRL--- 
 
----------------------------------------------------YE------ 
 
-QEGIY------------------------------------------------------ 
 
--------------------------CLEDKL-------------------------P-- 
 
PKKNSKK----------------------------------------------------- 
 
-------------KKAVEEFASLSKLIRQDRK---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
NISI-----F-----------K--------REQKA----A-RTLGIIVGAFTF------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------LLSTARPFICGIM------------- 
 
------------------------------------C----------------------- 
 
S-CMPL--R--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------L-----E--RT----------LL---------------- 
 
----------WLGYTNSLINP--------------------------------LIYAFFN 
 
--RDLRTT---FWNLL----------RCK--YTNINRRLSAASMHEALKVTERHEGIL-- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 



 
>Danio_rerio_PREDICTED_similar_to_5_HT_receptor_7a_gi6836991
6 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
----------------------------MISALTKD---RVQSIVNS------------L 
 
TSEVMD-----------VSF-----------------LNKIHDTTTTLPTPSFMD----- 
 
NGT------RC------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------GVPIL--SY--GHVE---- 
 
K-----------------------------------VL--I--------GGVLTM---LT 
 
FLTVCG----------------------------NLLVVISVCFVKKLK-QP-SNYLIVS 
 
LAVADLSVAVVVMPFVSITDLI-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------GGQWIFG-----------------RVFCNVFIAMD 
 
VMCCTASIMTLCVISIDR---------YLGI----------------------------- 
 
--------T-KPLT-YP--VRQS------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------G-KCMAKIVLSVW--LLSA-------------------- 
 



---------------S----------ITLP-P--L---------FG--------W----A 
 
------------------------------------------------------------ 
 
-----------------Q-------------N---VN---DDN-----------VCLISQ 
 
DL--GYTIYSTAVA-------FYIPMSVMLIMYY----RIYRVAKDSA------------ 
 
-------------AK--------------------------------------------- 
 
-------------------H--------TIAG---------------------FPKA--- 
 
----------------------------------------------------ED------ 
 
-EESMN------------------------------------------------------ 
 
--------------------------CVTAAL-------------------------K-- 
 
LQREVEE----------------------------------------------------- 
 
-------------------CVSFSRLLKSDRK---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
NISI-----F-----------K--------REQKA----A-ATLGIVVGAFAV------- 
 
-------------CW---------------------------MP---------------- 
 
--------------------------FF------LLSTARPFICGLQ------------- 
 
------------------------------------C----------------------- 
 
S-CVP------------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------L-----WVERT----------LL---------------- 
 
----------WL------------------------------------------------ 
 
------------DE---------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Danio_rerio_PREDICTED_similar_to_5_hydroxytryptamine_recept
or_7_isoform_d_gi68387240 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------MVLGDTNRTIIAKSHGET---------------------- 
 
----MKSLMAEERARETGASVETFNGIMISEVLVPR---LFKIAHES------------G 
 
EVAVAA-----------GSG-----------------SMDMKPSSSPILLEMMEV----- 
 
ANG------TR------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
----------------------------------------CAEQIL--SY--GEVE---- 
 
K-----------------------------------VL--I--------GGVLTM---LT 
 
LITICG----------------------------NMLVVISVCFVKKLR-QP-SNYLIVS 
 
LALADLSVALAVMPFVSITDLI-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------GGRWIFG-----------------KFFCNVFIAMD 
 
VMCCTASIMTLCVISIDR---------YLGI----------------------------- 
 
--------T-RPLT-YP--VRQN------------------------------------- 



 
------------------------------------------------------------ 
 
---------------------G-WCMAKMVLSVW--LLSA-------------------- 
 
---------------S----------ITLP-P--L---------FG--------W----A 
 
------------------------------------------------------------ 
 
-----------------Q-------------N---VN---DDR-----------VCLISQ 
 
DF--GYTIYSTAVA-------FYIPMTVMLVMYY----RIFRAAKLSA------------ 
 
-------------AK--------------------------------------------- 
 
-------------------H--------TITG---------------------FPRV--- 
 
----------------------------------------------------EQ------ 
 
-EEVEE------------------------------------------------------ 
 
--------DEVEEDGGDGAEEPTGVDCVTVAI-------------------------K-- 
 
LQREVEE----------------------------------------------------- 
 
-----------CARLPRILRGVGRRCSDRRSI---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
SIFK--------------------------REQKA----A-ATLGIVVGAFTI------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------LLSTARPFICGTE------------- 
 
------------------------------------C----------------------- 
 
S-CIP------------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------L-----WVERT----------LL---------------- 
 
----------WLGYANSLINP--------------------------------FIYAFFN 
 
--RDLRTT---YRSLL----------SCR--YRNINRRLSAAGMHEALRLV--------- 



 
------------------------------------------------------------ 
 
ERPEVVDHVMFGWCHGVNNTVVKVERKVHKSQCKLRFLILADTGTQHH------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Tetraodon_nigroviridis_unnamed_protein_product_gi47222385 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-MEPNG-----------TRC---------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------GEEIL--GY--GRAE---- 
 
K-----------------------------------VL--I--------GGVLTM---LT 
 
LSTICG----------------------------NLLVVISVCFVKKLR-QP-SNYLIVS 
 
LAVADLSVALAVMPFVSITDLI-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------GGQWVFG-----------------QFFCNVFIAMD 



 
VMCCTASIMTLCVISIDR---------YLGI----------------------------- 
 
--------T-NPLT-YP--VRQN------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------G-CCMAKMILSVW--LLSA-------------------- 
 
---------------S----------ITLP-P--L---------FG--------W----A 
 
------------------------------------------------------------ 
 
-----------------Q-------------N---VN---DGR-----------VCLISQ 
 
DF--GYTVYSTAVA-------FYIPMSVMLIMYY----RIYRAAKLSA------------ 
 
-------------AK--------------------------------------------- 
 
-------------------H--------TITG---------------------FPRQ--- 
 
----------------------------------------------------GE------ 
 
-HGAPA------------------------------------------------------ 
 
--------------APRGGEGGRAVPQSTVSE-------------------------E-- 
 
TRRVEGE----------------------------------------------------- 
 
--VEVEEESLDCVAAALKLQREVEEECSTRVS---------------------------- 
 
------------------------------------------------------------ 
 
---------------------------------------------RLLKTGEYHQRRQRK 
 
NQSI-----F-----------K--------REQKA----A-ATLGIVVGAFTF------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------LVSTARPFVCGVE------------- 
 
------------------------------------C----------------------- 
 
S-CVP------------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------L-----WLERT----------LL---------------- 



 
----------WLGYANSLINP--------------------------------FIYAFFN 
 
--RDLRTT---YSNLL----------RCR--YRNINRKLSAAGMHEALKLVEKPDA---- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Taeniopygia_guttata_5_HT7_like_serotonin_receptor_gi8575567 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 



 
------------------------------------------------------------ 
 
-------------------------------------------------------FIAMD 
 
VMCCTASIMTLCIISVDR---------YLGI----------------------------- 
 
--------T-RPLT-YP--VRQN------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------G-KLMAKMVFIVW--LLSA-------------------- 
 
---------------S----------ITLP-P--L---------FG--------W----A 
 
------------------------------------------------------------ 
 
-----------------Q-------------N---VT---VER-----------VCLISQ 
 
DF--GYTVYSTGVA-------FYIPMAVMLVMYS----RIYKAAKVSA------------ 
 
-------------EK--------------------------------------------- 
 
-------------------H--------RFMN---------------------FPKH--- 
 
----------------------------------------------------YE------ 
 
-EEGVY------------------------------------------------------ 
 
--------------------------CLEASS-------------------------R-- 
 
AHHSSRR----------------------------------------------------- 
 
-------------TKAVEECATLSKLLRQDRK---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
NISI-----F-----------K--------REQKA----A-RTLGIIVGAFTF------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 



 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Gallus_gallus_PREDICTED_similar_to_serotonin_receptor_gi507
47453 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
----MLLRGSPRRFLEHHLLFVENAEQQYPARESLPNP---------------------- 
 
----FMTEEPSVPAEPDLPSSNLTNATDWRQEILLY---GDTKKIFI------------R 
 
TVLFHH-----------HPH-----------------DHPKQRADLLTSNLTNAT----- 
 
DCG------DV------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------------------------IL--LY--GDTE---- 
 
K-----------------------------------IV--I--------GAVLSI---II 
 
LMTIAG----------------------------NGLVIISVCIVKKLR-QP-SNYLVVS 
 
LAAADLSVAFAVMPFVTITDLV-------------------------------------- 
 



------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------GGEWLFG-----------------KVFCNVFIAMD 
 
VMCCTASIMTLCIISVDR---------YLGI----------------------------- 
 
--------T-RPLT-YP--VRQN------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------G-KLMAKMVFIVW--LLSA-------------------- 
 
---------------S----------ITLP-P--L---------FG--------W----A 
 
------------------------------------------------------------ 
 
-----------------K-------------N---VT---VER-----------VCLISQ 
 
DF--GYTVYSTGVA-------FYIPMAVMLVMYS----RIYKAAKVSA------------ 
 
-------------EK--------------------------------------------- 
 
-------------------H--------RFMN---------------------FSKH--- 
 
----------------------------------------------------YE------ 
 
-EEGVY------------------------------------------------------ 
 
--------------------------CLEASS-------------------------R-- 
 
GHPSSKR----------------------------------------------------- 
 
-------------TKAVEECATLSKLLRQDRK---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
NISI-----F-----------K--------REQKA----A-RTLGIIVGAFTF------- 
 
-------------CW---------------------------FP---------------- 
 



--------------------------FF------LMSTARPFICGIH------------- 
 
------------------------------------C----------------------- 
 
S-CLPL--R--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------L-----E--RT----------LL---------------- 
 
----------WLGYTNSLINP--------------------------------LIYAFFN 
 
--RDLRTT---FWNLL----------RCR--YRNINRRLSAASMHEALKATERHECIL-- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Gallus_gallus_PREDICTED_similar_to_serotonin_5_hydroxytrypt
amine_7_a_receptor_gi50749504 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 



 
----------------------------------MARCPPRSRPGSKLR-QP-SNYLIVS 
 
LALADLSVALAVMPFVSVTDLI-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------GGEWIFG-----------------RLFCNVFIAMD 
 
VMCCTASIMTLCVISIDR---------YLGI----------------------------- 
 
--------T-RPLT-YP--VRQN------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------G-KCMAKMILCVW--LLSA-------------------- 
 
---------------S----------ITIP-P--L---------FG--------W----- 
 
----------AQ------------------------------------------------ 
 
-----------------N-------------V---ND-----E---------K-VCLISQ 
 
DF--GYTIYSTAVA-------FYIPMSVMLFMYY----QIYKAAKRSA------------ 
 
-------------AK--------------------------------------------- 
 
-------------------H--------KFAG---------------------FPRP--- 
 
----------------------------------------------------EE------ 
 
-MEGIS------------------------------------------------------ 
 
---------------------------MNGVI-------------------------K-- 
 
LHKESEE----------------------------------------------------- 
 
-------------------CTNFSRLLKNDKK---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 



 
NISI-----F-----------K--------REQKA----A-TTLGIIVGAFTV------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------LLSTARPFICGTA------------- 
 
------------------------------------C----------------------- 
 
S-CIP------------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------L-----WVERT----------FL---------------- 
 
----------WLGYANSLINP--------------------------------FIYAFFN 
 
--RDLRTT---YRNLL----------QCR--YRNINRKLSAAGMHEALKLAEKPEFVL-- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Mesocricetus_auratus_5_hydroxytryptamine_receptor_7_gi63175
448 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------MMD---------------------- 
 
----VNSSGRPDLYGHLRSLILPEVGHGLQDLSPDG---GAHSVVSS------------W 
 
MPHLLS-----------GVP-----------------EVTASPAPTWDAPPDNVS----- 
 
GCG------EQ------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



------------------------------------------------------------ 
 
---------------------------------------------I--NY--GRVE---- 
 
K-----------------------------------VV--I--------GSILTL---IT 
 
LLTIAG----------------------------NCLVVVSVCFVKKLR-QP-SNYLIVS 
 
LALADLSVAVAVMPFVSVTDLI-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------GGKWIFG-----------------HFFCNVFIAMD 
 
VMCCTASIMTLCVISIDR---------YLGI----------------------------- 
 
--------T-RPLT-YP--VRQN------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------G-RCMAKMILSVW--LLSA-------------------- 
 
---------------S----------ITLP-P--L---------FG--------W----A 
 
------------------------------------------------------------ 
 
-----------------Q-------------N---VN----DD---------K-VCLISQ 
 
DF--GYTIYSTAVA-------FYIPMSVMLFMYY----QIYKAARKSA------------ 
 
-------------AK--------------------------------------------- 
 
-------------------------------------------------------HK--- 
 
------------------------------------F---------------PG------ 
 
-FPRVQ------------------------------------------------------ 
 
------------------------------PE-------------------------S-- 
 
VISLNGV----------------------------------------------------- 
 



----------VKLQKEVEECANLSRLLKHERK---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
NISI-----F-----------K--------REQKA----A-TTLGIIVGAFTV------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------LLSTARPFICGTA------------- 
 
------------------------------------C----------------------- 
 
S-CIPL--W--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------V-----E--RT----------CL---------------- 
 
----------WLGYANSLINP--------------------------------FIYAFFN 
 
--RDLRTT---YRSLL----------QCQ--YRNINRKLSAAGMHEALKLA--------- 
 
------------------------------------------------------------ 
 
-----------------ERPERVEFVLQNSDHCSKKGHDT-------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Rattus_norvegicus_serotonin_receptor_gi395368 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------MMD---------------------- 
 
----VNSSGRPDLYGHLRSLILPEVGRGLQDLSPDG---GAHPVVSS------------W 
 
MPHLLS-----------GFL-----------------EVTASPAPTWDAPPDNVS----- 
 
GCG------EQ------------------------------------------------- 
 



------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
---------------------------------------------I--NY--GRVE---- 
 
K-----------------------------------VV--I--------GSILTL---IT 
 
LLTIAG----------------------------NCLVVISVCFVKKLR-QP-SNYLIVS 
 
LALADLSVAVAVMPFVSVTDLI-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------GDKWIFG-----------------HFFCNVFIAMD 
 
VMYCTASIMTLCVISIDR---------YLGI----------------------------- 
 
--------T-RPLT-YP--VSQN------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------E-KCMAKMILSVW--LLSA-------------------- 
 
---------------S----------ITLP-P--L---------FG--------W----A 
 
------------------------------------------------------------ 
 
-----------------Q-------------N---VN----DD---------K-VCLINQ 
 
DF--GYTIYSTAVA-------FYIPMSVMLFMYY----QIYKAARKSA------------ 
 
-------------AK--------------------------------------------- 
 
-------------------------------------------------------HK--- 
 
------------------------------------F---------------PG------ 
 
-FPRVQ------------------------------------------------------ 
 



------------------------------PE-------------------------S-- 
 
VISLNGV----------------------------------------------------- 
 
----------VKLQKEVEECANLSRLLKHERK---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
NISI-----F-----------K--------REQKA----A-TTLGIIVGAFTV------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------PLSTARPFICGTS------------- 
 
------------------------------------C----------------------- 
 
S-CIPL--W--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------V-----E--RT----------CL---------------- 
 
----------WLGYANSLINP--------------------------------FIYAFFN 
 
--RDLRTT---YRSLL----------QCQ--YRNINRKLSAAGMHEALKLA--------- 
 
------------------------------------------------------------ 
 
-----------------ERPERSEFVLQNSDHCGKKGHDT-------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Mus_musculus_5_hydroxytryptamine_serotonin_receptor_7_gi668
0329 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------MMD---------------------- 
 
----VNSSGRPDLYGHLRSLILPEVGRRLQDLSPDG---GAHSVVSS------------W 



 
MPHLLS-----------GFP-----------------EVTASPAPTWDAPPDNVS----- 
 
GCG------EQ------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
---------------------------------------------I--NY--GRVE---- 
 
K-----------------------------------VV--I--------GSILTL---IT 
 
LLTIAG----------------------------NCLVVISVCFVKNVR-QP-SNYLIVS 
 
LALADLSVAVAVMPFVSVTDLI-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------GGKWIFG-----------------HFFCNVFIAMD 
 
VMCCTASIMTLCVISIDR---------YLGI----------------------------- 
 
--------T-RPLT-YP--VRQN------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------G-KCMAKMILSVW--PLSA-------------------- 
 
---------------S----------ITLP-P--L---------FG--------W----A 
 
------------------------------------------------------------ 
 
-----------------Q-------------N---VN----DD---------K-VCLISQ 
 
DF--GYTIYSTAVA-------FYIPMSVMLFMYY----QIYKAARKSA------------ 
 
-------------AK--------------------------------------------- 
 
-------------------------------------------------------HK--- 



 
------------------------------------F---------------SG------ 
 
-FPRVQ------------------------------------------------------ 
 
------------------------------PE-------------------------S-- 
 
VISLNGV----------------------------------------------------- 
 
----------VKLQKEVEECANLSRLLKHERK---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
NISS-----F-----------K--------REQKA----A-TTLGIIVGAFTV------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------LLSTARPFICGTS------------- 
 
------------------------------------C----------------------- 
 
S-CIPL--W--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------V-----E--RT----------CL---------------- 
 
----------WLGYANSLINP--------------------------------FIYSFFN 
 
--RDLRTT---YRSLL----------QCQ--YRNINRKLSAAGMHEALKLA--------- 
 
------------------------------------------------------------ 
 
-----------------ERPERSEFVLQNCDHCGKKGHDT-------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Rattus_norvegicus_5HT_7_serotonin_receptor_gi402163 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 



 
------------------------------------------------------------ 
 
---------------------------------------MPHLLSGF------------L 
 
EVTASP-----------APT-----------------------------WDAPPD----- 
 
NVS------GC------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------GEQI--NY--GRVE---- 
 
K-----------------------------------VV--I--------GSILTL---IT 
 
LLTIAG----------------------------NCLVVISVSFVKKLR-QP-SNYLIVS 
 
LALADLSVAVAVMPFVSVTDLI-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------GGKWIFG-----------------HFFCNVFIAMD 
 
VMCCTASIMTLCVISIDR---------YLGI----------------------------- 
 
--------T-RPLT-YP--VRQN------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------G-KCMAKMILSVW--LLSA-------------------- 
 
---------------S----------ITLP-P--L---------FG--------W----A 
 
------------------------------------------------------------ 
 
-----------------Q-------------N---VN----DD---------K-VCLISQ 
 
DF--GYTIYSTAVA-------FYIPMSVMLFMYY----QIYKAARKSA------------ 



 
-------------AK--------------------------------------------- 
 
-------------------------------------------------------HK--- 
 
------------------------------------F---------------PG------ 
 
-FPRVQ------------------------------------------------------ 
 
------------------------------PE-------------------------S-- 
 
VISLNGV----------------------------------------------------- 
 
----------VKLQKEVEECANLSRLLKHERK---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
NISI-----F-----------K--------REQKA----A-TTLGIIVGAFTV------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------LLSTARPFICGTS------------- 
 
------------------------------------C----------------------- 
 
S-CIPL--W--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------V-----E--RT----------CL---------------- 
 
----------WLGYANSLINP--------------------------------FIYAFFN 
 
--RDLRPT---SRSLL----------QCQ--YRNINRKLSAAGMHEALKLA--------- 
 
------------------------------------------------------------ 
 
-----------------ERPERSEFVLQNSDHCGKKGHDT-------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Mus_musculus_unnamed_protein_product_gi74209615 



 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------------SPDG---GAHSVVSS------------W 
 
MPHLLS-----------GFP-----------------EVTASPAPTWDAPPDNVS----- 
 
GCG------EQ------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
---------------------------------------------I--NY--GRVE---- 
 
K-----------------------------------VV--I--------GSILTL---IT 
 
LLTIAG----------------------------NCLVVISVCFVKKLR-QP-SNYLIVS 
 
LALADLSVAVAVMPFVSVTDLI-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------GGKWIFG-----------------HFFCNVFIAMD 
 
VMCCTASIMTLCVISIDR---------YLGI----------------------------- 
 
--------T-RPLT-YP--VRQN------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------G-KCMAKMILSVW--LLSA-------------------- 
 
---------------S----------ITLP-P--L---------FG--------W----A 
 
------------------------------------------------------------ 



 
-----------------Q-------------N---VN----DD---------K-VCLISQ 
 
DF--GYTIYSTAVA-------FYIPMSVMLFMYY----QIYKAARKSA------------ 
 
-------------AK--------------------------------------------- 
 
-------------------------------------------------------HK--- 
 
------------------------------------F---------------SG------ 
 
-FPRVQ------------------------------------------------------ 
 
------------------------------PE-------------------------S-- 
 
VISLNGV----------------------------------------------------- 
 
----------VKLQKEVEECANLSRLLKHERK---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
NISI-----F-----------K--------REQKA----A-TTLGIIVGAFTV------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------LLSTARPFICGTS------------- 
 
------------------------------------C----------------------- 
 
S-CIPL--W--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------V-----E--RT----------CL---------------- 
 
----------WLGYANSLINP--------------------------------FIYAFFN 
 
--RDLRTT---YRSLL----------QCQ--YRNINRKLSAAGMHEALKLA--------- 
 
------------------------------------------------------------ 
 
-----------------ERPERSEFVLQNCDHCGKKGHDT-------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 



 
--------------------------- 
 
>Rattus_norvegicus_5_hydroxytryptamine7_receptor_isoform_c_g
i1857149 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------------MMDVNSSGRPDLYGHLRSLILPEVGRGL 
 
QDLSPD-----------GGAHPVVSSWMPHLLSGFLEVTASPAPTWDAPPDNVSG----- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------CGEQI--NYGRVEKV---- 
 
------------------------------------VI-----------GSILTL---IT 
 
LLTIAG----------------------------NCLVVISVCFVKKLR-QP-SNYLIVS 
 
LALADLSVAVAVMPFVSVTDLI-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------GGKWIFG-----------------HFFCNVFIAMD 
 
VMCCTASIMTLCVISIDR---------YLGI----------------------------- 
 
--------T-RPLT-YP--VRQN------------------------------------- 
 
------------------------------------------------------------ 
 



---------------------G-KCMAKMILSVW--LLSA-------------------- 
 
---------------S----------ITLP-P--L---------FG--------W----- 
 
----------AQ------------------------------------------------ 
 
------------------------------------N-VNDDK-----------VCLISQ 
 
DF--GYTIYSTAVA-------FYIPMSVMLFMYY----QIYKAARKSA------------ 
 
-------------AK--------------------------------------------- 
 
-----------------------------HKF---------------------------- 
 
----------------------------------------------------PG------ 
 
-FPRVQ------------------------------------------------------ 
 
---------------------------------------------------------PES 
 
VISLNGV----------------------------------------------------- 
 
----------VKLQKEVEECANLSRLLKHERK---------------------------- 
 
------------------------------------------------------------ 
 
----------------------------------------------------------NI 
 
SIFK--------------------------REQKA----A-TTLGIIVGAFTV------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------LLSTARPFICGTS------------- 
 
------------------------------------C----------------------- 
 
S-CIPL------------------------------------------------------ 
 
------------------------------------------------------------ 
 
---------------------------WVERT----------CL---------------- 
 
----------WLGYANSLINP--------------------------------FIYAFFN 
 
--RDLRTT---YRSLL----------QCQ--YRNINRKLSAAGMHEALKLA--------- 
 
------------------------------------------------------------ 
 



ERPERSEFVLMTRASGVQQALENFPWGNGMKAGIKAVNSVALTKL--------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Rattus_norvegicus_5_hydroxytryptamine_7_receptor_5_HT_7_Ser
otonin_receptor_7_5_HT_X_5HT7_GPRFO_gi461440 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------------MMDVNSSGRPDLYGHLRSLILPEVGRGL 
 
QDLSPD-----------GGAHPVVSSWMPHLLSGFLEVTASPAPTWDAPPDNVSG----- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------CGEQI--NYGRVEKV---- 
 
------------------------------------VI-----------GSILTL---IT 
 
LLTIAG----------------------------NCLVVISVCFVKKLR-QP-SNYLIVS 
 
LALADLSVAVAVMPFVSVTDLI-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------GGKWIFG-----------------HFFCNVFIAMD 
 
VMCCTASIMTLCVISIDR---------YLGI----------------------------- 



 
--------T-RPLT-YP--VRQN------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------G-KCMAKMILSVW--LLSA-------------------- 
 
---------------S----------ITLP-P--L---------FG--------W----- 
 
----------AQ------------------------------------------------ 
 
------------------------------------N-VNDDK-----------VCLISQ 
 
DF--GYTIYSTAVA-------FYIPMSVMLFMYY----QIYKAARKSA------------ 
 
-------------AK--------------------------------------------- 
 
-----------------------------HKF---------------------------- 
 
----------------------------------------------------PG------ 
 
-FPRVQ------------------------------------------------------ 
 
---------------------------------------------------------PES 
 
VISLNGV----------------------------------------------------- 
 
----------VKLQKEVEECANLSRLLKHERK---------------------------- 
 
------------------------------------------------------------ 
 
----------------------------------------------------------NI 
 
SIFK--------------------------REQKA----A-TTLGIIVGAFTV------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------LLSTARPFICGTS------------- 
 
------------------------------------C----------------------- 
 
S-CIPL------------------------------------------------------ 
 
------------------------------------------------------------ 
 
---------------------------WVERT----------CL---------------- 
 
----------WLGYANSLINP--------------------------------FIYAFFN 



 
--RDLRTT---YRSLL----------QCQ--YRNINRKLSAAGMHEALKLA--------- 
 
------------------------------------------------------------ 
 
-----------------ERPERSEFVLQNSDHCGKKGHDT-------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Rattus_norvegicus_5_hydroxytryptamine7_receptor_isoform_b_g
i1857147 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------------MMDVNSSGRPDLYGHLRSLILPEVGRGL 
 
QDLSPD-----------GGAHPVVSSWMPHLLSGFLEVTASPAPTWDAPPDNVSG----- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------CGEQI--NYGRVEKV---- 
 
------------------------------------VI-----------GSILTL---IT 
 
LLTIAG----------------------------NCLVVISVCFVKKLR-QP-SNYLIVS 
 
LALADLSVAVAVMPFVSVTDLI-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



------------------------------------------------------------ 
 
-------------------------GGKWIFG-----------------HFFCNVFIAMD 
 
VMCCTASIMTLCVISIDR---------YLGI----------------------------- 
 
--------T-RPLT-YP--VRQN------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------G-KCMAKMILSVW--LLSA-------------------- 
 
---------------S----------ITLP-P--L---------FG--------W----- 
 
----------AQ------------------------------------------------ 
 
------------------------------------N-VNDDK-----------VCLISQ 
 
DF--GYTIYSTAVA-------FYIPMSVMLFMYY----QIYKAARKSA------------ 
 
-------------AK--------------------------------------------- 
 
-----------------------------HKF---------------------------- 
 
----------------------------------------------------PG------ 
 
-FPRVQ------------------------------------------------------ 
 
---------------------------------------------------------PES 
 
VISLNGV----------------------------------------------------- 
 
----------VKLQKEVEECANLSRLLKHERK---------------------------- 
 
------------------------------------------------------------ 
 
----------------------------------------------------------NI 
 
SIFK--------------------------REQKA----A-TTLGIIVGAFTV------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------LLSTARPFICGTS------------- 
 
------------------------------------C----------------------- 
 
S-CIPL------------------------------------------------------ 
 



------------------------------------------------------------ 
 
---------------------------WVERT----------CL---------------- 
 
----------WLGYANSLINP--------------------------------FIYAFFN 
 
--RDLRTT---YRSLL----------QCQ--YRNINRKLSAAGMHEALKLA--------- 
 
------------------------------------------------------------ 
 
------------------------ERPERSEFVL-------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Homo_sapiens_5_hydroxytryptamine_serotonin_receptor_7_adeny
late_cyclase_coupled_gi55664480 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------MMDVNSSGRPDLYGHLRSFLLPEVGRGLPDLSPDG 
 
GADPVA-----------GSW-----------------APHLLSEVTASPAPTWDAPPDNA 
 
SGC--------------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------GEQI--NYGRVEKV---- 
 
------------------------------------VI-----------GSILTL---IT 
 
LLTIAG----------------------------NCLVVISVCFVKKLR-QP-SNYLIVS 
 
LALADLSVAVAVMPFVSVTDLI-------------------------------------- 
 
------------------------------------------------------------ 



 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------GGKWIFG-----------------HFFCNVFIAMD 
 
VMCCTASIMTLCVISIDR---------YLGI----------------------------- 
 
--------T-RPLT-YP--VRQN------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------G-KCMAKMILSVW--LLSA-------------------- 
 
---------------S----------ITLP-P--L---------FG--------W----- 
 
----------AQ------------------------------------------------ 
 
------------------------------------N-VNDDK-----------VCLISQ 
 
DF--GYTIYSTAVA-------FYIPMSVMLFMYY----QIYKAARKSA------------ 
 
-------------AK--------------------------------------------- 
 
-----------------------------HKF---------------------------- 
 
----------------------------------------------------PG------ 
 
-FPRVE------------------------------------------------------ 
 
---------------------------------------------------------PDS 
 
VIALNGI----------------------------------------------------- 
 
----------VKLQKEVEECANLSRLLKHERK---------------------------- 
 
------------------------------------------------------------ 
 
----------------------------------------------------------NI 
 
SIFK--------------------------REQKA----A-TTLGIIVGAFTV------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------LLSTARPFICGTS------------- 



 
------------------------------------C----------------------- 
 
S-CIPL------------------------------------------------------ 
 
------------------------------------------------------------ 
 
---------------------------WVERT----------FL---------------- 
 
----------WLGYANSLINP--------------------------------FIYAFFN 
 
--RDLRTT---YRSLL----------QCQ--YRNINRKLSAAGMHEALKLA--------- 
 
---------------------------------------------ERPERPEFVLITRTS 
 
GVHQALENFPWGNEVNRWRKSCEYFCTDKMLTTVEKKVMIHD------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Homo_sapiens_5_hydroxytryptamine_receptor_7_isoform_a_gi450
4547 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------MMDVNSSGRPDLYGHLRSFLLPEVGRGLPDLSPDG 
 
GADPVA-----------GSW-----------------APHLLSEVTASPAPTWDAPPDNA 
 
SGC--------------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------GEQI--NYGRVEKV---- 
 
------------------------------------VI-----------GSILTL---IT 
 



LLTIAG----------------------------NCLVVISVCFVKKLR-QP-SNYLIVS 
 
LALADLSVAVAVMPFVSVTDLI-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------GGKWIFG-----------------HFFCNVFIAMD 
 
VMCCTASIMTLCVISIDR---------YLGI----------------------------- 
 
--------T-RPLT-YP--VRQN------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------G-KCMAKMILSVW--LLSA-------------------- 
 
---------------S----------ITLP-P--L---------FG--------W----- 
 
----------AQ------------------------------------------------ 
 
------------------------------------N-VNDDK-----------VCLISQ 
 
DF--GYTIYSTAVA-------FYIPMSVMLFMYY----QIYKAARKSA------------ 
 
-------------AK--------------------------------------------- 
 
-----------------------------HKF---------------------------- 
 
----------------------------------------------------PG------ 
 
-FPRVE------------------------------------------------------ 
 
---------------------------------------------------------PDS 
 
VIALNGI----------------------------------------------------- 
 
----------VKLQKEVEECANLSRLLKHERK---------------------------- 
 
------------------------------------------------------------ 
 
----------------------------------------------------------NI 
 



SIFK--------------------------REQKA----A-TTLGIIVGAFTV------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------LLSTARPFICGTS------------- 
 
------------------------------------C----------------------- 
 
S-CIPL------------------------------------------------------ 
 
------------------------------------------------------------ 
 
---------------------------WVERT----------FL---------------- 
 
----------WLGYANSLINP--------------------------------FIYAFFN 
 
--RDLRTT---YRSLL----------QCQ--YRNINRKLSAAGMHEALKLA--------- 
 
------------------------------------------------------------ 
 
-----------------ERPERPEFVLQNADYCRKKGHDS-------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Pan_troglodytes_PREDICTED_similar_to_5_hydroxytryptamine_re
ceptor_7_isoform_d_serotonin_5_HT_7_receptor_gi55634399 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------MMDVNSSGRPDLYGHLRSFLLPEVGRGLPDLSPDG 
 
GADPVA-----------GSW-----------------APHLLSEVTASPAPTWDAPPDNA 
 
SGC--------------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 



 
------------------------------------------GEQI--NYGRVEKV---- 
 
------------------------------------VI-----------GSILTL---IT 
 
LLTIAG----------------------------NCLVVISVCFVKKLR-QP-SNYLIVS 
 
LALADLSVAVAVMPFVSVTDLI-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------GGKWIFG-----------------HFFCNVFIAMD 
 
VMCCTASIMTLCVISIDR---------YLGI----------------------------- 
 
--------T-RPLT-YP--VRQN------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------G-KCMAKMILSVW--LLSA-------------------- 
 
---------------S----------ITLP-P--L---------FG--------W----- 
 
----------AQ------------------------------------------------ 
 
------------------------------------N-VNDDK-----------VCLISQ 
 
DF--GYTIYSTAVA-------FYIPMSVMLFMYY----QIYKAARKSA------------ 
 
-------------AK--------------------------------------------- 
 
-----------------------------HKF---------------------------- 
 
----------------------------------------------------PG------ 
 
-FPRVE------------------------------------------------------ 
 
---------------------------------------------------------PDS 
 
VIALNGI----------------------------------------------------- 
 
----------VKLQKEVEECANLSRLLKHERK---------------------------- 



 
------------------------------------------------------------ 
 
----------------------------------------------------------NI 
 
SIFK--------------------------REQKA----A-TTLGIIVGAFTV------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------LLSTARPFICGTS------------- 
 
------------------------------------C----------------------- 
 
S-CIPL------------------------------------------------------ 
 
------------------------------------------------------------ 
 
---------------------------WVERT----------FL---------------- 
 
----------WLGYANSLINP--------------------------------FIYAFFN 
 
--RDLRTT---YRSLL----------QCQ--YRNINRKLSAAGMHEALKLA--------- 
 
--------------------------------------ERPERPEFVLRACTRRVLLRPE 
 
KRPQVSVWVLQSPDHHNWLADKMLTTVEKKVMIHDRKQNNGDEINKAK------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Homo_sapiens_5_hydroxytryptamine_receptor_7_isoform_d_gi108
80129 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------MMDVNSSGRPDLYGHLRSFLLPEVGRGLPDLSPDG 
 
GADPVA-----------GSW-----------------APHLLSEVTASPAPTWDAPPDNA 
 
SGC--------------------------------------------------------- 
 



------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------GEQI--NYGRVEKV---- 
 
------------------------------------VI-----------GSILTL---IT 
 
LLTIAG----------------------------NCLVVISVCFVKKLR-QP-SNYLIVS 
 
LALADLSVAVAVMPFVSVTDLI-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------GGKWIFG-----------------HFFCNVFIAMD 
 
VMCCTASIMTLCVISIDR---------YLGI----------------------------- 
 
--------T-RPLT-YP--VRQN------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------G-KCMAKMILSVW--LLSA-------------------- 
 
---------------S----------ITLP-P--L---------FG--------W----- 
 
----------AQ------------------------------------------------ 
 
------------------------------------N-VNDDK-----------VCLISQ 
 
DF--GYTIYSTAVA-------FYIPMSVMLFMYY----QIYKAARKSA------------ 
 
-------------AK--------------------------------------------- 
 
-----------------------------HKF---------------------------- 
 
----------------------------------------------------PG------ 
 
-FPRVE------------------------------------------------------ 
 



---------------------------------------------------------PDS 
 
VIALNGI----------------------------------------------------- 
 
----------VKLQKEVEECANLSRLLKHERK---------------------------- 
 
------------------------------------------------------------ 
 
----------------------------------------------------------NI 
 
SIFK--------------------------REQKA----A-TTLGIIVGAFTV------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------LLSTARPFICGTS------------- 
 
------------------------------------C----------------------- 
 
S-CIPL------------------------------------------------------ 
 
------------------------------------------------------------ 
 
---------------------------WVERT----------FL---------------- 
 
----------WLGYANSLINP--------------------------------FIYAFFN 
 
--RDLRTT---YRSLL----------QCQ--YRNINRKLSAAGMHEALKLA--------- 
 
---------------------------------------------------ERPERPEFV 
 
LRACTRRVLLRPEKRPPVSVWVLQSPDHHNWLADKMLTTVEKKVMIHD------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Homo_sapiens_5_hydroxytryptamine_receptor_7_isoform_b_gi108
80131 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------MMDVNSSGRPDLYGHLRSFLLPEVGRGLPDLSPDG 



 
GADPVA-----------GSW-----------------APHLLSEVTASPAPTWDAPPDNA 
 
SGC--------------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------GEQI--NYGRVEKV---- 
 
------------------------------------VI-----------GSILTL---IT 
 
LLTIAG----------------------------NCLVVISVCFVKKLR-QP-SNYLIVS 
 
LALADLSVAVAVMPFVSVTDLI-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------GGKWIFG-----------------HFFCNVFIAMD 
 
VMCCTASIMTLCVISIDR---------YLGI----------------------------- 
 
--------T-RPLT-YP--VRQN------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------G-KCMAKMILSVW--LLSA-------------------- 
 
---------------S----------ITLP-P--L---------FG--------W----- 
 
----------AQ------------------------------------------------ 
 
------------------------------------N-VNDDK-----------VCLISQ 
 
DF--GYTIYSTAVA-------FYIPMSVMLFMYY----QIYKAARKSA------------ 
 
------------------------------------------------------------ 
 
-------------------------------------------------------AK--- 



 
----------------------------------------------------HK------ 
 
-FPGFP------------------------------------------------------ 
 
--------------------------RVEPDS---------------------------- 
 
VIALNGI----------------------------------------------------- 
 
----------VKLQKEVEECANLSRLLKHERK---------------------------- 
 
------------------------------------------------------------ 
 
----------------------------------------------------------NI 
 
SIFK--------------------------REQKA----A-TTLGIIVGAFTV------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------LLSTARPFICGTS------------- 
 
------------------------------------C----------------------- 
 
S-CIPL------------------------------------------------------ 
 
------------------------------------------------------------ 
 
---------------------------WVERT----------FL---------------- 
 
----------WLGYANSLINP--------------------------------FIYAFFN 
 
--RDLRTT---YRSLL----------QCQ--YRNINRKLSAAGMHEALKLA--------- 
 
------------------------------------------------------------ 
 
------------------------ERPERPEFVL-------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Canis_familiaris_5_HT_receptor_7b_gi51869675 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 



 
------------------------------------------------------------ 
 
--------------------------------------GHLRSFLLPEVGRGLPDLSPDG 
 
GADPVA-----------GSW-----------------APHLLSEVTASPAPTWDAPPDNA 
 
SGC--------------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------GEQI--NYGRAEKV---- 
 
------------------------------------VI-----------GSVLTL---IT 
 
LLTIAG----------------------------NCLVVISVCFVKKLR-QP-SNYLIVS 
 
LALADLSVAVAVMPFVSVTDLI-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------GGKWIFG-----------------HFFCNVFIAMD 
 
VMCCTASIMTLCVISIDR---------YLGI----------------------------- 
 
--------T-RPLT-YP--VRQN------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------G-KCMAKMILSVW--LLSA-------------------- 
 
---------------S----------ITLP-P--L---------FG--------W----- 
 
----------AQ------------------------------------------------ 
 
------------------------------------N-VNDDK-----------VCLISQ 
 
DF--GYTIYSTAVA-------FYIPMSVMLFMYY----QIYKAARKSA------------ 



 
-------------AK--------------------------------------------- 
 
------------------------------------------------------------ 
 
----------------------------------------------------HKFPGFPR 
 
PEEPDS------------------------------------------------------ 
 
------------------------------------------------------------ 
 
IISLNGM----------------------------------------------------- 
 
----------VKLQKEVEECANLSRLLKHERK---------------------------- 
 
------------------------------------------------------------ 
 
----------------------------------------------------------NI 
 
SIFK--------------------------REQKA----A-TTLGIIVGAFTV------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------LLSTARPFICGTA------------- 
 
------------------------------------C----------------------- 
 
S-CIPL------------------------------------------------------ 
 
------------------------------------------------------------ 
 
---------------------------WVERT----------FL---------------- 
 
----------WLGYANSLINP--------------------------------FIYAFFN 
 
--RDLRTT---YRSLL----------QCQ--YRNINRKLSAAGMHEALKLA--------- 
 
------------------------------------------------------------ 
 
------------------------ERPERPEFVL-------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Canis_familiaris_5_HT_receptor_7a_gi51869673 



 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------------------GHLRSFLLPEVGRGLPDLSPDG 
 
GADPVA-----------GSW-----------------APHLLSEVTASPAPTWDAPPDNA 
 
SGC--------------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------GEQI--NYGRAEKV---- 
 
------------------------------------VI-----------GSVLTL---IT 
 
LLTIAG----------------------------NCLVVISVCFVKKLR-QP-SNYLIVS 
 
LALADLSVAVAVMPFVSVTDLI-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------GGKWIFG-----------------HFFCNVFIAMD 
 
VMCCTASIMTLCVISIDR---------YLGI----------------------------- 
 
--------T-RPLT-YP--VRQN------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------G-KCMAKMILSVW--LLSA-------------------- 
 
---------------S----------ITLP-P--L---------FG--------W----- 
 
----------AQ------------------------------------------------ 



 
------------------------------------N-VNDDK-----------VCLISQ 
 
DF--GYTIYSTAVA-------FYIPMSVMLFMYY----QIYKAARKSA------------ 
 
-------------AK--------------------------------------------- 
 
------------------------------------------------------------ 
 
----------------------------------------------------HKFPGFPR 
 
PEEPDS------------------------------------------------------ 
 
------------------------------------------------------------ 
 
IISLNGM----------------------------------------------------- 
 
----------VKLQKEVEECANLSRLLKHERK---------------------------- 
 
------------------------------------------------------------ 
 
----------------------------------------------------------NI 
 
SIFK--------------------------REQKA----A-TTLGIIVGAFTV------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------LLSTARPFICGTA------------- 
 
------------------------------------C----------------------- 
 
S-CIPL------------------------------------------------------ 
 
------------------------------------------------------------ 
 
---------------------------WVERT----------FL---------------- 
 
----------WLGYANSLINP--------------------------------FIYAFFN 
 
--RDLRTT---YRSLL----------QCQ--YRNINRKLSAAGMHEALKLA--------- 
 
------------------------------------------------------------ 
 
-----------------ERPERPEFVLQNSDYCRKKSHDS-------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 



 
--------------------------- 
 
>Sus_scrofa_serotonin_5_hydroxytryptamine_7_a_receptor_gi190
71247 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------MM---------------------- 
 
----GVNSSGRPDLYGHLRSILLPEVGRGLPDLSSD---GAGPVAGS------------W 
 
APHLLH-----------GVP-----------------EVTASPVPTWDAPRDNAS----- 
 
GCG------EQ------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
---------------------------------------------I--NY--GRAE---- 
 
K-----------------------------------VV--I--------GSILTL---IT 
 
LLTIAG----------------------------NCLVVISVCFVKKLR-QP-SNYLIVS 
 
LALADLSVAVAVMPFVSVTDLI-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------GGKWIFG-----------------HFFCNVFIAMD 
 
VMCCTASIMTLCVISIDR---------YLGI----------------------------- 
 
--------T-RPLT-YP--VRQN------------------------------------- 
 
------------------------------------------------------------ 
 



---------------------G-KCMAKMILSVW--LLSA-------------------- 
 
---------------S----------ITLP-P--L---------FG--------W----A 
 
------------------------------------------------------------ 
 
-----------------Q-------------N---VN----DD---------K-VCLISQ 
 
DF--GYTIYSTAVA-------FYIPMSVMLFMYY----QIYKAARKSA------------ 
 
-------------AK--------------------------------------------- 
 
-------------------------------------------------------HK--- 
 
------------------------------------F---------------PG------ 
 
-FPREE------------------------------------------------------ 
 
------------------------------PD-------------------------S-- 
 
VISLNGM----------------------------------------------------- 
 
----------VKLQKEVEECANLSRLLKHERK---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
NISI-----F-----------K--------REQKA----A-TTLGIIVGAFTV------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------LLSTARPFICGTA------------- 
 
------------------------------------C----------------------- 
 
S-CIPL--W--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------V-----E--RT----------FL---------------- 
 
----------WLGYANSLINP--------------------------------FIYAFFN 
 
--RDLRTT---YRSLL----------QCQ--YRNINRKLSAAGMHEALKLA--------- 
 
------------------------------------------------------------ 
 



-----------------ERPERPELVLQKSDYCRKKGHDS-------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Bos_taurus_PREDICTED_similar_to_5_hydroxytryptamine_recepto
r_7_isoform_d_partial_gi76668861 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------YKTKAQS----TKEYIDK 
 
LDFIKMK----------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------N--------------------------CSLNDTVK 
 
QRKREPQT--------GR---------YLGI----------------------------- 



 
--------T-RPLT-YP--VRQN------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------G-KCMAKMILSVW--LLSA-------------------- 
 
---------------S----------ITLP-P--L---------FG--------W----- 
 
----------AQ------------------------------------------------ 
 
-----------------N-------------V---ND----GK-----------VCLISQ 
 
DF--GYTIYSTAVA-------FYIPMSVMLFMYY----QIYKAARKSA------------ 
 
-------------AK--------------------------------------------- 
 
-------------------------------------------------------HK--- 
 
------------------------------------F---------------PG------ 
 
-FPRPE------------------------------------------------------ 
 
-----------------------------EPD-------------------------S-- 
 
VISLNGM----------------------------------------------------- 
 
----------VKLQKEVEECANLSRLLKHERK---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
NISI-----F-----------K--------REQKA----A-TTLGIIVGAFTM------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------LLSTARPFICGIA------------- 
 
------------------------------------C----------------------- 
 
S-CIPL--W--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------V-----E--RT----------CL---------------- 
 
----------WLGYANSLINP--------------------------------FIYAFFN 



 
--RDLRTT---YRSLL----------QCQ--YRNINRKLSAAGMHEALKLA--------- 
 
------------------------------------------------------------ 
 
------------------------ERPERPELVL-------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Canis_familiaris_PREDICTED_similar_to_5_hydroxytryptamine_r
eceptor_7_isoform_a_gi73998177 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------MM---------------------- 
 
----DVNSSGRPDLYGHLRSLLLPEVGRGLPDLGPD---GAGPGSGS------------W 
 
APPLLR-----------GAA-----------------EVTASPVPAWDAPPDNAS----- 
 
GCG------EQ------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
---------------------------------------------I--NY--GRAE---- 
 
K-----------------------------------VV--I--------GSVLTL---IT 
 
LLTIAG----------------------------NCLVVISVCFVKKLR-QP-SNYLIVS 
 
LALADLSVAVAVMPFVSVTDLI-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



------------------------------------------------------------ 
 
-------------------------GGKWIFG-----------------HFFCNVFIAMD 
 
VMCCTASIMTLCVISIDR---------YLGI----------------------------- 
 
--------T-RPLT-YP--VRQN------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------G-KCMAKMILSVW--LLSA-------------------- 
 
---------------S----------ITLP-P--L---------FG--------W----A 
 
------------------------------------------------------------ 
 
-----------------Q-------------N---VN----DD---------K-VCLISQ 
 
DF--GYTIYSTAVA-------FYIPMSVMLFMYY----QIYKAARKSA------------ 
 
-------------AK--------------------------------------------- 
 
-------------------------------------------------------HK--- 
 
------------------------------------F---------------PG------ 
 
-FPRPE------------------------------------------------------ 
 
-----------------------------EPD-------------------------S-- 
 
IISLNGM----------------------------------------------------- 
 
----------VKLQKEVEECANLSRLLKHERK---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
NISI-----F-----------K--------REQKA----A-TTLGIIVGAFTV------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------LLSTARPFICGTA------------- 
 
------------------------------------C----------------------- 
 
S-CIPL--W--------------------------------------------------- 
 



------------------------------------------------------------ 
 
---------------------V-----E--RT----------FL---------------- 
 
----------WLGYANSLINP--------------------------------FIYAFFN 
 
--RDLRTT---YRSLL----------QCQ--YRNINRKLSAAGMHEALKLA--------- 
 
------------------------------------------------------------ 
 
-----------------ERPERPEFVLQNSDYCRKKSHDS-------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Mesocricetus_auratus_serotonin_receptor_7_gi46452248 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------------------------------FFCNVFITMD 
 
VMCCTASIMTLCVISIDR---------YLGI----------------------------- 
 
--------T-RPLT-YP--VRQN------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------G-RCMAKMILAVW--LLSA-------------------- 
 
---------------S----------ITLP-P--L---------FG--------W----- 
 
------------------------------------------------------A----- 
 
--QN-------V-----N------------------D-----D---------K-VCLISQ 
 
DL--GYTIYSTAVA-------FYIPMSVMLFMYY----QIYKAARKSA------------ 
 
-------------AK---------------H----------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Sus_scrofa_serotonin_7_receptor_5_HT7_gi984247 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
---------------YS------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------TAVA------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
---------------------FYIPMSVMLFMYY----QIYKAARKSA------------ 
 
-------------AK--------------------------------------------- 
 
-----------------------------HKF-----------------------PG--- 
 
----------------------------------------------------FP------ 
 
-RPEEP------------------------------------------------------ 
 
---------------------------------------------------------D-S 
 
VISLNGM----------------------------------------------------- 
 
----------VKLQKEVEECANLSRLLKHERK---------------------------- 
 
------------------------------------------------------------ 
 
----------------------------------------------------------NI 
 
SIFK--------------------------REQKA----A-TTLGIIVGGFTV------- 
 



------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Cavia_porcellus_5_hydroxytryptamine_7_receptor_5_HT_7_Serot
onin_receptor_7_5_HT_X_gi1703011 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------------------M---------------------- 
 
----MGVNSSGRPDLYGHLHSILLPGRGLPDWSPDG---GADPGVST------------W 
 
TPRLLS-----------GVP-----------------EVAASPSPSWDGTWDNVS----- 
 
GCG------EQ------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
---------------------------------------------I--NY--GRAE---- 



 
K-----------------------------------VV--I--------GSILTL---IT 
 
LLTIAG----------------------------NCLVVISVCFVKKLR-QP-SNYLIVS 
 
LALADLSVAVAVIPFVSVTDLI-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------GGKWIFG-----------------HFFCNVFIAMD 
 
VMCCTASIMTLCVISIDR---------YLGI----------------------------- 
 
--------T-RPLT-YP--VRQN------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------G-KCMPKMILSVW--LLSA-------------------- 
 
---------------S----------ITLP-P--L---------FG--------W----- 
 
----------AQ------------------------------------------------ 
 
-----------------N-------------V---ND----DK-----------VCLISQ 
 
DF--GYTIYSTAVA-------FYIPMSVMLFMYY----RIYKAARKSA------------ 
 
-------------AK--------------------------------------------- 
 
-------------------------------------------------------HK--- 
 
------------------------------------F---------------PG------ 
 
-FPRVQ------------------------------------------------------ 
 
------------------------------PE-------------------------S-- 
 
IISLNGM----------------------------------------------------- 
 
----------VKLQKEVEECANLSRLLKHERK---------------------------- 
 
------------------------------------------------------------ 



 
------------------------------------------------------------ 
 
NISI-----F-----------K--------REQKA----A-TTLGIIVGAFTV------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------LLSTARPFICGTA------------- 
 
------------------------------------C----------------------- 
 
S-CIPL--W--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------V-----E--RT----------CL---------------- 
 
----------WLGYANSLINP--------------------------------FIYAFFN 
 
--RDLRTT---YRSLL----------QCQ--YRNINRKLSAAGMHEALKLA--------- 
 
------------------------------------------------------------ 
 
-----------------ERPERPECVLQNSDYCRKKGHDS-------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Bos_taurus_PREDICTED_similar_to_5_hydroxytryptamine_recepto
r_7_isoform_d_gi76676762 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------MMDVNSSGRPDLYGHLRSFFLP---EVGRGLPD------------L 
 
SPDGAG-----------PVA-----------------GSWAPHLLHGVVEVTASP----- 
 
GPT------RD------------------------------------------------- 
 
------------------------------------------------------------ 
 



------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------TPRDN--TS--GCWE---- 
 
Q-------INYGRAEK--------------------VV--I--------GSILTL---IT 
 
LLTIAG----------------------------NCLVVISVCFVKKLR-QP-SNYLIVS 
 
LALADLSVAVAVMPFVSVTDLI-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------GGKWIFG-----------------HFFCNVFIAMD 
 
VMCCTASIMTLCVISIDR------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Oryctolagus_cuniculus_5_HT7_receptor_gi8515807 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
---LIG------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-QWIFG-----------------HFFCNVFIAMD 
 
VMCCTASIMTLCVISIDR---------YLGI----------------------------- 
 
--------T-RPLT-YP--VRQN------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------G-KCMAKMILSVW--LLSA-------------------- 
 
---------------S----------ITLP-P--L---------FG--------W----A 
 
------------------------------------------------------------ 
 
--QN-------V-----N------------------D-----D---------K-VCLISQ 
 
DF--GYTIYSTAVA-------FYIPMSVMLFMYY----RIYKAARKSV------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------AKHK-------------------------- 
 
------------------------------------------FP---------------- 
 
--------------------------GF-------------------------------- 
 
---------------------------------------------------P-------- 
 
R-AQPG--S--------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------LL-------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Mizuhopecten_yessoensis_5_HT_receptor_gi84579545 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



---------------------------------------MLIMGLMQQNGANASILGLFN 
 
SDTYSS-----------VTL-----------------STVSTQNETTASSVFNSTTYNPL 
 
GGT------NG------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------TTGFQ--GF--GPQI---- 
 
R-------SLEHL-----------------------IT--T--------SIILGL---MI 
 
LATIIG----------------------------NVFVIAATILEKNLH-NV-ANYLILS 
 
LAVADLMVATLVMPISVVNEIS-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------T-VWFLR-----------------PEICDMWISFD 
 
VLCCTASILHLVAISVDR---------YWAV----------------------------- 
 
----------TNID-YV--RNRS------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------A-KQILSMIALSW--MVGM-------------------- 
 
---------------C----------ISIP-P--L---------FG--------W----- 
 
----------KE------------------------------------------------ 
 
-----------P-----A-------------NSPVLT---------------G-TCLISQ 
 
DI--GYTVFSTFGA-------FYVPTLIMMIIYA----KIFQVARRRI------------ 
 
-------------RR--------------------------------------------- 
 



-------------------K-NFHKKSLKKAE---------------------AKIK--- 
 
----------------------------------------------------SD------ 
 
-HSSKS------------------------------------------------------ 
 
-----------------------------KLL-------------------------F-N 
 
SPKSNGH----------------------------------------------------- 
 
-----NSADNTEITVNETSCNGNENYNDKNEN---------------------------- 
 
------------------------------------------------------------ 
 
-----------------------------SKVDTNGFDDAKTAMIPKAVNKEQDKAKKQK 
 
EKLE-----M-----------K--------RERKA----A-RTLGIITGAFII------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------IIALTAPL------------------ 
 
------------------------------------VGKAA------------------- 
 
E-EIPE--E--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------L-----I--SF----------VL---------------- 
 
----------WLGYANSLLNP--------------------------------ILYTIFS 
 
--PDFRNA---FQKIL----------FGK--YSKKYRR---------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Haliotis_laevigata_5_HT_receptor_gi30983816 
 
------------------------------------------------------------ 
 



------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------LHLVAIAMDR---------YWAV----------------------------- 
 
----------TSIE-YI--RNRS------------------------------------- 
 
------------------------------------------------------------ 
 
-----------------------AKISIMIAIVW--AVAM-------------------- 
 
---------------T----------ISIP-P--L---------FG--------W----K 
 
----------DA------------------------------------------------ 
 
-----------N-----N-------------D---PD----KT---------G-VCVISQ 
 



DH--GYTIFSTVCA-------FYLPMLVMIIIYI----RIYQVARARI------------ 
 
-------------RK--------------------------------------------- 
 
-------------------N--------KFPN-----------------------KK--- 
 
----------------------------------------------------KD------ 
 
-KKKMV------------------------------------------------------ 
 
------------KEDATTTTISPKTEYSVVSN-------------------------C-- 
 
NGCSPEN----------------------------------------------------- 
 
----SMKKKEKNSSENETVPNGNEHSQDDGNA---------------------------- 
 
------------------------------------------------------------ 
 
-------------------------------------------AMLQTAAEKSKMAMSRK 
 
EKLE-----L-----------K--------RERKA----A-RTLAIITGAFIM------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------IVALVNPF------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
---------------------L-------------------------------------- 
 
------------------------------------------------------------ 
 
--PEVDKV----PH---------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 



>Haliotis_rubra_5_HT_receptor_gi30983814 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------LHLVAIAMDR---------YWAV----------------------------- 
 
----------TSIE-YI--RNRS------------------------------------- 
 
------------------------------------------------------------ 
 
-----------------------AKISIMIAIVW--TVAM-------------------- 
 
---------------T----------ISIP-P--L---------FG--------W----K 
 



----------DA------------------------------------------N----- 
 
--ND-------P-----D------------------K-----T---------G-VCVISQ 
 
DH--GYTIFSTVCA-------FYLPMLVMIIIYI----RIYQVARARI------------ 
 
-------------RK--------------------------------------------- 
 
-------------------N---------KFP-----------------------NK--- 
 
----------------------------------------------------KK------ 
 
--DKKK------------------------------------------------------ 
 
-----------MVKEDATTTTIS---PKTEYS-------------------------V-- 
 
VSNCNGC---------------------------S------------------------- 
 
---------PENSMKKKEKNSSENETVPNGNE---------------------------- 
 
------------------------------------------------------------ 
 
-----------------------------------HSQDDANAAMLQTAAEKSKMAMSRK 
 
EKLE-----L-----------K--------RERKA----A-RTLAIITGAFIM------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------IVALVNPF------------------ 
 
------------------------------------L---P----------E-------- 
 
V-DKVP--H--------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



------------------------------------------------------------ 
 
--------------------------- 
 
>Aplysia_californica_G_protein_coupled_5_hydroxytryptamine_r
eceptor_2_gi21309892 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
---------------MDDSGTLSSLTTELPILNLVTAL---------------------- 
 
----QDSLTAALNASTSSHGVITSSTTVDNVHSSFI---GGSSTTLL------------P 
 
QLSNIL-----------RNG-----------------TESLMRHPHRQHSHRHSG----- 
 
NSG------SH------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------VIHSSNASNSTSDVDV--GP--PEWH---- 
 
L-------TVYSQEHL--------------------IV--T--------SIILGL---FV 
 
LCCIIG----------------------------NCFVIAAVILERSLH-NV-ANYLILS 
 
LAVADLMVAVLVMPLSVVSEIS-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------Q-VWFLH-----------------QEVCDMWISVD 
 
VLCCTASILHLVAIAMDR---------YWAV----------------------------- 
 
----------TSID-YI--RRRS------------------------------------- 
 
------------------------------------------------------------ 



 
---------------------A-RCILLMITVVW--IVAL-------------------- 
 
---------------F----------ICIP-P--I---------FG--------W----- 
 
----------RD------------------------------------------------ 
 
-----------P-----N-------------N---DS---DIT---------G-KCIISQ 
 
DK--GYTIFSTVGA-------FYLPMAVMMVIYT----RIYQVARSRI------------ 
 
-------------RK--------------------------------------------- 
 
-------------------D--------KFQQ-----------------------TK--- 
 
----------------------------------------------------AN------ 
 
-MKTEE------------------------------------------------------ 
 
---------------TTLVASPKTEYSVVSDC-------------------------N-G 
 
CSPRNDH----------------------------------------------------- 
 
-----EKKKRRAPFKSYGCSPRPERKKNRNKK---------------------------- 
 
------------------------------LTTAYAERSCTVVEPEPSSEQANGLSCSES 
 
ADNALSASDSGNNIRLKQIIEPDAFTNGCNDEANIAMLERQCKNGKKISANDLTPYSRAR 
 
EKLE-----L-----------K--------RERKA----A-RTLAIITGAFLI------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------IIALIGPF------------------ 
 
------------------------------------V--DE------------------- 
 
R-NIP------------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------I-----FARSF----------VL---------------- 
 
----------WLGYFNSLLNP--------------------------------IIYTIFS 
 
--PEFRSA---FQKIL----------FGK--YRRGHQ----------------------- 
 
------------------------------------------------------------ 



 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Lymnaea_stagnalis_5_hydroxytryptamine_receptor_5_HT_recepto
r_Serotonin_receptor_gi2494934 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------MAN---------------------- 
 
----FTFGDLALDVARMGGLASTPSGLRSTGLTTPG---LSPTGLVT------------S 
 
DFNDSY-----------GLT-----------------GQFINGSHSSRSRDNASA----- 
 
NDT------SA------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------TNMT--DD--RYWS---- 
 
L-------TVYSHEHL--------------------VL--T--------SVILGL---FV 
 
LCCIIG----------------------------NCFVIAAVMLERSLH-NV-ANYLILS 
 
LAVADLMVAVLVMPLSVVSEIS-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------K-VWFLH-----------------SEVCDMWISVD 
 



VLCCTASILHLVAIAMDR---------YWAV----------------------------- 
 
----------TSID-YI--RRRS------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------A-RRILLMIMVVW--IVAL-------------------- 
 
---------------F----------ISIP-P--L---------FG--------W----- 
 
----------RD------------------------------------------------ 
 
-----------P-----N-------------N---DP---DKT---------G-TCIISQ 
 
DK--GYTIFSTVGA-------FYLPMLVMMIIYI----RIWLVARSRI------------ 
 
-------------RK--------------------------------------------- 
 
-------------------D--------KFQM---------------------TKAR--- 
 
----------------------------------------------------LK------ 
 
-TEETT------------------------------------------------------ 
 
-LVASPKTEYSVVSDCNGCNSPDSTTEKKKRR-------------------------A-- 
 
PFKSYGC----------------------------------------------------- 
 
------SPRPERKKNRAKKLPENANGVNSNSS---------------------------- 
 
------------------------------------------------------------ 
 
----------SSERLKQIQIETAEAFANGCAEEASIAMLERQCNNGKKISSNDTPYSRTR 
 
EKLE-----L-----------K--------RERKA----A-RTLAIITGAFLI------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------IIALIGPF------------------ 
 
------------------------------------V--DP------------------- 
 
E-GIPP------------------------------------------------------ 
 
------------------------------------------------------------ 
 
---------------------------FARSF----------VL---------------- 
 



----------WLGYFNSLLNP--------------------------------IIYTIFS 
 
--PEFRSA---FQKIL----------FGK--YRRGHR----------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Helisoma_trivolvis_type_1_serotonin_receptor_5HT_1Hel_gi376
22423 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------------MVNLTI---------------------- 
 
----SGLPSNISFFGLTFPAGVDYYNDSFGFLSDQH---YGNGSFGP------------A 
 
SLPLVN-----------STA-----------------DDVRGGNNNNNASG---N----- 
 
ASV------LE------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------PPALW--GL--TVYS---- 
 
H-------EHL-------------------------VV--T--------SVILGL---FV 
 
LCCIIG----------------------------NCFVIAAVILERSLH-NV-ANYLILS 
 
LAVADLMVAVLVMPLSVVSEIS-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 



 
------------------------------------------------------------ 
 
-------------------------Q-VWFLH-----------------SEVCDMWISVD 
 
VLCCTASILHLVAIAMDR---------YWAV----------------------------- 
 
----------TSID-YI--RRRS------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------A-RRILLMIMVVW--IVAL-------------------- 
 
---------------F----------ISIP-P--L---------FG--------W----R 
 
----------DP------------------------------------------------ 
 
-----------N-----N-------------D---PA----IT---------G-QCIISQ 
 
DK--GYTIFSTVGA-------FYLPMLVMMIIYI----RIWLVARSRI------------ 
 
-------------RK--------------------------------------------- 
 
-------------------D---------KFQ---------------------LTKA--- 
 
------------------------------------RLK-------------TE------ 
 
-ETTLV-----------------------------------------------ASPKTEY 
 
SVVSDCNGCNSPESTAEKKKRRAPFKSYGCSP-------------------------R-- 
 
PERKKNR----------------------------------------------------- 
 
----NKKLPEQTNGVSSSNSSCSERLKQIQIE---------------------------- 
 
------------------------------------------------------------ 
 
---------------------PEGFTNGCAEEASIAMLERQCNNGKKISSNESAPYSRTR 
 
EKLE-----L-----------K--------RERKA----A-RTLAIITGAFLV------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------IIALIGPF------------------ 
 
------------------------------------V----------------------- 
 
G-WIPP------------------------------------------------------ 



 
------------------------------------------------------------ 
 
---------------------------FVRSF----------VL---------------- 
 
----------WLGYFNSLLNP--------------------------------IIYTIFS 
 
--PEFRIA---FQKIL----------FGK--YRRGHR----------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Helisoma_trivolvis_type_7_serotonin_receptor_gi35187403 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------MTSGLVSPAVTPSLSYSGINTTELF 
 
VTYGFN-----------SSE-----------------NRTYFANDSDIYNSTNGTSAPEG 
 
PER--------------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------------------------PPL--PF--EKWQ---- 
 
E-----------------------------------VI--V--------AIIFSI---II 
 
LGTVVG----------------------------NSLVCISVAIVKRLR-SP-SNLLIVS 
 
LAVADLFVGMLVMPLASVYELN-------------------------------------- 
 
------------------------------------------------------------ 



 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-AWVLG-----------------PIVCDMWTTTD 
 
VLLCTSSILNLCAISVDR---------YFVI----------------------------- 
 
--------T-RPFQ-YA--IKRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-RRMGLMILIVW--SLSA-------------------- 
 
---------------V----------VSIP-P--V---------FG--------W----- 
 
----------KS------------------------------------------------ 
 
-----------P------------------------H---VPY-----------KCQISE 
 
DI--GYQIYATLCA-------FYLPLSVMILIYF----KIWRVSSKIA------------ 
 
-------------KA--------------------------------------------- 
 
-------------------E-----------------------------------AK--- 
 
----------------------------------------------------TQ------ 
 
-IGSFE------------------------------------------------------ 
 
--------------------------KGAEFL-------------------------N-R 
 
PSHDSGD----------------------------------------------------- 
 
SNILANGCVRDGNGNAEEESALEILPKKTEPD---------------------------- 
 
------------------------------------------------------------ 
 
---------------------------------------------------------RMR 
 
RRFT-----IKSLLPRHKLNNS--------KDTKA----T-KTLGIIMGCFTL------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------ILVLVNTL------------------ 



 
------------------------------------CGPEL------------------- 
 
C-PVPN--Q--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------L-----N--AI----------FL---------------- 
 
----------WLGYVNSFLNP--------------------------------IIYARFN 
 
--REFRTP---FKEIL----------LFR--CRGINTRMRSESYVEQYGPM--------- 
 
------------------------------------------------------------ 
 
-ASHRDSLRPPTDTIVKYNSQGHTVVALRNGSANGSRHSESKI----------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Xenopus_laevis_5_HT1A_receptor_gi1542954 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------------------------MDAS------------N 
 
NTTSWN-----------ILQ---------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------------------------RGR--MG--PSWR---- 
 
R-------CPVSYQ----------------------II--A--------SLFLGR---SF 
 
SAGIFG----------------------------NACVIAAIALERSLQ-NV-ANYLIGS 



 
LAVTDLMVSVLVLPMAAQNQVL-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------N-KWTLG-----------------QVTCDIFISLD 
 
VLCCTSSILHLCAIALDR---------YWAI----------------------------- 
 
--------T-DPID-YV--NKRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-RRAAVLISITW--IVGF-------------------- 
 
---------------S----------ISIP-P--M---------LG--------W----- 
 
----------RT------------------------------------------------ 
 
--PE-------------D-------------R---SD-----P---------N-ACRISE 
 
DP--GYTIYSTFGA-------FYIPLILMLVLYG----KIFKAARFRI------------ 
 
-------------RK--------------------------------------------- 
 
-------------------T--------VKKA-----------------------EK--- 
 
----------------------------------------------------KK------ 
 
-VADTC------------------------------------------------------ 
 
--------------------------LSVSQQ-------------------------S-P 
 
KEKQRGA----------------------------------------------------- 
 
------QQELEEVGGAQAQRCVNGAIRHGEEG---------------------------- 
 
------------------------------------------------------------ 
 
------------------AVLEIIEVHHYVNSKCHLHCKPVPPPEQLPPALKNDRATEAK 
 
RKVA-----L-----------A--------RERKT----V-KTLGIIMGTFIL------- 



 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------IVALVLPF------------------ 
 
------------------------------------C--ET------------------- 
 
C-HMPH--L--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------L-----F--DI----------IT---------------- 
 
----------WLGYSNSLLNP--------------------------------IIYAYFN 
 
--KDFQSA---FKKII----------KCK--FCRQ------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Oreochromis_mossambicus_5_hydroxytryptamine_1A_receptor_gi3
2478146 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-MEGTN-----------NTT-----------------------------AWLQLD----- 
 
NSS------NK------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



---------------------------------------APQPEDE--EV--KLSY---- 
 
Q-----------------------------------VV--T--------SFLLGA---LI 
 
LCAIFG----------------------------NACVVAAIALERSLQ-NV-ANYLIGS 
 
LAVTDLMVSVLVLPMAALYQVL-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------N-RWTLG-----------------QIPCDIFISLD 
 
VLCCTSSILHLCAIALDR---------YWAI----------------------------- 
 
--------T-EPID-YM--KKRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-RRAAVLISVTW--LVGF-------------------- 
 
---------------S----------ISVP-P-ML---------IM-------------R 
 
----------SQ------------------------------------------------ 
 
-----------PSSMAED-------------R---AN-----P---------K-QCKIRQ 
 
DP--WYTIYSTFGA-------FYIPLTLMLVLYG----RIFKAARFRI------------ 
 
-------------RR--------------------------------------------- 
 
-------------------T--------VRKT---------------------EKKK--- 
 
----------------------------------------------------VS------ 
 
-DSCLA------------------------------------------------------ 
 
------LSPALFHKKVQGDTQAKSWKRSVEPR-------------------------P-- 
 
LPSVNGA----------------------------------------------------- 
 
---VRHAEDGESLEIIEVHKHSKGNLPLPNTP---------------------------- 
 



------------------------------------------------------------ 
 
-------------------------------------------SSVPLFESRHEKATEAK 
 
RKIA-----L-----------A--------RERKT----V-KTLGIIMGTFIL------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------IVALVMPF------------------ 
 
------------------------------------C--QE------------------- 
 
S-CYMP--R--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------------WLEDV----------IN---------------- 
 
----------WLGYSNSLLNP--------------------------------IIYAYFN 
 
--KDFQSA---FKKII----------KCH--FCRP------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Tetraodon_nigroviridis_unnamed_protein_product_gi47207133 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
---------------------------------------MEGTNNTT------------D 
 
WTHPDN-----------SSS---------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------------------RTSKPVDE--AV--KLGY---- 
 
Q-----------------------------------VV--T--------SFLLGA---LI 
 
LCSIFG----------------------------NACVVAAIALERSLQ-NV-ANYLIGS 
 
LAVTDLMVSVLVLPMAALYQVL-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------N-RWTLG-----------------QVPCDIFISLD 
 
MLCCTSSILHLCVIALDR---------YWAI----------------------------- 
 
--------T-EPID-YM--KKRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-RRAAVLISVTW--LVGF-------------------- 
 
---------------S----------ISIP-P-ML---------IM-------------R 
 
----------HQ------------------------------------------------ 
 
-----------PRSMAED-------------R---AN-----S---------E-QCKITQ 
 
DP--WYTIYSTFGA-------FYIPLTLMLVLYG----RIFKAARFRI------------ 
 
-------------RR--------------------------------------------- 
 
-------------------T--------VRKT-----------------------EK--- 
 
----------------------------------------------------QK------ 
 
-VSDSC------------------------------------------------------ 
 
--------------------------LALSPA-------------------------M-- 
 



FHRKTPR----------------------------------------------------- 
 
---DAQGKSWKRSVEPQPLPNVNGAVKHAEEG---------------------------- 
 
------------------------------------------------------------ 
 
---------------------ESLEIIEVQSNFKGSLPLPNAPSTVPLFENRQEKATETK 
 
RKIA-----L-----------A--------RERKT----V-KTLGIIMGTFIL------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------IVALIMPF------------------ 
 
------------------------------------C--QE------------------- 
 
T-CYMP--H--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------------WLRDV----------IN---------------- 
 
----------WLGYSNSLLNP--------------------------------IIYAYFN 
 
--KDFQSA---FKKII----------NCH--FCRP------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Takifugu_rubripes_serotonin_receptor_gi2274949 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-MEGTN-----------NTT-----------------GWTHFDSTSNRTSKSFDE----- 
 



------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------EVKL--SY--QVVT---- 
 
-------------------------------------------------SFLLGA---LI 
 
LCSIFG----------------------------NACVVAAIALERSLQ-NV-ANYLIGS 
 
LAVTDLMVSVLVLPMAALYQVL-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------N-RWTLG-----------------QIPCDIFISLD 
 
MLCCTSSILHLCVIALDR---------YWAI----------------------------- 
 
--------T-EPID-YM--KKRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-RRAAVLISVTW--LVGF-------------------- 
 
---------------S----------ISIP-P-ML---------IM-------------- 
 
----------RS------------------------------------------------ 
 
-----------QPSSMAE------------------D-RANSK-----------QCKITQ 
 
DP--WYTIYSTFGA-------FYIPLTLMLVLYG----RIFKAARFRI------------ 
 
-------------RR--------------------------------------------- 
 
------------------------------TV-----------------------RK--- 
 
----------------------------------------------------TE------ 
 



-KKKVS------------------------------------------------------ 
 
-----------------------DTCLALSPA-------------------------M-F 
 
HRKTPGD----------------------------------------------------- 
 
----AHGKSWKRSVEPRPLPNVNGAVKHAGEG---------------------------- 
 
------------------------------------------------------------ 
 
---------------------ESLDIIEVQSNSRCNLPLPNTPGTVPLFENRHEKATETK 
 
RKIA-----L-----------A--------RERKT----V-KTLGIIMGTFIL------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------IVALVMPF------------------ 
 
------------------------------------C--QE------------------- 
 
S-CFMP--H--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------------WLKDV----------IN---------------- 
 
----------WLGYSNSLLNP--------------------------------IIYAYFN 
 
--KDFQSA---FKKII----------KCH--FCRA------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Takifugu_rubripes_serotonin_receptor_gi2274951 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



-----------------------------------------------------------M 
 
DLRATS-----------SND-----------------SNATSGYSDTAAVDWDEG----- 
 
ENA------TG------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------SGSLP--DP--ELSY---- 
 
Q-----------------------------------II--T--------SLFLGA---LI 
 
LCSIFG----------------------------NSCVVAAIALERSLQ-NV-ANYLIGS 
 
LAVTDLMVSVLVLPMAALYQVL-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------N-KWTLG-----------------QDICDLFIALD 
 
VLCCTSSILHLCAIALDR---------YWAI----------------------------- 
 
--------T-DPID-YV--NKRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-RRAAVLISVTW--LIGF-------------------- 
 
---------------S----------ISIP-P--M---------LG--------W----R 
 
----------SA------------------------------------------------ 
 
-----------------E-------------D---RA----NP---------D-ACIISQ 
 
DP--GYTIYSTFGA-------FYIPLILMLVLYG----RIFKAARFRI------------ 
 
-------------RK--------------------------------------------- 
 



-------------------T--------VKKT---------------------EKAK--- 
 
----------------------------------------------------AS------ 
 
-DMCLT------------------------------------------------------ 
 
-----LSPAVFHKRANGDAVSAEWKRGYKFKP-------------------------S-- 
 
SPCANGA----------------------------------------------------- 
 
---VRHGEEMESLEIIEVNSNSKTHLPLPNTP---------------------------- 
 
------------------------------------------------------------ 
 
--------------------------------------------QSSSHENINEKTTGTR 
 
RKIA-----L-----------A--------RERKT----V-KTLGIIMGTFIF------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------IVALVLPF------------------ 
 
------------------------------------C--AE------------------- 
 
N-CYMP--E--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------------WLGAV----------IN---------------- 
 
----------WLGYSNSLLNP--------------------------------IIYAYFN 
 
--KDFQSA---FKKIL----------RCK--FHRH------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Tetraodon_nigroviridis_unnamed_protein_product_gi47212818 
 
------------------------------------------------------------ 
 



------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------MDLRATS---GNDSNATG------------G 
 
YSDATA-----------VDW-----------------------------DE---G----- 
 
ENA------TG------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------SGSLP--DP--ELSY---- 
 
Q-----------------------------------IV--T--------SLFLGT---LI 
 
LCSIFG----------------------------NSCVVAAIALERSLQ-NV-ANYLIGS 
 
LAVTDLMVSVLVLPMAALYQVL-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------N-KWTLG-----------------QEICDIFISLD 
 
VLCCTSSILHLCAIALDR---------YWAI----------------------------- 
 
--------T-DPID-YV--NKRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-RRAALLISVTW--LIGF-------------------- 
 
---------------S----------ISIP-P--M---------LG--------W----R 
 
------------------------------------------------------------ 
 
--SA-------E-----D-------------R---AN-----P---------D-ACIISQ 
 



DP--GYTIYSTFGA-------FYIPLILMLVLYG----RIFKAARFRI------------ 
 
-------------RK--------------------------------------------- 
 
-------------------T---------VKK-----------------------TE--- 
 
----------------------------------------------------TA------ 
 
-KTSEM-----------------------------------------------CLTLSPA 
 
VFHKRANGDAVSADWKRGYKFKPSSPCVNGAV-------------------------R-- 
 
HGEEMES-------------------------------------------------LEIL 
 
EVSSNSKTHLPLPNTPQSSSHENINEKATGTK---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
RKIA-----L-----------A--------RERKT----V-KTLGIIMGTFIF------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------IVALVLPF------------------ 
 
------------------------------------C--------------A----E--N 
 
C-YMPE--W--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------L-----G--AV----------IN---------------- 
 
----------WLGYSNSLLNP--------------------------------IIYAYFN 
 
--KDFQSA---FKKIL----------RCK--FHR-------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 



>Gallus_gallus_PREDICTED_similar_to_5_hydroxytryptamine_1A_r
eceptor_5_HT_1A_Serotonin_receptor_1A_5_HT1A_G_21_gi50761579 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
---------------------------------------MDVANNTT------------S 
 
PERSPE-----------GEG---------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------GPGLA--EV--TLGY---- 
 
Q-----------------------------------LL--T--------SLLLGT---LI 
 
LCAVSG----------------------------NACVIAAIALERSLQ-TV-ANYLIGS 
 
LAVTDLMVSVLVLPMAALYQVL-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------N-KWTLG-----------------QVICDIFISLD 
 
VLCCTSSILHLCAIALDR---------YWAI----------------------------- 
 
--------T-DPID-YV--NKRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-RRAAVLISLTW--LIGF-------------------- 
 
---------------L----------ISIP-P--M---------LG--------W----- 



 
----------RT------------------------------------------------ 
 
-----------P-----E-------------D---RS---NPD-----------ACTISK 
 
DH--GYTIYSTFGA-------FYIPLLLMLVLYG----RIFKAARFRI------------ 
 
-------------RK--------------------------------------------- 
 
-------------------T--------VKKA---------------------EKKK--- 
 
----------------------------------------------------IA------ 
 
-DTCLT------------------------------------------------------ 
 
---------------------------LSPAA-------------------------L-- 
 
QKKSNGE----------------------------------------------------- 
 
-----PGKGWRRTVEPRSGACVNGAVRQGEDG---------------------------- 
 
------------------------------------------------------------ 
 
---------------AALEVIEVQRCSSSSKTHLPLPSEACGSPPPPSFERRNEKNTEAK 
 
RRMA-----L-----------S--------REKKT----V-KTLGIIMGTFIL------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------IVALVLPF------------------ 
 
------------------------------------C--DS------------------- 
 
K-CYMP--E--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------------WLGAV----------IN---------------- 
 
----------WLGYSNSLLNP--------------------------------IIYAYFN 
 
--KDFQSA---FKKII----------KCK--FCRQ------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 



 
------------------------------------------------------------ 
 
--------------------------- 
 
>Rattus_norvegicus_serotonin_1A_receptor_gi227365 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
---------------------------------------MDVFSFGQ------------G 
 
NNTTAS-----------QEP----------------------------------F----- 
 
GTG------GN------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------VTSIS--DV--TFSY---- 
 
Q-----------------------------------VI--T--------SLLLGT---LI 
 
FCAVLG----------------------------NACVVAAIALERSLQ-NV-ANYLIGS 
 
LAVTDLMVSVLVLPMAALYQVL-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------N-KWTLG-----------------QVTCDLFIALD 
 
VLCCTSSILHLCAIALDR---------YWAI----------------------------- 
 
--------T-DPID-YV--NKRT------------------------------------- 
 
------------------------------------------------------------ 



 
---------------------P-RRAAALISLTW--LIGF-------------------- 
 
---------------L----------ISIP-P--M---------LG--------W----- 
 
----------RT------------------------------------------------ 
 
--PE-------------D-------------R---SD-----P---------D-ACTISK 
 
DH--GYTIYSTFGA-------FYIPLLLMLVLYG----RIFRAARFRI------------ 
 
-------------RK--------------------------------------------- 
 
-------------------T---------VRK---------------------VEKK--- 
 
----------------------------------------------------GA------ 
 
-GTSLG------------------------------------------------------ 
 
--------------------------TSSAPP-------------------------P-- 
 
KKSLNGQ----------------------------------------------------- 
 
---PGSGDWRRCAENRAVGTPCTNGAVRQGDD---------------------------- 
 
------------------------------------------------------------ 
 
--------------EATLEVIEVHRVGNSKEHLPLPSESGSNSYAPACLERKNERNAEAK 
 
RKMA-----L-----------A--------RERKT----V-KTLGIIMGTFIL------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------IVALVLPF------------------ 
 
------------------------------------C--EN------------------- 
 
S-CHMP--A--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------------LLGAI----------IN---------------- 
 
----------WLGYSNSLLNP--------------------------------VIYAYFN 
 
--KDFQNA---FKKII----------KCK--FCRR------------------------- 
 
------------------------------------------------------------ 



 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Rattus_norvegicus_5_hydroxytryptamine_serotonin_receptor_1A
_gi6981054 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
---------------------------------------MDVFSF--------------- 
 
-GQGNN-----------TTA-----------------------------SQ---E----- 
 
PFG------TG------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------GNV---------------------TSISD---V--TFSY---- 
 
Q-----------------------------------VI--T--------SLLLGT---LI 
 
FCAVLG----------------------------NACVVAAIALERSLQ-NV-ANYLIGS 
 
LAVTDLMVSVLVLPMAALYQVL-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------N-KWTLG-----------------QVTCDLFIALD 
 



VLCCTSSILHLCAIALDR---------YWAI----------------------------- 
 
--------T-DPID-YV--NKRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-RRAAALISLTW--LIGF-------------------- 
 
---------------L----------ISIP-P--M---------LG--------W----R 
 
--------TPED------------------------------------------------ 
 
-----------R-----S------------------D-----P---------D-ACTISK 
 
DH--GYTIYSTFGA-------FYIPLLLMLVLYG----RIFRAARFRI------------ 
 
-------------RK--------------------------------------------- 
 
-----------------TVR---------KVE-----------------------KK--- 
 
------------------------------------G-A-------------GT------ 
 
--SLGT------------------------------------------------------ 
 
---------------------------SSAPP-------------------------P-- 
 
KKSLNGQ---------------------------P------------------------- 
 
----GSGDWRRCAENRAVGTPCTNGAVRQGDD---------------------------- 
 
-----------------------------------------------------EA----- 
 
----------------TLEVIEVHRVGNSKEHLPLPSESGSNSYAPACLERKNERNAEAK 
 
RKMA-----L-----------A--------RERKT----V-KTLGIIMGTFIL------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------IVALVLPF------------------ 
 
------------------------------------C---E----------S-------- 
 
S-CHMP--A--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------L----LG--AI----------IN---------------- 
 



----------WLGYSNSLLNP--------------------------------VIYAYFN 
 
--KDFQNA---FKKII----------KCK--FCRR------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Mus_musculus_5_hydroxytryptamine_1A_receptor_5_HT_1A_Seroto
nin_receptor_1A_5_HT1A_gi2494922 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
---------------------------------------MDMFSLGQ------------G 
 
NNTTTS-----------LEP----------------------------------F----- 
 
GTG------GN------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------DTGLS--NV--TFSY---- 
 
Q-----------------------------------VI--T--------SLLLGT---LI 
 
FCAVLG----------------------------NACVVAAIALERSLQ-NV-ANYLIGS 
 
LAVTDLMVSVLVLPMAALYQVL-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 



 
------------------------------------------------------------ 
 
-------------------------N-KWTLG-----------------QVTCDLFIALD 
 
VLCCTSSILHLCAIALDR---------YWAI----------------------------- 
 
--------T-DPID-YV--NKRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-RRAAALISLTW--LIGF-------------------- 
 
---------------L----------ISIP-P--M---------LG--------W----- 
 
----------RA------------------------------------------------ 
 
-----------P-----E-------------D---RS----NP---------N-ECTISK 
 
DH--GYTIYSTFGA-------FYIPLLLMLVLYG----RIFRAARFRI------------ 
 
-------------RK--------------------------------------------- 
 
-------------------T---------VKK---------------------VEKK--- 
 
----------------------------------------------------GA------ 
 
-GTSFG------------------------------------------------------ 
 
--------------------------TSSAPP-------------------------P-- 
 
KKSLNGQ----------------------------------------------------- 
 
---PGSGDCRRSAENRAVGTPCANGAVRQGED---------------------------- 
 
------------------------------------------------------------ 
 
--------------DATLEVIEVHRVGNSKGDLPLPSESGATSYVPACLERKNERTAEAK 
 
RKMA-----L-----------A--------RERKT----V-KTLGIIMGTFIL------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------IVALVLPF------------------ 
 
------------------------------------C--ES------------------- 
 
S-CHMP--E--------------------------------------------------- 



 
------------------------------------------------------------ 
 
---------------------------LLGAI----------IN---------------- 
 
----------WLGYSNSLLNP--------------------------------VIYAYFN 
 
--KDFQNA---FKKII----------KCK--FCR-------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Mus_musculus_unnamed_protein_product_gi74148638 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------------------------------------MDMF 
 
SLGQGN-----------NTT---------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------TSLEP--FGTGGNDT---- 
 
------------------------------------GLSNVTFSYQVITSLLLGT---LI 
 
FCAVLG----------------------------NACVVAAIALERSLQ-NV-ANYLIGS 
 
LAVTDLMVSVLVLPMAALYQVL-------------------------------------- 
 
------------------------------------------------------------ 



 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------N-KWTLG-----------------QVTCDLFIALD 
 
VLCCTSSILHLCAIALDR---------YWAI----------------------------- 
 
--------T-DPID-YV--NKRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-RRAAALISLTW--LIGF-------------------- 
 
---------------L----------ISIP-P--M---------LG--------W----- 
 
----------RT------------------------------------------------ 
 
-----------P-----E------------------D-RSNPN-----------ECTISK 
 
DH--GYTIYSTFGA-------FYIPLLLMLVLYG----RIFRAARFRI------------ 
 
-------------RK--------------------------------------------- 
 
--------------------------TVKKVE-----------------------KK--- 
 
----------------------------------------------------GAGTSFGT 
 
SSAPPP------------------------------------------------------ 
 
---------------------------------------------------------KKS 
 
LNGQPGS----------------------------------------------------- 
 
------GDCRRSAENRAVGTPCANGAVRQGED---------------------------- 
 
------------------------------------------------------------ 
 
--------------DATLEVIEVHRVGNSKGHLPLPSESGATSYVPACLERKNERTAEAK 
 
RKMA-----L-----------A--------RERKT----V-KTLGIIMGTFIL------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------IVALVLPF------------------ 



 
------------------------------------C--ES------------------- 
 
S-CHMP--E--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------------LLGAI----------IN---------------- 
 
----------WLGYSNSLLNP--------------------------------VIYAYFN 
 
--KDFQNA---FKKII----------KCK--FCR-------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Mus_musculus_unnamed_protein_product_gi26329619 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
---------------------------------------MDMFSL--------------- 
 
-GQGNN-----------TTT-----------------------------SL---E----- 
 
PFG------TG------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------GND---------------------TGLSN---V--TFSY---- 
 
Q-----------------------------------VI--T--------SLLLGT---LI 
 
FCAVLG----------------------------NACVVAAIALERSLH-NV-ANYLIGS 



 
LAVTDLMVSVLVLPMAALYQVL-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------N-KWTLG-----------------QVTCDLFIALD 
 
VLCCTSSILHLCAIALDR---------YWAI----------------------------- 
 
--------T-DPID-YV--NKRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-RRAAALISLTW--LIGF-------------------- 
 
---------------L----------ISIP-P--M---------LG--------W----R 
 
--------TPED------------------------------------------------ 
 
-----------R-----S------------------N-----P---------N-ECTISK 
 
DH--GYTIYSTFGA-------FYIPLLLMLVLYG----RIFRAARFRI------------ 
 
-------------RK--------------------------------------------- 
 
-----------------TVK---------KVE-----------------------KK--- 
 
-------------------------------GAGTSF-G-------------TS------ 
 
--SAPP------------------------------------------------------ 
 
------PKKSLNGQPGSGDCRRS---AENRAV-------------------------G-- 
 
TPCANGA---------------------------V------------------------- 
 
----RQGEDDATLEVIEVHRVGNSKGHLPLPS---------------------------- 
 
------------------------------------------------------------ 
 
-------------------------------------ESGATSYVPACLERKNERTAEAK 
 
RKMA-----L-----------A--------RERKT----V-KTLGIIMGTFIL------- 



 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------IVALVLPF------------------ 
 
------------------------------------C---E----------S-------- 
 
S-CHMP--E--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------L----LG--AI----------IN---------------- 
 
----------WLGYSNSLLNP--------------------------------VIYAYFN 
 
--KDFQNA---FKKII----------KCK--FCR-------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Bos_taurus_PREDICTED_similar_to_5_hydroxytryptamine_1A_rece
ptor_5_HT_1A_Serotonin_receptor_1A_5_HT1A_G_21_gi76674389 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
---------------------------------------MDVLSPGQ------------G 
 
NNTTSS-----------QGP----------------------------------F----- 
 
GTR------GN------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



-----------------------------------------ATGIS--DV--TFSY---- 
 
Q-----------------------------------VI--T--------SLVLGT---LI 
 
FCAVLG----------------------------NACVVAAIALERSLQ-NV-ANYLIGS 
 
LAITDLMVSVLVLPMAALYQVL-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------N-KWTLG-----------------QVTCDLFIALD 
 
VLCCTSSILHLCAIALDR---------YWAI----------------------------- 
 
--------T-DPID-YV--NKRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-RRAAALISLTW--LIGF-------------------- 
 
---------------L----------ISIP-P--M---------LG--------W----- 
 
----------RT------------------------------------------------ 
 
--PE-------------D-------------R---SD-----P---------D-ACTISK 
 
DH--GYTIYSTFGA-------FYIPLLLMLVLYG----RIFRAARFRI------------ 
 
-------------RK--------------------------------------------- 
 
-------------------T---------VKK---------------------VDKK--- 
 
----------------------------------------------------AA------ 
 
-NHRLA------------------------------------------------------ 
 
--------------------------ASPAPQ-------------------------P-- 
 
RKSVSGE----------------------------------------------------- 
 
---SDSRDWRQGTENKVTGAPCANGAVRQGEE---------------------------- 
 



------------------------------------------------------------ 
 
--------------GAALEVIEVHRVGNSKEHLPLPSEGGAVPYVPASFEKKNERNAEAK 
 
RKMA-----L-----------A--------RERKT----V-KTLGIIMGTFIL------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------IVALVLPF------------------ 
 
------------------------------------C--ES------------------- 
 
S-CHMP--T--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------------LLGAI----------IN---------------- 
 
----------WLGYSNSLLNP--------------------------------VIYAYFN 
 
--KDFQNA---FKKII----------KCK--FCRR------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Vulpes_vulpes_5_HT1A_receptor_serotonin_receptor_1A_gi33439
694 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
---------------------------------------MEGLSPGQ------------G 
 
NNTTSS-----------EGP----------------------------------F----- 
 
GTR------GN------------------------------------------------- 
 
------------------------------------------------------------ 



 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------ATGIS--DV--TFSY---- 
 
Q-----------------------------------VI--T--------SLLLGT---LI 
 
FCAVLG----------------------------NACVVAAIALERSLQ-NV-ANYLIGS 
 
LAVTDLMVSVLVLPMAALYQVL-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------N-KWTLG-----------------QVTCDLFIALD 
 
VLCCTSSILHLCAIALDR---------YWAI----------------------------- 
 
--------T-DPID-YV--NKRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-RRAAALISLTW--LIGF-------------------- 
 
---------------L----------ISIP-P--M---------LG--------W----- 
 
----------RT------------------------------------------------ 
 
--PE-------------D-------------R---SD-----P---------D-ACTISK 
 
DH--GYTIYSTFGA-------FYIPLLLMLVLYG----RIFRAARFRI------------ 
 
-------------RK--------------------------------------------- 
 
-------------------T---------VKK---------------------AERK--- 
 
----------------------------------------------------GA------ 
 
-DARSG------------------------------------------------------ 
 
--------------------------VSPAPQ-------------------------P-- 



 
RKSVNGE----------------------------------------------------- 
 
---PGGREWRQGPGSKAGGPLCTNGAVRRGDD---------------------------- 
 
------------------------------------------------------------ 
 
--------------GAALEVIEVHRVGSSKEHLPLPSEAGAIPCAPASFEKKNERNAEAK 
 
RKMA-----L-----------A--------RERKT----V-KTLGIIMGTFIL------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------IVALVLPF------------------ 
 
------------------------------------C--ES------------------- 
 
S-CHMP--T--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------------LLGAI----------IN---------------- 
 
----------WLGYSNSLLNP--------------------------------VIYAYFN 
 
--KDFQNA---FKKIV----------RCK--FCRRR------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Canis_familiaris_5_HT1A_receptor_serotonin_receptor_1A_gi33
439696 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
---------------------------------------MEGLSPRQ------------G 
 



NNTTSS-----------EGP----------------------------------F----- 
 
GTL------GN------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------ATGIS--DV--TFSY---- 
 
Q-----------------------------------VI--T--------SLLLGT---LI 
 
FCAVLG----------------------------NACVVAAIALERSLQ-NV-ANYLIGS 
 
LAVTDLMVSVLVLPMAALYQVL-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------N-KWTLG-----------------QVTCDLFIALD 
 
VLCCTSSILHLCAIALDR---------YWAI----------------------------- 
 
--------T-DPID-YV--NKRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-RRAAALISLTW--LIGF-------------------- 
 
---------------L----------ISIP-P--M---------LG--------W----- 
 
----------RT------------------------------------------------ 
 
--PE-------------D-------------R---SD-----P---------D-ACTISK 
 
DH--GYTIYSTFGA-------FYIPLLLMLVLYG----RIFRAARFRI------------ 
 
-------------RK--------------------------------------------- 
 
-------------------T---------VKK---------------------AERK--- 
 



----------------------------------------------------GA------ 
 
-DARSG------------------------------------------------------ 
 
--------------------------VSPAPQ-------------------------P-- 
 
RKSVNGE----------------------------------------------------- 
 
---PGGREWRQGPGSQAGGPLCTNGAVRRGDD---------------------------- 
 
------------------------------------------------------------ 
 
--------------GAALEVIEVHRVGSSKEHLPLPCEAGAIPCAPASFEKKNERNAEAK 
 
RKMA-----L-----------A--------RERKT----V-KTLGIIMGTFIL------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------IVALVLPF------------------ 
 
------------------------------------C--ES------------------- 
 
S-CHMP--T--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------------LLGAI----------IN---------------- 
 
----------WLGYSNSLLNP--------------------------------VIYAYFN 
 
--KDFQNA---FKKIV----------RCK--FCRRR------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Canis_familiaris_serotonin_receptor_1A_gi27461808 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-MEGLS-----------PRQ-----------------GNNTTSSEGPFGTRGNAT----- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------GISDV--TF--SYQV---- 
 
------------------------------------IT-----------SLLLGT---LI 
 
FCAVLG----------------------------NACVVAAIALERSLQ-NV-ANYLIGS 
 
LAVTDLMVSVLVLPMAALYQVL-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------N-KWTLG-----------------QVTCDLFIALD 
 
VLCCTSSILHLCAIALDR---------YWAI----------------------------- 
 
--------T-DPID-YV--NKRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-RRAAALISLTW--LIGF-------------------- 
 
---------------L----------ISIP-P--M---------LG--------W----- 
 
----------RT------------------------------------------------ 
 
-----------P-----E------------------D-RSDPD-----------ACTISK 
 
DH--GYTIYSTFGA-------FYIPLLLMLVLYG----RIFRAARFRI------------ 
 



-------------RK--------------------------------------------- 
 
--------------------------TVKKAE-----------------------RK--- 
 
----------------------------------------------------GA------ 
 
-DARSG------------------------------------------------------ 
 
------------------------VSPAPQPR-------------------------K-S 
 
VNGEPGG----------------------------------------------------- 
 
------REWRQGPGSKAGGPLCTNGAVRRGDD---------------------------- 
 
------------------------------------------------------------ 
 
--------------GAALEVIEVHRVGSSKEHLPLPCEAGAIPCAPASFEKKNERNAEAK 
 
RKMA-----L-----------A--------RERKT----V-KTLGIIMGTFIL------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------IVALVLPF------------------ 
 
------------------------------------C--ES------------------- 
 
S-CHMP--T--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------------LLGAI----------IN---------------- 
 
----------WLGYSNSLLNP--------------------------------VIYAYFN 
 
--KDFQNA---FKKIV----------RCK--FCRRR------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Homo_sapiens_G_protein_coupled_receptor_gi225717 
 



------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
---------------------------------------MDVLSPGQ------------G 
 
NNTTSP-----------PAP----------------------------------F----- 
 
ETG------GN------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------TTGIS--DV--TVSY---- 
 
Q-----------------------------------VI--T--------SLLLGT---LI 
 
FCAVLG----------------------------NACVVAAIALERSLQ-NV-ANYLIGS 
 
LAVTDLMVSVLVLPMAALYQVL-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------N-KWTLG-----------------QVTCDLFIALD 
 
VLCCTSSILHLCAIALDR---------YWAI----------------------------- 
 
--------T-DPID-YV--NKRT------------------------------------- 
 
------------------------------------------------------------ 
 
-----------------------PRPRALISLTW--LIGF-------------------- 
 
---------------L----------ISIP-P--M---------LG--------W----- 
 
----------RT------------------------------------------------ 
 



--PE-------------D-------------R---SD-----P---------D-ACTISK 
 
DH--GYTIYSTFGA-------FYIPLLLMLVLYG----RIFRAARFRI------------ 
 
-------------RK--------------------------------------------- 
 
-------------------T--------VKKV-----------------------EK--- 
 
----------------------------------------------------TG------ 
 
-ADTRH------------------------------------------------------ 
 
---------GASPAPQPKKSVNGESGSRNWRL-------------------------G-- 
 
VESKAGG----------------------------------------------------- 
 
----ALCANGAVRQGDDGAALEVIEVHRVGNS---------------------------- 
 
------------------------------------------------------------ 
 
-----------------------------KEHLPLPSEAGPTPCAPASFERKNERNAEAK 
 
RKMA-----L-----------A--------RERKT----V-KTLGIIMGTFIL------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------IVALVLPF------------------ 
 
------------------------------------C--ES------------------- 
 
S-CHMP--T--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------------LLGAI----------IN---------------- 
 
----------WLGYSNSLLNP--------------------------------VIYAYFN 
 
--KDFQNA---FKKII----------KCN--FCRQ------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



--------------------------- 
 
>Homo_sapiens_unnamed_protein_product_gi35524 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-MDVLS-----------PGQ-----------------GNNTTSPPAPFETGGNTT----- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------GISDV--TVSYQVIT---- 
 
-------------------------------------------------SLLLGT---LI 
 
FCAVLG----------------------------NACVVAAIALERSLQ-NV-ANYLIGS 
 
LAVTDLMVSVLVLPMAALYQVL-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------N-KWTLG-----------------QVTCDLFIALD 
 
VLCCTSSILHLCAIALDR---------YWAI----------------------------- 
 
--------T-DPID-YV--NKRT------------------------------------- 
 
------------------------------------------------------------ 
 
-----------------------PRPRALISLTW--LIGF-------------------- 
 



---------------L----------ISIP-P--I---------LG--------W----- 
 
----------RT------------------------------------------------ 
 
-----------P-----E------------------D-RSDPD-----------ACTISK 
 
DH--GYTIYSTFGA-------FYIPLLLMLVLYG----RIFRAARFRI------------ 
 
-------------RK--------------------------------------------- 
 
-------------------------------------------------------TV--- 
 
----------------------------------------------------KK------ 
 
-VEKTG------------------------------------------------------ 
 
------------------ADTRHGASPAPQPK-------------------------K-S 
 
VNGESGS----------------------------------------------------- 
 
------RNWRLGVESKAGGALCANGAVRQGDD---------------------------- 
 
------------------------------------------------------------ 
 
--------------GAALEVIEVHRVGNSKEHLPLPSEAGPTPCAPASFERKNERNAEAK 
 
RKMA-----L-----------A--------RERKT----V-KTLGIIMGTFIL------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------IVALVLPF------------------ 
 
------------------------------------C--ES------------------- 
 
S-CHMP--T--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------------LLGAI----------IN---------------- 
 
----------WLGYSNSLLNP--------------------------------VIYAYFN 
 
--KDFQNA---FKKII----------KCN--FCRQ------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Pongo_pygmaeus_5_hydroxytryptamine_1A_receptor_5_HT_1A_Sero
tonin_receptor_1A_5_HT1A_gi48428167 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
---------------------------------------MDVLSPGQ------------G 
 
NNTTSP-----------PAP----------------------------------F----- 
 
ETG------GN------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------TTGIS--DV--TFSY---- 
 
Q-----------------------------------VI--T--------SLLLGT---LI 
 
FCAVLG----------------------------NACVVAAIALERSLQ-NV-ANYLIGS 
 
LAVTDLMVSVLVLPMAALYQVL-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------N-KWTLG-----------------QVTCDLFIALD 
 
VLCCTSSILHLCAIALDR---------YWAI----------------------------- 
 
--------T-DPID-YV--NKRT------------------------------------- 



 
------------------------------------------------------------ 
 
---------------------P-RRAAALISLTW--LIGF-------------------- 
 
---------------L----------ISIP-P--M---------LG--------W----- 
 
----------RT------------------------------------------------ 
 
--PE-------------D-------------R---SD-----P---------D-ACTISK 
 
DH--GYTIYSTFGA-------FYIPLLLMLVLYG----RIFRAARFRI------------ 
 
-------------RK--------------------------------------------- 
 
-------------------T--------VKKV-----------------------EK--- 
 
----------------------------------------------------TG------ 
 
-ADTHH------------------------------------------------------ 
 
---------GASPAPQPKKSVNGESGSRNWRL-------------------------G-- 
 
VESKAGG----------------------------------------------------- 
 
----GLCANGAVRQGDDGAALEVIEVHRVGNS---------------------------- 
 
------------------------------------------------------------ 
 
-----------------------------KEHLPLPSEAGPTPCAPASFERKNERNAEAK 
 
RKMA-----L-----------A--------RERKT----V-KTLGIIMGTFIL------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------IVALVLPF------------------ 
 
------------------------------------C--ES------------------- 
 
S-CHMP--T--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------------LLGAI----------IN---------------- 
 
----------WLGYSNSLLNP--------------------------------VIYAYFN 
 
--KDFQNA---FKKII----------KCK--FCRQ------------------------- 



 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Pan_troglodytes_PREDICTED_similar_to_serotonin_receptor_1A_
gi55624344 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
---------------------------------------MDVLSPGQ------------G 
 
NNTTSP-----------PAP----------------------------------F----- 
 
ETG------GN------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------TSGIS--DV--TFSY---- 
 
Q-----------------------------------VI--T--------SLLLGT---LI 
 
FCAVLG----------------------------NACVVAAIALERSLQ-NV-ANYLIGS 
 
LAVTDLMVSVLVLPMAALYQVL-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



-------------------------N-KWTLG-----------------QVTCDLFIALD 
 
VLCCTSSILHLCAIALDR---------YWAI----------------------------- 
 
--------T-DPID-YV--NKRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-RRAAALISLTW--LIGF-------------------- 
 
---------------L----------ISIP-P--M---------LG--------W----- 
 
----------RT------------------------------------------------ 
 
--PE-------------D-------------R---SD-----P---------D-ACTISK 
 
DH--GYTIYSTFGA-------FYIPLLLMLVLYG----RIFRAARFRI------------ 
 
-------------RK--------------------------------------------- 
 
-------------------T--------VKKV-----------------------EK--- 
 
----------------------------------------------------TG------ 
 
-ADTRH------------------------------------------------------ 
 
---------GASPAQQPKKSVNGESGSRNWRL-------------------------G-- 
 
VESKAGG----------------------------------------------------- 
 
----ALCANGAVRQGDDGAALEVIEVHRVGNS---------------------------- 
 
------------------------------------------------------------ 
 
-----------------------------KEHLPLPSEAGPTPCAPASFERKNERNAEAK 
 
RKMA-----L-----------A--------RERKT----V-KTLGIIMGTFIL------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------IVALVLPF------------------ 
 
------------------------------------C--ES------------------- 
 
S-CHMP--T--------------------------------------------------- 
 
------------------------------------------------------------ 
 



---------------------------LLGAI----------IN---------------- 
 
----------WLGYSNSLLNP--------------------------------VIYAYFN 
 
--KDFQNA---FKKII----------KCK--FCRQ------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Homo_sapiens_5_hydroxytryptamine_serotonin_receptor_1A_gi55
956923 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
---------------------------------------MDVLSPGQ------------G 
 
NNTTSP-----------PAP----------------------------------F----- 
 
ETG------GN------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------TTGIS--DV--TVSY---- 
 
Q-----------------------------------VI--T--------SLLLGT---LI 
 
FCAVLG----------------------------NACVVAAIALERSLQ-NV-ANYLIGS 
 
LAVTDLMVSVLVLPMAALYQVL-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 



 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------N-KWTLG-----------------QVTCDLFIALD 
 
VLCCTSSILHLCAIALDR---------YWAI----------------------------- 
 
--------T-DPID-YV--NKRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-RRAAALISLTW--LIGF-------------------- 
 
---------------L----------ISIP-P--M---------LG--------W----- 
 
----------RT------------------------------------------------ 
 
--PE-------------D-------------R---SD-----P---------D-ACTISK 
 
DH--GYTIYSTFGA-------FYIPLLLMLVLYG----RIFRAARFRI------------ 
 
-------------RK--------------------------------------------- 
 
-------------------T--------VKKV-----------------------EK--- 
 
----------------------------------------------------TG------ 
 
-ADTRH------------------------------------------------------ 
 
---------GASPAPQPKKSVNGESGSRNWRL-------------------------G-- 
 
VESKAGG----------------------------------------------------- 
 
----ALCANGAVRQGDDGAALEVIEVHRVGNS---------------------------- 
 
------------------------------------------------------------ 
 
-----------------------------KEHLPLPSEAGPTPCAPASFERKNERNAEAK 
 
RKMA-----L-----------A--------RERKT----V-KTLGIIMGTFIL------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------IVALVLPF------------------ 
 
------------------------------------C--ES------------------- 



 
S-CHMP--T--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------------LLGAI----------IN---------------- 
 
----------WLGYSNSLLNP--------------------------------VIYAYFN 
 
--KDFQNA---FKKII----------KCK--FCRQ------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Gorilla_gorilla_5_hydroxytryptamine_1A_receptor_5_HT_1A_Ser
otonin_receptor_1A_5_HT1A_gi62286638 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-MDVLS-----------PGQ-----------------GNNTTSPPAPFETGGNTT----- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------GISDV--TFSYQVIT---- 
 
-------------------------------------------------SLLLGT---LI 
 
FCAVLG----------------------------NACVVAAIALERSLQ-NV-ANYLIGS 
 



LAVTDLMVSVLVLPMAALYQVL-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------N-KWTLG-----------------QVTCDLFIALD 
 
VLCCTSSILHLCAIALDR---------YWAI----------------------------- 
 
--------T-DPID-YV--NKRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-RRAAALISLTW--LIGF-------------------- 
 
---------------L----------ISIP-P--M---------LG--------W----- 
 
----------RT------------------------------------------------ 
 
-----------P-----E------------------D-RSDPD-----------ACTISK 
 
DH--GYTIYSTFGA-------FYIPLLLMLVLYG----RIFRAARFRI------------ 
 
-------------RK--------------------------------------------- 
 
-------------------------------------------------------TV--- 
 
----------------------------------------------------KK------ 
 
-VEKTG------------------------------------------------------ 
 
------------------ADTRHGASPAPQPK-------------------------K-S 
 
VNGESGS----------------------------------------------------- 
 
------RNWRLGVESKAGGALCANGAVRQGDD---------------------------- 
 
------------------------------------------------------------ 
 
--------------GAALEVIEVHRVGNSKEHLPLPSEAGPTPCAPASFERKNERNAEAK 
 
RKMA-----L-----------A--------RERKT----V-KTLGIIMGTFIL------- 
 



-------------CW---------------------------LP---------------- 
 
--------------------------FF------IVALVLPF------------------ 
 
------------------------------------C--ES------------------- 
 
S-CHMP--T--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------------LLGAI----------IN---------------- 
 
----------WLGYSNSLLNP--------------------------------VIYAYFN 
 
--KDFQNA---FKKII----------KCK--FCRQ------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Aplysia_californica_G_protein_coupled_5_hydroxytryptamine_r
eceptor_gi3395774 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
---------------------------------------MSWHNISVQRMGRNASLLEAN 
 
MYAMFP-----------GYN-----------------ITTGWPPRDNNSNNSGYFDQVTV 
 
NGS------DR------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
----------------------------------PELLRQYNYHEP--KY--EEPV---- 



 
M-----------------------------------IV--I--------CIFLGC---MI 
 
LAIILG----------------------------NIFVITAILVEKSLQ-GV-SNYLILS 
 
LAVTDLLVAVLVMPLSLIYEI--------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------SIHWFLG-----------------NAVCDMWVSMD 
 
VLCCTASILHLVAIAFDR---------YWAV----------------------------- 
 
----------SNID-YV--RSRN------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------A-RQILLMVAIVW--TVSV-------------------- 
 
---------------F----------ISIS-P--L---------FG--------W-RHDS 
 
----------DD------------------------------------------------ 
 
-----------P------------------------E---LTG-----------QCLISQ 
 
DH--GYTVFSTVGR-------FYCPLLLMLVINF----KIYRAARYRI------------ 
 
-------------RK--------------------------------------------- 
 
-------------------K--------RFGG---------------------RGGK--- 
 
----------------------------------------------------HQ------ 
 
-ALHVP------------------------------------------------------ 
 
----LPAVTVDTSHRQILATLEGDVSQDGISM-------------------------Y-M 
 
PSCTNAM----------------------------------------------------- 
 
------TSTRVEHGETARCPGEWSTRRPAGSK---------------------------- 
 
------------------------------------------------------------ 



 
-----------PDSHVVQHTDRPSMHLLASPYPVQEPRSRFQQQRHQKTETHRQRVVFRR 
 
EKME-----M-----------A--------RERKV----WLRVLGIITGAFVV------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------VVAVVKPM------------------ 
 
------------------------------------CGTP-------------------- 
 
C-DMPS--Y--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------V-----Y--SL----------FL---------------- 
 
----------WLGYVNSLINP--------------------------------IIYTIFN 
 
--PSFRCA---FNKIF-----------LR--RIKSVNRIT-------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Canis_familiaris_unnamed_protein_product_gi901 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------MSPPN------------Q 
 
SLEGLL-----------QEA-----------------------------SNRSLN----- 
 
ATE------TP------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 



 
------------------------------------------------------------ 
 
-----------------------------------------EAWGP--ET--LQAL---- 
 
K-----------------------------------IS--L--------ALLLSI---IT 
 
MATALS----------------------------NAFVLTTIFLTRKLH-TP-ANYLIGS 
 
LAMTDLLVSILVMPISIAYTTT-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------R-TWSFG-----------------QILCDIWLSSD 
 
ITCCTASILHLCVIALDR---------YWAI----------------------------- 
 
--------T-DALE-YS--KRRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------A-GRAAVMIATVW--VISI-------------------- 
 
---------------C----------ISIP-P-LF-------------------W----R 
 
----------QA------------------------------------------------ 
 
-----------------K-------------A---QE---DMS-----------DCQVNT 
 
SQI-SYTIYSTCGA-------FYIPSVLLIILYG----RIYVAARNRI------------ 
 
------------------------------------------------------------ 
 
-------------------L--------NPPS---------------------LYGK--- 
 
----------------------------------------------------RF------ 
 
-TTAQL------------------------------------------------------ 
 
------------------ITGSAGSSLCSLSP-------------------------S-- 
 
LQEERSH----------------------------------------------------- 



 
-----------AAGPPLFFNHVQVKLAEGVLE---------------------------- 
 
------------------------------------------------------------ 
 
-----------------------------------------------------------R 
 
KRIS-----A-----------A--------RERKA----T-KTLGIILGAFIV------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------VASLVLPI------------------ 
 
------------------------------------C--RA----------S-------- 
 
C-WLHP--A--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------L-----F--DF----------FT---------------- 
 
----------WLGYLNSLINP--------------------------------IIYTVFN 
 
--EEFRQA---FQRVV----------HVR--KAS-------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Oryctolagus_cuniculus_5HT1D_alpha_serotonin_receptor_gi1004
282 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------MSPSN------------Q 
 
SAEGLP-----------QEA-----------------------------ANRSLN----- 
 



ATG------TP------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------EAWDP--GT--LQAL---- 
 
K-----------------------------------IS--L--------AVVLSI---IT 
 
VATVLS----------------------------NTFVLTTILLTRKLH-TP-ANYLIGS 
 
LATTDLLVSILVMPISIAYTIT-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------H-TWNFG-----------------QVLCDIWVSSD 
 
ITCCTASILHLCVIALDR---------YWAI----------------------------- 
 
--------T-DALE-YS--KRRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------A-GHAAAMIAVVW--AISI-------------------- 
 
---------------C----------ISIP-P-LF-------------------W----R 
 
----------QA------------------------------------------------ 
 
--KA-------H-----E------------------E----VS-----------DCLVNT 
 
SQI-SYTIYSTCGA-------FYIPSVLLIVLYG----RIYMAARNRI------------ 
 
-------------LN--------------------------------------------- 
 
-----------------------------PPS---------------------LYGK--- 
 
----------------------------------------------------RF------ 
 



-TTAHL------------------------------------------------------ 
 
------------------ITGSAGSSLCSLSP-------------------------S-- 
 
LGEGHSH----------------------------------------------------- 
 
-----------SAGSPLFFNPVRIKLADSVLE---------------------------- 
 
------------------------------------------------------------ 
 
-----------------------------------------------------------R 
 
KRIS-----A-----------A--------RERKA----T-KTLGIILGAFIG------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------VASLVLPI------------------ 
 
------------------------------------C--RD----------S-------- 
 
C-WMPP--G--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------L-----F--DF----------FT---------------- 
 
----------WLGYLNSLINP--------------------------------IIYTVFN 
 
--EDFRQA---FQRVI----------HFR--KAF-------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Oryctolagus_cuniculus_5_HT1D_alpha_receptor_gi2148993 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



-------------------------------------------MS--------------- 
 
-PSNQS-----------AEG-----------------------------LP---Q----- 
 
EAA------NR------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------SL---------------------NATGT---P--EIWD---- 
 
P-------GTLQALK---------------------IS--L--------AVVLSI---IT 
 
VATVLS----------------------------NTFVLTTILLTRKLH-TP-ANYLIGS 
 
LATTDLLVSILVMPISIAYTIT-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------H-TWNFG-----------------QVLCDIWVSSD 
 
ITCCTASILHLCVIALDR---------YWAI----------------------------- 
 
--------T-DALE-YS--KRRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------A-GHAAAMIAVVW--AISI-------------------- 
 
---------------C----------ISIP-P-LF-------------------W----R 
 
--------QAKA------------------------------------------------ 
 
-----------H-----E------------------E-----V---------S-DCLVNT 
 
SQI-SYTIYSTCGA-------FYIPSVLLIVLYG----RIYMAARNRI------------ 
 
-------------LN--------------------------------------------- 
 



-------------------P---------PSL-----------------------YG--- 
 
------------------------------------K-R-------------FT------ 
 
--TAHL------------------------------------------------------ 
 
---------------ITGSAGSS---LCSLSP-------------------------S-- 
 
LGEGHSH---------------------------S------------------------- 
 
------------AGSPLFFNPVRIKLADSVLE---------------------------- 
 
------------------------------------------------------------ 
 
-----------------------------------------------------------R 
 
KRIS-----A-----------A--------RERKA----T-KTLGIILGAFIG------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------VASLVLPI------------------ 
 
------------------------------------C---RDS----------------- 
 
C-WMPP--G--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------L-----F--DF----------FT---------------- 
 
----------WLGYLNSLINP--------------------------------IIYTVFN 
 
--EDFRQA---FQRVI----------HFR--KAF-------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Homo_sapiens_5_hydroxytryptamine_serotonin_receptor_1D_gi45
04535 
 
------------------------------------------------------------ 



 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-MSPLN-----------QSA-----------------EGLPQEASNRSLNATETS----- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------EAWDP--RTLQALKI---- 
 
------------------------------------SL-----------AVVLSV---IT 
 
LATVLS----------------------------NAFVLTTILLTRKLH-TP-ANYLIGS 
 
LATTDLLVSILVMPISIAYTIT-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------H-TWNFG-----------------QILCDIWLSSD 
 
ITCCTASILHLCVIALDR---------YWAI----------------------------- 
 
--------T-DALE-YS--KRRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------A-GHAATMIAIVW--AISI-------------------- 
 
---------------C----------ISIP-P------------LF--------W----R 
 
----------QA------------------------------------------------ 
 
-----------------K------------------A-QEEMS-----------DCLVNT 



 
SQI-SYTIYSTCGA-------FYIPSVLLIILYG----RIYRAARNRI------------ 
 
-------------LN--------------------------------------------- 
 
------------------------------------------------------------ 
 
----------------------------------------------------PPSLYGKR 
 
FTTAHL------------------------------------------------------ 
 
------------------ITGSAGSSLCSLNS-------------------------S-- 
 
LHEGHSH----------------------------------------------------- 
 
-----------SAGSPLFFNHVKIKLADSALE---------------------------- 
 
------------------------------------------------------------ 
 
----------------------------------------------------------RK 
 
RISA-----A--------------------RERKA----T-KILGIILGAFII------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------VVSLVLPI------------------ 
 
------------------------------------CRDS-------------------- 
 
C-WIHP--A--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------L-----F--DF----------FT---------------- 
 
----------WLGYLNSLINP--------------------------------IIYTVFN 
 
--EEFRQA---FQKIV---------------PFRKAS----------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 



 
>_synthetic_Homo_sapiens_5_hydroxytryptamine_serotonin_recep
tor_1D_synthetic_construct_gi30584355 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------MSPL-----------------------------NQSAEG--------------- 
 
-LPQEA-----------SNR-----------------------------SL---N----- 
 
ATE------TS------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------E---------------------AWDPR---T--LQAL---- 
 
K-----------------------------------IS--L--------AVVLSV---IT 
 
LATVLS----------------------------NAFVLTTILLTRKLH-TP-ANYLIGS 
 
LATTDLLVSILVMPISIAYTIT-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------H-TWNFG-----------------QILCDIWLSSD 
 
ITCCTASILHLCVIALDR---------YWAI----------------------------- 
 
--------T-DALE-YS--KRRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------A-GHAATMIAIVW--AISI-------------------- 
 



---------------C----------ISIP-P-LF-------------------W----R 
 
----------QA------------------------------------------------ 
 
--KA-------Q-----E------------------E-----M---------S-DCLVNT 
 
SQI-SYTIYSTCGA-------FYIPSVLLIILYG----RIYRAARNRI------------ 
 
-------------LN--------------------------------------------- 
 
-------------------P---------PSL-----------------------YG--- 
 
------------------------------------K-R-------------FT------ 
 
--TAHL------------------------------------------------------ 
 
---------------ITGSAGSS---LCSLNS-------------------------S-- 
 
LHEGHSH---------------------------S------------------------- 
 
----------------------------AGSP---------------------------- 
 
------------------------------------------------------------ 
 
-------------------------------------------LFFNHVKIKLADSALER 
 
KRIS-----A-----------A--------RERKA----T-KILGIILGAFII------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------VVSLVLPI------------------ 
 
------------------------------------C---RD---------S-------- 
 
C-WIHP--A--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------L-----F--DF----------FT---------------- 
 
----------WLGYLNSLINP--------------------------------IIYTVFN 
 
--EEFRQA---FQKIV----------PFR--KASL------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Pan_troglodytes_PREDICTED_5_hydroxytryptamine_serotonin_rec
eptor_1D_gi55586453 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------------------------MS--------------- 
 
-PLNQS-----------AEG-----------------------------LP---Q----- 
 
EAS------NR------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------SL---------------------NATET---S--EAWD---- 
 
P-------RTLQALK---------------------IS--L--------AVVLSI---IT 
 
LATVLS----------------------------NAFVLTTILLTRKLH-TP-ANYLIGS 
 
LATTDLLVSILVMPISIAYTIT-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------H-TWNFG-----------------QILCDIWLSSD 
 
ITCCTASILHLCVIALDR---------YWAI----------------------------- 
 
--------T-DALE-YS--KRRT------------------------------------- 



 
------------------------------------------------------------ 
 
---------------------A-GHAATMIAIVW--AISI-------------------- 
 
---------------C----------ISIP-P-LF-------------------W----R 
 
--------QAKA------------------------------------------------ 
 
-----------Q-----E------------------E-----M---------S-DCLVNT 
 
SQI-SYTIYSTCGA-------FYIPSVLLIILYG----RIYRAARNRI------------ 
 
-------------LN--------------------------------------------- 
 
-------------------P---------PSL-----------------------YG--- 
 
--------------------------------------K-------------RF------ 
 
--TTAH------------------------------------------------------ 
 
--------------LITGSAGSS---LCSLNS-------------------------S-- 
 
LHEGHSH---------------------------S------------------------- 
 
------------AGSPLFFNHVKIKLADSALE---------------------------- 
 
------------------------------------------------------------ 
 
-----------------------------------------------------------R 
 
KRIS-----A-----------A--------RERKA----T-KTLGIILGAFII------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------VVSLVLPI------------------ 
 
------------------------------------C---RDS----------------- 
 
C-WIHP--A--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------L-----F--DF----------FT---------------- 
 
----------WLGYLNSLINP--------------------------------IIYTVFN 
 
--EEFRQA---FQKIV----------PFR--KAS-------------------------- 



 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Bos_taurus_PREDICTED_similar_to_5_hydroxytryptamine_1D_rece
ptor_5_HT_1D_Serotonin_receptor_1D_5_HT_1D_alpha_gi61822459 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------MSLPN------------Q 
 
SAEGLL-----------QGA-----------------------------PNRSLN----- 
 
ATA------TQ------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------GAWDP--GT--LQAL---- 
 
K-----------------------------------IA--L--------VVLLSI---IT 
 
LATVLS----------------------------NAFVLTTIFLTRKLH-TP-ANCLIGS 
 
LAMTDLLVSILVMPISIAYTTT-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



-------------------------H-TWSFG-----------------QLLCDIWLSSD 
 
ITCCTASILHLCVIALDR---------YWAI----------------------------- 
 
--------T-DALE-YS--KRRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------V-GHAAAMITVVW--AISV-------------------- 
 
---------------C----------ISIP-P-LF-------------------W----R 
 
----------QA------------------------------------------------ 
 
-----------------K-------------T---HE----EM---------S-DCLVNT 
 
SQI-SYTIYSTCGA-------FYIPSVLLIILYG----RIYMAARNRI------------ 
 
-------------LN--------------------------------------------- 
 
-----------------------------PPS---------------------LYGK--- 
 
----------------------------------------------------RF------ 
 
-TTAHL------------------------------------------------------ 
 
------------------ITGSAGSSLCSLNP-------------------------S-- 
 
LHEGHSH----------------------------------------------------- 
 
-----------SAGSPLFFNHVKIKLADSVLE---------------------------- 
 
------------------------------------------------------------ 
 
-----------------------------------------------------------R 
 
KRIS-----A-----------A--------RERKA----T-KTLGIILGAFIV------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------VASLVLPI------------------ 
 
------------------------------------C--RD----------S-------- 
 
C-WIHP--A--------------------------------------------------- 
 
------------------------------------------------------------ 
 



---------------------L-----F--DF----------FT---------------- 
 
----------WLGYLNSLINP--------------------------------IIYTMFN 
 
--EEFRQA---FQKVV----------RFR--KTS-------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Sus_scrofa_serotonin_receptor_1D_gi1903314 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-AMTDLLVSILVMPISIPYTIT-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------Q-TWSFG-----------------QLLCDIWLSSD 
 
ITCCTASILHLCVIALDR---------YWAI----------------------------- 
 
--------T-DALE-YS--KRRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------A-GHAAAMIAIVW--AISI-------------------- 
 
---------------C----------ISIP-P------------LF--------W----R 
 
----------QA------------------------------------------------ 
 
-----------------R------------------A-HEEIS-----------DCLVNT 
 
SQI-SYTIYSTCGA-------FYIPSLLLIILYG----RIYRAARNRI------------ 
 
-------------LN--------------------------------------------- 
 
------------------------------------------------------------ 
 
----------------------------------------------------PPSLYGKR 
 
FTTAHL------------------------------------------------------ 
 
------------------ITGSAGSSLCSLNP-------------------------S-- 
 
LHEGHSH----------------------------------------------------- 
 
-----------SAGSPLFFNHVKIKLADSVLE---------------------------- 
 
------------------------------------------------------------ 
 
-----------------------------------------------------------R 
 
KRIS-----A-----------A--------RERKA----T-KTLGIILGAFII------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------VASLVLPI------------------ 
 
------------------------------------CRDS-------------------- 
 



C-WIHP--A--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------L-----F--DF----------FT---------------- 
 
----------WLGYLNSLINP--------------------------------IIYTVFN 
 
--EEFRQA---FQKVV-------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Sus_scrofa_5_HT1D_receptor_gi55742652 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
---------------------------------------MSPPNQ--------------- 
 
-SVEDL-----------LQG-----------------------------TS---N----- 
 
RSL------NA------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------T---------------------ETPKA---W--DPGT---- 
 
L-------QVLK------------------------IS--L--------AVVLSI---IT 
 
LATVLS----------------------------NAFVLTTIFLTRKLH-TP-ANYLIGS 
 
LAMTDLLVSILVMPISIPYTIT-------------------------------------- 
 



------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------Q-TWSFG-----------------QLLCDIWLSSD 
 
ITCCTASILHLCVIALDR---------YWAI----------------------------- 
 
--------T-DALE-YS--KRRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------A-GHAAAMIAIVW--AISI-------------------- 
 
---------------C----------ISIP-P-LF-------------------W----R 
 
--------QARA------------------------------------------------ 
 
-----------H-----E------------------E-----I---------S-DCLVNT 
 
SQI-SYTIYSTCGA-------FYIPSLLLIILYG----RIYRAARNRI------------ 
 
-------------LN--------------------------------------------- 
 
-------------------P---------PSL-----------------------YG--- 
 
----------------------------------------------------KR------ 
 
--FTTA------------------------------------------------------ 
 
-------------HLITGSAGSS---LCSLNP-------------------------S-- 
 
LHEEHAH---------------------------S------------------------- 
 
------------AGSPLFFNHVKIKLADSVLE---------------------------- 
 
------------------------------------------------------------ 
 
-----------------------------------------------------------R 
 
KRIS-----A-----------A--------RERKA----T-KTLGIILGAFII------- 
 
-------------CW---------------------------LP---------------- 
 



--------------------------FF------VASLVLPI------------------ 
 
------------------------------------C---RDS----------------- 
 
C-WIHP--A--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------L-----F--DF----------FT---------------- 
 
----------WLGYLNSLINP--------------------------------IIYTVFN 
 
--EEFRQA---FQKVV----------HFR--KAS-------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Cavia_porcellus_seretonin_receptor_1D_gi1154643 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-MSPPN-----------QSE-----------------EGLPQEASNRSLNATETP----- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------GDWDP--GLLQALKV---- 
 
------------------------------------SL-----------VVVLSI---IT 
 



LATVLS----------------------------NAFVLTTILLTRKLH-TP-ANYLIGS 
 
LATTDLLVSILVMPISIAYTTT-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------R-TWNFG-----------------QILCDIWVSSD 
 
ITCCTASILHLCVIALDR---------YWAI----------------------------- 
 
--------T-DALE-YS--KRRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------A-GHAGAMIAAVW--VISI-------------------- 
 
---------------C----------ISIP-P------------LF--------W----R 
 
----------QA------------------------------------------------ 
 
-----------------Q------------------A-QEEMS-----------DCLVNT 
 
SQI-SYTIYSTCGA-------FYIPSVLLIILYS----RIYRAARSRI------------ 
 
-------------LN--------------------------------------------- 
 
-----------------------------PPS-----------------------LS--- 
 
----------------------------------------------------GKRFTTAH 
 
LITGSA------------------------------------------------------ 
 
---------------------------------------------------------GSS 
 
LCSLNPS----------------------------------------------------- 
 
-----LHEGHMHPGSPLFFNHVRIKLADSVLE---------------------------- 
 
------------------------------------------------------------ 
 
----------------------------------------------------------RK 
 



RISA-----A--------------------RERKA----T-KTLGIILGAFIV------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------VVSLVLPI------------------ 
 
------------------------------------CRDS-------------------- 
 
C-WIHP--A--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------L-----F--DF----------FT---------------- 
 
----------WLGYLNSLINP--------------------------------IIYTVFN 
 
--EDFRQA---FQKVV---------------HFRKAS----------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Cavia_porcellus_5_HT1D_receptor_gi2149131 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
---------------------------------------MSPPNQ--------------- 
 
-SEEGL-----------PQE-----------------------------AS---N----- 
 
RSL------NA------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



-------------------T---------------------ETPGD---W--DPGL---- 
 
L-------QALK------------------------VS--L--------VVVLSI---IT 
 
LATVLS----------------------------NAFVLTTILLTRKLH-TP-ANYLIGS 
 
LATTDLLVSILVMPISIAYTTT-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------R-TWNFG-----------------QILCDIWVSSD 
 
ITCCTASILHLCVIALDR---------YWAI----------------------------- 
 
--------T-DALE-YS--KRRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------A-GHAGAMIAAVW--VISI-------------------- 
 
---------------C----------ISIP-P-LF-------------------W----R 
 
--------QAQA------------------------------------------------ 
 
-----------Q-----E------------------E-----M---------S-DCLVNT 
 
SQI-SYTIYSTCGA-------FYIPSVLLIILYS----RIYAAARSRI------------ 
 
-------------LN--------------------------------------------- 
 
-------------------P---------PSL-----------------------SG--- 
 
------------------------------------K-R-------------FT------ 
 
--TAHL------------------------------------------------------ 
 
---------------ITGSAGSS---LCSLNP-------------------------S-- 
 
LHEGHMH---------------------------P------------------------- 
 
-------------GSPLFFNHVRIKLADSVLE---------------------------- 
 



------------------------------------------------------------ 
 
-----------------------------------------------------------R 
 
KRIS-----A-----------A--------RERKA----T-KTLGIILGAFIV------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------VVSLVLPI------------------ 
 
------------------------------------C---RDS----------------- 
 
C-WIHP--A--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------L-----F--DF----------FT---------------- 
 
----------WLGYLNSLINP--------------------------------IIYTVFN 
 
--EDFRQA---FQKVV----------HFR--KAS-------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Rattus_norvegicus_5_hydroxytryptamine_serotonin_receptor_1D
_gi6981056 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
---------------------------------------MSLPNQSL------------E 
 
GLPQEA-----------SNR----------------------------------S----- 
 
LNA------TG------------------------------------------------- 
 
------------------------------------------------------------ 



 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------AWDP--EV--LQAL---- 
 
R-----------------------------------IS--L--------VVVLSI---IT 
 
LATVLS----------------------------NAFVLTTILLTKKLH-TP-ANYLIGS 
 
LATTDLLVSILVMPISIAYTTT-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------R-TWNFG-----------------QILCDIWVSSD 
 
ITCCTASILHLCVIALDR---------YWAI----------------------------- 
 
--------T-DALE-YS--KRRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------A-GHAAAMIAAVW--AISI-------------------- 
 
---------------C----------ISIP-P-LF-------------------W----R 
 
----------QA------------------------------------------------ 
 
--TA-------H-----E------------------E----MS-----------DCLVNT 
 
SQI-SYTIYSTCGA-------FYIPSILLIILYG----RIYVAARSRI------------ 
 
-------------LN--------------------------------------------- 
 
-----------------------------PPS---------------------LYGK--- 
 
----------------------------------------------------RF------ 
 
-TTAQL------------------------------------------------------ 
 
------------------ITGSAGSSLCSLNP-------------------------S-- 



 
LHESHTH----------------------------------------------------- 
 
-----------TVGSPLFFNQVKIKLADSILE---------------------------- 
 
------------------------------------------------------------ 
 
-----------------------------------------------------------R 
 
KRIS-----A-----------A--------RERKA----T-KTLGIILGAFII------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------VVSLVLPI------------------ 
 
------------------------------------C--RD----------S-------- 
 
C-WIHP--A--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------L-----F--DF----------FT---------------- 
 
----------WLGYLNSLINP--------------------------------VIYTVFN 
 
--EDFRQA---FQRVV----------HFR--KAS-------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Mus_musculus_serotonin_1D_receptor_gi1154871 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
---------------------------------------MSLPNQSL------------E 
 
GLPQEA-----------SNR----------------------------------S----- 



 
LNA------TG------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------AWDP--EV--LQAL---- 
 
R-----------------------------------IS--L--------VVVLSV---IT 
 
LATVLS----------------------------NAFVLTTILLTKKLH-TP-ANYLIGS 
 
LATTDLLVSILVMPISIAYTTT-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------R-TWNFG-----------------QILCDIWVSSD 
 
ITCCTASILHLCVIALDR---------YWAI----------------------------- 
 
--------T-DALE-YS--KRRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------A-GHAAAMIAAVW--IISI-------------------- 
 
---------------C----------ISIP-P-LF-------------------W----R 
 
----------QA------------------------------------------------ 
 
--TA-------H-----E------------------E----MS-----------DCLVNT 
 
SQI-SYTIYSTCGA-------FYIPSILLIILYG----RIYVAARSRI------------ 
 
-------------LN--------------------------------------------- 
 
-----------------------------PPS---------------------LYGK--- 
 
----------------------------------------------------RF------ 



 
-TTAQL------------------------------------------------------ 
 
------------------ITGSAGSSLCSLNP-------------------------S-- 
 
LHESHTH----------------------------------------------------- 
 
-----------TVGSPLFFNQVKIKLADSILE---------------------------- 
 
------------------------------------------------------------ 
 
-----------------------------------------------------------R 
 
KRIS-----A-----------A--------RERKA----T-KTLGIILGAFII------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------VVSLVLPI------------------ 
 
------------------------------------C--RD----------S-------- 
 
C-WIHP--A--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------L-----F--DF----------FT---------------- 
 
----------WLGYLNSLINP--------------------------------VIYTVFN 
 
--EDFRQA---FQKVV----------HFR--KAS-------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Mus_musculus_5_hydroxytryptamine_serotonin_receptor_1D_gi31
542974 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



------------------------------------------------------------ 
 
---------------------------------------MSPPNQSL------------E 
 
GLPQEA-----------SNR----------------------------------S----- 
 
LNV------TG------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------AWDP--EV--LQAL---- 
 
R-----------------------------------IS--L--------VVVLSV---IT 
 
LATVLS----------------------------NAFVLTTILLTKKLH-TP-ANYLIGS 
 
LATTDLLVSILVMPISIAYTTT-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------R-TWNFG-----------------QILCDIWVSSD 
 
ITCCTASILHLCVIALDR---------YWAI----------------------------- 
 
--------T-DALE-YS--KRRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------A-GHAAAMIAAVW--IISI-------------------- 
 
---------------C----------ISIP-P-LF-------------------W----R 
 
----------QA------------------------------------------------ 
 
--TA-------H-----E------------------E----MS-----------DCLVNT 
 
SQI-SYTIYSTCGA-------FYIPSILLIILYG----RIYVAARSRI------------ 
 



-------------LN--------------------------------------------- 
 
-----------------------------PPS---------------------LYGK--- 
 
----------------------------------------------------RF------ 
 
-TTAQL------------------------------------------------------ 
 
------------------ITGSAGSSLCSLNP-------------------------S-- 
 
LHESHTH----------------------------------------------------- 
 
-----------TVGSPLFFNQVKIKLADSILE---------------------------- 
 
------------------------------------------------------------ 
 
-----------------------------------------------------------R 
 
KRIS-----A-----------A--------RERKA----T-KTLGIILGAFII------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------VVSLVLPI------------------ 
 
------------------------------------C--RD----------S-------- 
 
C-WIHP--A--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------L-----F--DF----------FT---------------- 
 
----------WLGYLNSLINP--------------------------------VIYTVFN 
 
--EDFRQA---FQKVV----------HFR--KIS-------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Mus_musculus_Htr1d_protein_gi73695416 
 



------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
---------------------------------------MSPPNQSL------------E 
 
GLPQEA-----------SNR----------------------------------S----- 
 
LNA------TG------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------AWDP--EV--LQAL---- 
 
R-----------------------------------IS--L--------VVVLSV---IT 
 
LATVLS----------------------------NAFVLTTILLTKKLH-TP-ANYLIGS 
 
LATTDLLVSILVMPISIAYTTT-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------R-TWNFG-----------------QILCDIWVSSD 
 
ITCCTASILHLCVIALDR---------YWAI----------------------------- 
 
--------T-DALE-YS--KRRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------A-GHAAAMIAAVW--IISI-------------------- 
 
---------------C----------ISIP-P-LF-------------------W----R 
 
----------QA------------------------------------------------ 
 



--TA-------H-----E------------------E----MS-----------DCLVNT 
 
SQI-SYTIYSTCGA-------FYIPSILLIILYG----RIYVAARSRI------------ 
 
-------------LN--------------------------------------------- 
 
-----------------------------PPS---------------------LYGK--- 
 
----------------------------------------------------RF------ 
 
-TTAQL------------------------------------------------------ 
 
------------------ITGSAGSSLCSLNP-------------------------S-- 
 
LHESHTH----------------------------------------------------- 
 
-----------TVGSPLFFNQVKIKLADSILE---------------------------- 
 
------------------------------------------------------------ 
 
-----------------------------------------------------------R 
 
KRIS-----A-----------A--------RERKA----T-KTLGIILGAFII------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------VVSLVLPI------------------ 
 
------------------------------------C--RD----------S-------- 
 
C-WIHP--A--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------L-----F--DF----------FT---------------- 
 
----------WLGYLNSLINP--------------------------------VIYTVFN 
 
--EDFRQA---FQKVV----------HFR--KIS-------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



--------------------------- 
 
>Mus_musculus_serotonin_1D_receptor_gi438789 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
----------------------------WAI----------------------------- 
 
--------T-DALE-YS--KRRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------A-GHAAAMIAAVW--IISI-------------------- 
 



---------------C----------ISIP-P-LF-------------------W----R 
 
----------QA------------------------------------------------ 
 
--TA-------H-----E------------------E-----M---------S-DCLVNT 
 
SQI-SYTIYSTCGA-------FYIPSILLIILYG----RIYVAARSRI------------ 
 
-------------LN--------------------------------------------- 
 
-------------------P---------PSL-----------------------YG--- 
 
------------------------------------K-R-------------FT------ 
 
--TAQL------------------------------------------------------ 
 
------------------------------IT-------------------------G-- 
 
SAGSSLC---------------------------S------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
LNPS-----L--------------------HESHT------HTVG--------------- 
 
------------------------------------------SP---------------- 
 
--------------------------LF------FNQVKIKL------------------ 
 
---------------------------------------------------A-------- 
 
D-SILE--R--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------------K--RI---------------------------- 
 
----------------SAARE--------------------------------------- 
 
--RKATKT---LGIIL----------GA-------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Danio_rerio_PREDICTED_similar_to_5_hydroxytryptamine_1D_rec
eptor_gi68387813 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------------MDLF---NSSDEFFL------------I 
 
NATVSP-----------TTL---------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------ESWDD--AT--LLSL---- 
 
Q-----------------------------------IS--I--------SAMLAI---VT 
 
LATALS----------------------------NAFVIATIFLTRKLH-TP-ANFLIGS 
 
LAATDLLVSILVMPISIVYTVS-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------K-TWTLG-----------------QIVCDIWLSSD 
 
ITFCTASILHLCVIALDR---------YWAI----------------------------- 
 
--------T-DALE-YS--KRRT------------------------------------- 



 
------------------------------------------------------------ 
 
---------------------M-RRAALMIVIVW--VISV-------------------- 
 
---------------S----------ISLP-P-LF-------------------W----R 
 
----------QA------------------------------------------------ 
 
--KA-------H-----E------------------E----LT-----------ECMVNT 
 
DQI-SYTLYSTFGA-------FYVPTVLLMILYG----RIYVAARSRI------------ 
 
-------------FK--------------------------------------------- 
 
-------------------T---------PAT---------------------SGKR--- 
 
------------------------------------FTA-------------AQ------ 
 
-LIQNS------------------------------------------------------ 
 
--------------AGSSLCSLNSTSNQEGHL-------------------------N-- 
 
AGGGGGS----------------------------------------------------- 
 
-----GGGGGGGGGSPLFTNSVKVKLADSVLE---------------------------- 
 
------------------------------------------------------------ 
 
-----------------------------------------------------------R 
 
KRLC-----A-----------A--------REKKA----T-KTLGIILGAFIV------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------VFTLVMGV------------------ 
 
------------------------------------C--KD------------------- 
 
C-WYHP--V--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------L-----F--DV----------FT---------------- 
 
----------WLGYLNSLINP--------------------------------VIYTAFN 
 
--DDFKQA---FHKLI----------KFK--RCY-------------------------- 



 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Danio_rerio_PREDICTED_similar_to_5_hydroxytryptamine_1D_rec
eptor_gi68387874 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-MDLFN-----------SSD---------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------EFFLINATVS--PTTLESWD---- 
 
------------------------------DATLLSLQISI--------SAMLAI---VT 
 
LATALS----------------------------NAFVIATIFLTRKLH-TP-ANFLIGS 
 
LAATDLLVSILVMPISIVYTVS-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



-------------------------K-TWTLG-----------------QIVCDIWLSSD 
 
ITFCTASILHLCVIALDR---------YWAI----------------------------- 
 
--------T-DALE-YS--KRRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------M-RRAALMIVIVW--VISV-------------------- 
 
---------------S----------ISLP-P------------LF--------W----R 
 
----------QA------------------------------------------------ 
 
-----------------K------------------A-HEELT-----------ECMVNT 
 
DQI-SYTLYSTFGA-------FYVPTVLLMILYG----RIYVAARSRI------------ 
 
-------------FK--------------------------------------------- 
 
-----------------------------TPA-----------------------TS--- 
 
----------------------------------------------------GKRFTAAQ 
 
LIQNSA------------------------------------------------------ 
 
--------------GSSLCSLNSTSNQEGHLH---------------------------- 
 
AGGGGGS----------------------------------------------------- 
 
-----GGGGGGGGGSPLFTNSVKVKLADSVLE---------------------------- 
 
------------------------------------------------------------ 
 
-----------------------------------------------------------R 
 
KRLC------------------------AAREKKA----T-KTLGIILGAFIV------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------VFTLVMGV------------------ 
 
------------------------------------C--KD------------------- 
 
C-WYHP--V--------------------------------------------------- 
 
------------------------------------------------------------ 
 



---------------------L-----F--DV----------FT---------------- 
 
----------WLGYLNSLINP--------------------------------VIYTAFN 
 
--DDFKQA---FHKLI-------KFKRCY------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Takifugu_rubripes_serotonin_receptor_gi1770280 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
---------------------------------------MELDNNSL------------D 
 
YFSSNF-----------TDI----------------------------------P----- 
 
SNT------TV------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------AHWTE--AT--LLGL---- 
 
Q-----------------------------------IS--V--------SVVLAI---VT 
 
LATMLS----------------------------NAFVIATIFLTRKLH-TP-ANFLIGS 
 
LAVTDMLVSILVMPISIVYTVS-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------K-TWSLG-----------------QIVCDIWLSSD 
 
ITFCTASILHLCVIALDR---------YWAI----------------------------- 
 
--------T-DALE-YS--KRRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------M-RRAAVMVAVVW--VISI-------------------- 
 
---------------S----------ISMP-P-LF-------------------W----R 
 
----------QA------------------------------------------------ 
 
-----------------K-------------A---HE---ELK-----------ECMVNT 
 
DQI-SYTLYSTFGA-------FYVPTVLLIILYG----RIYVAARSRI------------ 
 
-------------FK--------------------------------------------- 
 
-----------------------------TPS---------------------YSGK--- 
 
----------------------------------------------------RF------ 
 
-TTAQL------------------------------------------------------ 
 
------------IQTSAGSSLCSLNSASNQEA-------------------------H-- 
 
LHSGAGG----------------------------------------------------- 
 
----------EGGGSPLFVNSVKVKLADNVLE---------------------------- 
 
------------------------------------------------------------ 
 
-----------------------------------------------------------R 
 
KRLC-----A-----------A--------RERKA----T-KTLGIILGAFII------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------VVTLVWAI------------------ 
 
------------------------------------C--KE------------------- 
 



C-SFDP--L--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------L-----F--DV----------FT---------------- 
 
----------WLGYLNSLINP--------------------------------VIYTVFN 
 
--DEFKQA---FQKLI----------KFR--R---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Oreochromis_mossambicus_5_hydroxytryptamine_1D_receptor_gi3
2478148 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-MELDN-----------SSL-----------------DYFIRNFTEIPNTTTTPP----- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
----------------------------------------WSEATL--LG-LQVSL---- 
 
-------------------------------------------------SALLAI---VT 
 
LATVLS----------------------------NAFVIATIFLTRKLH-TP-ANFLIGS 
 
LAVTDLLVSILVMPISIVYTVS-------------------------------------- 



 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------K-TWSLG-----------------QIVCDIWLSSD 
 
ITFCTASILHLCVIALDR---------YWAI----------------------------- 
 
--------T-HALE-YS--KRRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------M-RRAGIMVGVVW--VISI-------------------- 
 
---------------S----------ISMP-P-LF-------------------W----R 
 
----------QA------------------------------------------------ 
 
-----------------K------------------A-HEELT-----------ECMVNT 
 
DQI-SYTLYSTFGA-------FYVPTVLLIILYG----RIYVAARSRI------------ 
 
-------------FK--------------------------------------------- 
 
-----------------------------TPS-----------------------SS--- 
 
----------------------------------------------------GK------ 
 
-RFTTA------------------------------------------------------ 
 
-------------QLIQTSAGSSLCSLNSSSH-------------------------H-E 
 
AHLHSGN----------------------------------------------------- 
 
----AGGVGGGGGGSPLFMNSVKVKLADNVLE---------------------------- 
 
------------------------------------------------------------ 
 
-----------------------------------------------------------R 
 
KRLC-----A-----------A--------RERKA----T-KTLGIILGAFIV------- 
 
-------------CW---------------------------LP---------------- 



 
--------------------------FF------IGTLVMAI------------------ 
 
------------------------------------C--KE------------------- 
 
C-WFDP--V--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------L-----F--DI----------FT---------------- 
 
----------WLGYLNSLINP--------------------------------VIYTVFN 
 
--DEFKQA---FQKLI-------KFRRCS------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Didelphis_virginiana_5_hydroxytryptamine_1B_receptor_5_HT_1
B_Serotonin_receptor_1B_5_HT1B_gi543725 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------------------------MEQP------------S 
 
RLCSPP-----------ASG-----------------SLTSSQTNHSTFPNPNCS----- 
 
APD------LE------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------PYQDS--IA--LPWK---- 
 



------------------------------------VL--L--------ATFLGL---IT 
 
LGTTLS----------------------------NAFVIATVSRTRKLH-TP-ANYLIAS 
 
LAVTDLLVSILVMPISTMYTVT-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-RWTLG-----------------QVVCDFWLSSD 
 
ITCCTASILHLCVIALDR---------YWAI----------------------------- 
 
--------T-DAVE-YS--AKRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-KRAAGMIIMVW--VFSV-------------------- 
 
---------------S----------ISMP-P-LF-------------------W----- 
 
----------RQ------------------------------------------------ 
 
-----------------A-------------K---AE---EVA-----------DCSVNT 
 
DHI-LYTVYSTVGA-------FYFPTLLLIALYG----RIYVEARSRI------------ 
 
-------------LK--------------------------------------------- 
 
-------------------Q--------TPNR---------------------TGKR--- 
 
----------------------------------------------------LT------ 
 
-RAQLI------------------------------------------------------ 
 
-------------------TDSPGSSSSGTSI-------------------------N-- 
 
SRAPEGP----------------------------------------------------- 
 
----------SESGSPVYVNQVKVKVSDALLE---------------------------- 
 
------------------------------------------------------------ 
 



----------------------------------------------------------KK 
 
KLMA-----A--------------------RERKA----T-RTLGIILGAFIV------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------IISLALPI------------------ 
 
------------------------------------C--DD----------A-------- 
 
C-WFHL--A--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------I-----F--DF----------FN---------------- 
 
----------WLGYLNSLINP--------------------------------IIYTKSN 
 
--DDFKQA---FQKLM----------RFR--RTS-------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Gallus_gallus_PREDICTED_similar_to_5_HT1B_receptor_gi507447
90 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-MEPAS-----------PCP-----------------APLLPANDSYHGRNCSAE----- 
 
EGI------YQ------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 



 
------------------------------------------------------------ 
 
---------------------------------------------D--AT--PLSG---- 
 
K-----------------------------------IV--L--------AVVLAL---VT 
 
LATVLS----------------------------NAFVIATVYQTRKLH-TP-ANYLIAS 
 
LAFTDLLVSILVMPISTLYTVT-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-KWTLG-----------------QVVCDIWLSSD 
 
ITCCTASILHLCVIALDR---------YWAI----------------------------- 
 
--------T-DAVE-YS--TKRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-KRAAGMIALVW--VFSI-------------------- 
 
---------------C----------ISMP-P-LF-------------------W----R 
 
----------QA------------------------------------------------ 
 
-----------------K-------------A---EE----AS-----------NCAVNT 
 
DHV-LYTVYSTVGA-------FYFPTLLLIALYG----RIYVEARSRI------------ 
 
-------------LK--------------------------------------------- 
 
-------------------Q---------TPK-----------------------KA--- 
 
----------------------------------------------------GK------ 
 
-RLTRA------------------------------------------------------ 
 
---------------------QLITDSPGSSS-------------------------S-- 
 
VTSINSK----------------------------------------------------- 



 
-----APEGPSETGSPVYMNQVKVKVSDALLE---------------------------- 
 
------------------------------------------------------------ 
 
-----------------------------------------------------------K 
 
KKLT-----A-----------A--------RERKA----T-KTLGIILGAFIV------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------IISLVLPI------------------ 
 
------------------------------------C--KD----------A-------- 
 
C-WFHM--A--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------I-----F--DF----------FT---------------- 
 
----------WLGYLNSLINP--------------------------------IIYTMSN 
 
--EDFKQA---FHKLI----------RFR--CTG-------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Taeniopygia_guttata_serotonin_1B_receptor_gi80558023 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 



 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
----------------------------------------I-----------------ST 
 
MYTVTG------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
---------------------------RWTLG-----------------QIVCDIWLSSD 
 
ITCCTASILHLCVIALDR---------YWAI----------------------------- 
 
--------T-DAVE-YS--TKRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-KRAAGMIALVW--IFSI-------------------- 
 
---------------C----------ISMP-P-LF-------------------W----- 
 
----------RQ------------------------------------------------ 
 
-----------------A------------------K-AEEVS-----------NCVVNT 
 
DHV-LYTVYSTVGA-------FYFPTLLLIALYG----RIYVEARSRI------------ 
 
-------------LK--------------------------------------------- 
 
-------------------Q---------TPK-----------------------KA--- 
 
----------------------------------------------------GK------ 
 
-RLTRA------------------------------------------------------ 



 
---------------------------------------------------------Q-L 
 
ITDSPGS----------------------------------------------------- 
 
-----------TSSVTSINSKAPEGSSETGSP---------------------------- 
 
------------------------------------------------------------ 
 
-------------------------------------------VYMNQVKVKVSDALLEK 
 
KKLT-----A-----------A--------RERKA----T-KTLGIILGAFII------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------C----------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Cavia_porcellus_5_hydroxytryptamine_1B_receptor_5_HT_1B_Ser
otonin_receptor_1B_5_HT1B_gi3023201 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



------------------------------------------MGNPE------------A 
 
SCTPPA-----------VLG-----------------SQTGLPHANVSAPPNNCS----- 
 
APS------HI------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------YQDS--IA--LPWK---- 
 
------------------------------------VL--L--------VVLLAL---IT 
 
LATTLS----------------------------NAFVIATVYRTRKLH-TP-ANYLIAS 
 
LAFTDLLVSILVMPISTMYTVT-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-RWTLG-----------------QALCDFWLSSD 
 
ITCCTASIMHLCVIALDR---------YWAI----------------------------- 
 
--------T-DAVG-YS--AKRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-RRAAGMIALVW--VFSI-------------------- 
 
---------------C----------ISLP-P-FF-------------------W----R 
 
----------QA------------------------------------------------ 
 
-----------------K-------------A---EE---EVL-----------DCLVNT 
 
DHV-LYTVYSTGGA-------FYLPTLLLIALYG----RIYVEARSRI------------ 
 
-------------LK--------------------------------------------- 
 



-------------------Q--------TPNK---------------------TGKR--- 
 
------------------------------------LTR-------------AQ------ 
 
-LITDS------------------------------------------------------ 
 
---------------------------PGSTS-------------------------S-- 
 
VTSINSR----------------------------------------------------- 
 
-----APEVPCDSGSPVYVNQVKVRVSDALLE---------------------------- 
 
------------------------------------------------------------ 
 
----------------------------------------------------------KK 
 
KLMA-----A--------------------RERKA----T-KTLGVILGAFIV------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------IISLVMPI------------------ 
 
------------------------------------C--KD----------A-------- 
 
C-WFHM--A--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------I-----F--DF----------FT---------------- 
 
----------WLGYLNSLINP--------------------------------IIYTMSN 
 
--EDFKQA---FHKLI----------RFK--CTT-------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Bos_taurus_PREDICTED_similar_to_5_hydroxytryptamine_1B_rece
ptor_5_HT_1B_Serotonin_receptor_1B_5_HT1B_5_HT_1D_beta_Serot
onin_1D_beta_receptor_S12_gi76625410 
 



------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------MEAVAA------------Q 
 
CPQPPS-----------ASS-----------------QTGLSQANLSAGPSHNCS----- 
 
AAE------EY------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------IYQDF--IA--LPWK---- 
 
------------------------------------VV--V--------VLLLAL---FT 
 
LATTLS----------------------------NAFVIATVYRTRKLH-TP-ANYLIAS 
 
LAVTDLLVSILVMPISTMYTVT-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-RWTLG-----------------QVVCDLWLSSD 
 
ITCCTASILHLCVIALDR---------YWAI----------------------------- 
 
--------T-DAVE-YS--AKRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-KRAAVMIALVW--VFSI-------------------- 
 
---------------C----------ISLP-P-FF-------------------W----- 
 
----------RQ------------------------------------------------ 
 



-----------------A-------------K---AE---AMS-----------NCVVNT 
 
DHV-LYTVYSTVGA-------FYFPTLLLIALYG----RIYVEARSRI------------ 
 
-------------LK--------------------------------------------- 
 
-------------------Q--------TPNR---------------------TGKR--- 
 
------------------------------------LTR-------------AQ------ 
 
-LITDS------------------------------------------------------ 
 
---------------------------PGSTS-------------------------S-- 
 
VTSINSR----------------------------------------------------- 
 
-----APEVPSESGSPVYVNQVKVRVSDALLE---------------------------- 
 
------------------------------------------------------------ 
 
----------------------------------------------------------KK 
 
KLMA-----A--------------------RERKA----T-KTLGIILGAFIV------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------IISLAIPI------------------ 
 
------------------------------------C--TS------------------- 
 
C-WFHQ--A--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------I-----F--DF----------FT---------------- 
 
----------WLGYLNSLINP--------------------------------IIYTMSN 
 
--EDFKQA---FHKLI----------GFK--CTN-------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



--------------------------- 
 
>Oryctolagus_cuniculus_5HT1D_beta_serotonin_receptor_gi10042
84 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------MEEPSA------------R 
 
CAPPLA-----------GSQ-----------------IAVPQANLSAAHSHNCSA----- 
 
EGY------IY------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------------------------QDS--IA--LPWK---- 
 
------------------------------------VL--L--------VLLLAL---FT 
 
LATTLS----------------------------NAFVVATVYRTRKLH-TP-ANYLIAS 
 
LAVTDLLVSILVMPISTMYTVT-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-RWTLG-----------------QVVCDLWLSSD 
 
ITCCTASIMHLCVIALDR---------YWAI----------------------------- 
 
--------T-DAVE-YS--AKRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-KRAAIMIALVW--VFSI-------------------- 



 
---------------C----------ISLP-P-FF-------------------W----R 
 
----------QA------------------------------------------------ 
 
-----------------K-------------A---EE----EV---------S-ECLVNT 
 
DHV-LYTVYSTVGA-------FYLPTLLLIALYG----RIYVEARSRI------------ 
 
-------------LK--------------------------------------------- 
 
-------------------Q---------TPN-----------------------RT--- 
 
----------------------------------------------------GK------ 
 
-RLTRA------------------------------------------------------ 
 
---------------------QLITDSPGSTT-------------------------S-- 
 
VTSINSR----------------------------------------------------- 
 
-----APDVPSESGSPVYVNQVKVRVSDALLE---------------------------- 
 
------------------------------------------------------------ 
 
----------------------------------------------------------KK 
 
KLMA-----A--------------------RERKA----T-KTLGIILGVFIV------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------IISLVMPI------------------ 
 
------------------------------------C--KD----------A-------- 
 
C-WFHQ--A--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------I-----F--DF----------FT---------------- 
 
----------WLGYVNSLINP--------------------------------IIYTMSN 
 
--EDFKQA---FHKLI----------RFK--CTS-------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 



 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Oryctolagus_cuniculus_serotonin_receptor_1_like_gi1052772 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------M---EEPGAQ--------------- 
 
-CAPPL-----------AAG-----------------SQIAVPQANLSAAH---S----- 
 
HNC------SA------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
----------------EGYI---------------------YQDSI---A--LPWK---- 
 
------------------------------------VL--L--------VLLLAL---FT 
 
LATTLS----------------------------NAFVVATVYRTRKLH-TP-ANYLIAS 
 
LAVTDLLVSILVMPISTMYTVT-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-RWTLG-----------------QVVCDLWLSSD 
 
ITCCTASIMHLCVIALDR---------YWAI----------------------------- 
 
--------T-DAVE-YS--AKRT------------------------------------- 



 
------------------------------------------------------------ 
 
---------------------P-KRAAIMIRLVW--VFSI-------------------- 
 
---------------C----------ISLP-P-FF-------------------W----R 
 
--------QAKA------------------------------------------------ 
 
-----------E-----E------------------E-----V---------S-ECLVNT 
 
DHV-LYTVYSTVGA-------FYLPTLLLIALYG----RIYVEARSRI------------ 
 
-------------LK--------------------------------------------- 
 
-------------------Q---------TPN-----------------------RT--- 
 
----------------------------------------------------GK------ 
 
--RLTR------------------------------------------------------ 
 
-----------------AQLITD---SPGSTT-------------------------S-- 
 
VTSINSR---------------------------A------------------------- 
 
------PDVPSESGSPVYVNQVKVRVSDALLE---------------------------- 
 
------------------------------------------------------------ 
 
-----------------------------------------------------------K 
 
KKLM-----A-----------A--------RERKA----T-KTLGIILGVFIV------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------IISLVMPI------------------ 
 
------------------------------------C---KDA----------------- 
 
C-WFHQ--A--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------I-----F--DF----------FT---------------- 
 
----------WLGYVNSLINP--------------------------------IIYTMSN 
 
--EDFKQA---FHKLI----------RFK--CTS-------------------------- 



 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Nannospalax_ehrenbergi_5_hydroxytryptamine_1B_receptor_5_HT
_1B_Serotonin_receptor_1B_5_HT1B_gi3023205 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-MEEPG-----------ARC-----------------APPPPAGSQTQTPSSNLS----- 
 
HNC------SA------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------------------DSYIYQDS--IA--LPWK---- 
 
------------------------------------VL--L--------VALLAL---IT 
 
LATTLS----------------------------NAFVIATVYRTRKLH-TP-ANYLIAS 
 
LAVTDLLVSILVMPISTMYTVT-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



-------------------------G-RWTLG-----------------QVVCDFWLSSD 
 
ITCCTASIMHLCVIALDR---------YWAI----------------------------- 
 
--------T-DAVE-YS--AKRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-RRAAVMIALVW--VFSI-------------------- 
 
---------------S----------ISLP----R---------FF--------W----R 
 
------------------------------------------------------------ 
 
-----------QA---KA-------------E---EE---VL------------DCLVNT 
 
DHV-LYTVYSTVGA-------FYLPTLLLIALYG----RIYVEARSRI------------ 
 
-------------LK--------------------------------------------- 
 
----------------------------QTPN---------------------KTGK--- 
 
----------------------------------------------------RL------ 
 
-SRAQL------------------------------------------------------ 
 
---------------ISDS--------PGSTS-------------------------S-- 
 
VTSINSR----------------------------------------------------- 
 
-----VPDVPSESGSPVYVNQVKVRVSDALLE---------------------------- 
 
------------------------------------------------------------ 
 
---------------------------------------------------------KKK 
 
LMAA--------------------------RERKA----T-KTLGIILGAFIV------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------IISLVMPI------------------ 
 
------------------------------------C--------------K----D--A 
 
C-WFHM--A--------------------------------------------------- 
 
------------------------------------------------------------ 
 



---------------------I-----F--DF----------FN---------------- 
 
----------WLGYLNSLINP--------------------------------IIYTMPN 
 
--EDFKQA---FHKLI----------RFK--CTG-------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Mus_musculus_serotonin_receptor_gi49757 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------------------------M 
 
EEQGIQ-----------CAP--------------------PPPAASQTGVPLTNLSHNCS 
 
ADG--------------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------YIYQ--DSIALPWK---- 
 
-------------------------------------------------VLLVALLALIT 
 
LATTLS----------------------------NAFVIATVYRTRKLH-TP-ANYLIAS 
 
LAVTDLLVSILVMPISTMYTVT-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-RWTLG-----------------QVVCDFWLSSD 
 
ITCCTASIMHLCVIALDR---------YWAI----------------------------- 
 
--------T-DAVE-YS--AKRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-KRAAIMIVLVW--VFSI-------------------- 
 
---------------S----------ISLP-P------------FF--------W----R 
 
----------QA------------------------------------------------ 
 
-----------------K------------------A-EEEML-----------DCFVNT 
 
DHV-LYTVYSTVGA-------FYLPTLLLIALYG----RIYVEARSRI------------ 
 
-------------LK--------------------------------------------- 
 
-------------------Q---------TPN-----------------------KT--- 
 
----------------------------------------------------GKRLTRAQ 
 
LITDSP------------------------------------------------------ 
 
---------------------------GSTSS---------------------------- 
 
VTSINSR----------------------------------------------------- 
 
-----APDVPSESGSPVYVNQVKVRVSDALLE---------------------------- 
 
------------------------------------------------------------ 
 
----------------------------------------------------------KK 
 
KLMA-----A--------------------RERKA----T-KTLGIILGAFIV------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------IISLVMPI------------------ 
 
------------------------------------C--KD------------------- 
 



A-CWFH-MA--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------I-----F--DF----------FN---------------- 
 
----------WLGYLNSLINP--------------------------------IIYTMSN 
 
--EDFKQA---FHKLI----------RFK--CAG-------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Rattus_rattus_5_hydroxytryptamine_receptor_gi57510 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------------------------M 
 
EEQGIQ-----------CAP-----------------PPPATSQTGVPLANLSHN----- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------CSADDYIYQD--SI-ALPWK---- 
 
------------------------------------VL--L--------VALLAL---IT 
 
LATTLS----------------------------NAFVIATVYRTRKLH-TP-ANYLIAS 
 
LAVTDLLVSILVMPISTMYTVT-------------------------------------- 
 



------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-RWTLG-----------------QVVCDFWLSSD 
 
ITCCTASIMHLCVIALDR---------YWAI----------------------------- 
 
--------T-DAVD-YS--AKRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-KRAAIMIVLVW--VFSI-------------------- 
 
---------------S----------ISLP-P-FF-------------------W----R 
 
----------QA------------------------------------------------ 
 
-----------------K------------------A-EEEVL-----------DCFVNT 
 
DHV-LYTVYSTVGA-------FYLPTLLLIALYG----RIYVEARSRI------------ 
 
-------------LK--------------------------------------------- 
 
-------------------Q---------TPN-----------------------KT--- 
 
----------------------------------------------------GK------ 
 
-RLTRA------------------------------------------------------ 
 
---------------------------------------------------------Q-L 
 
ITDSPGS------------------------------------------------TSSVT 
 
SINSRVPEVPSESGSPVYVNQVKVRVSDALLE---------------------------- 
 
------------------------------------------------------------ 
 
----------------------------------------------------------KK 
 
KLMA-----A--------------------RERKA----T-KTLGIILGAFIV------- 
 
-------------CW---------------------------LP---------------- 
 



--------------------------FF------IISLVMPI------------------ 
 
------------------------------------CKDA-------------------- 
 
C-WFHM--A--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------I-----F--DF----------FN---------------- 
 
----------WLGYLNSLINP--------------------------------IIYTMSN 
 
--EDFKQA---FHKLI----------RFK--CTG-------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Cricetulus_griseus_serotonin_receptor_gi790986 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------------------------M 
 
EEQGIQ-----------CAP---------------------PPPAASQTGVPLVNLSHNC 
 
SAE--------------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------SHIYQ--DSIALPWK---- 
 
-------------------------------------------------VLLVALLALIT 
 



LATTLS----------------------------NAFVIATVYRTRKLH-TP-ANYLIAS 
 
LAVTDLLVSILVMPVSTMYTVT-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-RWTLG-----------------QVVCDFWLSSD 
 
ITCCTASIMHLCVIALDR---------YWAI----------------------------- 
 
--------T-DAVE-YA--AKRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-KRAAIMIALVW--VFSI-------------------- 
 
---------------S----------ISLP-P------------FF--------W----R 
 
----------QA------------------------------------------------ 
 
-----------------K------------------A-EEEVL-----------TCLVNT 
 
DHV-LYTVYSTGGA-------FYLPTLLLIALYG----RIYVEARSRI------------ 
 
-------------LK--------------------------------------------- 
 
-------------------Q---------TPN-----------------------KT--- 
 
----------------------------------------------------GKRLTRAQ 
 
LITDSP------------------------------------------------------ 
 
---------------------------GSTTS---------------------------- 
 
VTSINSR----------------------------------------------------- 
 
-----APDLPSESGSPVYVNQVKVRVSDALLE---------------------------- 
 
------------------------------------------------------------ 
 
----------------------------------------------------------KK 
 



KLMA-----A--------------------RERKA----T-KTLGIILGAFIV------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------IISLVMPI------------------ 
 
------------------------------------CKDA-------------------- 
 
C-WFHM-AT--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------L--------DF----------FN---------------- 
 
----------WLGYLNSLINP--------------------------------IIYTMSN 
 
--EDFKQA---FHKLI----------RFK--CAG-------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Mesocricetus_auratus_serotonin_receptor_5HT1B_gi13430410 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------MEEQGV 
 
QCAPPP-----------PAA-----------------SQIGVPLVNLSHNCSAES----- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



-----------------------------------------HIYQD--SI-ALPWK---- 
 
------------------------------------VL--L--------VALLAL---IT 
 
LATTLS----------------------------NAFVIATVYRTRKLH-TP-ANYLIAS 
 
LAVTDLLVSILVMPVSTMYTVT-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-RWTLG-----------------QVVCDFWLSSD 
 
ITCCTASIMHLCVIALDR---------YWAI----------------------------- 
 
--------T-DAVE-YS--AKRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-KRAAIMIALVW--VFSI-------------------- 
 
---------------S----------ISLP-P-FF-------------------W----R 
 
----------QA------------------------------------------------ 
 
-----------------K------------------A-EEEVL-----------DCFVNT 
 
DHV-LYTVYSTGGA-------FYLPTLLLIALYG----RIYVEARSRI------------ 
 
-------------LK--------------------------------------------- 
 
-------------------Q---------TPN-----------------------KT--- 
 
----------------------------------------------------GK------ 
 
-RLTRA------------------------------------------------------ 
 
---------------------------------------------------------Q-L 
 
ITDSPGS------------------------------------------------TTSVT 
 
SINSRAPDVPSESGSPVYVNQVKVRVSDALLE---------------------------- 
 



------------------------------------------------------------ 
 
----------------------------------------------------------KK 
 
KLMA-----A--------------------RERKA----T-KTLGIILGAFIV------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------IISLVMPI------------------ 
 
------------------------------------CKDA-------------------- 
 
C-WFHM--A--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------I-----F--DF----------FN---------------- 
 
----------WLGYLNSLINP--------------------------------IIYTMSN 
 
--EDFKQA---FHKLI----------RFK--CTG-------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Sus_scrofa_5_hydroxytryptamine_1B_receptor_gi10257395 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------MEEAGA------------Q 
 
CAPPLP-----------ASS-----------------QTRLSQANLSAAPSQNCS----- 
 
AEG------YI------------------------------------------------- 
 
------------------------------------------------------------ 
 



------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------YQDS--IA--LPWK---- 
 
------------------------------------VV--L--------VILLAL---FT 
 
LATTLS----------------------------NAFVIATVYRTRKLH-TP-ANYLIAS 
 
LAVTDLLVSILVMPISTMYTVT-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-RWTLG-----------------QVVCDFWLSSD 
 
ITCCTASILHLCVIALDR---------YWAI----------------------------- 
 
--------T-DAVE-YS--AKRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-KRAAVMIALVW--VFSI-------------------- 
 
---------------S----------ISLP-P-FF-------------------W----R 
 
----------QA------------------------------------------------ 
 
-----------------K-------------A---EE----EV---------S-DCVVNT 
 
DHI-LYTVYSTVGA-------SYFPTLLLIALYG----RIYVEARSRI------------ 
 
-------------LK--------------------------------------------- 
 
-------------------Q--------TPNR---------------------TGKR--- 
 
------------------------------------LTR-------------AQ------ 
 
-LITDS------------------------------------------------------ 
 
---------------------------PGSTS-------------------------S-- 
 



VTSINSR----------------------------------------------------- 
 
-----APDLPSESGSPVYVNQVKVRVSDALLE---------------------------- 
 
------------------------------------------------------------ 
 
----------------------------------------------------------KK 
 
KLMA-----A--------------------RERKA----T-KTLGIILGAFIV------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------IISLAMPI------------------ 
 
------------------------------------C--KD----------A-------- 
 
C-WFHL--A--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------I-----F--DF----------FT---------------- 
 
----------WLGYLNSLINP--------------------------------IIYTMFN 
 
--EDFKQA---FHKLI----------RFK--CTS-------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Gorilla_gorilla_5_hydroxytryptamine_1B_receptor_5_HT_1B_Ser
otonin_receptor_1B_5_HT1B_gi62286639 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------------------------M 
 
EEPGAQ-----------CAP-----------------PXPAGSETWVPQANLSSAPSQNC 



 
SAK--------------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------DYIYQ--DSIALPWK---- 
 
------------------------------------VL--L--------VMLLAL---IT 
 
LATTLS----------------------------NAFVIATVYRTRKLH-TP-ANYLIAS 
 
LAVTDLLVSILVMPISTMYTVT-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-RWTLG-----------------QVVCDFWLSSD 
 
ITCCTASILHLCVIALDR---------YWAI----------------------------- 
 
--------T-DAVE-YS--AKRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-KRAAVMIALVW--VFSI-------------------- 
 
---------------S----------ISLP-P------------FF--------W----R 
 
----------QA------------------------------------------------ 
 
-----------------K------------------A-EEEVS-----------ECVVNT 
 
DHI-LYTVYSTVGA-------FYFPTLLLIALYG----RIYVEARSRI------------ 
 
-------------LK--------------------------------------------- 
 
----------------------------QTPN-----------------------RT--- 
 
----------------------------------------------------GKRLTRAQ 



 
LITDSP------------------------------------------------------ 
 
---------------------------GSTSS---------------------------- 
 
VTSINSR----------------------------------------------------- 
 
-----VPDVPSESGSPVYVNQVKVRVSDALLE---------------------------- 
 
------------------------------------------------------------ 
 
----------------------------------------------------------KK 
 
KLMA-----A--------------------RERKA----T-KTLGIILGAFIV------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------IISLVMPI------------------ 
 
------------------------------------C--KD------------------- 
 
A-CWFH-LA--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------I-----F--DF----------FT---------------- 
 
----------WLGYLNSLINP--------------------------------IIYTMSN 
 
--EDFKQA---FHKLI----------RFK--CTS-------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Homo_sapiens_5_hydroxytryptamine_serotonin_receptor_1B_gi45
04533 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



------------------------------------------------------------ 
 
-----------------------------------M---EEPGAQ--------------- 
 
-CAPPP-----------PAG-----------------SETWVPQANLSSAP---S----- 
 
QNC------SA------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
----------------KDYI---------------------YQDSI---S--LPWK---- 
 
------------------------------------VL--L--------VMLLAL---IT 
 
LATTLS----------------------------NAFVIATVYRTRKLH-TP-ANYLIAS 
 
LAVTDLLVSILVMPISTMYTVT-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-RWTLG-----------------QVVCDFWLSSD 
 
ITCCTASILHLCVIALDR---------YWAI----------------------------- 
 
--------T-DAVE-YS--AKRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-KRAAVMIALVW--VFSI-------------------- 
 
---------------S----------ISLP-P-FF-------------------W----R 
 
--------QAKA------------------------------------------------ 
 
-----------E-----E------------------E-----V---------S-ECVVNT 
 
DHI-LYTVYSTVGA-------FYFPTLLLIALYG----RIYVEARSRI------------ 
 



-------------LK--------------------------------------------- 
 
-------------------Q---------TPN-----------------------RT--- 
 
------------------------------------G-K-------------RL------ 
 
--TRAQ------------------------------------------------------ 
 
-------------------LITD---SPGSTS-------------------------S-- 
 
VTSINSR---------------------------V------------------------- 
 
------PDVPSESGSPVYVNQVKVRVSDALLE---------------------------- 
 
------------------------------------------------------------ 
 
-----------------------------------------------------------K 
 
KKLM-----A-----------A--------RERKA----T-KTLGIILGAFIV------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------IISLVMPI------------------ 
 
------------------------------------C---KDA----------------- 
 
C-WFHL--A--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------I-----F--DF----------FT---------------- 
 
----------WLGYLNSLINP--------------------------------IIYTMSN 
 
--EDFKQA---FHKLI----------RFK--CTS-------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Felis_catus_5_hydroxytryptamine_receptor_1B_gi62122659 
 



------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
----------------------------------------MEETNTH------------C 
 
APPPPA-----------GSQ-----------------TGVSQANLSSAPPNCSTE----- 
 
GYI------YQ------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------------------------DS--IA--LPWK---- 
 
------------------------------------VL--L--------ILVLAL---FT 
 
LATTLS----------------------------NAFVIATVYRTRKLH-TP-ANYLIAS 
 
LAVTDLLVSILVMPISTMYTVT-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-RWTLG-----------------QVVCDFWLSSD 
 
ITCCTASILHLCVIALDR---------YWAI----------------------------- 
 
--------T-DAVE-YS--AKRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-KRAAVMIALVW--VFSI-------------------- 
 
---------------S----------ISLP-P-FF-------------------W----R 
 
----------QA------------------------------------------------ 
 



-----------------K-------------A---EE----EV---------S-DCRVNT 
 
DHM-LYTVYSTVGA-------FYFPTLLLIALYG----RIYVEARSRI------------ 
 
-------------LK--------------------------------------------- 
 
-------------------Q--------TPNR---------------------TGKR--- 
 
------------------------------------LTR-------------AQ------ 
 
-LITDS------------------------------------------------------ 
 
---------------------------PGSTS-------------------------S-- 
 
VTSVNSR----------------------------------------------------- 
 
-----APDVPSESGSPVYVNQVKVRVSDALLE---------------------------- 
 
------------------------------------------------------------ 
 
----------------------------------------------------------KK 
 
KLMA-----A--------------------RERKA----T-KTLGIILGAFIV------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------IISLVMPI------------------ 
 
------------------------------------C--KD----------A-------- 
 
C-WFHL--A--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------I-----F--DF----------FT---------------- 
 
----------WLGYLNSLINP--------------------------------IIYTMSN 
 
--EDFKQA---FHKLI----------RFK--CTG-------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



--------------------------- 
 
>Canis_familiaris_5_HT1B_receptor_gi33439700 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------MEAAGA------------P 
 
CAPPPP-----------AGS-----------------QTGAPPANLSSAPHNCSA----- 
 
EGY------IY------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------------------------QDS--VA--LPWK---- 
 
------------------------------------VL--L--------VILLAL---IT 
 
LATTLS----------------------------NAFVIATVYRTRKLH-TP-ANYLIAS 
 
LAVTDLLVSILVMPISTMYTVT-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-RWTLG-----------------QVVCDLWLSSD 
 
ITCCTASILHLCVIALDR---------YWAI----------------------------- 
 
--------T-DAVE-YS--AKRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-KRAAVMIALVW--VFSI-------------------- 
 



---------------S----------ISLP-P-FF-------------------W----R 
 
----------QA------------------------------------------------ 
 
-----------------K-------------A---EE----EV---------S-DCVVNT 
 
DHI-LYTVYSTVGA-------FYFPTLLLIALYG----RIYVEARSRI------------ 
 
-------------LK--------------------------------------------- 
 
-------------------Q---------TPN-----------------------RT--- 
 
----------------------------------------------------GK------ 
 
-RLTRA------------------------------------------------------ 
 
---------------------QLITDSPGSTS-------------------------S-- 
 
VTSVNSR----------------------------------------------------- 
 
-----APDVPSESGSPVYVNQVKVRVSDALLE---------------------------- 
 
------------------------------------------------------------ 
 
----------------------------------------------------------KK 
 
KLMA-----A--------------------RERKA----T-KTLGIILGAFIV------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------IISLVMPI------------------ 
 
------------------------------------C--KD----------A-------- 
 
C-WFHL--A--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------I-----F--DF----------FT---------------- 
 
----------WLGYLNSLINP--------------------------------IIYTMSN 
 
--EDFKQA---FHKLI----------RFK--CAG-------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Vulpes_vulpes_5_HT1B_receptor_serotonin_receptor_1B_gi33439
698 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
---------------------------------------MEDAGTPC------------A 
 
PPPPAG-----------SQT-----------------GAPPANLSSAPHNC---S----- 
 
AEG------YI------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------YQDS--IA--LPWK---- 
 
------------------------------------VL--L--------AILLAL---LT 
 
LATTLS----------------------------NAFVIATVYRTRKLH-TP-ANYLIAS 
 
LAVTDLLVSILVMPISTMYAVT-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------G-RWTLG-----------------QVVCDLWLSSD 
 
ITCCTASILHLCVIALDR---------YWAI----------------------------- 
 
--------T-DAVE-YS--AKRT------------------------------------- 



 
------------------------------------------------------------ 
 
---------------------P-KRAAVMIALVW--VFSI-------------------- 
 
---------------S----------ISLP-P-FF-------------------W----R 
 
----------QA------------------------------------------------ 
 
--KA-------E-----E------------------E-----V---------S-DCVVNT 
 
DHI-LYTVYSTVGA-------FYFPTLLLIALYG----RIYVEARSRI------------ 
 
-------------LK--------------------------------------------- 
 
-------------------Q---------TPN-----------------------RT--- 
 
----------------------------------------------------GK------ 
 
--RLTR------------------------------------------------------ 
 
-----------------AQLITD---SPGSTS-------------------------S-- 
 
VTSVNSR---------------------------A------------------------- 
 
------PDVPSESGSPVYVNQVKVRVSDALLE---------------------------- 
 
------------------------------------------------------------ 
 
-----------------------------------------------------------K 
 
KKLM-----A-----------A--------RERKA----T-KTLGIILGAFIV------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------IISLVMPI------------------ 
 
------------------------------------C---KDA----------------- 
 
C-WFHL--A--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------I-----F--DF----------FT---------------- 
 
----------WLGYLNSLINP--------------------------------IIYTMSN 
 
--EDFKQA---FHKLI----------RFK--CAS-------------------------- 



 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Tetraodon_nigroviridis_unnamed_protein_product_gi47212362 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-MEGGR-----------QLR-----------------PTPGPLNVSGNYTHANLT----- 
 
PAA------EA------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
---------------------------------------------G--DG--HLAV---- 
 
Q-----------------------------------AG--V--------AATLAL---IT 
 
LATTLS----------------------------NAFVIATIYQSRKLH-TP-ANFLIAS 
 
LAVTDLLVSILVMPISALYTVS-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------Q-TWTLG-----------------QVMCDIWLSSD 



 
ITCCTASILHLCVIALDR---------YWAI----------------------------- 
 
--------T-DAVE-YS--KKRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-GRAAGMIATAW--VIAI-------------------- 
 
---------------S----------ISLP-P-FF-------------------W----- 
 
----------RQ------------------------------------------------ 
 
-----------------V-------------K---AE---EVT-----------SCNVNT 
 
DHI-FYTIYSTFGA-------FYIPTLLLIALYG----RIYVEARKRI------------ 
 
-------------LK--------------------------------------------- 
 
-------------------Q--------SHKP-----------------------GK--- 
 
----------------------------------------------------RL------ 
 
-TSAHL------------------------------------------------------ 
 
-----------------ITNSPGSVASSTSLN-------------------------Y-G 
 
TTDSSSC----------------------------------------------------- 
 
-----------DTTSPASVGQVKVTVSDALLE---------------------------- 
 
------------------------------------------------------------ 
 
-----------------------------------------------------------K 
 
KRIS-----A-----------A--------RERKA----T-KTLGVILGAYIV------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------IYTLLLPV------------------ 
 
------------------------------------C--------------E-------- 
 
S-CFHA--E--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------L-----F--DS----------FT---------------- 



 
----------WLGYLNSLINP--------------------------------IIYTMSN 
 
--EDFKQA---FHKLT----------RFR--C---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Danio_rerio_PREDICTED_similar_to_5_hydroxytryptamine_1B_rec
eptor_5_HT_1B_Serotonin_receptor_1B_5_HT1B_5_HT_1D_beta_Sero
tonin_1D_beta_receptor_S12_gi68364480 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------MERSGYFKPTPAHFEVLNSSTGTNV 
 
TLTPKT------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------DEKQE--SFAFQVTL---- 
 
-------------------------------------------------SSVLGL---IT 
 
LATILS----------------------------NAFVIATISQSRKLQ-TP-ANFLIAS 
 
LAVTDLLVSVLVMPICVLYTVT-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 



 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------R-EWTLG-----------------QVICDIWLSSD 
 
ITCCTASILHLCVIALDR---------YWAI----------------------------- 
 
--------T-DAVE-YA--KKRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------Q-ARAAGMVATAW--IIAI-------------------- 
 
---------------S----------ISVP-P------------FF--------W----- 
 
----------RQ------------------------------------------------ 
 
-----------------V------------------K-AGELT-----------TCSVNT 
 
DHI-FYTIYSTFGA-------FYIHTLLLIALYG----RIYVKASKRI------------ 
 
-------------LK--------------------------------------------- 
 
------------------------------------------------------------ 
 
----------------------------------------------------QD------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
LCSDSGS----------------------------------------------------- 
 
------------LGSDNQIRVTVSDSLLEKKR---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
ISAA--------------------------RERKA----T-KTLGIILGAYIV------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------IYTLLIPL------------------ 
 
------------------------------------C---S------------------- 



 
S-CFSP--E--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------L-----F--DF----------FT---------------- 
 
----------WLGYVNSLINP--------------------------------IIYTMSN 
 
--DDFKKA---FHKVI----------RSELHSRGAIKDLSPIVLNRVRGGTRVELLAELR 
 
IGVLSSAMMEGGRTALDNKTSLLNMPSPRPWMREYNPYNYSDSISAYEKGALAGFEDTEQ 
 
TREERQQDCGENKVMHPKGFSAGPRQQLELVGELLKELSNRSARVEERRAALLELLKVTR 
 
DDSLSVWEEHFKSMLLLLLETLGDTDVVRAAEETACTLAGSILSEQCIKVLCPIIQTADY 
 
PISLSAIKMQTRVIERISHDSLLQLLPDIIPGLLQGYDNTESSVRKASVFCLVAIYSVIG 
 
EDLKPHIQQLTGSKDGYHQYVGFLKPP 
 
>Danio_rerio_PREDICTED_similar_to_5_hydroxytryptamine_1B_rec
eptor_5_HT_1B_Serotonin_receptor_1B_5_HT1B_5_HT_1D_beta_Sero
tonin_1D_beta_receptor_S12_gi68440673 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-MERSG-----------YFK-----------------PTPAHFEVLNSSTG---T----- 
 
NVT------LT------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------P---------------------KTDEK--QE--SFAF---- 
 
Q-----------------------------------VT--L--------SSVLGL---IT 
 
LATILS----------------------------NAFVIATISQSRKLQ-TP-ANFLIAS 



 
LAVTDLLVSVLVMPICVLYTVT-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------R-EWTLG-----------------QVICDIWLSSD 
 
ITCCTASILHLCVIALDR---------YWAI----------------------------- 
 
--------T-DAVE-YA--KKRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------Q-ARAAGMVATAW--IIAI-------------------- 
 
---------------S----------ISLP-P-FF-------------------W----R 
 
----------QV------------------------------------------------ 
 
--KA-------------G------------------E-----L---------T-TCSVNT 
 
DHI-FYTIYSTFGA-------FYIPTLLLIALYG----RIYVEARKRI------------ 
 
-------------LK--------------------------------------------- 
 
-------------------Q---------SPK-----------------------KP--- 
 
----------------------------------------------------GK------ 
 
--RLTS------------------------------------------------------ 
 
------------AHLSTNSPASV---ASTSPL-------------------------H-- 
 
CGRQDLC---------------------------S------------------------- 
 
-----------DSGSLGSDNQIRVTVSDSLLE---------------------------- 
 
------------------------------------------------------------ 
 
-----------------------------------------------------------K 
 
KRIS-----A-----------A--------RERKA----T-KTLGIILGAYIV------- 



 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------IYTLLIPL------------------ 
 
------------------------------------C---S------------------- 
 
S-CFSP--E--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------L-----F--DF----------FT---------------- 
 
----------WLGYVNSLINP--------------------------------IIYTMSN 
 
--DDFKKA---FHKVI-------SFRCCR--R---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Tetraodon_nigroviridis_unnamed_protein_product_gi47226259 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-MDFFN-----------FTE-----------------GVFAA------------------ 
 
NSS------GN------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------DTLQS--PK--LPRS---- 



 
K-----------------------------------IL--L--------TVTLFI---VA 
 
ILTTFL----------------------------NCLVITAIAVTRKLH-HP-ANYLICS 
 
LAVTDLLVAVLVMPFSIMYIQK-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------E-TWVMG-----------------QVMCTIWLSVD 
 
VTCCTCSILHLAAIAIDR---------YRAI----------------------------- 
 
--------T-DAVE-YS--RKRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------G-ARAGQMVAVVW--LLSI-------------------- 
 
---------------L----------ISLP-P-LL-------------------W----R 
 
------------------------------------------------------------ 
 
-----------------H-------------FTEDSE---QED-----------QCIIIH 
 
HHI-AFTLYSTFGA-------FYIPLLLILILYY----KIYRAAQTLY------------ 
 
-------------MR--------------------------------------------- 
 
-------------------R-------EASRA-----------------------SR--- 
 
----------------------------------------------------HS------ 
 
-CMTNG------------------------------------------------------ 
 
------------------SMIPSSYPAGDGGP-------------------------R-S 
 
PEPLSPA----------------------------------------------------- 
 
----------EKSSDPSTEEPPRERVRAPKKS---------------------------- 
 
------------------------------------------------------------ 



 
-----------------------------------------FQGKSRRFESRRGESRSES 
 
RRSQ-----F-----------NQGPRISGSRERKA----A-YTLGLIIGAFII------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------VKEVIVNT------------------ 
 
------------------------------------C--DS------------------- 
 
C-YTSV--E--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------M-----A--DF----------LT---------------- 
 
----------WLGYINSLINP--------------------------------LIYTIFN 
 
--EDFKKA---FQRLV----------RC-------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Gallus_gallus_PREDICTED_similar_to_5_hydroxytryptamine_sero
tonin_receptor_1F_gi50729860 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-MDLIN-----------STE---------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
----------------------------------------QNSTSE--EL--FKWV---- 
 
T-------SK--------------------------IL--I--------SITLSV---LA 
 
LMTTAI----------------------------NSLVMTAIIVTRKLH-HP-ANYLICS 
 
LAVTDFLVAVLVMPFSIVYIVK-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------E-TWIMG-----------------QVVCDIWLSVD 
 
ITCCTCSILHLSAIALDR---------YRAI----------------------------- 
 
--------T-DAVE-YA--RKRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-KHAGIMIAVVW--IISI-------------------- 
 
---------------F----------ISMP-P-LF-------------------W----R 
 
------------------------------------------------------------ 
 
-----------H-----Q-------------T---TS---RDD-----------ECIIKH 
 
DHI-VSTIYSTFGA-------FYIPLALILILYY----KIYKAAKTFH------------ 
 
-------------RR--------------------------------------------- 
 
-------------------S--------VSRI-----------------------VR--- 
 
----------------------------------------------------EE------ 
 
-VNGQV------------------------------------------------------ 
 
----------------LLDAGERTTKLTSMPS-------------------------T-- 
 



IEKTSDP----------------------------------------------------- 
 
------LVDCDKINISIRSPRSESKHEKSWKK---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
QRIS-----S-----------T--------RERKA----A-TTLGLILGAFVI------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------VKEVVVNT------------------ 
 
------------------------------------C--ER------------------- 
 
C-HISE--D--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------M-----S--NF----------LA---------------- 
 
----------WLGYINSLINP--------------------------------LIYTIFN 
 
--EDFKKA---FQKLV----------RCR--QYL-------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Cavia_porcellus_5_hydroxytryptamine_1F_receptor_5_HT_1F_Ser
otonin_receptor_1F_5_HT1F_gi3023200 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-MDFLN-----------SSD---------------------------------------- 



 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------------------QNLTSEEL--LH--RMPS---- 
 
K-----------------------------------IL--V--------SLTLSG---LA 
 
LMTTTI----------------------------NSLVIAAIIVTRKLH-HP-ANYLICS 
 
LAVTDFLVAVLVMPFSIVYIVR-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------E-SWIMG-----------------QVLCDIWLSVD 
 
IICCTCSILHLSAIALDR---------YRAI----------------------------- 
 
--------T-DAVE-YA--RKRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-KQAGIMITIVW--IISV-------------------- 
 
---------------F----------ISMP-P-LF-------------------W----R 
 
------------------------------------------------------------ 
 
-----------H-----Q-------------G---TS----RD---------D-ECIIKH 
 
DHI-VSTIYSTFGA-------FYIPLVLILILYY----KIYKAAKTLY------------ 
 
-------------HK--------------------------------------------- 
 
-------------------R---------QAS---------------------RIAK--- 
 
----------------------------------------------------EE------ 



 
-LNGQV------------------------------------------------------ 
 
-------------LLESGEKSIKMVSTTYVPE-------------------------K-- 
 
SLSDPST----------------------------------------------------- 
 
--------DFDKIHNTVKSPRCKLRHEKSWRR---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
QKIS-----G-----------T--------RERKA----A-TTLGLILGAFVI------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------VKELVVNV------------------ 
 
------------------------------------C--EK------------------- 
 
C-KISE--E--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------M-----A--NF----------LA---------------- 
 
----------WLGYLNSLINP--------------------------------LIYTIFN 
 
--EDFKKA---FQKLV----------RCQ--Y---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Mus_musculus_5_hydroxytryptamine_serotonin_receptor_1F_gi66
80321 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-MDFLN-----------ASD---------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------QNLTS--EELLNRMP---- 
 
------------------------------------SKILV--------SLTLSG---LA 
 
LMTTTI----------------------------NSLVIAAIIVTRKLH-HP-ANYLICS 
 
LAVTDFLVAVLVMPFSIVYIVR-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------E-SWIMG-----------------QVLCDIWLSVD 
 
IICCTCSILHLSAIALDR---------YRAI----------------------------- 
 
--------T-DAVE-YA--RKRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-RHAGIMITIVW--VISV-------------------- 
 
---------------F----------ISMP-P-LF-------------------W----- 
 
----------RH------------------------------------------------ 
 
-----------------Q------------------G-TSRDD-----------ECVIKH 
 
DHI-VSTIYSTFGA-------FYIPLVLILILYY----KIYRAARTLY------------ 
 



-------------HK--------------------------------------------- 
 
-----------------------------RQA-----------------------SR--- 
 
------------------------------------------------------------ 
 
-MIKEE------------------------------------------------------ 
 
--------LNGQVFLESGEKSIKLVSTSYMLE-------------------------K-S 
 
LSDPSTD----------------------------------------------------- 
 
---------FDRIHSTVKSPRSELKHEKSWRR---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
QKISGT------------------------RERKA----A-TTLGLILGAFVI------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------VKELVVNV------------------ 
 
------------------------------------C--EK------------------- 
 
C-KISE--E--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------M-----S--NF----------LA---------------- 
 
----------WLGYLNSLINP--------------------------------LIYTIFN 
 
--EDFKKA---FQKLV----------RCRY------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Rattus_norvegicus_5_hydroxytryptamine_serotonin_receptor_1F
_gi11177900 



 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-MDFLN-----------SSD---------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
---------------------------------------QNLTSEE--LLNRMPSK---- 
 
------------------------------------IL--V--------SLTLSG---LA 
 
LMTTTI----------------------------NCLVITAIIVTRKLH-HP-ANYLICS 
 
LAVTDFLVAVLVMPFSIVYIVR-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------E-SWIMG-----------------QGLCDLWLSVD 
 
IICCTCSILHLSAIALDR---------YRAI----------------------------- 
 
--------T-DAVE-YA--RKRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-RHAGITITTVW--VISV-------------------- 
 
---------------F----------ISVP-P------------LF--------W----- 
 
----------RH------------------------------------------------ 



 
-----------------Q------------------G-NSRDD-----------QCIIKH 
 
DHI-VSTIYSTFGA-------FYIPLVLILILYY----KIYRAARTLY------------ 
 
-------------HK--------------------------------------------- 
 
-----------------------------RQA-----------------------SR--- 
 
------------------------------------------------------------ 
 
-MIKEE------------------------------------------------------ 
 
---------LNGQVLLESGEKSIKLVSTSYML-------------------------EKS 
 
LSDPSTD----------------------------------------------------- 
 
---------FDRIHSTVKSPRSELKHEKSWRR---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
QKIS------------------------GTRERKA----A-TTLGLILGAFVI------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------VKELVVNI------------------ 
 
------------------------------------C---E------------------- 
 
K-CKIS-EE--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------M-----S--NF----------LA---------------- 
 
----------WLGYLNSLINP--------------------------------LIYTIFN 
 
--EDFKKA---FQKLV----------RCRN------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 



 
--------------------------- 
 
>Rattus_norvegicus_serotonin_receptor_1E_rat_gi476956 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-MPFLN-----------SSD---------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
---------------------------------------QNLTSEE--LLNRMPSK---- 
 
------------------------------------IL--V--------SLTLSG---LA 
 
LMTTTI----------------------------NCLVITAIIVTRKLH-HP-ANYLICS 
 
LAVTDFLVAVLVMPFSIVYIVR-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------E-SWIMG-----------------QGLCDLWLSVD 
 
IICCTCSILHLSAIALDR---------YRAI----------------------------- 
 
--------T-DAVE-YA--RKRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-RHAGITITTVW--VISV-------------------- 



 
---------------F----------ISVP-P------------LF--------W----- 
 
----------RH------------------------------------------------ 
 
-----------------Q------------------G-NSRDD-----------QCIIKH 
 
DHI-VSTIYSTFGA-------FYIPLVLILILYY----KIYRAARTLY------------ 
 
-------------HK--------------------------------------------- 
 
-----------------------------RQA-----------------------SR--- 
 
------------------------------------------------------------ 
 
-MIKEE------------------------------------------------------ 
 
---------LNGQVLLESGEKSIKLVSTSYML-------------------------EKS 
 
LSDPSTD----------------------------------------------------- 
 
---------FDRIHSTVKSPRSELKHEKSWRR---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
QKIS------------------------GTRERKA----A-TTLGLILGAFVI------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------VKELVVNI------------------ 
 
------------------------------------C---E------------------- 
 
K-CKIS-EE--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------M-----S--NF----------LA---------------- 
 
----------WLGYLNSLINP--------------------------------LIYTIFN 
 
--EDFKKA---FQKLV----------RCRN------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 



 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Sus_scrofa_5_HT1F_receptor_gi12005817 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-MDFLN-----------SSY----------------------------------Q----- 
 
NST------SE------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------------------------EL--LN--RMPA---- 
 
K-----------------------------------IL--V--------SFILSG---LA 
 
LMTTTI----------------------------NSLVIAAIIVTRKLH-HP-ANYLICS 
 
LAVTDFLVAVLVMPFSIVYIVR-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------E-SWIMG-----------------QVVCDIWLSVD 
 
ITCCTCSILHLSAIALDR---------YRAI----------------------------- 
 
--------T-DAVE-YA--QKRT------------------------------------- 



 
------------------------------------------------------------ 
 
---------------------P-KQAGIMITIVW--IISI-------------------- 
 
---------------F----------ISMP-P-LF-------------------W----R 
 
------------------------------------------------------------ 
 
-----------H-----Q-------------G---TS----RD---------D-ECIIKH 
 
DHI-VSTIYSTFGA-------FYIPLTLILILYY----KIYKAAKTLY------------ 
 
-------------HK--------------------------------------------- 
 
-------------------R---------QAS---------------------RIAK--- 
 
----------------------------------------------------EE------ 
 
-LNGQV------------------------------------------------------ 
 
-------------LLESGEKSSRLVSTPYMLE-------------------------K-- 
 
SLSDPST----------------------------------------------------- 
 
--------DFDKIHSTVKSPRSEFRHERSWRR---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
QKIS-----G-----------T--------RERKA----A-TTLGLILGAFVI------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------VKELVVNV------------------ 
 
------------------------------------C--EK------------------- 
 
C-KISE--E--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------M-----S--NF----------LT---------------- 
 
----------WLGYLNSLINP--------------------------------MIYTIFN 
 
--EDFKKA---FQKLV----------RCR--Y---------------------------- 



 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Pongo_pygmaeus_5_hydroxytryptamine_serotonin_receptor_1F_gi
6815243 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-MDFLN-----------SSD---------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------------------QNLTSEEL--LN--RMPS---- 
 
K-----------------------------------IL--V--------SLTLSG---LA 
 
LMTTTI----------------------------NSLVIAAIIVTRKLH-HP-ANYLICS 
 
LAVTDFLVAVLVMPFSIVYIVR-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



-------------------------E-SWIMG-----------------QVVCDIWLSVD 
 
ITCCTCSILHLSAIALDR---------YRAI----------------------------- 
 
--------T-DAVE-YA--RKRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-KHAGIMITIVW--IISV-------------------- 
 
---------------F----------ISMP-P-LF-------------------W----R 
 
------------------------------------------------------------ 
 
-----------H-----Q-------------G---TS----RD---------D-ECIIKH 
 
DHI-VSTIYSTFGA-------FYIPLALILILYY----KIYRAAKTLY------------ 
 
-------------HK--------------------------------------------- 
 
-------------------R---------QAS---------------------RIAK--- 
 
----------------------------------------------------EE------ 
 
-VNGQV------------------------------------------------------ 
 
-------------LLESGEKSTKSVSTPYVLE-------------------------K-- 
 
SLSDPST----------------------------------------------------- 
 
--------DFDKIHSTVRSLRSEFKHEKSWRR---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
QKIS-----G-----------T--------RERKA----A-TTLGLILGAFVI------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------VKELVVNV------------------ 
 
------------------------------------C--EK------------------- 
 
C-KISE--E--------------------------------------------------- 
 
------------------------------------------------------------ 
 



---------------------M-----S--NF----------LT---------------- 
 
----------WLGYLNSLINP--------------------------------LIYTIFN 
 
--EDFKKA---FQKLV----------RCR------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Gorilla_gorilla_5_hydroxytryptamine_serotonin_receptor_1F_g
i6815241 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-MDFLN-----------SSD---------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------------------QNLTSEEL--LN--RMPS---- 
 
K-----------------------------------IL--V--------SLTLSG---LA 
 
LMTTTI----------------------------NSLVIAAIIVTRKLH-HP-ANYLICS 
 
LAVTDFLVAVLVMPFSIVYIVK-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 



 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------E-SWIMG-----------------QVVCDIWLSVD 
 
ITCCTCSILHLSAIALDR---------YRAI----------------------------- 
 
--------T-DAVE-YA--RKRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-KHAGIMITIVW--IISV-------------------- 
 
---------------F----------ISMP-P-LF-------------------W----R 
 
------------------------------------------------------------ 
 
-----------H-----Q-------------G---TS----RD---------D-ECIIKH 
 
DHI-VSTIYSTFGA-------FYIPLALILILYY----KIYRAAKTLY------------ 
 
-------------HK--------------------------------------------- 
 
-------------------R---------QAS---------------------RIAK--- 
 
----------------------------------------------------EE------ 
 
-MNGQV------------------------------------------------------ 
 
-------------LLESGEKSTKSVSTSYVLE-------------------------K-- 
 
SLSDPST----------------------------------------------------- 
 
--------DFDKIHSTVKSLRSEFKHEKSWRR---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
QKIS-----G-----------T--------RERKA----A-TTLGLILGAFVI------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------VKELVVNV------------------ 
 
------------------------------------C--DK------------------- 



 
C-KISE--E--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------M-----S--NF----------LA---------------- 
 
----------WLGYLNSLINP--------------------------------LIYTIFN 
 
--EDFKKA---FQKLV----------RCR------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Pan_troglodytes_PREDICTED_similar_to_5_hydroxytryptamine_se
rotonin_receptor_1F_5_hydroxytryptamine_receptor_1F_GENE_REC
EPTEUR_5HT6_HUMAIN_gi55620694 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-MDFLN-----------SSD---------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------------------QNLTSEEL--LN--RMPS---- 
 
K-----------------------------------IL--V--------SLTLSG---LA 
 
LMATTI----------------------------NSLVIAAIIVTGKLR-HP-ANYLICS 



 
LAVTDFLVAVLVMPFSIVYIVR-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------E-SWIMG-----------------QVVCDIWLSVD 
 
ITCCTCSILHLSAIALDR---------YRAI----------------------------- 
 
--------T-DAVE-YA--RKRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-KHAGIMITIVW--IISV-------------------- 
 
---------------F----------ISMP-P-LF-------------------W----R 
 
------------------------------------------------------------ 
 
-----------H-----Q-------------G---TS----RD---------D-ECIIKH 
 
DHI-VSTIYSTFGA-------FYIPLALILILYY----KIYRAAKTLY------------ 
 
-------------HK--------------------------------------------- 
 
-------------------R---------QAS---------------------RIAK--- 
 
----------------------------------------------------EE------ 
 
-VNGQV------------------------------------------------------ 
 
-------------LLESGEKSTKSVSTSYVLE-------------------------K-- 
 
SLSDPST----------------------------------------------------- 
 
--------DFDKIHSTVRSLRSEFKHEKSWRR---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
QKIS-----G-----------T--------RERKA----A-TTLGLILGAFVI------- 



 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------VKELVVNV------------------ 
 
------------------------------------C--DK------------------- 
 
C-KISE--E--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------M-----S--NF----------LA---------------- 
 
----------WLGYLNSLINP--------------------------------LIYTIFN 
 
--EDFKKA---FQKLV----------RCR--C---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Homo_sapiens_HTR1F_protein_gi67678370 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-HGFLN-----------SSD---------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------------------QNLTSEEL--LN--RMPS---- 



 
K-----------------------------------IL--V--------SLTLSG---LA 
 
LMTTTI----------------------------NSLVIAAIIVTRKLH-HP-ANYLICS 
 
LAVTDFLVAVLVMPFSIVYIVR-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------E-SWIMG-----------------QVVCDIWLSVD 
 
ITCCTCSILHLSAIALDR---------YRAI----------------------------- 
 
--------T-DAVE-YA--RKRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-KHAGIMITIVW--IISV-------------------- 
 
---------------F----------ISMP-P-LF-------------------W----R 
 
------------------------------------------------------------ 
 
-----------H-----Q-------------G---TS----RD---------D-ECIIKH 
 
DHI-VSTIYSTFGA-------FYIPLALILILYY----KIYRAAKTLY------------ 
 
-------------HK--------------------------------------------- 
 
-------------------R---------QAS---------------------RIAK--- 
 
----------------------------------------------------EE------ 
 
-VNGQV------------------------------------------------------ 
 
-------------LLESGEKSTKSVSTSYVLE-------------------------K-- 
 
SLSDPST----------------------------------------------------- 
 
--------DFDKIHSTVRSLRSEFKHEKSWRR---------------------------- 
 
------------------------------------------------------------ 



 
------------------------------------------------------------ 
 
QKIS-----G-----------T--------RERKA----A-TTLGLILGAFVI------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------VKELVVNV------------------ 
 
------------------------------------C--DK------------------- 
 
C-KISE--E--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------M-----S--NF----------LA---------------- 
 
----------WLGYLNSLINP--------------------------------LIYTIFN 
 
--EDFKKA---FQKLV----------RCR--C---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Pan_troglodytes_5_hydroxytryptamine_serotonin_receptor_1F_g
i6815239 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-MDFLN-----------SSD---------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------------------QNLTSEELLNRMPSKILV---- 
 
-------------------------------------------------SLTLSG---LA 
 
LMTTTI----------------------------NSLVIAAIIVTRKLH-HP-ANYLICS 
 
LAVTDFLVAVLVMPFSIVYIVR-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------E-SWIMG-----------------QVVCDIWLSVD 
 
ITCCTCSILHLSAIALDR---------YRAI----------------------------- 
 
--------T-DAVE-YA--RKRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-KHAGIMITIVW--IISV-------------------- 
 
---------------F----------ISMP-P------------LF--------W----- 
 
----------RH------------------------------------------------ 
 
------------------------------------QGTSRDD-----------ECIIKH 
 
XHI-VSTIYSTFGA-------FYIPLALILILYY----KIYRAAKTLY------------ 
 
-------------HK--------------------------------------------- 
 
-----------------------------RQA-----------------------SR--- 
 
------------------------------------------------------------ 
 
-IAKEE------------------------------------------------------ 
 
---------VNGQVLLESGEKSTKSVSTSYVL-------------------------EKS 
 



LSDPSTD----------------------------------------------------- 
 
---------FDKIHSTVRSLRSEFKHEKSWRR---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
QKIS------------------------GTRERKA----A-TTLGLILGAFVI------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------VKELVVNV------------------ 
 
------------------------------------C----------------------- 
 
DKCKIS--E--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------------EMSNF----------LA---------------- 
 
----------WLGYLNSLINP--------------------------------LIYTIFN 
 
--EDFKKA---FQKLV----------RCR------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Homo_sapiens_5_hydroxytryptamine_serotonin_receptor_1F_gi68
15237 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-MDFLN-----------SSD---------------------------------------- 



 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------------------QNLTSEELLNRMPSKILV---- 
 
-------------------------------------------------SLTLSG---LA 
 
LMTTTI----------------------------NSLVIAAIIVTRKLH-HP-ANYLICS 
 
LAVTDFLVAVLVMPFSIVYIVR-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------E-SWIMG-----------------QVVCDIWLSVD 
 
ITCCTCSILHLSAIALDR---------YRAI----------------------------- 
 
--------T-DAVE-YA--RKRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-KHAGIMITIVW--IISV-------------------- 
 
---------------F----------ISMP-P------------LF--------W----- 
 
----------RH------------------------------------------------ 
 
------------------------------------QGTSRDD-----------ECIIKH 
 
DHI-VSTIYSTFGA-------FYIPLALILILYY----KIYRAAKTLY------------ 
 
-------------HK--------------------------------------------- 
 
-----------------------------RQA-----------------------SR--- 
 
------------------------------------------------------------ 



 
-IAKEE------------------------------------------------------ 
 
---------VNGQVLLESGEKSTKSVSTSYVL-------------------------EKS 
 
LSDPSTD----------------------------------------------------- 
 
---------FDKIHSTVRSLRSEFKHEKSWRR---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
QKIS------------------------GTRERKA----A-TTLGLILGAFVI------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------VKELVVNV------------------ 
 
------------------------------------C----------------------- 
 
DKCKIS--E--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------------EMSNF----------LA---------------- 
 
----------WLGYLNSLINP--------------------------------LIYTIFN 
 
--EDFKKA---FQKLV----------RCR------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Homo_sapiens_5_hydroxytryptamine_serotonin_receptor_1F_gi46
575634 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-MDFLNSSD-------QNLT---------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------SEELLNRMPSK-ILV---- 
 
-------------------------------------------------SLTLSG---LA 
 
LMTTTI----------------------------NSLVIAAIIVTRKLH-HP-ANYLICS 
 
LAVTDFLVAVLVMPFSIVYIVR-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------E-SWIMG-----------------QVVCDIWLSVD 
 
ITCCTCSILHLSAIALDR---------YRAI----------------------------- 
 
--------T-DAVE-YA--RKRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-KHAGIMITIVW--IISV-------------------- 
 
---------------F----------ISMP-P------------LF--------W--RH- 
 
--Q--GTSRDD------------------------------------------------- 
 
------------------------------------------------------ECIIKH 
 
DHI-VSTIYSTFGA-------FYIPLALILILYY----KIYRAAKTLY------------ 
 



-------------HK--------------------------------------------- 
 
--------------------------------------------------------R--- 
 
----------------------------------------------------QA--SR-- 
 
-IAKEE------------------------------------------------------ 
 
---------VNGQVLLESGEKSTKSVSTSYVL-------------------------EKS 
 
LSDPSTD----------------------------------------------------- 
 
---------FDKIHSTVRSLRSEFKHEKSWRR---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
QKIS------------------------GTRERKA----A-TTLGLILGAFVI------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------VKELVVNV------------------ 
 
------------------------------------C-D--------------------- 
 
K-CKIS-EE--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------M-----S--NF----------LA---------------- 
 
----------WLGYLNSLINP--------------------------------LIYTIFN 
 
--EDFKKA---FQKLV----------RCRC------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Pan_troglodytes_5_hydroxytryptamine_1F_receptor_5_HT_1F_Ser
otonin_receptor_1F_gi38503208 



 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------------------------------------MDFL 
 
NSSDQNLTS---------EE---------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------LLN-R--MPSK-ILV---- 
 
-------------------------------------------------SLTLSG---LA 
 
LMTTTI----------------------------NSLVIAAIIVTRKLH-HP-ANYLICS 
 
LAVTDFLVAVLVMPFSIVYIVR-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------E-SWIMG-----------------QVVCDIWLSVD 
 
ITCCTCSILHLSAIALDR---------YRAI----------------------------- 
 
--------T-DAVE-YA--RKRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------P-KHAGIMITIVW--IISV-------------------- 
 
---------------F----------ISMP-P--L---------F---------W-RHQG 
 
TSR--D----D------------------------------------------------- 



 
------------------------------------------------------ECIIKH 
 
BHI-VSTIYSTFGA-------FYIPLALILILYY----KIYRAAKTLY------------ 
 
-------------HK--------------------------------------------- 
 
--------------------------------------------------------R--- 
 
----------------------------------------------------QA--SRIA 
 
K-EEVN------------------------------------------------------ 
 
---------GQ-VLLESGEKSTK---SVSTSY-------------------------V-- 
 
LEKSLSD----------------------------------------------------- 
 
----P-STDFDKIHSTVRSLRSEFKHEKSWRR---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
QKIS----------------------GT--RERKA----A-TTLGLILGAFVI------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------VKELVVNV------------------ 
 
------------------------------------C-DK-------------------- 
 
C-KISE--E--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------M-----S--NF----------LA---------------- 
 
----------WLGYLNSLINP--------------------------------LIYTIFN 
 
--EDFKKA---FQKLV----------RCR------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 



 
--------------------------- 
 
>Danio_rerio_PREDICTED_similar_to_serotonin_receptor_gi68433
047 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------------MEME---RYLGESTS------------S 
 
PANATN-----------TSS---------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-----------------------------------------EAASQ--VE--ALTE---- 
 
R-----------------------------------LA--I--------VALLSL---LT 
 
LLTAVV----------------------------NGAVIAAICTTRKLH-LP-ANYLICS 
 
LAVTDFLVSVLVMPISILYITT-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------E-EWLLG-----------------TYVCEAWLSVD 
 
VTCCTCSILHLCVIALDR---------YWAI----------------------------- 
 
--------T-KAIE-YA--RKRT------------------------------------- 
 
------------------------------------------------------------ 
 



---------------------A-RRAGVMVAIVW--VISI-------------------- 
 
---------------F----------ISIP-P-LF-------------------W----- 
 
----------RQ------------------------------------------------ 
 
-----------------R-------------G---DA---NGP---------Q-QCIIEH 
 
DHV-GYTIFSTFGA-------FYIPMTLILILYS----RIYSAAKTLY------------ 
 
-------------QK--------------------------------------------- 
 
-------------------R--------GSSR---------------------HLSS--- 
 
----------------------------------------------------RS------ 
 
-TDSQT------------------------------------------------------ 
 
-------------------SFNHCRVKHAFCV-------------------------S-D 
 
VSTSDHT----------------------------------------------------- 
 
------MEFERNNVTIVRMPTFDTETPELDER---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
NQIC-----T-----------S--------RERKA----A-RILGLILGAFIL------- 
 
-------------CW---------------------------LP---------------- 
 
--------------------------FF------LKELLVGL------------------ 
 
------------------------------------K--VL------------------- 
 
M-TPSP--Q--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------V-----S--DA----------LT---------------- 
 
----------WLGYINSLVNP--------------------------------LLYTSFN 
 
--EDFKQA---FKRLI----------RRK--EHT-------------------------- 
 
------------------------------------------------------------ 
 



------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Pongo_pygmaeus_5_hydroxytryptamine_serotonin_receptor_1E_gi
7592942 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-MNITN-----------CTT----------------------------------E----- 
 
ASM------AV------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
---------------------------------------------R--PK--TITE---- 
 
K-----------------------------------ML--I--------CMTLVV---IT 
 
TLTTLL----------------------------NLAVIMAIGTTKKLH-QP-ANYLICS 
 
LAVTDLLVAVLVMPLSIIYIVM-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------D-RWKLG-----------------YFLCEVWLSVD 
 
MTCCTCSILHLCVIALDR---------YWAI----------------------------- 



 
--------T-NAIE-YA--RKRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------A-KRAALMILTVW--TISI-------------------- 
 
---------------F----------ISXP-P-LF-------------------W----R 
 
-----SHRRLSP------------------------------------------------ 
 
-----------P------------------------------P---------S-QCTIQH 
 
DHV-IYTIYSTLGA-------FYIPLTLILILYY----RIYHAAKSLY------------ 
 
-------------QK--------------------------------------------- 
 
-------------------R--------GSSR---------------------HLSN--- 
 
----------------------------------------------------RS------ 
 
-TDSQN------------------------------------------------------ 
 
----------------SFASCKLTQTFCVSDF-------------------------S-- 
 
TSDPTTE----------------------------------------------------- 
 
---------FEKFHASIRISPFDNDLDHPGER---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
QQIS-----S-----------T--------RERKA----A-RILGLILGAFIL------- 
 
-------------SW---------------------------LP---------------- 
 
--------------------------FF------IKELIVGL------------------ 
 
------------------------------------S--------------I-------- 
 
Y-TVSS--E--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------V-----A--DF----------LT---------------- 
 
----------WLGYVNSLINP--------------------------------LLYTSFN 



 
--EDFKLA---FKKLI----------RCR--E---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Pan_troglodytes_PREDICTED_5_hydroxytryptamine_serotonin_rec
eptor_1E_gi55627088 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-MNITN-----------CTT----------------------------------E----- 
 
ASM------AI------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
---------------------------------------------R--PK--TITE---- 
 
K-----------------------------------ML--I--------CMTLVV---IT 
 
TLTTLL----------------------------NLAVIMAIGTTKKLH-QP-ANYLICS 
 
LAVTDLLVAVLVMPLSIIYIVM-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



------------------------------------------------------------ 
 
-------------------------D-RWKLG-----------------YFLCEVWLSVD 
 
MTCCTCSILHLCVIALDR---------YWAI----------------------------- 
 
--------T-NAIE-YA--RKRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------A-KRAALMILTVW--TISI-------------------- 
 
---------------F----------ISMP-P-LF-------------------W-RSHR 
 
------------------------------------------------------------ 
 
-----------------R-------------L---SP----SP---------S-QCTIQH 
 
DHV-IYTIYSTLGA-------FYIPLTLILILYY----RIYHAAKSLY------------ 
 
-------------QK--------------------------------------------- 
 
-------------------R--------GSSR---------------------HLSN--- 
 
----------------------------------------------------RS------ 
 
-TDSQN------------------------------------------------------ 
 
----------------SFASCKLTQTFCVSDF-------------------------S-- 
 
TSDPTTE----------------------------------------------------- 
 
---------FEKFHASIRIPPFDNDLDHPGER---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
QQIS-----S-----------T--------RERKA----A-RILGLILGAFIL------- 
 
-------------SW---------------------------LP---------------- 
 
--------------------------FF------IKELIVGL------------------ 
 
------------------------------------S--------------I-------- 
 
Y-TVSS--E--------------------------------------------------- 
 



------------------------------------------------------------ 
 
---------------------V-----A--DF----------LT---------------- 
 
----------WLGYVNSLINP--------------------------------LLYTSFN 
 
--EDFKLA---FKKLI----------RCR--EHT-------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Pan_troglodytes_5_hydroxytryptamine_1E_receptor_5_HT_1E_Ser
otonin_receptor_1E_gi38503207 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-MNITN-----------CTT----------------------------------E----- 
 
ASM------AI------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
---------------------------------------------R--PK--TITE---- 
 
K-----------------------------------ML--I--------CMTLVV---IT 
 
TLTTLL----------------------------NLAVIMAIGTTKKLH-QP-ANYLICS 
 
LAVTDLLVAVLVMPLSIIYIVM-------------------------------------- 
 
------------------------------------------------------------ 



 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------D-RWKLG-----------------YFLCEVWLSVD 
 
MTCCTCSILHLCVIALDR---------YWAI----------------------------- 
 
--------T-NAIE-YA--RKRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------A-KRAALMILTVW--TISI-------------------- 
 
---------------F----------ISMP-P-LF-------------------W----R 
 
-----SHRRLSP------------------------------------------------ 
 
-----------P------------------------------P---------S-QCTIQH 
 
DHV-IYTIYSTLGA-------FYIPLTLILILYY----RIYHAAKSLY------------ 
 
-------------QK--------------------------------------------- 
 
-------------------R--------GSSR---------------------HLSN--- 
 
----------------------------------------------------RS------ 
 
-TDSQN------------------------------------------------------ 
 
----------------SFASCKLTQTFCVSDF-------------------------S-- 
 
TSDPTTE----------------------------------------------------- 
 
---------FEKFHASIRIPPFDNDLDHPGER---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
QQIS-----S-----------T--------RERKA----A-RILGLILGAFIL------- 
 
-------------SW---------------------------LP---------------- 
 
--------------------------FF------IKELIVGL------------------ 



 
------------------------------------S--------------I-------- 
 
Y-TVSS--E--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------V-----A--DF----------LT---------------- 
 
----------WLGYVNSLINP--------------------------------LLYTSFN 
 
--EDFKLA---FKKLI----------RCR--E---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Homo_sapiens_5_hydroxytryptamine_serotonin_receptor_1E_gi10
635353 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--MNIT-----------NCT-----------------------------TE---A----- 
 
SMA------IR------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
---------------------------------------------P---K--TITE---- 
 
K-----------------------------------ML--I--------CMTLVV---IT 
 



TLTTLL----------------------------NLAVIMAIGTTKKLH-QP-ANYLICS 
 
LAVTDLLVAVLVMPLSIIYIVM-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------D-RWKLG-----------------YFLCEVWLSVD 
 
MTCCTCSILHLCVIALDR---------YWAI----------------------------- 
 
--------T-NAIE-YA--RKRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------A-KRAALMILTVW--TISI-------------------- 
 
---------------F----------ISMP-P-LF-------------------W----R 
 
----------SH------------------------------------------R----- 
 
--RL-------S-----P------------------P-----P---------S-QCTIQH 
 
DHV-IYTIYSTLGA-------FYIPLTLILILYY----RIYHAAKSLY------------ 
 
-------------QK--------------------------------------------- 
 
-------------------R---------GSS-----------------------RH--- 
 
------------------------------------L-S-------------NR------ 
 
--STDS------------------------------------------------------ 
 
----------------QNSFASC---KLTQTF-------------------------C-- 
 
VSDFSTS---------------------------D------------------------- 
 
-----PTTEFEKFHASIRIPPFDNDLDHPGER---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 



QQIS-----S-----------T--------RERKA----A-RILGLILGAFIL------- 
 
-------------SW---------------------------LP---------------- 
 
--------------------------FF------IKELIVGL------------------ 
 
------------------------------------S--------------I-------- 
 
Y-TVSS--E--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------V-----A--DF----------LT---------------- 
 
----------WLGYVNSLINP--------------------------------LLYTSFN 
 
--EDFKLA---FKKLI----------RCR--EHT-------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Bos_taurus_PREDICTED_similar_to_5_hydroxytryptamine_1E_rece
ptor_5_HT_1E_Serotonin_receptor_1E_5_HT1E_S31_gi76625995 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-MNITN-----------CTP----------------------------------E----- 
 
ASV------AV------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 



 
---------------------------------------------R--PK--TITE---- 
 
K-----------------------------------ML--I--------SMTLVI---IT 
 
TLTMLL----------------------------NSAVIMAICTTKKLH-QP-ANYLICS 
 
LAVTDLLVAVLVMPLSIMYIVM-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------D-SWKLG-----------------YFICEVWLSVD 
 
MTCCTCSILHLCVIALDR---------YWAI----------------------------- 
 
--------T-NAIE-YA--RKRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------A-KRAGLMILTVW--TISI-------------------- 
 
---------------F----------ISMP-P-LF-------------------W----R 
 
-----SHRRLSP------------------------------------------------ 
 
-----------P------------------------------P---------S-QCTIRH 
 
DHV-IYTIYSTLGA-------FYIPLTLILILYY----RIYHAAKSLY------------ 
 
-------------QK--------------------------------------------- 
 
-------------------R--------GSSR---------------------HLSN--- 
 
----------------------------------------------------RS------ 
 
-TDSQN------------------------------------------------------ 
 
----------------SFASCKLTQTFCVSDF-------------------------S-- 
 
TSDPTTE----------------------------------------------------- 
 
---------FEKIHTSIRIPPFDNDLDYPGER---------------------------- 



 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
QQIS-----S-----------T--------RERKA----A-RILGLILGAFIL------- 
 
-------------SW---------------------------LP---------------- 
 
--------------------------FF------IKELIVGL------------------ 
 
------------------------------------S--------------T-------- 
 
Y-AVSS--E--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------V-----A--DF----------LT---------------- 
 
----------WLGYVNSLINP--------------------------------LLYTSFN 
 
--EDFKLA---FKKLI----------RCR--EHT-------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Canis_familiaris_PREDICTED_similar_to_5_hydroxytryptamine_1
E_receptor_5_HT_1E_Serotonin_receptor_1E_5_HT1E_S31_gi570951
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------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-MNLTN-----------CTT----------------------------------E----- 
 
ANV------AV------------------------------------------------- 



 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
---------------------------------------------R--PK--TITE---- 
 
K-----------------------------------ML--I--------SVTLVI---IT 
 
TLTMLL----------------------------NLAVIMAICTTKKLH-QP-ANYLICS 
 
LAVTDLLVAVLVMPLSIMYIVM-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------D-SWKLG-----------------YFICEVWLSVD 
 
MTCCTCSILHLCVIALDR---------YWAI----------------------------- 
 
--------T-NAIE-YA--RKRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------T-KRAGLMILTVW--TISI-------------------- 
 
---------------F----------ISMP-P-LF-------------------W----R 
 
-----SHRQLSP------------------------------------------------ 
 
-----------P------------------------------P---------S-QCTIQH 
 
DHV-IYTIYSTLGA-------FYIPLTLILILYY----RIYHAAKSLY------------ 
 
-------------QK--------------------------------------------- 
 
-------------------R--------GSSR---------------------HLSN--- 
 
----------------------------------------------------RS------ 
 
-TDSQN------------------------------------------------------ 



 
----------------SFASCKLTQTFCVSDF-------------------------S-- 
 
TSDPTTE----------------------------------------------------- 
 
---------FEKINTSIRIPSFDNDLDHPGER---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
QQIS-----S-----------T--------RERKA----A-RILGLILGAFIL------- 
 
-------------SW---------------------------LP---------------- 
 
--------------------------FF------IKELIVGL------------------ 
 
------------------------------------S--------------I-------- 
 
Y-TVSS--E--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------V-----A--DF----------LT---------------- 
 
----------WLGYVNSLINP--------------------------------LLYTSFN 
 
--EDFKLA---FKKLI----------KCR--EHT-------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Cavia_porcellus_serotonin_receptor_gi37962670 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 



 
-MNITN-----------CTT-----------------------------DA---S----- 
 
MVV------RP------------------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------------------------------K--TVTE---- 
 
K-----------------------------------ML--I--------CMTLVI---IT 
 
TLTMLL----------------------------NSAVIMAICTTKKLH-QP-ANYLICS 
 
LAVTDLLVAVLVMPLSIMYIVM-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------D-SWRLG-----------------YFICEVWLSVD 
 
MTCCTCSILHLCVIALDR---------YWAI----------------------------- 
 
--------T-NAIE-YA--RKRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------A-KRAGLMILTVW--TISI-------------------- 
 
---------------F----------ISMP-P-LF-------------------W----R 
 
------------------------------------------------------------ 
 
-----------SHRQLSP------------------P-----P---------S-QCTIQH 
 
DHV-IYTIYSTFGA-------FYIPLTLILILYY----RIYHAAKSLY------------ 
 
-------------QK--------------------------------------------- 
 
-------------------R---------GSS-----------------------RH--- 



 
----------------------------------------------------LS------ 
 
--NRST------------------------------------------------------ 
 
--------------DSQNSFASC---KLTQTF-------------------------C-- 
 
VSDFSTS---------------------------D------------------------- 
 
-----PTTEFEKIHASIRIPPFDNDLDHPGER---------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
QQIS-----S-----------T--------RERKA----A-RILGLILGAFIL------- 
 
-------------SW---------------------------LP---------------- 
 
--------------------------FF------IKELIVGL------------------ 
 
------------------------------------S---I------------------- 
 
Y-TVSS--E--------------------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------V-----G--DF----------LT---------------- 
 
----------WLGYVNSLINP--------------------------------LLYTSFN 
 
--EDFKLA---FKKLI----------RCR--EHT-------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
>Sus_scrofa_serotonin_1E_receptor_5_HT1E_gi984237 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 



 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------H-QP-ANYLICS 
 
LAVTDLLVAVLVMPLSIMYIVM-------------------------------------- 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
-------------------------D-SWRLG-----------------YFICEVWLSVD 
 
MTCCTCSILHLCVIALDR---------YWAI----------------------------- 
 
--------T-NAIE-YA--RKRT------------------------------------- 
 
------------------------------------------------------------ 
 
---------------------A-KRAGLMILTVW--TISI-------------------- 
 
---------------F----------ISMP-P-LF-------------------W----- 
 
----------RS------------------------------------------------ 
 
-----------H-----R------------------Q-LSPPP---------S-QCAIQH 
 
DHV-IYTIYSTLGA-------FYIPLTLILILY--------------------------- 



 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
------------------------------------------------------------ 
 
--------------------------- 
 
 



 



gi39595398    CIPAVIIILLTVFGNLLVLFFKARVGRTN--TTLLVWNLGLTDFLVGVIVLPMGAVYLIYKWIFGRFLCRLWVAADVTFCTCSVVTICVISVDRYLAVTKVITVMSIIWVFSSSILLT--TLCFVGNEIRHLAHSVVFAFFLPASVTLTLYWRIYKLARNRQHERIA-KTLGVVSCSFLFCWLPFFGLYLTNYKASWLGYCNSMLNPIIYSFTV   [209]  
gi72004622    VTIYVIIMITGIIGNGMVFVAIGTFHTLRTVSNQFVLSLATADFTVSLVILPFSVQEAYYAWYLGEILCRFWIAGDVLFVTISIFNLAAISIDRYRSIRMAYKQIAAAWLLSLLVGVPPFYMCYLQLNPYFIIPATTIGFFLPLAVVLYTHTRIFGIAKKLARERKAARTVAIVIGVFTVCWMPFFVAISVASVLTFMGYANSAANPIIYTIFN   [214]  
gi39591067    TLIILAMMMMTIVGNALVFLAVLIVRKLKTPQNFLLVSLAVADFFVGLVVMPLALIDLLFKWPLGSTMCSVYTTADLTLCTASIVNLCAISVDRYLVIRRIGWYIACVWITAAVVSISSHITCQVLPHFLYQSYATLISFYGPTFIMVILNIKIWREAKRLASECKARKTLGVIMSVFIICWLPFFILAIFKSF--WLGYSNSTVNPLIYCKYN   [212]  
gi15011757    AIAILAMIIMTTVGNALVCLAVLLVRKLKHPQNFLLVSLAVADFFVGLVVMPLALIDLLFKWPLGSTMCSVYTTSDLTLCTASIVNLCAISVDRYLVIKRIMMYIACVWIIAAIVSISSHITCQVIPHFIYQSYATIISFYAPTFIMVILNIKIWRAAKRLARQTEKAKTLGVIMSVFIICWLPFFILAIFKSFLAWLGYSNSTLNPLIYCKYN   [214]  
gi20198773    AIAILAMIIMTTVGNALVCLAVLLVRKLKHPQNFLLVSLAVADFFVGLVVMPLALIDLLFKWPLGSTMCSVYTTSDLTLCTASIVNLCAISVDRYLVIKRIMMYIACVWIIAAIVSISSHITCQVIPHFIYQSYATIISFYAPTFIMVILNIKIWRAAKRLARQTEKAKTLGVIMSVFIICWLPFFILAIFKSFALWLGYSNSTLNPLIYCKYN   [214]  
gi28894840    AIAILAMIIMTTVGNALVCLAVLLVRKLKHPQNFLLVSLAVADFFVGLVVMPLALIDLLFKWPLGSTMCSVYTTSDLTLCTASIVNLCAISVDRYLVIKRIMMYIACVWIIAAIVSISSHITCQVIPHFIYQSYATIISFYAPTFIMVILNIKIWRAAKRLARQTEKAKTLGVIMSVFIICWLPFFILAIFKSFALWLGYSNSTLNPLIYCKYN   [214]  
gi7441602     ISSMLTVMLLIIFGNLLVVVTVYRDRKLRQRQNWLIVSLAVADMLVGLLVMPLTLTYEIVEWTMGNILCEIWLALDVLFVTASILHICAISLDRYFSVLRMFIYIGVSWIVSLLICLPP-IECSVSTDLGYVLYSSLGSFYIPVVILIIVYAKIYSITIRHSKERQATLLLGIILSAFILSWLPFFLIYVIGAFFFWLGYCNSGINPVIYTVFN   [213] 
gi39598078    ISSMLTVMLIIIFGNLLVVVTVYRDRKLRQRQNWLIVSLAVADMLVGLLVMPLTLTYEIVEWTMGTVLCEMWLALDVLFVTASILHICAISLDRYFSVLRMFIYIGVSWIVSLLICLPP-IECSVSTDLGYVLYSSLGSFYIPVVILIIVYAKIYSITIRHSKERQATLLLGIILSAFILSWLPFFMIYVIGAFFFWLGYCNSGINPVIYTVFN   [213] 
gi34610410    ISSMLTVMLLIIFGNLLVVVTVYRDRKLRQRQNWLIVSLAVADMLVGLLVMPLTLTYEIVEWTMGNILCEIWLALDVLFVTASILHICAISLDRYFSVLRMFIYIGVSWIVSLLICLPP-IECSVSTDLGYVLYSSLGSFYIPVVILIIVYAKIYSITIRHSKERQATLLLGIILSAFILSWLPFFLIYVIGAFFFWLGYCNSGINPVIYTVFN   [213] 
gi34610411    ISSMLTVMLLIIFGNLLVVVTVYRDRKLRQRQNWLIVSLAVADMLVGLLVMPLTLTYEIVEWTMGNILCEIWLALDVLFVTASILHICAISLDRYFSVLRMFIYIGVSWIVSLLICLPP-IECSVSTDLGYVLYSSLGSFYIPVVILIIVYAKIYSITIRHSKERQATLLLGIILSAFILSWLPFFLIYVIGAFFFWLGYCNSGINPVIYTVFN   [213] 
gi55246271    FLFVILFIFAGGLGNILVCLAVALDRKLQNVTNYFLLSLAIADLLVSLFVMPLGAIPGFLYWPFGVTWCNIYVTCDVLACSASILHMCFISLGRYLGIRLTGIKIALVWLLAMLVSSSITVECVINNR-AFFVFGSLVAFYIPMVMMVVTYALTVQLLRKKASYSSITQVLGLVFFTFVFCWAPFFILNIIFAACLWLGYVSSTINPIIYTIFN   [213] 
gi21291553    FLFVILFIFAGGLGNILVCLAVALDRKLQNVTNYFLLSLAIADLLVSLFVMPLGAIPGFLYWPFGVTWCNIYVTCDVLACSASILHMCFISLGRYLGIRLTGIKIALVWLLAMLVSSSITVECVINNR-AFFVFGSLVAFYIPMVMMVVTYALTVQLLRKKATEQKATKVLGLVFFTFVFCWAPFFILNIIFAACLWLGYVSSTINPIIYTIFN   [213] 
gi23320919    ALILILFPILTLFGNILVILSVCRERSLQTVTNYFIVSLAIADLLVAVVVMPFAVYFLVNAWALPDVVCDFYIAMDVICSTSSIFNLVAISIDRYIAVRRVCLTILLVWAISA--AIGPIVVCAFYNAD-FILYSSLSSFYIPCIIMVFLYWNIFKALRSRAKERKATKTLAIVLGVFLFCWLPFFSCNIMDAMTTWLGYINSFVNPVIYTIFN   [211] 
gi72041290    VLLLIPIILCTIIGNLLVCLAISRDRRLHNLTNLFLFSMAIADLLVALLVMPFGLTKDLLHWSMGLSMCDIWTTMDVFCCTSSILHMCTISIDRYLAIRGIIIKICIVWACAAGLSSPLCIQCAVTNIH-FMIYGSVVAFFIPLCIVIITYCLTTYTLYKKMTEQRASKVLGLVFTTFVVGWTPFFVANIIGALCTWIGWGSSMVNPFIYTAFN   [213] 
gi3150433     ILIMAPLVIFGIAGNTLVILAISLEKRLQNVTNYFLLSLAVTDLLVSLIVMPFSIINVFTRWLFGFVLCDFFVTSDVLMCTSSILHMCTISLERYIGIRIVLLKIVLVWTIALAITSPITVACVLNNEH-FIIYGSICAFFIPLAIMVLMYALTVKMLNTQATEQKASKVLGVVFMIFVVCWAPFFTVNILTALFVWLGYVSSTLNPIIYTIFN   [213] 
gi17384398    ALLIVMVIIPTIGGNILVILAVWLEKKLQNATNFFLMSLAVADLLVGLLVMPIALITILYDWPLPEPLCPIWLFLDVLFSTASIMHLCAISLDRYIAIAKVMLKIALVWLISICIAIPP-ITCVLKTDTEFIIFGSLVAFFIPLTIMMIIYFLTVRVLRKKVNEQRASKVLGIVFLLFVVMWCPFFITNITSALFSWVGYVSSGINPLVYTLFN   [213] 
gi17384267    ALLIVMVIIPTIGGNILVILAVWLEKKLQNATNFFLMSLAVADLLVGLLVMPIALITILYDWPLPEPLCPIWLFLDVLFSTASIMHLCAISLDRYIAIAKVMLKIALVL----QSQFQ--LTTLILTTS-------------PLPVTI------------------------------------------------------------------   [129] 
gi66864893    ALLILTVIIPTIGGNILVILAISLEKKLQYATNYFLMSLAVADLLVGLFVMPIALLTIMFIWPLPLVLCPAWLFLDVLFSTASIMHLCAISVDRYIAIATAFIKITVVWLISIGIAIPP-ITCVLTKDRNFMLYGSLAAFFTPLAIMIVTYFLTIRALQKKANEQRASKVLGIVFFLFLLMWCPFFITNVTLVLFVWIGYVSSGVNPLVYTLFN   [213] 
gi40254431    ALLILMVIIPTIGGNTLVILAVSLEKKLQYATNYFLMSLAVADLLVGLFVMPIALLTIMFMWPLPLVLCPAWLFLDVLFSTASIMHLCAISVDRYIAIATAFIKITVVWLISIGIAIPP-ITCVLTKERDFMLFGSLAAFFTPLAIMIVTYFTIHALQKKAYNEQRASKVLGIVFFLFLLMWCPFFITNITLVLFVWIGYVSSGVNPLVYTLFN   [213] 
gi475198      ALLILMVIIPTIGGNTLVILAVSLEKKLQYATNYFLMSLAVADLLVGLFVMPIALLTIMFMWPLPLVLCPAWLFLDVLFSTASIMHLCAISVDRYIAIATAFIKITVVWLISIGIAIPP-ITCVLTKERDFMLFGSLAAFFTPLAIMIVTYFLTIHALQKKANEQRASKVLGIVFFLFLLMWCPFFITNITLVLFVWIGYVSSGVNPLVYTLFN   [213] 
gi558383      ALLILMVIIPTIGGNTLVILAVSLEKKLQYATNYFLMSLAVADLLVGLFVMPIALLTIMFMWPLPLVLCPAWLFLDVLFSTASIMHLCAISVDRYIAIATAFIKITVVWLISIGIAIPPIKTCVLTKERDFMLFGSLAAFFTPLAIMIVTYFLTIHALQKKANEQRASKVLGIVFFLFLLMWCPFFITNITLVLFVWIGYVSSGVNPLVYTLFN   [214] 
gi57305       ALLIFAVIIPTIGGNILVILAVSLEKRLQYATNYFLMSLAVADLLVGLFVMPIALLTIMFTWPLPLALCPAWLFLDVLFSTASIMHLCAISLDRYIAITTAFVKITVVWLISIGIAIPPIKTCELTKDRSFMLFGSLAAFFAPLTIMIVTYFLTIHALRKKANEQRASKVLGIVFLFFLLMWCPFFITNVTLALFVWVGYVSSGVNPLIYTLFN   [214] 
gi258794      ALLIFAVIIPTIGGNILVILAVSLEKRLQYATNYFLMSLAVADLLVGLFVMPIALLTIMFTWPLPLALCPAWLFLDVLFSTASIMHLCAISLDRYIAITTAFVKITVVWLISIGIAIPPIKTCELTKDRSFMLFGSLAAFFAPLTIMIVTYFLTIHALRKKANEQRASKVLGIVFLFFLLMWCPFFITNVTLALFVWVGYVSSGVNPLIYTLFN   [214] 
gi54090       ALLILAVIIPTIGGNILVILAVALEKRLQYATNYFLMSLAIADLLVGLFVMPIALLTIMFIWPLPLALCPAWLFLDVLFSTASIMHLCAISLDRYIAIATAFIKITVVWLISIGIAIPPIKTCELTKDRSFMVFGSLAAFFVPLTIMVVTYFTIHTLQKKAYNEQRASKALGVVFFLFLLMWCPFFITNLTLALFVWIGYVSSGVNPLIYTLFN   [214] 
gi23274018    ALLILAVIIPTIGGNILVILAVALEKRLQYATNYFLMSLAIADLLVGLFVMPIALLTIMFIWPLPLALCPAWLFLDVLFSTASIMHLCAISLDRYIAIATAFIKITVVWLISIGIAIPPIKTCELTKDRSFMVFGSLAAFFAPLTIMVVTYFTIHTLQKKAYNEQRASKALGVVFFLFLLMWCPFFITNLTLALFVWIGYVSSGVNPLIYTLFN   [214] 
gi33413605    --------------NILVILAVALEKRLQYATNYFLMSLAIADLLVGLFVMPIALLTIMFIWPLPLALCPAWLFLDVLFSTASIMHLCAISLDRYIAIATAFIKITVVW----LISIG-MWGMPLF---PYGQNASSG-IAIPVPI---------KGIETDVTKDRF--------GSFMV----FG--------FV------------------   [144] 
gi3850791     ALLILAVIIPTIGGNILVILAVALEKRLQYATNYFLMSLAIADLLVGLFVMPIALLTIMFIWPLPLALCPAWLFLDVLFSTASIMHLCAISLDRYIAIATAFIKITVVWLISIGIAIPPIKTCELTKDRSFMVFGSLAAFFVPLTIMVVTYFLTIHTLQKKANEQRASKALGVVFFLFLLMWCPFFITNLTLALFVWIGYVSSGVNPLIYTLFN   [214] 
gi33636340    ALLTLMVIVPTIGGNILVIMAISLEKKLQNATNYFLMSLAVADLLVGIFVMPVALINILFVWQLPQCVCAIWLFLDVLFSTASIMHLCAISLDRYIAIGKTLIKITVVWVISAGIAFPPIKTCVIQVEPYFIIYGSMAAFFVPFGIMVVIYFLTIHLLRKKANEQRASKVLGIVFFLFVFMWCPFFLTNVASVLFVWVGYISSGVNPLVYTLFN   [214] 
gi50746090    ALLILVVILLTIGGNILVIMAVSLEKKLQNATNFFLMSLAVADMLVGILVMPVSLIAVLYAWPLPKQLCPIWISLDVLFSTASIMHLCAISLDRCSVITRPNPSLKAVWSTSHNISMPPVITCVLNDE-NFVLIGSFMAFFIPLIIMVITYCLTVQVLQRQANERRASKVLGIVFFLFLIMWCPFFITNVMSVLFVWVGYVCSGVNPLVYTLFN   [213] 
gi68396549    ALFILVIIFFTIAGNILVIMAVSIESKLHNPTNFFLCSLAVADMLVGFLVMPISLISILYTWPLPQLLCPLWIFLDVLFSTASIMHLCAISLDRYIGIRKAMIKIITVWTISIVLSLPPVMCACVLNEPRFILVGSIVAFFVPLVIMVVCYYLTLHHLQKHSNERRASKVLGMVFFLFLIMWLPFYMNSLQERV--WKEKMLQATENQEWNMMA   [212] 
gi47211450    ALLILVIIALTVGGNILVILAVSLEKKLQNATNFFLRSLAVADMLVGILVMPVSLINILYAWPLPSALCPIWIYLDVLFSTASIMHLCAISLDRYLAITKAMMKIAAVWTISIGVSTPPVISCVLNEER-FMLIGSFVAFFIPLVIMVVTYCLTIQVGLLLLQERETVRRLLPLPGHVVS--LLHHVPRRLRPLLHLLGGQPAGLHP-----LQ   [206] 
gi68363100    ALLILVIIILTIGGNILVILAVSLEKKLQNATNFFLRSLAVADMLVGILVMPISLINILYAWPLPSALCPIWIYLDVLFSTASIMHLCAISLDRYVAITKAMLKIAAVWTISIGISMPPVIICALNEE-LFILVGSFVAFFIPLVIMVVTYCLTVQALQRQANERRASKVLGVVFFLFLFMWCPFFVTNVLYVLFVWVGYISSGVNPLVYTLFN   [213] 
gi55665890    ALSIVIIIIMTIGGNILVIMAVSMEKKLHNATNYFLMSLAIADMLVGLLVMPLSLLAILYVWPLPRYLCPVWISLDVLFSTASIMHLCAISLDRCISSVREQHDVRAQR---------PKF--------FLHTADDYGDYVLP---------DHLRSAPTSFRPHRGT------------AW-------TKSGF----GRGRELCKP-------   [158] 
gi56122222    ALAIVIIIIMTIGGNILVIMAVSMEKKLHNATNYFLMSLAIADMLVGLLVMPLSLLAILYVWPLPRYLCPVWISLDVLFSTASIMHLCAISLDRYVAITKAIMKIAIVWAISIGVSVPPVITCVLNDP-NFVLIGSFVAFFIPLTIMVITYCTIYVLRRQALNERKASKVLGIVFFVFLIMWCPFFLTNILSVLFVWIGYVCSGINPLVYTLFN   [213] 
gi55846806    ALSIVVIIIMTIGGNILVIMAVSMEKKLHNATNYFLMSLAIADMLVGLLVMPLSLLAILYVWPLPRYLCPVWISLDVLFSTASIMHLCAISLDRYVAI-----------LLHGHTEEP-GLCCKRNTAEEENAANPNQD----------------QNARRRRNERKASKVLGIVFFVFLIMWCPFFITNILSVLFVWIGYVCSGINPLVYTLFN   [186] 
gi7025345     ALSIVIIIIMTIGGNILVIMAVSMEKKLHNATNYFLMSLAIADMLVGLLVMPLSLLAILYVWPLPRYLCPVWISLDVLFSTASIMHLCAISLDRYVAVTKAIMKIAIVWAISIGVSVPPVITCVLNDP-NFVLIGSFVAFFIPLTIMVITYCTIYVLRRQALNERKASKVLGIVFFVFLIMWCPFFITNILSVLFVWIGYVCSGINPLVYTLFN   [213] 
gi2119501     ALSIVIIIIMTIGGNILVIMAVSMEKKLHNATNYFLMSLAIADMLVGLLVMPLSLLAILYVWPLPRYLCPVWISLDVLFSTASIMHLCAISLDRYVAITKAIMKIAIVWAISI-----------------------------------------------------------------------------------------------------   [113] 
gi56122298    ALSIVVIIIMTIGGNILVIMAVSMEKKLHNATNYFLMSLAIADMLVGLLVMPLSLLAILYVWPLPRYLCPVWISLDVLFSTASIMHLCAISLDRYVAITKAIMKIAIVWAISIGVSVPPVITCVLNDP-NFVLIGSFVAFFIPLTIMVITYCTIYVLRRQALNERKASKVLGIVFFVFLIMWCPFFITNILSVLFVWIGYVCSGINPLVYTLFN   [213] 
gi55665891    ALSIVIIIIMTIGGNILVIMAVSMEKKLHNATNYFLMSLAIADMLVGLLVMPLSLLAILYVWPLPRYLCPVWISLDVLFSTASIMHLCAISLDRYVAITKAIMKIAIVWAISIGVSVPPVITCVLNDP-NFVLIGSFVAFFIPLTIMVITYCTIYVLRRQALNERKASKVLGIVFFVFLIMWCPFFITNILSVLFVWIGYVCSGINPLVYTLFN   [213] 
gi54792733    ALSIVIIIILTIGGNILVIMAVSLEKKLHNATNYFLMSLAIADMLVGLLVMPLSLLAILYVWPLPRYLCPVWISLDVLFSTASIMHLCAISLDRYVAITKAIMKIAIVWAISIGVSVPPVITCVLNDP-NFVLIGSFVAFFIPLTIMVITYCLTIHVLRRQANERKASKVLGIVFFVFLVMWCPFFITNILSVLFVWIGYVCSGINPLVYTLFN   [213] 
gi76659135    -------------------MAVSLEKKLHNATNYFLMSLAIADMLVGLLVMPLSLLAILYVWPLPRYLCPVWISLDVLFSTASIMHLCAISLDRYVAITKAIMKIAIVWAISL-----------------------------------------------------------------------------------------------------   [94] 
gi17298688    ALSIVVIIIMTIGGNILVIMAVSMEKKLHNATNYFLMSLAIADMLVGLLVMPLSLLAILYVWPLPRYLCPVWISLDVLFSTASIMHLCAISLDRYVAITKAIMKIAIVWAISIGVSVPPVITCVLNDP-NFVLIGSFVAFFIPLTIMVITYFTIYVLRRQTLNEKKASKVLGIVFFVFLIMWCPFFITNILSVLFVWIGYVCSGINPLVYTLFN   [213] 
gi26329999    ALSIVVIIIMTIGGNILVIMAVSMEKKLHNATNYFLMSLAIADMLVGLLVMPLSLLAILYVWPLPRYLCPVWISLDVLFSTASIMHLCAISLDRYVAVTKAIMKIAIVWAISIGVSVPPVITCVLNDP-NFVLIGSFVAFFIPLTIMVITYFTIYVLRRQTLNEKKASKVLGIVFFVFLIMWCPFFITNILSVLFVWIGYVCSGINPLVYTLFN   [213] 
gi311885      ALSIVVIIIMTIGGNILVIMAVSMEKKLHNATNYFLMSLAIADMLVGLLVMPLSLLAILYVWPLPRYLCPVWISLDVLFSTASIMHLCAISLDRYVAVTKAIMKIAIVWAISIGVSVPPVITCVLNDP-NFVLIGSFVAFFIPLTIMVITYFTIYVLRRQTLNEKKASKVLGIVFFVFLIMWCPFFITNILSVLFVWIGYVCSGINPLVYTLFN   [213] 
gi68361906    ALLISLVIIITVTGNILVIMAVSLERKLQNATNYFLRSLAITDMLLGILVMPVAMVTILYTWPLPRTLCPIWIYLDVLFSTASIMHLCAISLDRYIAITKARVKIIAAWTISVGTRVENKVSGSFTNT-ERSICGSTQNFWDTGTMNKLSPFSNLAKFISKSDMRKRIEDMGFDALILALMHCGSCVKNITETLPGWSSRLNSASTPIKVYLQE   [213] 
gi68366212    ALLILVVVIVTVAGNILVIMAVNLERKLQNATNYFLMSLAVADMLLGLLVMPVSMVTIVYSWPFPASLCPMWIYLDVLFSTASIMHLCAISLDRYVAISRARAKITAVWTISASISMPPVLSCLLTDN-SFVLIGSFVAFFVPLTIMVVTYFLTISALQSEANEQKASKVLGVVFFLFVVMWCPFFITNVLAVVFVWVGYLSSAVNPLVYTLFN   [213] 
gi50731215    ALLTVIVIVLTIAGNILVIMAVSLEKKLQNATNYFLMSLAIADMLLGFLVMPVSMLTILYKWPLPRKFCAIWIYLDVLFSTASIMHLCAISLDRYIAITKAFAKIIAVWTISVGISMPPVFHCLLADE-NFVLIGSFAAFFIPLTIMVVTYFLTIRSLQKEANEQKASKVLGIVFFLFVVMWCPFFITNVMAVIFVWIGYLSSAVNPLVYTLFN   [213] 
gi238377      AILTAVVIILTIAGNILVIMAVSLEKKIQNATNYFLMSLAIADMLLGFLVMPVSMLTILYRWPIPSKLCAVWIYLDVIFSTASIMHLCAISLDRYVAITKAFLKIIAVWTISVGVSMPPVFSCLLADD-NFVLIGSFVAFFIPITIMVITYFLTIKSLQKEANEQRACKVLGIVFFLFVVMWCPFFITNIMAVIFVWIGYLSSAVNPLVYTLFN   [213] 
gi49456       ALLTAVVIILTIAGNILVIMAVSLEKKLQNATNYFLMSLAIADMLLGFLVMPVSMLTILYRWPLPSKLCAVWIYLDVLFSTASIMHLCAISLDRYVAITKAFLKIIAVWTISVGVSMPPVFSCLLADD-NFVLIGSFVAFFIPLTIMVITYFLTIKSLQKEANEQKACKVLGIVFFLFVVMWCPFFITNIMAVIFVWIGYLSSAVNPLVYTLFN   [213] 
gi543726      ------------------------------------------------------------------KLCAIWIYLDVLFSTASIMHLCAISLDRYVAITKAFLKIIAVWTISVGISMPPVFSCLLADD-NFVLIGSFVAFFIPLTIMVITYFLTIKSLQKEANEQKACKVLGIVFFLFVVMWCPFFVTNIMAVIFVWIGYLSSAVNPLVYTLFN   [147] 
gi32765774    ---------------------------------------------------PVSMLTILYRWPLPSKLCAIWIYLDVLFSTASIMHLCAISLDRYVAITRAFLKIIAVWTISVGISMPPVFSCLLADD-NFVLIGSFVAFFIPLTIMVITYFLTIKSLQKEARAKLA---------SFSF--LP----------FQ------------------   [123] 
gi57856       ALLTTVVIILTIAGNILVIMAVSLEKKLQNATNYFLMSLAIADMLLGFLVMPVSMLTILYRWPLPSKLCAIWIYLDVLFSTASIMHLCAISLDRYVAITKAFLKIIAVWTISVGISMPPVFSCLLADD-NFVLIGSFVAFFIPLTIMVITYFLTIKSLQKEANEQKACKVLGIVFFLFVVMWCPFFITNIMAVIFVWIGYLSSAVNPLVYTLFN   [213] 
gi8393583     ALLTTVVIILTIAGNILVIMAVSLEKKLQNATNYFLMSLAIADMLLGFLVMPVSMLTILYRWPLPSKLCAIWIYLDVLFSTASIMHLCAISLDRYVAITKAFLKIIAVWTISVGISMPPVFSCLLADD-NFVLIGSFVAFFIPLTIMVITYFLTIKSLQKEANEQKACKVLGIVFFLFVVMWCPFFITNIMAVIFVWIGYLSSAVNPLVYTLFN   [213] 
gi63175434    ALLTTVVIILTIAGNILVIMAVSLEKKLRNATNYFLMSLAIADMLLGFLVMPVSMLTILYRWPLPSKLCAVWIYLDVLFSTASIMHLCAISLDRYVAITKAFLKIIAVWTISVGISMPPVFSCLLADD-NFVLIGSFVAFFIPLTIMVITYFLTIKSLQKEANEQKACKVLGIVFFLFVVMWCPFFITNIMAVIFVWIGYLSSAVNPLVYTLFN   [213] 
gi999236      ALLTAVVIILTIAGNILVIMAVSLEKKLQNATNYFLMSLAIADMLLGFLVMPVSMLTILYRWPLPSKLCAVWIYLDVLFSTASIMHLCAISLDRYVAITKAFLKIIAVWTISVGISMPPVFSCLLADD-NFVLIGSFVSFFIPLTIMVITYFLTIKSLQKEANEQKACKVLGIVFFLFVVMWCPFFITNIMAVIFVWIGYLSSAVNPLVYTLFN   [213] 
gi80478802    ALLTTVVIILTIAGNILVIMAVSLEKKLQNATNYFLMSLAIADMLLGFLVMPVSMLTILYRWPLPSKLCAVWIYLDVLFSTASIMHLCAISLDRYVAITKAFLKIIAVWTISVGISMPPVFSCLLADD-NFVLIGSFVAFFIPLTIMVITYFLTIKSLQKEANEQKACKVLGIVFFLFVVMWCPFFITNIMAVIFVWIGYLSSAVNPLVYTLFN   [213] 
gi54607157    ALLTAVVIILTIAGNILVIMAVSLEKKLQNATNYFLMSLAIADMLLGFLVMPVSMLTILYRWPLPSKLCAVWIYLDVLFSTASIMHLCAISLDRYVAITKAFLKIIAVWTISVGISMPPVFSCLLADD-NFVLIGSFVSFFIPLTIMVITYFLTIKSLQKEANEQKACKVLGIVFFLFVVMWCPFFITNIMAVIFVWIGYLSSAVNPLVYTLFN   [213] 
gi2769593     ------------------------------------------DMLLGFLVMPVSMLTILYRWPLPSKLCAVWIYLDVLFSTASIMHLCAISLDRYVAITKAFLKIIAVWTISVGISMPPVFSCLLADD-NFVLIGSFVSFFIPLTIMVITYFLTIKSLQKEAPGTRAK------LASFSF--LPQSSLSSEKLF------------P-------   [144] 
gi5705916     -------------------------------TNYFLMSLAIADMLLGFLVMPVSMLTILYRWPLPSKLCAVWIYLDVLFSTASIMHLCAISLDRYVAITKAFLKIIAVWTISVGISMP----------------------------------------------------------------IPVF----------------------------   [91] 
gi47564058    ALLTAVVIILTIAGNILVIMAVSLEKKLQNATNYFLMSLAIADMLLGFLVMPVSTLTILYRWPLPSKLCAVWIYLDVLFSTASIMHLCAISLDRYVAITKAFLKIIAVWTISVGISMPPVFSCLLADE-NFVLIGSFVAFFIPLTIMVITYFLTIKSLQKEANEQKACKVLGIVFFLFVVMWCPFFITNIMAVIFVWIGYLSSAVNPLVYTLFN   [213] 
gi21665878    ---------------------------LQNATNYFLMSLAIADMLLGFLVMPVSTLTILYRWPLPSKLCAVWIYLDVLFSTASIMHLCAISLDRYVAITKAFLKIIAVWTISVGISMP----------------------------------------------------------------IP------------------------------   [93] 
gi4038079     -------------------------------------------------------------------------------------------LDRYVAITKAFLKIIAVWTISVGISMPPVFSCLLADE-NFVLIGSFVAFFIPLTIMVITYFLTIKSLQKEANEQKACKVLGIVFFLFVV----------------------------------   [88] 
gi3320905     ALLTAVVIVLTIAGNILVIMAVSLEKKLQNATNYFLMSLAIADMLLGFLVMPVSMLTILYRWPLPSKLCAVWIYLDVLFSTASIMHLCAISLDRYVAI--------------------------------------------------------------------------------------------------------------------   [98] 
gi55846800    ALLTAVVIILTIAGNILVIMAVSLEKKLQNATNYFLMSLAIADMLLGFLVMPVSMLTILYRWPLPSKLCAVWIYLDVLFSTASIMHLCAISLDRYVAITKAFLKIIAVWTISVGISMPPVFSCLLADD-NFVLIGSFVSFFIPLTIMVITYFLTIKSLQKEANEQKACKVLGIVFFLFVVMWCPFFITNIMAVIFVWIGYLSSAVNPLVYTLFN   [213] 
gi74136485    ALLTAVVIILTIAGNILVIMAVSLEKKLQNATNYFLMSLAIADMLLGFLVMPVSMLTILYRWPLPSKLCAVWIYLDVLFSTASIMHLCAISLDRYVAITKAFLKIIAVWTISVGISMPPVFSCLLADD-NFVLIGSFVSFFIPLTIMVITYFLTIKSLQKEANEQKACKVLGIVFFLFVVMWCPFFITNIMAVIFVWIGYLSSAVNPLVYTLFN   [213] 
gi55733153    ALLTAVVIILTIAGNILVIMAVSLEKKLQNATNYFLMSLAIADMLLGFLVMPVSMLTILYRWPLPSKLCAVWIYLDVLFSTASIMHLCAISLDRYVAITKAFLKIIAVWTISVGISMPPVFSCLLADD-NFVLIGSFVSFFIPLTIMVITYFLTIKSLQKEANEQKACKVLGIVFSLFVVMWCPFFITNIMAVIFVWIGYLSSAVNPLVYTLFN   [213] 
gi55640257    ALLTAVVIILTIAGNILVIMAVSLEKKLQNATNYFLMSLAIADMLLGFLVMPVSMLTILYRWPLPSKLCAVWIYLDVLFSTASIMHLCAISLDRYVAITKAFLKIIAVWTISVCISMPPVFSCLLADD-NFVLIGSFVSFFIPLTIMVITYFLTIKSLQKEANEQKACKVLGIVFFLFVL-----ILVNTIPAL--QMGQKKNSK---------   [197] 
gi177776      ALLTAVVIILTIAGNILVIMAVSLEKKLQNATNYFLMSLAIADMLLGFLVMPVSMLTILYRWPLPSKLCAVWIYLDVLFSTASIMHLCAISLDRYVAITKAFLKIIAVWTISVGISMPPVFSCLLADD-NFVLIGSFVSFFIPLTIMVITYFLTIKSLQKEANEQKACKVLGIVFFLFVVMWCPFFITNIMAVIFVWIGYLSSAVNPLVYTLFN   [213] 
gi55958068    ALLTAVVIILTIAGNILVIMAVSLEKKLQNATNYFLMSLAIADMLLGFLVMPVSMLTILYRWPLPSKLCAVWIYLDVLFSTASIMHLCAISLDRYVAITKAFLKIIAVWTISVGISMPPVFSCLLADD-NFVLIGSFVSFFIPLTIMVITYFLTIKSLQKEANEQKACKVLGIVFFLFVVMWCPFFITNIMAVIFVWIGYLSSAVNPLVYTLFN   [213] 
gi45331303    GLVALLVVLLTLFGNILLILAISWDRRLQNMTNYFLLSLAVTDLMVASLVMPLSIVVLILHFPFSSELCLLWISLDVLFCTASIMHLCTLSVDRFLSLRRVVLKIVLVWCLSLAASLPSLMVCQIPVS-LFQIIGSVICFYIPLIIMLVTYALTARLLSKKQMEQKATKVLGVVFFTFVLLWAPFFIANVLIS-VTWLGYASSMVNPFFYTFFN   [212] 
gi55246274    ------------------------------------------------------------------EYCLVWICLDVLFCTASIMHLCTISVDRYLSLRRVVLKISFVWLLSIAMSLPSLMTCQIPDP-VYKLVGSIVCFYIPLCVMLITYTLTVRLLAQQS-EQKATKVLGVVFFTFVILWAPFFVLNLLPSVVTWLGYASSLVNPIFYTIFN   [146] 
gi72087290    IIVLSLIALCGAFGNALVVVAVYKTRVLHTVTNHFIVSLACADLFVSICIMPFAVVTQSLRWLFGQIFCSIWSSLDILCCTASTLNLCAVSVDRYIAIARALGIICVVWLFSMFLATT-QLICPYALDRTFRMYAASSSFFIPLTVVIILYARIFRVAYKQAREVKAFKTVAAVLGAFIICWIPFSVTFVVEAYFLWLGYVNSVVNPFIYAFFN   [213] 
gi55244551    ----------------------------------------IHRRSCSFRFLPFLSFSFTESWQLGWILCDIWISLDVLLCTASILSLCAISVDRYLAVRLALLMIFVVWLVALAITCPPILECHYNQNKGYVVFSAMGSFFIPMTVMLYVYSKICCVLTSRQRETKTAQTLSMVVGGFIACWLPFFVYYLLMPFLTWLGWINSAINPFIYAFYN   [174] 
gi66501456    AGLFTMLIIVTIVGNTLVIAAVITTRRLRSVTNCFVSSLAAADLLVGLAVMPPAVLLQLTTWELGPMLCDSWVSLDILLCTASILSLCAISIDRYLAVRLAGLMIVAVWVLAGAITSPPLLKCSYNMDSSYVIFSAMGSFFLPMLVMLYVYGRISCVIASRHRETKTAGTLAVVVGGFVACWLPFFILYLATPFLTWLGWINSAINPFIYAFYS   [214] 
gi2494930     GIVGSLIITVAVVGNVLVCLAIFTEPILSSKSNFFIVSLAVADLLLALLVMTFALVNDMYYWLFGETFCFIWMSADVMCETASIFSICVISYDRLKQVTRALLIIACLWICSFVLSFVPIFVCLFDVHFTYSVIYSFICFYVPCTLMLTNYLRLFLIAQTHQQGSKAARTLTIITGTFLACWLPFFIINPIAAATIWLGYFNSSVNPIIYGTSN   [214] 
gi56549127    ALSYCALILAIVFGNGLVCMAVLKERALQTTTNYLVVSLAVADLLVATLVMPWVVYLEVTVWNFSRICCDVFVTLDVMMCTASILNLCAISIDRYTAVRRVALMITAVWVLAFAVSCPLLFVCSISNPD-FVIYSSVVSFYLPFGVTVLVYARIYVVLKQRRREKKATQMVAIVLGAFIVCWLPFFLTHVLNTHTTWLGYVNSALNPVIYTTFN   [213] 
gi203906      AMLLTLLIFIIVFGNVLVCMAVSREKALQTTTNYLIVSLAVADLLVATLVMPWVVYLEVVEWKFSRIHCDIFVTLDVMMCTASILNLCAISIDRYTAVRRVTVMIAIVWVLSFTISC-PLLECIIANP-AFVVYSSIVSFYVPFIVTLLVYIKIYIVLRKRRKEKKATQMLAIVLGVFIICWLPFFITHILNIHFTWLGYVNSAVNPIIYTTFN   [212] 
gi26336416    LVGGVLLIGLVLAGNSLVCVSVASERTLQTPTNYFIVSLAAADLLLAVLVLPLFVYSEVQVWLLSPRLCDTLMAMDVMLCTASIFNLCAISVDRFVAVQCQLLLIAATWLLSAAVASPVVCVCCLENRD-YVVYSSVCSFFLPCPLMLLLYWATFRGLRRWERERKAMRVLPVVVGAFLVCWTPFFVVHITRALVTWLGYVNSALNPIIYTIFN   [213] 



gi30802171    LVGGVLLIGLVLAGNSLVCVSVASERTLQTPTNYFIVSLAAADLLLAVLVLPLFVYSEVQVWLLSPRLCDTLMAMDVMLCTASIFNLCAISVDRFVAVQCQLLLIAATWLLSAAVASPVVCVCCLENRD-YVVYSSVCSFFLPCPLMLLLYWATFRGLRRWERERKAMRVLPVVVGAFLVCWTPFFVVHITRALVTWLGYVNSALNPIIYTIFN   [213] 
gi16359242    LVGGVLLIGLVLAGNSLVCVSVASERTLQTPTNYFIVSLAAADLLLAVLVLPLFVYSEVQVWLLSPRLCDTLMAMDVMLCTASIFNLCAISVDRFVAVQCQLLLIAATWLLSAAVASPVVCVCCLENRD-YVVYSSVCSFFLPCPLMLLLYWATFRGLRRWERERKAMRVLPVVVGAFLVCWTPFFVVHITRALVTWLGYVNSALNPIIYTIFN   [213] 
gi1911570     LVGGVLLIGLVLTGNSLVCVSVASERTLQTPTNYFIVSLAAADLLLAVLVLPLFVYSEVQVWLLSPRLCDTLMAMDVMLCTASIFNLCAISVDRFVAVQCQLLLIAATWLLSAAVASPVVCVCCLENRD-YVVYSSVCSFFLPCPLMLLLYWATFRGLRRWERERKAMRVLPVVVGAFLVCWTPFFVVHITRALVTWLGYVNSALNPIIYTIFN   [213] 
gi37625043    --GGVLLIGAVLAGNALVCVSVAAERALQTPTNYFIVSLAAADLLLALLVLPLFVYSEVQVWQFSPGLCDALMAMDVMLCTASIFNLCAISADRFVAVGRQLLLIGATWLLSAAVAA-PVLVCRLEDR-DYVVYSSVCSFFLPCPVMLLLYWATFRGLRRWERERKAMRVLPVVVGAFLVCWTPFFVVHITGALVTWLGYVNSALNPLIYTVFN   [210] 
gi4325156     LVGGVLLIGAVLAGNSLVCVSVATERALQTPTNSFIVSLAAADLLLALLVLPLFVYSEVQAWLLSPRLCDALMAMDVMLCTASIFNLCAISVDRFVAVRRQLLLIGATWLLSAAVAAPVLCVCRLEDRD-YVVYSSVCSFFLPCPLMLLLYWATFRGLQRWERERKAMRVLPVVVGAFLLCWTPFFVVHITQALVTWLGYVNSALNPVIYTVFN   [213] 
gi60460905    LVFGILLIIVIICGNVLVCLSVYKEKALKTTTNYFIVSLAVADLMLAVLVLPLFVYAEFQVWSLNVSVCDGLMTMDVMLCTASIFNLCAISVDRFIAVYRQIILLSATWLLALAVASPVIFECKLEDNN-YVVYSSVCSFFIPCPIMLMLYFGMFHGLRKWERERKAMRVLPVVVGVFLFCWTPFFVVHTTRALVTWLGYVNSALNPIIYTVFN   [213] 
gi2340867     LIFGILLIVIIICGNVLVCLSVYTEKALKTTTNYFIVSLAVADLLLAVLVLPLFVYAEFQVWSLNMTLCDGLMTMDVMLCTASIFNLCAISIDRFIAVQRQIVLLSATWILASAVAS-PVMECKLEDN-NYVVYSSVCSFFVPCPIMLLLYCGMFRGLRNWERERKAMRVLPVVVGAFLFCWTPFFVVHTMRALVTWLGYVNSALNPVIYTVFN   [212] 
gi60460901    LIFGILLIIIIICGNVLVCLSVYTEKALKTTTNYFIVSLAVADLLLAVLVLPLFVYAEFQVWSLNMTVCDGLMTMDVMLCTASIFNLCAISIDRFIAVQRQIVLLSATWILALAVAS-PVMECKLEDN-NYVIYSSVCSFFVPCPIMLLLYCGMFRGLRNWERERKAMRVLPVVVGAFLFCWTPFFVVHTMRALVTWLGYVNSAINPIIYTVFN   [212] 
gi73950679    --------------------------------------------MVGLVVMPPAMLNALYRWVLARGLCQLWAAFDVMCCSASILNLCLISLDRYLLIPRALGLVLGAWSLAALASFLPLLQCRLLASLPFVLVASGLTFFLPSGAICYTYCRILLAARKQAKHSRKSLTLGILLGMFFVTWLPFFVANIVQAVLTWLGYCNSTMNPIIYPLFM   [170] 
gi61832609    AAALCVVIALTAAANSLLIALICAQPALRNTSNFFLVSLFTSDLMVGLVVMPPAMLNVLYRWVLARGLCLLWAAFDVMCCSASILNLCLISLDRYLLIARALALVLGAWSLAALASFLPLLQCRLLASLPFVLVASGLTFFLPSGAICFTYSRILLAARKQAKHSRKSLTLGILLGMFFVTWLPFFVANIVQAVLTWLGYCNSTMNPIIYPLFM   [214] 
gi56122224    AAALCVVIALTAAANSLLIALICTQPALRNTSNFFLVSLFTSDLMVGLVVMPPAMLNALYRWVLARGLCLLWTAFDVMCCSASILNLCLISLDRYLLIPRALALVLGAWSLAALASFLPLLQCRLLASLPFVLVASGLTFFLPSGAICFTYCRILLAARKQAKHSRKSLTLGILLGMFFVTWLPFFVANIVQAVLTWLGYCNSTMNPIIYPLFM   [214] 
gi56203286    AAALCVVIALTAAANSLLIALICTQPALRNTSNFFLVSLFTSDLMVGLVVMPPAMLNALYRWVLARGLCLLWTAFDVMCCSASILNLCLISLDRYLLILRALALVLGAWSLAALASFLPLLQCRLLASLPFVLVASGLTFFLPSGAICFTYCRILLAARKQAKHSRKSLTLGILLGMFFVTWLPFFVANIVQAVLTWLGYCNSTMNPIIYPLFM   [214] 
gi56122300    AAALCVVIALTAAANSLLIALICTQPALRNTSNFFLVSLFTSDLMVGLVVMPPAMLNALYRWVLARGLCLLWTAFDVMCCSASILNLCLISLDRYLLIPRALALVLGAWSLAALASFLPLLQCRLLASLPFVLVASGLTFFLPSGAICFTYCRILLAARKQAKHSRKSLTLGILLGMFFVTWLPFFVANIVQAVLTWLGYCNSTMNPIIYPLFM   [214] 
gi294508      AAALCVVIVLTAAANSLLIVLICTQPAVRNTSNFFLVSLFTSDLMVGLVVMPPAMLNALYRWVLARGLCLLWTAFDVMCCSASILNLCLISLDRYLLIPRALALILGAWSLAALASFLPLLQCRLLASLPFVLVASGVTFFLPSGAICFTYCRILLAARKQAKHSRKSLTLGILLGMFFVTWLPFFVANIAQAVLTWLGYCNSTMNPIIYPLFM   [214] 
gi385709      AAALCVVIVLTAAANSLLIVLICTQPALRNTSNFFLVSLFTSDLMVGLVVMPPAMLNALYRWVLARGLCLLWTAFDVMCCSASILNLCLISLDRYLLIPRALALILGAWSLAALASFLPLLQCRLLASLPFVLVASGVTFFLPSGAICFTYCRILLAARKQAKHSRKSLTLGILLGMFFVTWLPFFVANIAQAVLTWLGYCNSTMNPIIYPLFM   [214] 
gi74149111    AAALCVVIVLTAAANSLLIALICTQPALRNTSNFFLVSLFTSDLMVGLVVMPPAMLNALYRWVLARGLCLLWTAFDVMCCSASILNLCLISLDRYLLIPRALALILGAWSLAALASFLPLLQCRLLASLPYVLVASGVTFFLPSGAICFTYCRILLAARKQAQALETLQVPGVGLGDLAF----------------GMGRNKPPLG--------   [190] 
gi1162962     AAALCVVIVLTAAANSLLIVLICTQPAVRNTSNFFLVSLFTSDLMVGLVVMPPAMLNALYRWVLARGLCLLWTAFDVMCCSASILNLCLISLDRYLLIPRALALILGAWSLAALASFLPLLQCRLLASLPFVLVASGVTFFLPSGAICFTYCRILLAARKQAKHSRKSLTLGILLGMFFVTWLPFFVANIAQAVLTWLGYCNSTMNPIIYPLFM   [214] 
gi10946684    AAALCVVIVLTAAANSLLIALICTQPALRNTSNFFLVSLFTSDLMVGLVVMPPAMLNALYRWVLARGLCLLWTAFDVMCCSASILNLCLISLDRYLLIPRALALILGAWSLAALASFLPLLQCRLLASLPYVLVASGVTFFLPSGAICFTYCRILLAARKQAKHSRKSLTLGILLSMFFVTWLPFFVASIAQAVLTWLGYCNSTMNPIIYPLFM   [214] 
gi68402990    AVMLSLIILVTACGNILLIALVFAHRSLRCTSNCFLVSLFLSDLMVALVVMPPAMLNVLCTWVLAPGFCPVWLCFDVMCCSASILNLCVISLDRYLLIPRALLLVGGAWGLAALTSFLPIKQCRLRVTLPFALVATFLTFFLPSTAICFTYCRILLAARRQARQRKRSLTLGVLLGLFFSAWLPFFITNMAQAVITWLGYCNSTMNPIIYPMFM   [214] 
gi47222737    AFMLAAIILVTVCGNLLLIALVFAHRSLRCTSNCFLVSLFLSDLMVALVVMPPAMLNVLCAWVLWPAFCPIWLCFDVMCCSASILNLCVISLDRYLFIPRALLLVGAAWGLAALASFLPIEQCRLRVTLPFALVASVLTFFLPSIAICFTYCRILLAARRQARALKASLTLGVLLGLFFSTWLPFFITNMAQAVITWLGYCNSTMNPIIYPLFM   [214] 
gi3941547     IWVFTIIITITVVGNILTIVSILYFRQLQTRTNVLALSLALADFLVGCLIMPFSVMRTAYCWFYGQLMCRIHTWLDYTFTTCSIFNLACISIDRYVAIRILAVMLTICWGNIIGVSYMLKLNCSVFMNVPFGLANSMGAYVLPMLFIMAAYSRIYVMARNQARDHNATKTLGMIMVVLFIVWLPFIVVVATEPVANWFTYFNSRMNPILFASFN   [214] 
gi39597901    LALFSILIILALFGNLLVCAAILWDRSLRQPENLFLVSLAVSDLLVSVLVMVFAAVNDILYWPFGQFYCQFWISFDITTCTASILNLCAISLDRYWHIRRINYVIVLVWLISAGIGAAPLGVCEMRLPLPYAISSSMVSFFLPAMVMVILYTKLYLYARKHVKNVSFFLTLGVIMGTFLVCWLPFFTVNILRAWVTWLGYANSSANPLIYSIFN   [214] 
gi7499160     LGLFSVLIILALFGNLLVCAAILWDRSLRQPENLFLVSLAVSDLLVSVLVMLFAAVNDILYWPFGQFYCQFWISFDITTCTASILNLCAISLDRYWHIRRINYVIVLVWLISAGIGAAPLGVCEMRLPLPYAIGSSMVSFFLPAMVMVILYTKLYLYARKHVSKASFFLTLGVIMGTFLVCWLPFFTVNILRAWVTWLGYANSSANPLIYSIFN   [214] 
gi71987807    LGLFSVLIILALFGNLLVCAAILWDRSLRQPENLFLVSLAVSDLLVSVLVMLFAAVNDILYWPFGQFYCQFWISFDITTCTASILNLCAISLDRYWHIRRINYVIVLVWLISAGIGAAPLGVCEMRLPLPYAIGSSMVSFFLPAMVMVILYTKLYLYARKHVSDQKARLTLGVIMGTFLVCWLPFFTVNILRAWVTWLGYANSSANPLIYSIFN   [214] 
gi71987800    LGLFSVLIILALFGNLLVCAAILWDRSLRQPENLFLVSLAVSDLLVSVLVMLFAAVNDILYWPFGQFYCQFWISFDITTCTASILNLCAISLDRYWHIRRINYVIVLVWLISAGIGAAPLGVCEMRLPLPYAIGSSMVSFFLPAMVMVILYTKLYLYARKHVSDQKARLTLGVIMGTFLVCWLPFFTVNILRAWIMWLGYANSSANPLIYSIFN   [214] 
gi82623606    GIVLSSVIFLSIFGNGLVCVAVYTDRNLRKIGNLFVVSLAIADLFVACVVMTFALVNDLLYWPFGSQFCNTWIACDVMCSTASIVNLCAISLDRYIHIRIVTISIAAIWVLSALVSFLPISQCALELSEIYAVVSSCISFFLPCCVMLYLYARLYLYAKRHVSESKAATTVGIIVGTFLTCWVPFFCVNIAHAFLTWFGYTNSSFNPIIYSIFN   [214] 
gi58585130    GFLFLILIFLSVAGNILVCVAIYTDRGLRRIGNLFLASLAIADLFVGCLVMTFAGVNDLLYWVFGPRFCDTWIAFDVMCSTASILNLCAISLDRYIHIRIAVAGIAVVWLLAGLISFVPISTCALDLTPTYAVVSSSISFYVPCIVMLGIYCRLYCYAQKHVSDHKAAITVGVIMGVFLICWVPFFCVNIVTSYLTWLGYSNSAFNPIIYSIFN   [214] 
gi54638423    GIFLSVLIFLSVAGNILVCLAIYTERSLRRIGNLFLASLAIADLFVASLVMTFAGVNDLLYWIFGAQFCDTWVAFDVMCSTASILNLCAISMDRYIHIRVAVITIAAIWLLAAFVSFVPISTCALDLTPTYAVVSSCISFYLPCVVMIGIYCRLYCYAQKHVSDHKAAVTVGVIMGVFLICWVPFFCVNITAAFLTWLGYSNSAFNPIIYSIFN   [214] 
gi479128      GIFLSVLIFLSVAGNILVCLAIYTDGSLPRIGNLFLASLAIADLFVASLVMTFAGVNDLLYWIFGAQFCDTWVAFDVMCSTASILNLCAISMDRYIHIRVAVITIAAIWLLAAFVSFVPISTCALDLTPTYAVVSSCISFYFPCVVMIGIYCRLYCYAQKHVSDHKAAVTVGVIMGVFLICWVPFFCVNITAAFLTWLGYSNSAFNPIIYSIFN   [214] 
gi23171234    GIFLSVLIFLSVAGNILVCLAIYTERSLRRIGNLFLASLAIADLFVASLVMTFAGVNDLLYWIFGAQFCDTWVAFDVMCSTASILNLCAISMDRYIHIRVAVITIAAIWLLAAFVSFVPISTCALDLTPTYAVVSSCISFYFPCVVMIGIYCRLYCYAQKHVSDHKAAVTVGVIMGVFLICWVPFFCVNITAAFLTWLGYSNSAFNPIIYSIFN   [214] 
gi722319      GIFLSVLIFLSVAGNILVCLAIYTERSLRRIGNLFLASLAIADLFVASLVMTFAGVNDLLYWIFGAQFCDTWVAFDVMCSTASILNLCAISMDRYIHIRVAVITIAAIWLLAAFVSFVPISTCALDLTPTYAVVSSCISFYFPCVVMIGIYCRLYCYAQKHVSDHKAAVTVGVIMGVFLICWVPFFCVNITAAFLTWLGYSNSAFNPIIYSIFN   [214] 
gi72149280    GVVLVIIIIATIFGNILVILSPTVNRRLRNVTNMFIVSLAVADLMLAVLVQPFSGLMELRRWSFGAIVCNLYVSFDVQLCTASILHLFAISIDRYIAIRKAVITLIIVWAVSISISFLPLHMCYLHANTFFALLDGLLLFYLPLTVMCCLYFRVLNIARNQADEHRATKLLGVIMGSFIICWVPYFTIFTFIPLALWLGYLNSTLNPILYAALN   [214] 
gi50755091    GSCLALLITFTLCGNIIVCLAVTLDRRLRSLTNCIIVSLAITDLLLALLVLPFSAYYELTEWPFSSTLCNIYLSLDVMLCTASILNLFIISLDRYFAVSRVAVGLVVIWTVSLMVSFLPIHECKLEVNSVYGLVDSLLTFYIPLVIMCITYYRIFKIAREQAKEHKATVTLAVVMGAFIICWFPYFTVFTYRGVVLWLGYANSALNPILYGTFN   [214] 
gi76626422    TVVLILLILITIAGNVVVCLAVGLNRRLRSLTNCFIVSLAITDLLLGLLVLPFSAFYQL-QWSFGKVFCNIYTSLDVMLCTASILNLFMISLDRYCAVVRVAVSLVLIWVISITLSFLSIHKCKVQVNLVYGLVDGLVTFYLPLLVMCITYYRIFRIAREQAREHKATVTLAAVMGAFIVCWLPYFTVFVYRGLVLWLGYANSALNPVLYAALN   [213] 
gi1346291     SVILIILILVTVAGNVVVCLAVGLNRRLRSLTNCFIVSLAVTDLLLGLLVLPFSAIYQLSKWSFSKVFCNIYTSLDVMLCTASILNLFMISLDRYCAVARVAISLVFIWVISITLSFLSIHKCKVQVNEVYGLVDGLVTFYLPLLIMCITYFRIFKIAREQAREHKATVTLAAVMGAFIICWFPYFTVFVYRGLVLWLGYANSALNPILYAALN   [214] 
gi6981044     SVVLTTLILITIAGNVVVCLAVSLNRRLRSLTNCFIVSLAATDLLLGLLVLPFSAIYQL-TWSFGHVFCNIYTSLDVMLCTASILNLFMISLDRYCAVVRVAISLVFIWVISITLSFLSIHKCKVQVNEVYGLVDGLVTFYLPLLIMCVTYYRIFKIAREQAREHKATVTLAAVMGAFIICWFPYFTAFVYRGLVLWLGYANSALNPILYAALN   [213] 
gi3023953     SVVLTTLIFITVAGNVVVCLAVSLNRRLRSLTNCFIVSLAATDLLLGLLVMPFSAIYQL-KWRFGQVFCNIYTSLDVMLCTASILNLFMISLDRYCAVVRVAISLVFIWVISITLSFLSIHKCKVQVNEVYGLVDGMVTFYLPLLIMCVTYYRIFKIAREQAREHKATVTLAAVMGAFIVCWFPYFTAFVYRGLVLWLGYANSALNPILYATLN   [213] 
gi75517333    SVVLTTLIFITVAGNVVVCLAVSLNRRLRSLTNCFIVSLAATDLLLGLLVMPFSAIYQL-KWSFGQVFCNIYTSLDVMLCTASILNLFMISLDRYCAVVRVAISLVFIWVISITLSFLSIHKCKVQVNEVYGLVDGMVTFYLPLLIMCVTYYRIFKIAREQAREHKATVTLAAVMGAFIVCWFPYFTAFVYRGLVLWLGYANSALNPILYATLN   [213] 
gi74202790    SVVLTTLIFITVAGNVVVCLAVSLNRRLRSLTNCFIVSLAATDLLLGLLVMPFSAIYQL-KWSFGQVFCNIYTSLDVMLCTASILNLFMISLDRYCAVVRVAISLVFIWVISITLSFLSIHKCKVQVNEVYGLVDGMVTFYLPLLIMCVTYYRIFKIAREQAREHKATVTLAAVMGAFIVCWFPYFTAFVYRGLVLWLGYANSALNPILYATLN   [213] 
gi73768881    SVVLTTLIFITVAGNVVVCLAVSLNRRLRSLTNCFIVSLAATDLLLGLLVMPFSAIYQL-KWSFGQVFCNIYTSLDVMLCTASILNLFMISLDRYCAVVRVAISLVFIWVISITLSFLSIHKCKVQVNEVYGLVDGMVTFYLPLLIMCVTYYRIFKIAREQAREHKATVTLAAVMGAFIVCWFPYFTAFVYRGLVLWLGYANSALNPILYATLN   [213] 
gi21314570    SVVLTTLIFITVAGNVVVCLAVSLNRRLRSLTNCFIVSLAATDLLLGLLVMPFSAIYQL-KWSFGQVFCNIYTSLDVMLCTASILNLFMISLDRYCAVVRVAISLVFIWVISITLSFLSIHKCKVQVNEVYGLVDGMVTFYLPLLIMCVTYYRIFKIAREQAREHKATVTLAAVMGAFIVCWFPYFTAFVYRGLVLWLGYANSALNPILYATLN   [213] 
gi73954021    SVVLTVLILITIAGNVVVCLAVGLNRRLRSLTNCFIVSLAITDLLLGLLVLPFSAFYQLSRWSFGKVFCNIYTSLDVMLCTASILNLFMISLDRYCAVVRVAVSLVLIWVISITLSFLSIHKCKVQVNLVYGLVDGLVTFYLPLLVMCITYYRIFKIARDQAGEHKATVTLAAVMGAFIICWFPYFTVFVYRGLVLWLGYANSALNPILYATLN   [214] 
gi1359759     TVVLAVLILITVAGNVVVCLAVGLNRRLRNLTNCFIVSLAITDLLLGLLVLPFSAIYQL-KWSFGKVFCNIYTSLDVMLCTASILNLFMISLDRYCAVARVAISLVLIWVISITLSFLSIHKCNVQVNEVYGLVDGLVTFYLPLLIMCITYYRIFRVARDQAREHRATVTLAAVMGAFIICWFPYFTAFVYRGLVLWLGYANSALNPILYAALN   [213] 
gi22658471    TVVLAVLILITVAGNVVVCLAVGLNRRLRNLTNCFIVSLAITDLLLGLLVLPFSAIYQL-KWSFGKVFCNIYTSLDVMLCTASILNLFMISLDRYCAVVRVAISLVLIWVISITLSFLSIHKCKVQVNEVYGLVDGLVTFYLPLLIMCITYYRIFKVARDQAREHKATVTLAAVMGAFIICWFPYFTAFVYRGLVLWLGYANSALNPILYAALN   [213] 
gi32493367    TVVLAVLILITVAGNVVVCLAVGLNRRLRNLTNCFIVSLAITDLLLGLLVLPFSAIYQLSKWSFGKVFCNIYTSLDVMLCTASILNLFMISLDRYCAVVRVAISLVLIWVISITLSFLSIHKCKVQVNEVYGLVDGLVTFYLPLLIMCITYYRIFKVARDQAREHKATVTLAAVMGAFIICWFPYFTAFVYRGLVLWLGYANSALNPILYAALN   [214] 
gi47215666    GVLLSLLILLTVGGNVLVCLAVCASRRLRCLSNCFIVSLAATDLLLGLLVLPFSALLQLSEWPLGPVFCNFYISMDVMLCTASILTLLVISVDRYLAVWRVALAMASVWTVSVAVSFLPIQKCRFELNRPYVLTDSLLTFYIPLMAMCWTYFRILLIARTHAREHKATVTLAALIGAFVVCWLPYFILFTVLGLVLWLGYANSALNPILYGALN   [214] 
gi47219388    CVLLVAFILLTVSGNVMVCLAVCRSRRLQRVANCFVVSLAVTDLLLGLLVLPFSATVELRNWSLGGALCNIYISVDILLCTCSILTLLAISVDRYLAILRVALVLISIWVWSLALSFVPIHYCQFEWNNNYIVLYTLCSFYLPLLLMCGMYLCIFRVAREQVREHKATVTLAAVLGAFVICWFPYFTFFTWTGIVLWLGYFNSALNPILYPAFN   [214] 
gi50755081    LLAVLAVLLATLVGNALVVAAVSTSRALRAPQNLFLVSLASADILVAVLILPFSLAKELMYWYFGSLWCSLYLALDVLLCTASIGHLCAISLDRYWAVGRVKGMIGAVWAAAALVALPPLFQCELIDETWYVLASCVASFFAPCLVMVTVYCRIYRLTTRRSRERRFTIVLAVVMGAFVLCWFPFFFTYSLEAVFFWIGYCNSSLNPIIYTVFN   [214] 
gi11322426    AAVITFLILFTIFGNALVILAVLTSRSLRAPQNLFLVSLAAADILVGTLIIPFSLANELLYWYFRHTWCEVYLALDVLFCTSSIVHLCAISLDRYWSVRRIKGIILTVWLIAAFISLPPLIQCKLNEEAWYILSSSIGSFFAPCLIMILVYLRIYLIAKRRNREKRFTFVLAVVIGVFVLCWFPFFFSYSLGAI--------------------   [194] 
gi23306887    --------LFTIFGNALVILAVLTSRPLRAPQNLFLVSLAAADILVATFIIPFSLANELLYWYFRRTWCEVYLALDVLFCTSSIVHLCAISLDRYWAVRRIKRIILVVWLIAAAISLPPLVQCKLNQEAWYILASSVGSFFAPCLIMILVYLRIYLIARRSHREKRFTFVLAVVIGVFVLCWFPFFFSYSLGAI--------------------   [186] 
gi927108      ASAITFLILFTIFGNALVILAVLTSRSLRAPQNLFLVSLAAADILVATLIIPFSLANELLYWYFWRAWCEVYLALDVLFCTSSIVHLCAISLDRYWAVRRIKCIILTVWLIAAVISLPPLIQCELNQEAWYILASSIGSFFAPCLIMILVYLRIYLIAKRSHREKRFTFVLAVVIGVFVVCWFPFFFSYSLGAIFFWIGYCNSSLNPVIYTIFN   [214] 
gi44890565    ASAITFLILFTIFGNALVILAVLTSRSLRAPQNLFLVSLAAADILVATLIIPFSLANELLYWYFWRAWCEVYLALDVLFCTSSIVHLCAISLDRCWAVRRIKCIILTVWLIAAVISLPPLIQCELNQEAWYILASSIGFFFAPCLIMILVYLRIYVIAKRSHREKRFTFVLAVVIGVFVVCWFPFFFSYSLGAIFFWIGYCNSSLNPVIYTIFN   [214] 
gi46575786    ASAITFLILFTIFGNALVILAVLTSRSLRAPQNLFLVSLAAADILVATLIIPFSLANELLYWYFWRAWCEVYLALDVLFCTSSIVHLCAISLDRYWAVRRIKCIILTVWLIAAVISLPPLIQCELNQEAWYILASSIGSFFAPCLIMILVYLRIYVIAKRSHREKRFTFVLAVVIGVFVVCWFPFFFSYSLGAIFFWIGYCNSSLNPVIYTIFN   [214] 
gi68067981    ASAITFLILFTIFGNALVILAVLTSRSLRAPQNLFLVSLAAADILVATLIIPFSLANELLYWYFWRAWCEVYLALDVLFCTSSIVHLCAISLDRYWAVRRIKCIILTVWLIAAVISLPPLIQCELNQEAWYILASSIGSFFAPCLIMILVYLRIYVIAKRSHREKRFTFVLAVVIGVFVVCWFPFFFSYSLGAIFFWIGYCNSSLNPVIYTIFN   [214] 
gi14193666    ASAITFLILFTIFGNALVILAVLTSRSLRAPQNLFLVSLAAADILVATLIIPFSLANELLYWYFWRAWCEVYLALDVLFCTSSIVHLCAISLDRYWAVRRIKCIILTVWLIAAVISLPPLIQCELNQEAWYILASSIGSFFAPCLIMILVYLRIYVIAKRSHREKRFTFVLAVVIGVFVVCWFPFFFSYSLGAIFFWIGYCNSSLNPVIYTIFN   [214] 
gi14193668    ASAITFLILFTIFGNALVILAVLTSRSLRAPQNLFLVSLAAADILVATLIIPFSLANELLYWYFWRAWCEVYLALDVLFCTSSIVHLCAISLDRYWAVRRIKCIILTVWLIAAVISLPPLIQCELNQEAWYILASSIGSFFAPCLIMILVYLRIYVIAKRSHREKRFTFVLAVVIGVFVVCWFPFFFSYSLGAIFFWIGYCNSSLNPVIYTIFN   [214] 
gi940816      ASAITFLILFTIFGNALVILAVLTSRSLRAPQNLFLVSLAAADILVATLIIPFSLANELLYWYFWRAWCEVYLALDVLFCTSSIVHLCAISLDRYWAVRRIKCIILTVWLIAAVISLPPLIQCELNQEAWYILASSIGSFFAPCLIMILVYLRIYVIAKRSHREKRFTFVLAVVIGVFVVCWFPFFFSYSLGAIFFWIGYCNSSLNPVIYTVFN   [214] 
gi14039789    ASAITFLILFTIFGNALVILAVLTSRSLRAPQNLFLVSLAAADILVATLIIPFSLANELLYWYFWRAWCEVYLALDVLFCTSSIVHLCAISLDRYWAVRRIKCIILTVWLIAAVISLPPLIQCELNQEAWYILASSIGSFFAPCLIMILVYLRIYVIAKRSHREKRFTFVLAVVIGVFVVCWFPFFFSYSLGAIFFWIGYCNSSLNPVIYTVFN   [214] 
gi19924027    ASAITFLILFTIFGNALVILAVLTSRSLRAPQNLFLVSLAAADILVATLIIPFSLANELLYWYFWRAWCEVYLALDVLFCTSSIVHLCAISLDRYWAVCRIKCIILTVWLIAAVISLPPLIQCELNQEAWYILASSIGSFFAPCLIMILVYLRIYVIAKRSHREKRFTFVLAVVIGVFVVCWFPFFFSYSLGAIFFWIGYCNSSLNPVIYTVFN   [214] 
gi84993348    ASAITFLILFTIFGNALVILAVLTSRSLRAPQNLFLVSLAAADILVATLIIPFSLANELLYWYFWRTWCEVYLALDVLFCTSSIVHLCAISLDRYWAVRRIKCIILTVWLIAAVISLPPLIQCELNQEAWYILASSIGSFFAPCLIMILVYLRIYVIAKRSHREKRFTFVLAVVIGVFVICWFPFFFSYSLGAI--------------------   [194] 
gi84993346    ASAITFLILFTIFGNALVILAVLTSRSLRAPQNLFLVSLAAADILVATLIIPFSLANELLYWYFWRTWCEVYLALDVLFCTSSIVHLCAISLDRYWAVRRIKCIILTVWLIAAVISLPPLIQCELNQEAWYILASSIGSFFAPCLIMILVYLRIYVIAKRSHREKRFTFVLAVVIGVFVVCWFPFFFSYSLGAI--------------------   [194] 
gi84993380    ASAITFLILFTIFGNALVILAVLTSRSLRAPQNLFLVSLAAADILVATLIIPFSLANELLYWYFWRTWCEVYLALDVLFCTSSIVHLCAISLDRYWAVRRIKCIILTVWLIAAVISLPPLIQCELNQEAWYILASSIGSFFAPCLIMILVYLRIYVIAKRSHREKRFTFVLAVVIGVFVVCWFPFFFSYSLGAI--------------------   [194] 
gi21665815    AAVITFLILFTIFGNALVILAVLTSRSLRAPQNLFLVSLAAADILVATLIIPFSLANELLYWYFRRTWCEVYLALDVLFCTSSIVHLCAISLDRYWAVRRIKCIILTVWLIAAAISLPPLIQCKLNQEAWYILSSSIGSFFAPCLIMILVYLRIYVIAKRSHREKRFTFVLAVVIGVFVLCWFPFFFSYSLGAI--------------------   [194] 
gi23928426    ------------LGNALVILAVLTSRSLRAPQNLFLVSLAAADILVATLIIPFSLANELLYWYFRRMWCEVYLALDVLFCTSSIVHLCAISLDRYWAVRRIKCIILTVWLIAAVISLPPLVQCKLNQEAWYILASSIGSFFAPCLIMILVYLRIYLIAKRSHREKRFTFVLAVVIGVFVLCWFPFFFSY-------------------------   [177] 
gi2253094     AAIIIFLILFTIFGNALVILAVLTSRSLRAPQNLFLVSLAAADILVATLIIPFSLANELLYWYFRRMWCKVYLALDVLFCTSSIVHLCAISLDRYWAVRRIKCIILMVWLIAAVISLPSLVQCNLNQETWYILASSIGSFFAPCLIMILVYLRIYLIAKRSHREKRFTFVLAVVIGVFVLCWFPFFFSYSLGAI--------------------   [194] 
gi21665829    AAAITFLILFTIFGNALVILAVLTSRSLRAPQNLFLVSLAAADILVATLIIPFSLANELLYWYFRRTWCEVYLALDVLFCTSSIVHLCAISLDRYWAVRRIKCIILTVWLIAAIISLPPLIQCKLNQEAWYILASSIGSFFAPCLIMILVYLRIYLIAKRSNREKRFTFVLAVVIGVFVLCWFPFFFSYSLGAI--------------------   [194] 
gi21665902    AAVITFLILFTIFGNALVILAVLTSRSLRAPQNLFLVSLAAADILVATLIIPFSLANELLYWYFWRTWCEVYLALDVLFCTSSIVHLCAISLDRYWAVRRIKGIILTVWLIAAVISLPPLIQCKLNQEAWYILASSVGSFFAPCLIMILVYLRICLIAKRSHREKRFTFVLAVVIGVFVLCWFPFFFSYSLGAI--------------------   [194] 
gi818877      AAVITFLILFTIFGNALVILAVLTSRSLPAPQNLFLVSLAAADILVATLIIPFSLANELLYWYFWRTWCEVYLALDVLFCTSSIVHLCAISLDRYWAVRRIKCIILTVWLIAAVISLPPLIQCKINQEAWYILASSIGSFFAPCLIMILVYLRIYLIAKRSHREKRFTFVLAVVIGVFVLCWFPFFFTYSLGAIFFWIGYCNSSLNPVIYTIFN   [214] 
gi21665900    AAVITFLILFTIFGNALVILAVLTSRSLRAPQNLFLVSLAAADILVATLIIPFSLANELLYWYFRRTWCEVYLALDVLFCTSSIVHLCAISLDRYWAVRRIKCIILTVWLIAAVISLPPLVQCKLNQEAWYILASSIGSFFAPCLIMILVYLRIYLIAKRSHREKRFTFVLAVVIGVFVLCWFPFFFSYSLGAI--------------------   [194] 
gi27525311    AAVITFLILFTIFGNALVILAVLTSRSLRAPQNLFLVSLAAADILVATLIIPFSLANELLYWYFRRTWCEVYLALDVLFCTSSIVHLCAISLDRYWAVRRIKCIILTVWLIAAVISLPPLIQCKLNQEAWYILASSIGSFFAPCLIMILVYLRIYLIAKRSHREKRFTFVLAVVIGVFVLCWFPFFFSYSLGAI--------------------   [194] 
gi21665835    AAVITFLILFTIFGNALVILAVLTSRSLRAPQNLFLVSLAAADILVATLIIPFSLANELLYWYFWRTWCEVYLALDVLFCTSSIVHLCAISLDRYWAVRRIKCIILTVWLIAAIISLPPLIQCKLNQEAWYILASSIGSFFAPCLIMILVYLRIYLIAKRSHREKRFTFVLAVVIGVFVLCWFPFFFSYSLGAI--------------------   [194] 
gi21655548    -AAITFLILFTIFGNALVILAVLTSRSLRAPQNLFLVSLAAADILVATLIIPFSLANELLYWYFRRTWCEVYLALDVLFCTSSIVHLCAISLDRYWAVRRIKCIILTVWLIAAVISLPPLIQCKLNQEAWYILASSIGSFFAPCLIMILVYLRIYLIAKRSHREKRFTFVLAVVIGVFVLCWFPFFFSYSLGAI--------------------   [193] 
gi21665831    AAVITFLILFTIFGNALVILAVLTSRSLRAPQNLFLVSLAAADILVATLIIPFSLANELLYWYFRRTWCEVYLALDVLFCTSSIVHLCAISLDRYWAVRRIKCIILTVWLIAAVISLPPLIQCKLNQEAWYILSSSIGSFFAPCLIMILVYLRIYLIAKRSHREKRFTFVLAVVIGVFVLCWFPFFFSYSLGAI--------------------   [194] 
gi18643990    AAVTSFLILFTIFGNALVILAVLTSRSLRAPQNLFLVSLAAADILVATLIIPFSLANELLYWYFGQVWCEVYLALDVLFCTSSIVHLCAISLDRYWAVRRIKCIILTVWLIAAVISLPPLLQCHLNQETWYILASSFGSFFAPCLIMILVYLRIYLIARRSQREKRFTFVLSVVIGTFMLCWFPFFFSYSLGAI--------------------   [194] 
gi22324216    AAVITFLILFTIFGNALVILAVLTSRSLRAPQNLFLVSLAAADILVATLIIPFSLANELLYWYFRRTWCEVYLALDVLFCTSSIVHLCAISLDRYWAVRRIKCIILTVWLIAAVISLPPLIQCKLNQEAWYILASSIGSFFAPCLIMILVYLRIYLIAKRSHREKRFTFVLAVVIGVFVLCWFPFFFSYSLGAI--------------------   [194] 
gi7799170     AAVITFLILFTIFGNALVILAVLTSRSLRAPQNLFLVSLAAADILVATLIIPFSLANELLYWYFRRTWCEVYLALDVLFCTSSIVHLCAISLDRYWAVRRIKCIILTVWLIAAAISLPPLIQCKLNQEAWYILSSSIGSFFAPCLIMILVYLRIYVIAKRSNREKRFTFVLAVVIGVFVLCWFPFFFSYSLGAI--------------------   [194] 
gi25298986    AAVITFLILFTIFGNALVILAVLTSRSLRAPQNLFLVSLAAADILVATLIIPFSLANELLYWYFRRTWCEVYLALDVLFCTSSIVHLCAISLDRYWAVRRIKCIILTVWLIAAVISLPPLIQCKLNQEAWYILASSIGSFFAPCLIMILVYLRIYLIAKRSNREKRFTFVLAVVIGVFVLCWFPFFFSYSLGAIFFWIGYCNSSLNPVIYTIFN   [214] 
gi18643972    AAVITFLILFTIFGNALVILAVLTSRSLRAPQNLFLVSLAAADILVATLIIPFSLANELLYWYFRRTWCEVYLALDVLFCTSSIVHLCAISLDRYWAVRRIKCIILTVWLIAAVISLPPLIQCKLNQEAWYILASSIGSFFAPCLIMILVYLRIYLIAKRSHREKRFTFVLAVVIGVFVLCWFPFFFSYSLGAI--------------------   [194] 



gi178198      AAAITFLILFTIFGNALVILAVLTSRSLRAPQNLFLVSLAAADILVATLIIPFSLANELLYWYFRRTWCEVYLALDVLFCTSSIVHLCAISLDRYWAVRRIKCIILTVWLIAAVISLPPLIQCKLNQEAWYILASSIGSFFAPCLIMILVYLRIYLIAKRSNREKRFTFVLAVVIGVFVLCWFPFFFSYSLGAIFFWIGYCNSSLNPVIYTIFN   [214] 
gi66268793    AAAITFLILFTIFGNALVILAVLTSRSLRAPQNLFLVSLAAADILVATLIIPFSLANELLYWYFRRTWCEVYLALDVLFCTSSIVHLCAISLDRYWAVRRIKCIILTVWLIAAVISLPPLIQCKLNQEAWYILASSIGSFFAPCLIMILVYLRIYLIAKRSNREKRFTFVLAVVIGVFVLCWFPFFFSYSLGAIFFWIGYCNSSLNPVIYTIFN   [214] 
gi33598960    AAAITFLILFTIFGNALVILAVLTSRSLRAPQNLFLVSLAAADILVATLIIPFSLANELLYWYFRRTWCEVYLALDVLFCTSSIVHLCAISLDRYWAVRRIKCIILTVWLIAAVISLPPLIQCKLNQEAWYILASSIGSFFAPCLIMILVYLRIYLIAKRSNREKRFTFVLAVVIGVFVLCWFPFFFSYSLGAIFFWIGYCNSSLNPVIYTIFN   [214] 
gi12698670    AAAITFLILFTIFGNALVILAVLTSRSLRAPQNLFLVSLAAADILVATLIIPFSLANELLYWYFRRTWCEVYLALDVLFCTSSIVHLCAISLDRYWAVRRIKCIILTVWLIAAVISLPPLIQCKLNQEAWYILASSIGSFFAPCLIMILVYLRIYLIAKRSNREKRFTFVLAVVIGVFVLCWFPFFFSYSLGAIFFWIGYCNSSLNPVIYTIFN   [214] 
gi11322430    AAAITFLILFTIFGNALVILAVLTSRSLRAPQNLFLVSLAAADILVATLIIPFSLANELLYWYFQRTWCEVYLALDVLFCTSSIVHLCAISLDRYWAVRRIKCIILTVWLIAAVISLPPLIQCKLNQEAWYILSSSIGSFFAPCLIMILVYLRIYLIAKRSHREKRFTFVLAVVIGVFVLCWFPFFFSYSLGAI--------------------   [194] 
gi84993376    AAAITFLILFTIFGNSLVILAVLTSRSLRAPQNLFLVSLAAADILVATLIIPFSLANELLYWYFRRTWCEVYLALDVLFCTSSIVHLCAISLDRYWAVRRIKCIILTVWLIAAVISLPPLIQCKLNQEAWYILSSSIGSFFAPCLIMILVYLRIYLIAKRSHREKRFTFVLAVVIGVFVLCWFPFFFSYSLGAI--------------------   [194] 
gi56547823    AAVITFLILFTIFGNALVILAVLTSRSLRAPQNLFLVSLAAADILVATLIIPFSLANELLYWYFRRTWCEVYLALDVLFCTSSIVHLCAISLDRYWAVRRIKCIILTVWLIAAVISLPPLVQCKLNQEAWYILASSIGSFFAPCLIMILVYLRIYLIAKRSHREKRFTFVLAVVIGVFVLCWFPFFFSYSLGAI--------------------   [194] 
gi32140145    AAVITFLILFTIFGNALVI-AVLTSRSLRAPQNLFLVSLAAADILVAALIIPFSLANELLYWYFRRTWCEVYLALDVLFCTSSIVHLCAISLDRYWAVRRIKCIILTVWLIAAVISLPPLVQCKLNQEAWYILASSIGSFFAPCLIMILVYLRIYLIAKRSHREKRFTFVLAVVIGVFVLCWFPFFFSYSLGAI--------------------   [194] 
gi11322424    AAVITFLILFTIFGNALVILAVLTSRSLRAPQNLFLVSLAAADILVAALIIPFSLANELLYWYFRRTWCEVYLALDVLFCTSSIVHLCAISLDRYWAVRRIKCIILTVWLIAAVISLPPLVQCKLNQEAWYILASSIGSFFAPCLIMILVYLRIYLIAKRSHREKRFTFVLAVVIGVFVLCWFPFFFSYSLGAI--------------------   [194] 
gi18643984    AAVITFLILFTIFGNALVILAVLTSRSLRAPQNLFLVSLAAADILVAALIIPFSLANELLYWYFRRTWCEVYLALDVLFCTSSIVHLCAISLDRYWAVRRIKCIILTVWLIAAVISLPPLVQCKLNQEAWYILASSIGSFFAPCLIMILVYLRIYLIAKRSHREKRFTFVLAVVIGVFVLCWFPFFFSYSLGAI--------------------   [194] 
gi76628636    AAVITFLILFTIFGNALVILAVLTSRSLRAPQNLFLVSLAAADILVATLIIPFSLANELLYWYFWRTWCEVYLALDVLFCTSSIVHLCAISLDRYWAVRRIKFIILIVWLIAAVISLPPLIQCKLNQEAWYILASSIGSFFAPCLIMILVYLRIYLIAKRSHREKRFTFVLAVVIGVFVLCWFPFFFSYSLGAIFFWIGYCNSSLNPVIYTVFN   [214] 
gi6448486     AAVITFLILFTIFGNALVILAVLTSRSLRAPQNLFLVSLAAADILVATLIIPFSLANELLYWYFWRTWCEVYLALDVLFCTSSIVHLCAISLDRYWAVRRIKFIILIVWLIAAVISLPPLIQCKLNQEAWYILASSIGSFFAPCLIMILVYLRIYLIAKRSHREKRFTFVLAVVIGVFVLCWFPFFFSYSLGAI--------------------   [194] 
gi11322422    AAVITFLILFTIFGNSLVILAVLTSRSLRAPQNLFLVSLAAADILVATLIIPFSLANELLYWYFRRTWCEVYLALDVLFCTSSIVHLCAISLDRYWAVRRIKCIILTVWLIAAVISLPPLIQCKLNQEAWYILASSIGSFFAPCLIMILVYLRIYLIAKRSHREKRFTFVLAVVIGVFVLCWFPFFFSYSLGAI--------------------   [194] 
gi80971508    AAVITFLILFTIFGNSLVILAVLTSRSLRAPQNLFLVSLAAADILVATLIIPFSLANELLYWYFRRTWCEVYLALDVLFCTSSIVHLCAISLDRYWAVRRIKCIILTVWLIAAVISLPPLIQCKLNQEAWYILASSIGSFFAPCLIMILVYLRIYLIAKRSHREKRFTFVLAVVIGVFVLCWFPFFFSYSLGAIFFWIGYCNSSLNPVIYTIFN   [214] 
gi22324220    AAVITFLILFTIF-NALVILAVLTSRSLRAPQNLFLVSLAAADILVATLIIPFSLANELLYWYFRRTWCEVYLALDVLFCTSSIVHLCAISLDRYWAVRRIKCIILTVWLIAAVISLPPLIQCKLNQEAWYILASSIGSFFAPCLIMILVYLRIYLIAKRSHREKRFTFVLAVVIGVFVLCWFPFFFSYSLGAI--------------------   [194] 
gi21212928    AAVITFLILFTIFGNALVILAVLTSRSLRAPQNLFLVSLAAADILVATLIIPFSLANELLYWYFRRTWCEVYLALDVLFCTSSIVHLCAISLDRYWAVRRIKCIILTVWLIAAVISLPPLIQCKLNQEAWYILASSIGSFFAPCLIMILVYLRIYLIAKRSHREKRFTFVLAVVIGVFVLCWFPFFFSYSLGAI--------------------   [194] 
gi11322253    AAVITFLILFTIFGNALVILAVLTSRSLRAPQNLFLVSLAAADILVATLIIPFSLANELLYWYFWRTWCEVYLALDVLFCTSSIVHLCAISLDRYWAVRRIKCIILTVWLIAAVISLPPLIQCKLNQEAWYILASSIGSFFAPCLIMILVYLRIYLIAKRSHREKRFTFVLAVVIGVFVLCWFPFFFSYSLGAI--------------------   [194] 
gi21212926    AAVITFLILFTIFGNALVILAVLTSRSLRAPQNLFLVSLAAADILVATLIIPFSLANELLYWYFWRTWCEVYLALDVLFCTSSIVHLCAISLDRYWAVRRIKCTILTVWLIAAVISLPPLIQCKLNQEAWYILASSIGSFFAPCLIMILVYLRIYLIAKRSHREKRFTFVLAVVIGVFVLCWFPFFFSYSLGAI--------------------   [194] 
gi11322251    AAVITFLILFTIFGNALVILAVLTSRSLRAPQNLFLVSLAAADILVATLIIPFSLANELLYWYFWRTWCEVYLALDVLFCTSSIVHLCAISLDRYWAVRRIKCVILTVWLIAAVISLPPLIQCKLNQEAWYILASSIGSFFAPCLIMILVYLRIYLIAKRSHREKRFTFVLAVVIGVFVLCWFPFFFSYSLGAI--------------------   [194] 
gi26986104    AAVITFLILFTIFGNALVILAVLTSRSLRAPQNLFLVSLAAADILVATLIIPFSLANELLYWYFWRTWCEVYLALDVLFCTSSIVHLCAISLDRYWAVRRIKCIILTVWLIAAVISLPPLIQCKLNQEAWYILASSIGSFFAPCLIMILVYLRIYLIAKRSHREKRFTFVLAVVIGVFVLCWFPFFFSYSLGAI--------------------   [194] 
gi11322261    AAVITFLILFTIFGNSLVILAVLTSRSLRAPQNLFLVSLAAADILVATLIIPFSLANELLYWYFRRTWCEVYLALDVLFCTSSIVHLCAISLDRYWAVRRIKCIILTVWLIAAVISLPPLIQCKLNQEAWYILASSIGSFFAPCLIMILVYLRIYLIAKRSHREKRFTFVLAVVIGVFVLCWFPFFFTYSLGAI--------------------   [194] 
gi21212923    AAVITFLILFTIFGNALVILAVLTSRSLRAPQNLFLVSLAAADILVATLIIPFSLANELLYWYFRRTWCEVYLALDVLFCTSSIVHLCAISLDRYWAVRRIKCIILTVWLIAAVISLPPLIQCKLNQEAWYILASSVGSFFAPCLIMILVYLRIYLIAKRSHREKRFTFVLAVVIGVFVLCWFPFFFSYSLGAI--------------------   [194] 
gi73980799    AAVITFLILFTIFGNALVILAVLTSRSLRAPQNLFLVSLAAADILVATLIIPFSLANELLYWYFRRTWCEVYLALDVLFCTSSIVHLCAISLDRYWAVRRIKCIILTVWLIAAVISLPPLIQCKLNQEAWYILASSIGSFFAPCLIMILVYLRIYLIAKRSHREKRFTFVLAVVIGVFVLCWFPFFFSYSLGAIFFWIGYCNSSLNPVIYTIFN   [214] 
gi11322420    AAVITFLILFTIFGNALVILAVLTSRSLRAPQNLFLVSLAAADILVATLIIPFSLANELLYWYFRRTWCEVYLALDVLFCTSSIVHLCAISLDRYWAVRRIKCIILTVWLIAAVISLPPLIQCKLNQEAWYILASSIGSFFAPCLIMILVYLRIYLIAKRSHREKRFTFVLAVVIGVFVLCWFPFFFSYSLGAI--------------------   [194] 
gi84993358    AAVITFLILFTIFGNALVILAVLTSRSLRAPQNLFLVSLAAADILVATLIIPFSLANELLYWYFRRTWCEVYLALDVLFCTSSIVHLCAISLDRYWAVRRIKCIILTVWLIAAVISLPPLIQCKLNQEAWYILASSIGSFFAPCLIMILVYLRIYLIAKRSHREKRFTFVLAVVIGVFVLCWFPFFFSYSLGAI--------------------   [194] 
gi84993360    AAVITFLILFTIFGNALVILAVLTSRSLRAPQNLFLVSLAAADILVATLIIPFSLANELLYWYFRRTWCEVYLALDVLFCTSSIVHLCAISLDRYWAVRRIKCIILTVWLIAAVISLPPLIQCKLNQEAWYILASSIGSFFAPCLIMILVYLRIYLIAKRSHREKRFTFVLAVVIGVFVLCWFPFFFSYSLGAI--------------------   [194] 
gi84993370    AAVITFLILFTIFGNALVILAVLTSRSLRAPQNLFLVSLAAADILVATLIIPFSLANELLYWYFRRTWCEVYLALDVLFCTSSIVHLCAISLDRYWAVRRIKCIILTVWLIAAVISLPPLIQCKLNQEAWYILASSIGSFFAPCLIMILVYLRIYLIAKRSHREKRFTFVLAVVIGVFVLCWFPFFFSYSLGAI--------------------   [194] 
gi11322249    AAVITFLILFTIFGNALVILAVLTSRSLRAPQNLFLVSLAAADILVATLIIPFSLANELLYWYFRRTWCEVYLALDVLFCTSSIVHLCAISLDRYWAVRRIKCIILTVWLIAAVISLPPLIQCKLNQEAWYILASSIGSFFAPCLIMILVYLRIYLIAKRSHREKRFTFVLAVVIGVFVLCWFPFFFSYSLGAI--------------------   [194] 
gi84993412    AAVITFLILFTIFGNALVILAVLTSRSLRAPQNLFLVSLAAADILVATLIIPFSLANELLYWYFRRTWCEVYLALDVLFCTSSIVHLCAISLDRYWAVRRIKCIILTVWLIAAVISLPPLIQCKLNQEAWYILASSIGSFFAPCLIMILVYLRIYLIAKRSHREKRFTFVLAVVIGVFVLCWFPFFFSYSLGAI--------------------   [194] 
gi18643976    AAVITFLILFTIFGNALVILAVLTSRSLRAPQNLFLVSLAAADILVATLIIPFSLANELLYWYFRRTWCELYLALDVLFCTSSIVHLCAISLDRYWAVRRIKCIILTVWLIAAVISLPPLVQCKLNQEAWYILASSIGSFFAPCLIMILVYLRIYLIAKRSHREKRFTFVLAVVIGVFVLCWFPFFFSYSLGAI--------------------   [194] 
gi14164938    AAVITFLILFTIFGNALVILAVLTSRSLRAPQNLFLVSLAAADILVATLIIPFSLANELLYWYFRRTWCEVYLALDVLFCTSSIVHLCAISLDRYWAVRRIKCIILTVWLIAAVISLPPLVQCKLNQEAWYILASSIGSFFAPCLIMILVYLRIYLIAKRSHREKRFTFVLAVVIGVFVLCWFPFFFSYSLGAI--------------------   [194] 
gi56547825    AAVITFLILFTIFGNALVILAVLTSRSLRAPQNLFLVSLAAADILVATLIIPFSLANELLYWYFRRTWCEVYLALDVLFCTSSIVHLCAISLDRYWAVRRIKCIILTVWLIAAVISLPPLVQCKLNQEAWYILASSIGSFFAPCLIMILVYLRIYLIAKRSNREKRFTFVLAVVIGVFVLCWFPFFFSYSLGAI--------------------   [194] 
gi21322672    VLVVTIIILGTVVGNVLVVVAVFTSRALRAPQNLFLVSLASADILVATLVIPFSLANEM-YWYFGSTWCSLYLALDILFCTSSIVHLCAISLDRYWSVKRIKAMISIVWFISIVISSPPLLECLLINQTWYILSSCLVSFFAPGVIMILVYCKIYRVAKQRAREKRFTFVLAVVMGVFVLCWFPFFFTYSLHAVFFWIGYCNSCLNPIIYTIFN   [213] 
gi416562      ILVVSVIILVSIVGNVLVIVAVLTSRALRAPQNLFLVSLACADILVATLVIPFSLANEIMYWFFGSTWCAFYLALDVLFCTSSIVHLCAISLDRYWSVKRIKSMIAVVWVISAVISFPPLIECLINDETWYILSSSLVSFFAPGFIMITVYCKIYRVAKQRSREKRFTFVLTVVMGVFVLCWFPFFFTYSLHAIFFWIGYCNSSVNPIIYTIFN   [214] 
gi35902772    ILVVSLIILLTIVGNVLVIVAVLTSRALRAPQNLFLVSLACADILVATLVIPFSLANEIMYWYFGSTWCAFYLALDVLFCTSSIVHLCAISLDRYWSVRRIKCMIAVVWLISAVISFPPLIECLINDETWYILSSCAVSFFAPGLIMITVYCKIYRVAKQRSREKRFTFVLAVVMGVFVLCWFPFFFTYSLQAVFFWIGYCNSSVNPIIYTIFN   [214] 
gi21322670    VLVVVVIVSVTIVGNVLVIVAVLTSRALRAPQNLFLVSLASADILVATLVIPFSLSNEVMYWYFGSTWCAFYLALDVLFCTSSIVHLCAISLDRYWSVKRIKGMIAVVWIISAVISFPPLLKCLLTDETWYILSSCVVSFFAPGLIMILVYFKIYKVAKQRSREKRFTFVLAVVMGVFVLCWFPFFFTYTLHAIFFWIGYCNSSVNPIIYTIFN   [214] 
gi35902754    VLVVTVIILVTIVGNVLVVVAVFTSRALRAPQNLFLVSLAAADILVATLVIPFSLANEVMYWYLGSTWCAFYLALDVLFCTSSIVHLCAISLDRYWSVRRIKIMITVVWVISAVISFPPLLECLLNNETWYILSSCIVSFFAPGLIMILVYCRIYRVAKQRAREKRFTFVLAVVMGVFVLCWFPFFFTYSLHAIFFWIGYCNSSVNPIIYTIFN   [214] 
gi50747356    AALVGFIIVFTIVGNVLVVIAVLTSRALRAPQNLFLVSLASADILVATLVMPFSLANELMYWYFGKVWCNIYLALDVLFCTSSIVHLCAISLDRYWSVRRIKAIIVTVWLISAVISFPPLIQCKLNDETWYILSSCIVSFFAPCLIMVLVYIRIYRVAKLRTREKRFTFVLAVVMGVFVVCWFPFFFSYSLYGIFFWIGYCNSSLNPVIYTIFN   [214] 
gi818879      AAVVGFLIVFTVVGNVLVVIAVLTSRALRAPQNLFLVSLASADILVATLVMPFSLANELMYWYFGQVWCGVYLALDVLFCTSSIVHLCAISLDRYWSVRRVKATIVAVWLISAIISFPPLVRCGLNDETWYILSSCIGSFFAPCLIMGLVYARIYRVAKLRTREKRFTFVLAVVMGVFVLCWFPFFFSYSLYGIFFWIGYCNSSLNPVIYTIFN   [214] 
gi1628638     AAVVGFLIVFTVVGNVLVVIAVLTSRALRAPQNLFLVSLASADILVATLVMPFSLANELMYWYFGQVWCGVYLALDVLFCTSSIVHLCAISLDRYWSVRRVKATIVAVWLISAVISFPPLVQCGLNDETWYILSSCIGSFFAPCLIMGLVYARIYRVAKRRTREKRFTFVLAVVMGVFVLCWFPFFFIYSLYGIFFWIGYCNSSLNPVIYTVFN   [214] 
gi19924029    AAVVGFLIVFTVVGTVLVVIAVLTSRALRAPQNLFLVSLASADILVATLVMPFSLANELMYWYFGQVWCGVYLALDVLFCTSSIVHLCAISLDRYWSVRRVKATIVAVWLISAVISFPPLVQCGLNDETWYILSSCIGSFFAPCLIMGLVYARIYRVAKLRTREKRFTFVLAVVMGVFVLCWFPFFFSYSLYGIFFWIGYCNSSLNPVIYTVFN   [214] 
gi191729      AAVVGFLIVFTVVGNVLVVIAVLTSRALRAPQNLFLVSLASADILVATLVMPFSLANELMYWYFGQVWCGVYLALDVLFCTSSIVHLCAISLDRYWSVRRVKATIVAVWLISAVISFPPLVQCGLNDETWYILSSCIGSFFAPCLIMGLVYARIYRVAKLRTREKRFTFVLAVVMGVFVLCWFPFFFSYSLYGIFFWIGYCNSSLNPVIYTVFN   [214] 
gi206613      AAVVGFLIVFTVVGNVLVVIAVLTSRALRAPQNLFLVSLASADILVATLVMPFSLANELMYWYFGQVWCGVYLALDVLFCTSSIVHLCAISLDRYWSVRRVKATIVAVWLISAVISFPPLVQCGLNDETWYILSSCIGSFFAPCLIMGLVYARIYRVAKLRTREKRFTFVLAVVMGVFVLCWFPFFFSYSLYGIFFWIGYCNSSLNPVIYTVFN   [214] 
gi220651      AAVVGFLIVFTVVGNVLVVIAVLTSRALRAPQNLFLVSLASADILVATLVMPFSLANELMYWYFGQVWCGVYLALDVLFCTSSIVHLCAISLDRYWSVRRVKATIVAVWLISAVISFPPLVQCGLNDETWYILSSCIGSFFAPCLIMGLVYARIYRVAKLRTREKRFTFVLAVVMGVFVLCWFPFFFSYSLYGIFFWIGYCNSSLNPVIYTVFN   [214] 
gi288045      AAVVGFLIVFTVVGNVLVVIAVLTSRALRAPQNLFLVSLASADILVATLVMPFSLANELMYWYFGQVWCGVYLALDVLFCTSSIVHLCAISLDRYWSVRRVKATIVAVWLISAVISFPPLVQCGLNDETWYILSSCIGSFFAPCLIMGLVYARIYRVAKLRTREKRFTFVLAVVMGVFVLCWFPFFFSYSLYGIFFWIGYCNSSLNPVIYTVFN   [214] 
gi231463      AAVVGFLIVFTVVGNVLVVIAVLTSRALRAPQNLFLVSLASADILVATLVMPFSLANELMYWYFGQVWCGVYLALDVLFCTSSIVHLCAISLDRYWSVRRVKATIVAVWLISAVISFPPLVQCGLNDETWYILSSCIGSFFAPCLIMGLVYARIYRVAKLRTREKRFTFVLAVVMGVFVLCWFPFFFSYSLYGIFFWIGYCNSSLNPVIYTVFN   [214] 
gi231464      AAVVGFLIVFTVVGNVLVVIAVLTSRALRAPQNLFLVSLASADILVATLVMPFSLANELMYWYFGQVWCGVYLALDVLFCTSSIVHLCAISLDRYWSVRRVKATIVAVWLISAVISFPPLVQCGLNDETWYILSSCIGSFFAPCLIMGLVYARIYRVAKLRTREKRFTFVLAVVMGVFVLCWFPFFFSYSLYGIFFWIGYCNSSLNPVIYTVFN   [214] 
gi26514915    AAVVGFLIVFTVVGNVLVVIAVLTSRALRAPQNLFLVSLASAEILVATLVMPFSLANELMYWYFGQVWCGVYLALDVLFCTSSIVHLCAISLDRYWSVRRVKATIVAVWLISAVISFPPLVQCGLNDETWYILSSCIGSFFAPCLIMGLVYARIYRVAKLRTREKRFTFVLAVVMGVFVLCWFPFFFSYSLYGIFFWIGYCNSSLNPVIYTVFN   [214] 
gi71773208    AAVVGFLIVFTVVGNVLVVIAVLTSRALRAPQNLFLVSLASADILVATLVMPFSLANELMYWYFGQVWCGVYLALDVLFCTSSIVHLCAISLDRYWSVRRVKATIVAVWLISAVISFPPLVQCGLNDETWYILSSCIGSFFAPCLIMGLVYARIYRVAKLRTREKRFTFVLAVVMGVFVLCWFPFFFSYSLYGIFFWIGYCNSSLNPVIYTVFN   [214] 
gi38349097    AAVVGFLIVFTVVGNVLVVIAVLTSRALRAPQNLFLVSLASADILVATLVMPFSLANELMYWYFGQVWCGVYLALDVLFCTSSIVHLCAISLDRYWSVRRVKATIVAVWLISAVISFPPLVQCGLNDETWYILSSCIGSFFAPCLIMGLVYARIYRVAKLRTREKRFTFVLAVVMGVFVLCWFPFFFSYSLYGIFFWIGYCNSSLNPVIYTVFN   [214] 
gi2494943     AALVSFLILFTVVGNILVVIAVLTSRALKAPQNLFLVSLATADILVATLVMPFSLANELMYWYFGKVWCGIYLALDVLFCTSSIVHLCAISLDRYWSVKRVKCIIVIVWLISAFISSPPLLQCMLNDDTWYILSSSMASFFAPCLIMILVYIRIYQVAKTRTREKRFTFVLAVVMGVFVVCWFPFFFSYSLHAVF-WIGYCNSSLNPAIYTIFN   [213] 
gi21322668    AALVSFLILFTVVGNILVVVAVLTSRALKAPQNLFLVSLATADILVATLVMPFSLANELMYWYFGKVWCGIYLALDVLFCTSSIVHLCAISLDRYWSVKRVKGIIVLVWLISAFISSPPLMQCEINDESWYILSSSIASFFAPCLIMVLVYIRIYQVAKTRTREKRFTFVLAVVMGVFVVCWFPFFFSYSLYGLFFWIGYCNSSLNPAIYTIFN   [214] 
gi47214062    AALVSFLILFTVVGNILVVVAVLTSRALRAPQNLFLVSLATADILVATLVMPFSLANELMYWYFGRVWCGIYLALDVLFCTSSIVHLCAISLDRYWSVQRVKGTIVLVWLVSAFISSPPLLQCELNDQSWYILSSSVASFFAPCLIMVLVYVRIYQVAKTRTREKRFTFVLAVVMGVFVLCWFPFFFSYSLYGVFFWIGYCNSSLNPAIYTIFN   [214] 
gi46518511    AGLVSFLILFTIVGNVLVVIAVLTSRALKPPQNLFLVSLASADILVATLIIPFSLANELMYWFFGEVWCNIYLALDVLFCTSSIVHLCAISLDRYWSVRRVKGMIVVVWLISAVISFPPLIMCQLNDHTWYILYSSIGSFFAPCVIMILVYIRIYQVAKTRTREKRFTFVLAVVMGVFVVCWFPFFFSYSLYGIFFWIGYCNSSLNPVIYTIFN   [214] 
gi47220253    AGLVGFLILFTIFGNVLVVIAVLTSRALKPPQNLFLVSLASADILVATLVMPFSLANELMYWFFGKIWCDIYLALDVLFCTSSIVHLCAISLDRYWSVRRVKGMIVVVWLISAVISFPPLIQCIINDETWYILYSSIGSFFAPCVIMILVYIRIYQVAKTRTREKRFTFVLAVVMGVFVVCWFPFFFSYSLYGIFFWIGYCNSSLNPVIYTIFN   [214] 
gi21322660    AGLVGFLILFTIFGNVLVVIAVLTSRALKPPQNLFLVSLASADILVATLVMPFSLANELMYWFFGKIWCDIYLALDVLFCTSSIVHLCAISLDRYWSVRRVKGMIVVVWLISAVISFPPLIQCIINDETWYILYSSIGSFFAPCVIMILVYIRIYQVAKTRTREKRFTFVLAVVMGVFVVCWFPFFFSYSLYGIFFWIGYCNSSLNPVIYTIFN   [214] 
gi47222303    TLLVAFLFLIIVFGNAMVVVAVTTSRALRAPQNLFLVSLACADILVATLVMPFSLANELMYWYFGIVWCEIYLALDVLFCTSSIVHLCAISLDRYWSVRRIKCTIVIVWVLAAIISFPPLIECKINDKKWYIIFSCTASFFAPCLIMILVYVRIYLIAKKRTRERRFTFVLAVVMGVFVLCWFPFFFTYTLTAVFFWFGYCNSSLNPVIYTIFN   [214] 
gi21322658    TLLVAFLILIIVFGNAMVVMAVTTSRALRAPQNLFLVSLACADILVATLVMPFSLANELMYWYFGIVWCEIYLALDVLFCTSSIVHLCAISLDRYWSVRRIKCTILIVWVLAAIISFPPLIECKINDKKWYIIFSCTASFFAPGLIMILVYVRIYLIAKKRTRERRFTFVLAVVMGVFVLCWFPFFFTYTLTAVFFWFGYCNSSLNPVIYTIFN   [214] 
gi46518508    SIAVGLLILLIIFGNVLVIIAVFTSRALRAPQNLFLVSLASADILVATLVMPFSLANELMMWTFGGVWCEIYLALDVLFCTASITHLCAISLDRYWSIQRIKRIIFIVWIIAAVISCPPLIICDINKEKWYIVSSCIGSFFLPCIIMVLVYIRIYQIAKKRTREKRFTFVLAVVIGVFVICWFPFFFTYTFTAFFFWFGYCNSSLNPIIYTIFN   [214] 
gi68400403    SVAVGLLILLIIFGNVLVIIAVFTSRALRAPQNLFLVSLASADILVATLVMPFSLANELMMWTFGGVWCEIYLALDVLFCTASITHLCAISLDRYWSIQRIKRIIFIVWIIAAVISCPPLIICDINKEKWYIVSSCIGSFFLPCIIMVLVYIRIYQIAKKRTREKRFTFVLAVVIGVFVICWFPFFFTYTFTAFFFWFGYCNSSLNPIIYTIFN   [214] 
gi47214758    TVLVGIMILLTVFGNVLVVIAVFTSRALRAPQNLFLVSLASADILVATLVMPFSLANELMYWYFGEVWCEIYLALDVLFCTASIAHLCAISLDRYWSIRRIKCIIFIVWVMAAVISFPPLIACKINDKKWYVISSCIGSFFLPCLIMVLVYVRIYQIAKKRTREKRFTFVLAVVIGVFVVCWFPFFFTYMLRTLFFWFGYCNSALNPIIYTIFN   [214] 
gi21322666    TVLVGIMILLTVFGNVLVVIAVFTSRALRAPQNLFLVSLASADILVATLVMPFSLANELMYWYFGEVWCEIYLALDVLFCTASIAHLCAISLDRYWSIRRIKCIIFIVWVIAAVISFPPLIVCKINNQKWYVISSCIGSFFLPCVIMVLVYVRIYQIAKKRTREKRFTFVLAVVIGVFVVCWFPFFFTYMLMTLFFWFGYCNSALNPIIYTIFN   [214] 
gi50749921    LVWWGLLMLFTVFGNVLVIIAVFTSRALKAPQNLFLVSLASADILVATLVIPFSLANEVMYWYFGKVWCEIYLALDVLFCTSSIVHLCAISLDRYWSIRRIKCIIFIVWVISAVISFPPLIGCKINDEKWYIISSSIGSFFTPCLIMILVYVRIYQIAKRRTREKRFTFVLAVVIGVFVICWFPFFFTYTLTAVFFWFGYCNSSLNPVIYTIFN   [214] 
gi54287312    VCLAGLLMLLTVFGNVLVIIAVFTSRALKAPQNLFLVSLASADILVATLVIPFSLANEVMYWYFGQAWCEIYLALDMLFCTSSIAHLCAISLDRHWSIRRIKAIIVTVWVISAVISFPPLIRCEINDHKWYVIASCTGSFFVPCLIMILVYVRIYQIAKRRTREKRFTFVLAVVIGVFVVCWFPFFFTYTLTAVFFWFGYCNSSLNPVIYTIFN   [214] 
gi231460      VCLAGLLMLFTVFGNVLVIIAVFTSRALKAPQNLFLVSLASADILVATLVIPFSLANEVMYWYFGKVWCEIYLALDVLFCTSSIVHLCAISLDRYWSIRRIKAIIVTVWVISAVISFPPLISCKINDQKWYVISSSIGSFFAPCLIMILVYVRIYQIAKRRTREKRFTFVLAVVIGVFVVCWFPFFFTYTLIAVFFWFGYCNSSLNPVIYTIFN   [214] 
gi74200710    VCLAGLLMLFTVFGNVLVIIAVFTSRALKAPQNLFLVSLASADILVATLVIPFSLANEVMYWYFGKVWCEIYLALDVLFCTSSIVHLCAISLDRYWSIRRIKAIIVTVWVISAVISFPPLISCKINDQKWYVISSSIGSFFAPCLIMILVYVRIYQIAKRRTREKRFTFVLAVVIGVFVVCWFPFFFTYTLIAVFFWFGYCNSSLNPVIYTIFN   [214] 
gi3282235     VCLAGLLMLFTVFGNVLVIIAVFTSRALKAPQNLFLVSLASADILVATLVIPFSLANEVMYWYFGKVWCEIYLALDVLFCTSSIVHLCAISLDRYWSIRRIKAIIVTVWVISAVISFPPLISCKINDQKWYVISSSIGSFFAPCLIMILVYVRIYQIAKRRTREKRFTFVLAVVIGVFVVCWFPFFFTYTLIAVFFWFGYCNSSLNPVIYTIFN   [214] 
gi206616      VCLAGLLMLFTVFGNVLVIIAVFTSRALKAPQNLFLVSLASADILVATLVIPFSLANEVMYWYFGKVWCEIYLALDVLFCTSSIVHLCAISLDRYWSIRRIKAIIVTVWVISAVISFPPLISCKINDQKWYVISSSIGSFFAPCLIMILVYVRIYQIAKRRTREKRFTFVLAVVIGVFVVCWFPFFFTYTLIAVFFWFGYCNSSLNPVIYTIFN   [214] 
gi818875      VCLVGLLILLTVFGNVLVIIAVFTSRALKAPQNLFLVSLASADILVATLVIPFSLANEVMYWYFGKAWCEIYLALDVLFCTSSIVHLCAISLDRYWSIRRIKAIIVTVWVISAVISFPPLIRCEINDQKWYVISSSIGSFFAPCLIMILVYVRIYQIAKRRTREKRFTFVLAVVIGVFVVCWFPFFFTYTLTAVFFWFGYCNSSLNPVIYTIFN   [214] 
gi47523854    VCLAGLLMLFTVFGNVLVIIAVFTSRALKAPQNLFLVSLASADILVATLVIPFSLANEVMYWYFGKAWCEIYLALDVLFCTSSIVHLCAISLDRYWSIRRIKAIIVTVWVISAVISFPPLIRCEINDQKWYVISSCIGSFFAPCLIMILVYVRIYQIAKRRTREKRFTFVLAVVIGVFVVCWFPFFFTYTLTAVFFWFGYCNSSLNPVIYTIFN   [214] 
gi27806207    VCLAGLLMLFTVFGNVLVIIAVFTSRALKAPQNLFLVSLASADILVATLVIPFSLANEVMYWYFGKAWCEIYLALDVLFCTSSIVHLCAISLDRYWSIRRIKAIIVTVWVISAVISFPPLIRCEINDQKWYVISSSIGSFFAPCLIMILVYVRIYQIAKRRTREKRFTFVLAVVIGVFVVCWFPFFFTYTLTAIFFWFGYCNSSLNPVIYTIFN   [214] 
gi39596676    TITYLVIIAMTVVGNTLVVVAVFSYRPLKKVQNYFV-SLAASDLAVAIFVMPLHVVTFLAKWLLGVTVCQFFTTADILLCTSSILNLCAIAIDRYWAIKFVCMVIAIVWVLSMLISVPPIISCGLSTEKAFVVFSAAGSFFLPLLVMVVVYVKIFISARQRIKEKRAAKTIAVIIFVFSFCWLPFFVAYVIRPFFTWLGYINSSLNPFLYGILN   [213] 
gi23268627    TITYLVIIAMAVVGNTLVVVAVFSYRPLKKVQNYFLVSLAASDLAVAIFVMPLHVVTFLAKWLLGVTVCQFFTTADILLCTSSILNLCAIALDRYWAIKFVCIVIVIVWILSMLISVPPIISCGLSTEKAFVVFSAAGSFFLPLLVMVVVYVKIFISARQRIKEKRAAKTIAVIIFVFSFCWLPFFVAYVIRPFFTWLGYINSSLNPFLYGILN   [214] 
gi71981932    TITYLVIIAMTVVGNTLVVVAVFSYRPLKKVQNYFLVSLAASDLAVAIFVMPLHVVTFLAKWLLGVTVCQFFTTADILLCTSSILNLCAIALDRYWAIKFVCIVIVIVWILSMLISVPPIISCGLSTEKAFVVFSAAGSFFLPLLVMVVVYVKIFISARQRIKEKRAAKTIAVIIFVFSFCWLPFFVAYVIRPFFTWLGYINSSLNPFLYGILN   [214] 
gi7495192     TITYLVIIAMTVVGNTLVVVAVFSYRPLKKVQNYFLVSLAASDLAVAIFVMPLHVVTFLAKWLLGVTVCQFFTTADILLCTSSILNLCAIALDRYWAIKFVCIVIVIVWILSMLISVPPIISCGLSTEKAFVVFSAAGSFFLPLLVMVVVYVKIFISARQRIKEKRAAKTIAVIIFVFSFCWLPFFVAYVIRPFIFWLGYINSSLNPFLYGILN   [214] 
gi23268625    TITYLVIIAMTVVGNTLVVVAVFSYRPLKKVQNYFLVSLAASDLAVAIFVMPLHVVTFLAKWLLGVTVCQFFTTADILLCTSSILNLCAIALDRYWAIKFVCIVIVIVWILSMLISVPPIISCGLSTEKAFVVFSAAGSFFLPLLVMVVVYVKIFISARQRIKEKRAAKTIAVIIFVFSFCWLPFFVAYVIRPFFTWLGYINSSLNPFLYGILN   [214] 
gi71981957    TITYLVIIAMTVVGNTLVVVAVFSYRPLKKVQNYFLVSLAASDLAVAIFVMPLHVVTFLAKWLLGVTVCQFFTTADILLCTSSILNLCAIALDRYWAIKFVCIVIVIVWILSMLISVPPIISCGLSTEKAFVVFSAAGSFFLPLLVMVVVYVKIFISARQRIKEKRAAKTIAVIIFVFSFCWLPFFVAYVIRPFFTWLGYINSSLNPFLYGILN   [214] 
gi71981951    TITYLVIIAMTVVGNTLVVVAVFSYRPLKKVQNYFLVSLAASDLAVAIFVMPLHVVTFLAKWLLGVTVCQFFTTADILLCTSSILNLCAIALDRYWAIKFVCIVIVIVWILSMLISVPPIISCGLSTEKAFVVFSAAGSFFLPLLVMVVVYVKIFISARQRIKEKRAAKTIAVIIFVFSFCWLPFFVAYVIRPFFTWLGYINSSLNPFLYGILN   [214] 



gi71981925    TITYLVIIAMTVVGNTLVVVAVFSYRPLKKVQNYFLVSLAASDLAVAIFVMPLHVVTFLAKWLLGVTVCQFFTTADILLCTSSILNLCAIALDRYWAIKFVCIVIVIVWILSMLISVPPIISCGLSTEKAFVVFSAAGSFFLPLLVMVVVYVKIFISARQRIKEKRAAKTIAVIIFVFSFCWLPFFVAYVIRPFFTWLGYINSSLNPFLYGILN   [214] 
gi41397458    VVSLSIVTCFTFVGNALVIVSVLSYRPLRIVPNYFIVSLAVADLTMAVFVLLLGAANTIMKWVFGDCLCRAWLTIDILCCTASILNLCAIALDRYWAIPRVLFMIGVVWTMSIVICLPPIFPCTPTNDKGYVIFSAIGSFYCPLLIMIILNVKIFRSIRKRLKERRAARTLGTVMGAFVVCWLPFFLMYVILPFIIWLGYLNSAFNPVIYTFFN   [214] 
gi41397456    VVSLSIVTCFTFVGNALVIVSVLSYRPLRIVPNYFIVSLAVADLTMAVFVLLLGAANTIMKWVFGDCLCRAWLTIDILCCTASILNLCAIALDRYWAIPRVLFMIGVVWTMSIVICLPPIFPCTPTNDKGYVIFSAIGSFYCPLLIMIILNVKIFRSIRKRLKERRAARTLGTVMGAFVVCWLPFFLMYVILPFIIWLGYLNSAFNPVIYTFFN   [214] 
gi3717950     ALSLSFITVFTVVGNVLVICSVFNHRPLRTVQNVFLVSLALADIAVALLVMPFNVAYSIMRWVFGLHFCELWLTCDVLCCTASILNLCAIALDRYWAIRRVLLSIFLVWVISALISVPPLIPCRLTQETGYVLYSASGSFFIPLLIMSIVYLKIFLATRRRLRERRAARVLGIVMGVFVLCWLPFFIMYVTAAFITWLGYVNSALNPVIYTVFN   [214] 
gi56044550    AVILTLIIISTIIGNILVILSVFTYKPLRIVQNFFIVSLAVADLTVAILVLPLNVAYSILQWVFGIYVCKMWLTCDIMCCTSSILNLCAIALDRYWAIGRVLFMIGIVWILSLIISSPPLLPCRLTSQPGFVIFSSSGSFYIPLVIMTVVYFEIYLATKKRLRERRAARTLGIIMGVFVVCWLPFFVLYLVIPFITWLGYINSALNPLIYTIFN   [214] 
gi42662203    AIILTMIIISTVVGNILVILSVFTYKPLRIVQNFFIVSLAVADLTVAILVLPLNVAYSILQWVFGIYVCKMWLTCDIMCCTSSILNLCAIALDRYWAIERVLFMIGIVWILSLVISSPPLLPCRLTSQPGFVIFSSSGSFYIPLVIMTVVYFEIYLATKKRLRERRAARTLGIIMGVFVVCWLPFFVIYLVIPFITWLGYVNSALNPLIYTIFN   [214] 
gi1197192     AIILTMIIISTVVGNILVILSVFTYKPLRIVQNFFIVSLAVADLTVAILVLPLNVAYSILQWVFGIYVCKMWLTCDIMCCTSSILNLCAIALDRYWAIERVLFMIGIVWILSLVISSPPLLPCRLTSQPGFVIFSSSGSFYIPLVIMTVVYFEIYLATKKRLRERRAARTLGIIMGVFVVCWLPFFVIYLVIPFITWLGYVNSALNPLIYTIFN   [214] 
gi13173421    AIVLTLIIISTIVGNILVILSVFTYKPLRIVQNFFIVSLAVADLTVAILVLPLNVAYSILQWVFGIYVCKMWLTCDIMCCTSSILNLCAIALDRYWAIERVLLMIGVVWILSLVISSPPLLPCRLTSQPGFVIFSSSGSFYIPLVIMTVVYFEIYLATKKRLRERRAARTLGIIMGVFVVCWLPFFVIYLVIPFITWLGYCNSALNPLIYTIFN   [214] 
gi1197330     AIVLTLIIISTIVGNILVILSVFTYKPLRIVQNFFIVSLAVADLTVAILVLPLNVAYSILQWVFGIYVCKMWLTCDIMCCTSSILNLCAIALDRYWAIERVLLMIGVVWVLSLIISSPPLLPCRLTSQPGFVIFSSSGSFYIPLVIMTVVYFEIYLATKKRLRERRAARTLGIIMGVFVVCWLPFFVIYLVIPFITWLGYCNSALNPLIYTIFN   [214] 
gi12229835    TALLLAIILVTIVGNSLVIISVFTYRPLRSVQNFFVVSLAVADLTVALFVLPLNVAYRLLQWLLGSYLCQMWLTCDILCCTSSILNLCVIALDRYWAIRRVNTMIAAVWALSLVISVPPLLPCTLTQERLFVVYSSSGSFFIPLIIMSVVYAKIFFATKRRLKERKAARVLGVIMGVFVVCWLPFFLMYAIVPFVTWLGYVNSSLNPIIYTIYN   [214] 
gi54641635    ALVLSIIIVLTIIGNILVILSVFTYKPLRIVQNFFIVSLAVADLTVALLVLPFNVAYSILRWEFGIHLCKLWLTCDVLCCTSSILNLCAIALDRYWAIGRVLLLISGVWVLSLVISSPPLIPCELTSQRGYVIYSSLGSFFIPLAIMTIVYIEIFVATRRRLKERRAARTLGIIMGVFVICWLPFFLMYVILPFITWLGYINSGLNPVIYTIFN   [214] 
gi16754885    ALVLSVIIVLTIIGNILVILSVFTYKPLRIVQNFFIVSLAVADLTVALLVLPFNVAYSILRWEFGIHLCKLWLTCDVLCCTSSILNLCAIALDRYWAIGRVLLLISGVWLLSLLISSPPLIPCELTSQRGYVIYSSLGSFFIPLAIMTIVYIEIFVATRRRLKERRAARTLGIIMGVFVICWLPFFLMYVILPFITWLGYINSGLNPVIYTIFN   [214] 
gi8762        ALVLSVIIVLTIIGNILVILSVFTYKPLRIVQNFFIVSLAVADLTVALLVLPFNVAYSILRWEFGIHLCKLWLTCDVLCCTSSILNLCAIALDRYWAIGRVLLLISGVWLLSLLISSPPLIPCELTSQRGYVIYSSLGSFFIPLAIMTIVYIEIFVATRRRLKERRAARTLGIIMGVFVICWLPFFLMYVILPFITWLGYINSGLNPVIYTIFN   [214] 
gi55242247    ALILTLIIIITIVGNILVILSVFTYKPLRIVQNFFIVSLAVADLTVAILVLPLNVAYSLLRWEFGIHVCKMWLTSDVLCCTASILNLCAIALDRYWAIERVLALIAGVWVLSLVISSPPLIPCQLTSNQGYVIYSSLGSFFIPLAIMTIVYIEIYIATRRRLKERRAARTLGIIMGVFVVCWLPFFLMYVILPFITWLGYINSALNPIIYTIFN   [214] 
gi871407      AVSLSLIILITIVGNVLVVLSVFTYKPLRIVQNFFIVSLAVADLTVAVLVMPFNVAYSLIRWVFGIVVCKMWLTCDVLCCTASILNLCAIALDRYWAIRRVLAMIAGVWLLSGVISSPPLIPCQLTEEQGYVIYSSLGSFFIPLFIMTIVYVEIFIATKRRLKERRAARTLGIIMGVFVVCWLPFFLMYVIVPFITWLGYINSALNPIIYTIFN   [214] 
gi871405      AVSLSLIILITIVGNVLVVLSVFTYKPLRIVQNFFIVSLAVADLTVAVLVMPFNVAYSLIRWVFGIVVCKMWLTCDVLCCTASILNLCAIALDRYWAIRRVLAMIAGVWLLSGVISSPPLIPCQLTEEQGYVIYSSLGSFFIPLFIMTIVYVEIFIATKRRLKERRAARTLGIIMGVFVVCWLPFFLMYVIVPFITWLGYINSALNPIIYTIFN   [214] 
gi58585136    SLTLGFLVLATVLGNALVILSVFTYRPLRIVQNFFIVSLAVADLAVAILVMPFNVAYLLLKWIFGIHLCKLWLTCDVLCCTASILNLCAIALDRYWAIKRVLATIAGVWILSGAISSPPLAPCQLTRRQGYVIYSSLGSFFIPLLLMSLVYLEIYLATRRRLKERRAARTLGVIMGVFVVCWLPFFLMYVIVPFITWLGYVNSALNPLIYTIFN   [214] 
gi2443302     GIIFFIIVVGAIGGNFLVILAIILVKKLQTASNWLILSLAFSDFFVSVLVMPIAAFNQLSRWPFSEKLCDFYNCCDVMLCTSSILNLCAISIDRYLVIALIGGMIGVAWLMSGLISIPPVLICQLTDNLLYQIYATFCAFYIPLIVMLVLYYQIFKLARNMANESKAITTLGVIMGCFTLCWLPFFIIQILKPIFLWLGYFNSFLNPVIYAKFN   [214] 
gi2443304     IIVLTIFLVGTAGGNLLVISSVAIVKKLQTSSNFLIVNLACSDFLVSILVLPGAVHQVIYQWPFSEILCDIFISFDVILCTSSILNLCAISIDRYLVIARIGTMVAISWVTSALISIPPMFQCNYSDNLIYQIYATFGAFYIPLIVMLILYGRIFKLAREMATETKAITTLGVIMGCFTICWLPFFLIQISKPVCLWLGYFNSFLNPIIYAKFN   [214] 
gi37499136    GLITVILILLTVIGNVLVILAVTCHRKMRTVTNFLIVSLACADLSVGITVLPFAATNDILYWPFGGY-CDVWVSFDVLNSTASILNLVVIAFDRFLAIRTAGILIATVWGISLVMSFLPIQLCIFTASTAYTIVSSLISFYIPLLIMLVFYGNIFKAARDQAKEKKAAKTLGIIMGVFILCWLPFFVVNIVNPFLTWLGWINSCFNPIIYA-FN   [212] 
gi3962388     GLITVILILLTVIGNVLVILAVTCHRKMRTVTNFFIVSLACADLSVGITVLPFAATNDILYWPFGG-YCDVWVSFDVLNSTASILNLVVIAFDRFLAIRTAGILIATVWGISLVVSFLPIQLCIFTASTAYTIVSSLISFYIPLLIMLVFYGIIFKAARDQAKEKKAAKTLGIIMGVFILCWLPFFVVNIVNPFLTWLGWINSCFNPIIYA-FN   [212] 
gi68365496    LFVMVIIITITIVGNLLVIIAIARTSQLQTTTNIFIMSLACADLIMGVLVVPLGATIVVTQWKLNNTFCELWTSVDVLCVTASIETLCIIAVDRYIAICRARIIVCIVWIVSACISFIPIMCCDFITNMTYAIISSVVSFYIPLFIMIFVYARVFLIATRQVKEHKALKTLGIIMGVFTLCWLPFFVANIIYAFLNWLGYINSGLNPIIYCRS-   [213] 
gi33860241    LLLLVIIIMTIVVGNLLVIIAIARTSQLQTMTNIFIMSLACADLIMGVLVVPLGATIVVTNWQLSDMSCELWTSVDVLCVTASIETLCVIAVDRYIAIWRARLIVCVVWIVSALISFVPIMCCDFMTNSTFAIISSVVSFYIPLLIMIFVYVKVFLIATRQVKEHKALKTLGIIMGTFTLCWLPFFVANIINVFLNWLGYINSGLNPIIYCRS-   [213] 
gi33860239    LLLLVIIIMTIMVGNLLVIIAIARTSQLQTITNIFIMSLGCADLIMGVLVVPLGATIVLTNWQLSDTSCELWTSVDMLCVTASIETLCVIAVDRYIAIWRARLIVCVVWIVSALISFVPIMCCDFLINRTFAIISSVVSFYIPLLIMIFVYAKVFLIATRQVKEHKALKTLGIIMGTFTLCWLPFFVANIINVFLNWLGYVNSGLNPIIYCRS-   [213] 
gi1256416     GALLA---LATVGGNLLVIVAIACTPRLQTMTNVFVTSLAAADLVVGLLVVPPGATLALTHWPLGATGCELWTSVDVLCVTASIETLCALAVDRYLAVRRARAAVALVWAVAAAVSFAPIMCCAFVSNVPYALLSSSVSFYLPLLVMLFVYARVFLVAQRQLRERRALRTLGLIVGTFALCWLPFFLANVLRALLNWLGYVNSAFNPLIYCRS-   [210] 
gi76574173    GTL---LALATVGGNLLVTAAIALTPRLQTITNVFVTSLAAADLVVGLLVVPPGATLALTHWPLGTTGCELWTSLDVLCVTASIETLCALAVDRYLAVRRARAAVALVWAVAAAVSFAPIMCCAFVSNVPYAPLSSSVSFYLPLLVMLFVYARVFLVAQRQLRERRALRTLGLIVGTFALCWLPFFLANVLRALLNWLGYINSAFYPLIYCRS-   [210] 
gi6180060     GAL---LALATVGGNLLVIIAIARTPRLQTITNVFVTSLAAADLVVGLLVMPPGATLALTHWPLGETGCELWTSVDVLCVTASIETLCALAVDRYLAVRRARAAVVLVWIVSAAVSFAPIMCCSFASNMPYALLSSSVSFYLPLLVMLFVYARVFVVAKRQRREHRALRTLGLIMGIFSLCWLPFFLANVLRALLNWLGYANSAFNPVIYCRS-   [210] 
gi74202023    GAL---LALATVGGNLLVIIAIARTPRLQTITNVFVTSLAAADLVVGLLVMPPGATLALTHWPLGETGCELWTSVDVLCVTASIETLCALAVDRYLAVRRARAAVVLVWIVSAAVSFAPIMCCSFASNMPYALLSSSVSFYLPLLVMLFVYARVFVVAKRQRREHRALRTLGLIMGIFSLCWLPFFLANVLRALLNWLGYANSAFNPVIYCRS-   [210] 
gi50110       GAL---LALATVGGNLLVIIAIARTPRLQTITNVFVTSLAAADLVVGLLVMPPGATLALTHWPLGETGCELWTSVDVLCVTASIETLCALAVDRYLAVRRARAAVVLVWIVSAAVSFAPIMCCSFASNMPYALLSSSVSFYLPLLVMLFVYARVFVVAKRQRREHRALRTLGLIMGIFSLCWLPFFLANVLRALLNWLGYANSAFNPVIYCRS-   [210] 
gi6978463     GAL---LALATVGGNLLVITAIARTPRLQTITNVFVTSLATADLVVGLLVMPPGATLALTHWPLGATGCELWTSVDVLCVTASIETLCALAVDRYLAVRRARAAVVLVWIVSATVSFAPIMCCSFASNMPYALLSSSVSFYLPLLVMLFVYARVFVVAKRQRGEHRALRTLGLIMGIFSLCWLPFFLANVLRALLNWLGYANSAFNPLIYCRS-   [210] 
gi298307      GAL---LALATVGGNLLVITAIARTPRLQTITNVFVTSLATADLVVGLLVMPPGATLALTHWPLGATGCELWTSVDVLCVTASIETLCALAVDRYLAVRRARAAVVLVWIVSATVSFAPIMCCSFASNMPYALLSSSVSFYLPLLVMLFVYARVFVVAKRQRGEHRALRTLGLIMGIFSLCWLPFFLANVLRALLNWLGYANSAFNPLIYCRS-   [210] 
gi50979252    GALLALEVLATVGGNLLVIVAIARTPRLQTMTNVFVTSLATADLVVGLLVVPPGATLALTRWPLGATGCELWTSVDVLCVTASIETLCALAVDRYLAVRRARAAVVLVWVVSAAVSFAPIMCCAFASNIPYALLSSSVSFYLPLLVMLFVYARVFLVATRQLREHRALRTLGLIVGTFTLCWLPFFVANVMRALLNWLGYANSAFNPLIYCRS-   [213] 
gi1913918     GALLALEVLATVGGNLLVIVAIARTPRLQTMTNVFVTSLATADLVVGLLVVPPGATLALTRWPLGATGCELWTSVDVLCVTASIETLCALAVDRYLAVRRARAAVVLVWVVSAAVSFAPIMCCAFASNIPYALLSSSVSFYLPLLVMLFVYARVFLVATRQLREHRALRTLGLIVGTFTLCWLPFFVANVMRALLNWLGYANSAFNPLIYCRS-   [213] 
gi8980849     GALLAPAVLATVGGNLLVIVAIARTPRLQTMTNVFVTSLATADLVVGLLVVPPGTTLALTHWPLGATCCELWTSVDVLCVTASIETLCALAVDRYLAVRRARAAVVLVWVVSAAVSFAPIMCCTFASNMPYALLSSSVSFYLPLLVMLFVYARVFVVATSQLREHRALCTLGLIMGTFTLCWLPFFVVNVVRALLNWLGYANSAFNPLIYCHS-   [213] 
gi27806327    GALLALAVLATVGGNLLVIVAIARTPRLQTMTNVFVTSLATADLVVGLLVVPPGATLALTHWPLGVTGCELWTSVDVLCVTASIETLCALAVDRYLAVRRALAAVVLVWVVSAAVSFAPIMCCTFASNMPYALLSSSVSFYLPLLVMLFVYARVFVVATRQLREHRALRTLGLIMGTFTLCWLPFFVVNVVRALLNWLGYANSAFNPLIYCRS-   [213] 
gi4588548     GALLALAVLAIVGGNLLVIVAIARTPRLQTMTNVFVTSLATADLVVGLLVVPPGATLALTHWPLGVTGCELWTSVDVLCVTASIETLCALAVDRYLAVRRARAAVVLVWVVSAAVSFAPIMCCTFASNMPYALLSSSVSFYLPLLVMLFVYARVFVVATRQLREHRALRTLGLIMGTFTLCWLPFFVVNVVRALLNWLGYANSAFNPLIYCRS-   [213] 
gi11127982    GALLALAVLATAGGNLLVIVAIARTPRLQTMTNVFVTSLATADLVVGLLVVPPGATLALTHWPLGVTGCELWTSVDVLCVTASIETLCALAVDRYLAVRRARAAVVLVWVVSAAVSFAPIMCCTFASNMPYALLSSSVSFYLPLLVMLFVYARVFVVATRQLREHRALRTLGLIMGTFTLCWLPFFVVNVVRALLNWLGYANSAFNPLIYCRS-   [213] 
gi4588546     GALLALAVLATVGGNLLVIVAIARTPRLQTMTNVFVTSLATADLVVGLLVVPPGATLALTHWPLGVTGCELWTSVDVLCVTASIETLCALAVDRYLAVRRARAAVVLVWVVSAAVSFAPIMCCTFASNMPYALLSSSVSFYLPLLVMLFVYARVFVVDTRQLREHRALRTLGLIMGTFTLCWLPFFVVNVVRALLNWLGYANSAFNPLIYCRS-   [213] 
gi82468608    GALLALAVLAT-GGNLLVIVAIARTPRLQTMTNVFVTSLATADLVVGLLVVPPGATLALTHWPLGVTGCELWTSVDVLCVTASIETLCALAVDRYLAVRRARAAVVLVWVVSAAVSFAPIMCCTFASNMPYALLSSSVSFYLPLLVMLFVYARVFVVATRQLREHRALRTLGLIMGTFTLCWLPFFVVNVVRALLNWLGYANSAFNPLIYCRS-   [213] 
gi11127984    GALLALAVLATVGGNLLVIVAIARTPRLQTMTNVFVTSLATADLVVGLLVVPPGATLALTHWPLGVTGCELWTSVDVLCVTASIETLCALAVDRYLAVRRARAAVVLVWVVSAAVSFAPIMCCTFASNMPYALLSSSVSFYLPLLVMLFVYARVFVVATRQLREHRALRTLGLIMGTFTLCWLPFFVVNVVRALLNWLGYANSAFNPLIYCRS-   [213] 
gi11127976    GALLALAVLATVGGNLLVIVAIARTPRLQTMTNVFVTSLATADLVVGLLVVPPGATLALTHWPLGVTGCELWTSVDVLCVTASIETLCALAVDRYLAVRRARAAVVLVWVVSAAVSFAPIMCCTFASNMPYALLSSSVSFYLPLLVMLFVYARVFVVATRQLREHRALRTLGLIMGTFTLCWLPFFVVNVVRALLNWLGYANSAFNPLIYCRS-   [213] 
gi11127986    GALLALAVLATVGGNLLVIVAIARTPRLQTMTNVFVTSLATADLVVGLLVVPPGATLALTHWPLGVTGCELWTSVDVLCVTASIETLCALAVDRYLAVRRARAAVVLVWVVSAAVSFAPIMCCTFASNMPYALLSSSVSFYLPLLVMLFVYARVFVVATRQLREHRALRTLGLIMGTFTLCWLPFFVVNVVRALLNWLGYANSAFNPLIYCRS-   [213] 
gi57163877    GALLALAVLATVGGNLLVIVAIARTPRLQTMTNVFVTSLATADLVVGLLVVPPGATLALTHWPLGATGCELWTSVDVLCVTASIETLCALAVDRYLAVRRARAAVVLVWVVSAAVSFAPIMCCAFASNIPYALLSSSVSFYLPLLVMLFVYARVFVVATRQLREHRALRTLGLIMGTFSLCWLPFFVANVVRALLNWLGYANSAFNPLIYCRS-   [213] 
gi23379645    GALLALAVLATVGGNLLVIVAIARTPRLQTMTNVFVTSLATADLVVGLLVVPPGATLALTHWPSGATGCELWTSVDVLCVTASIETLCALAVDRYLAVRRARAAVVLVWVVSAAVSFAPIMCCAFASNMPYVLLSSSVSFYLPLLVMLFVYARVFVVATRQLREHRALCTLGLIMGTFTLCWLPFFLANVLRALLNWLGYANSA----------   [204] 
gi6425114     GALLALAVLATVGGNLLVIVAITRTPRLQTMTNVFVTSLAAADLVMGLLVVPPAATLVLTHWPLGATGCELWTSVDVLCVTASIETLCALAVDRYLAVRRARAAVVLVWVVSAAVSFAPIMCCAFASNMPYVLLSSSVSFYLPLLVMLFVYARVFVVATRQLREHRALCTLGLIMGTFTLCWLPFFLANVLRALLNWLGYANSAFNPLIYCRS-   [213] 
gi23379643    GALLALAVLATVGGNLLVIVAIARTPRLQTMTNVFVTSLAAADLVMGLLVVPPAATLALTHWPLGATGCELWTSVDVLCVTASIETLCALAVDRYLAVRRARTAVVLVWVVSAAVSFAPIMCCAFASNMPYVLLSSSVSFYLPLLVMLFVYARVFVVATRQLREHRALCTLGLIMGTFTLCWLPFFLANVLRALLNWLGYANSA----------   [204] 
gi4557267     GALLALAVLATVGGNLLVIVAIAWTPRLQTMTNVFVTSLAAADLVMGLLVVPPAATLALTHWPLGATGCELWTSVDVLCVTASIETLCALAVDRYLAVRCARTAVVLVWVVSAAVSFAPIMCCAFASNMPYVLLSSSVSFYLPLLVMLFVYARVFVVATRQLREHRALCTLGLIMGTFTLCWLPFFLANVLRALLNWLGYANSAFNPLIYCRS-   [213] 
gi1070629     GALLALAVLATVGGNLLVIVAIAWTPRLQTMTNVFVTSLAAADLVMGLLVVPPAATLALTHWPLGATGCELWTSVDVLCVTASIETLCALAVDRYLAVRCARTAVVLVWVVSAAVSFAPIMCCAFASNMPYVLLSSSVSFYLPLLVMLFVYARVFVVATRQLREHRALCTLGLIMGTFTLCWLPFFLANVLRALLNWLGYANSAFNPLIYCRS-   [213] 
gi178896      GALLALAVLATVGGNLLVIVAIAWTPRLQTMTNVFVTSLAAADLVMGLLVVPPAATLALTHWPLGATGCELWTSVDVLCVTASIETLCALAVDRYLAVRCARTAVVLVWVVSAAVSFAPIMCCAFASNMPYVLLSSSVSFYLPLLVMLFVYARVFVVATRQLREHRALCTLGLIMGTFTLCWLPFFLANVLRALLNWLGYANSAFNPLIYCRS-   [213] 
gi23379641    GALLALAVLATVGGNLLVIVAIARTPRLQTMTNVFVTSLAAADLVMGLLVVPPAATLALTHWPLGATGCELWTSVDVLCVTASIETLCALAVDRYLAVRRARTAVVLAWVVSAAVSFAPIMCCAFASNMPYVLLSSSVSFYLPLLVMLFVYARVFVVATRQLREHRALCTLGLIMGTFTLCWLPFFLANVLRALLNWLGYANSA----------   [204] 
gi23379639    GALLALAVLATVGGNLLVIVAIARTPRLQTMTNVFVTSLAAADLVMGLLVVPPAATLALTHWPLGATGCELWTSVDVLCVTASIETLCALAVDRYLAVRRARTAVVLVWVVSAAVSFAPIMCCAFASNMPYVLLSSSVSFYLPLLVMLFVYARVFVVATRQLREHRALCTLGLIMGTFTLCWLPFFLANVLRALLNWLGYANSA----------   [204] 
gi55630516    GALLALAVLATVGGNLLVIVAIARTPRLQTMTNVFVTSLAAADLVMGLLVVPPAATLALTHWPLGATGCELWTSVDVLCVTASIETLCALAVDRYLAVRRARTGVVLVWVVSAAVSFAPIMCCAFASNMPYVLLSSSVSFYLPLLVMLFVYARVFVVATRQLREHRALCTLGLIMGTFTLCWLPFFLANVLRALLNWLGYANSAFNPLIYCRS-   [213] 
gi1168613     GAALSITILVIVAGNLLVIVAIAKTPRLQTMTNVFVTSLACADLVMGLLVVPPGATILLSHWPYGTVVCELWTSLDVLCVTASIETLCAIAVDRYLAIGRAWAVVCMVWAISAFISFLPIMCCDFVTNMTYAIVSSTVSFYVPLLVMIFVYVRVFAVATRHVKEHKALKTLGIIMGTFTLCWLPFFVANIIKVFLNWLGYVNSAFNPIIYCRS-   [213] 
gi68370438    GILMGLIVFVIVVGNILVIVAIARNQRLQTLTNVFIVSLACADLIMGLLVVPFGAALEVRAWMYGSFFCEFWISLDVLCVTASIETLCVIAIDRYIAIARAKVVVCAVWAISALVSFPPILCCDFVTNRAYAISSSIISFYIPLIVMIFVYARVYREAKQQLKEQKALKTLGIIMGTFTLCWLPFFIVNVVRVFLNWLGYVNSAFNPIIYCRS-   [213] 
gi47219685    SLVMGSIVLFIVFGNILVIVAIARTQRLQTLTNVFIVSLASADLIMGLLVVPFGAALEVRSWQYGSFFCEFWISVDVLCVTASIETLCVIAIDRYVAIARARAMVCAVWAISALVSFLPILCCDFITNKAYAISSSIISFYIPLLVMIFVYARVYREAKMQLREQKALKTLGIIMGTFTLCWLPFFIVNVVRVFLNWLGYVNSAFNPIIYCRS-   [213] 
gi2598061     TMFMAAIILLIVMGNIMVIVAIGRNQRLQTLTNVFITSLACADLIMGLFVVPLGATLVVSRWLYGSIFCEFWTSVDVLCVTASIETLCVISIDRYIAIGRAKGIVCSVWGISALVSFLPIMCCDFVTNRAYAIASSIISFYFPLIIMIFVYIRVFKEAQKQMKEQKALKTLGIIMGTFTLCWLPFFLANVVNVFLNWLGYANSAFNPIIYCRS-   [213] 
gi114753      SLLMALVVLLIVAGNVLVIAAIGRTQRLQTLTNLFITSLACADLVMGLLVVPFGATLVVRTWLWGSFLCECWTSLDVLCVTASIETLCVIAIDRYLAIARAKVIICTVWAISALVSFLPIMCCDFVTNRAYAIASSIISFYIPLLIMIFVYLRVYREAKEQIREHKALKTLGIIMGVFTLCWLPFFLVNIVNVFFNWLGYANSAFNPIIYCRS-   [213] 
gi50749927    SLLMALVVLLIVAGNVLVIAAIGRTQRLQTLTNLFITSLACADLVMGLLVVPFGATLVVRTWLWGSFLCECWTSVDVLCVTASIETLCVIAIDRYLAIARAKGIICTVWAISALVSFLPIMCCDFVTNRAYAIASSIISFYIPLLIMIFVYLRVYREAKEQIREHKALKTLGIIMGVFTLCWLPFFLVNVVNVFFNWLGYANSAFNPIIYCRS-   [213] 
gi1438750     --------------QTL--------------TNLFIMSLASADLVMGLLVVPFGATIVVWRWEYGSFFCELWTSVDVLCVTASIETLCVIALDRYLAIARARALVCTVWAISALVSFLPIFCCDFIINEGYAITSSVVSFYVPLCIMAFVYLRVFREAQKQVREQKALKTLGIIMGVFTLCWLPFFLANVVKAFFNWLGYANSAFNPIIYCRS-   [185] 
gi998514      GLLMAFIVLLIVAGNVLVIVAIAKTPRLQTLTNLFIMSLASADLVMGLLVVPFGATIVVWRWEYGSFFCELWTSVDVLCVTASIETLCVIALDRYLAIARARALVCTVWAISALVSFLPIFCCDFIINEGYAITSSVVSFYVPLCIMAFVYLRVFREAQKQVREQKALKTLGIIMGVFTLCWLPFFLANVVKAFFNWLGYANSAFNPIIYCRS-   [213] 
gi34850746    GLLMAFIVLLIVVGNVLVLVAIAKTPRLQTLTNLFIMSLASADLVMGLLVVPFGATIVVWRWEYGSFFCELWTSVDVLCVTASIETLCVIALDHYLAIARARALVCTVWAISALVSFLPIFCCDFIINEGYAITSSVVSFYAPLCIMAFVYLRVFREAQKQVREQKALKTLGIIMGVFTLCWLPFFLANVVKAFFNWLGYANSAFNPIIYCRS-   [213] 
gi12643864    GLLMAFIVLLIVVGNVLVLVAIAKTPRLQTLTNLFIMSLASADLVMGLLVVPFGATIVVWRWEYGSFFCELWTSVDVLCVTASIETLCVIALDRYLAIARARALVCTVWAISALVSFLPIFCCDFIINEGYAITSSVVSFYVPLCIMAFVYLRVFREAQKQVREQKALKTLGIIMGVFTLCWLPFFLANVVKAFFNWLGYANSAFNPIIYCRS-   [213] 
gi6017883     --------------QTL--------------TNLFIMSLASADLVMGLLVVPFGATIVVWRWEYGSFFCELWTSVDVLCVTASIETLCVIALDRYLAIARARALVCTVWAISALVSFLPIFCCDFIINEGYAITSSVVSFYVPLCIMAFVYLRVFREAQKQVREQKALKTLGIIMGVFTLCWLPFFLANVVKAFFNWLGYANSAFNPIIYCRS-   [185] 
gi2981633     ---------------------------------------ASADLVMGLLVVPFGATIVVWRWEYGSFFCELWTSVDVLCVTASIETLCVIALDRYLAIARARALVCTVWAISALVSFLPILCCDFVTNRAYAIASSVVSFYVPLCIMAFVYLRVFREAQKQVREQKALKTVGIIMGVFTLWWVPFFLANVVKAFFNWLGYANSAFNPIIYCRS-   [174] 
gi5921171     GLLMALIVLLIVAGNVLVIVAIAKTPRLQTLTNLFIMSLASADLVMGLLVVPFGATIVVWRWEYGSFFCELWTSVDVLCVTASIETLCVIALDRYLAIRAARALVCTVWAISALVSFLPILCCDFVTNRAYAIASSVVSFYVPLCIMAFVYLRVFREAQKQVREQKALKTLGIIMGVFTLCWLPFFLANVVKAFFNWLGYANSAFNPIIYCRS-   [213] 
gi6978459     GLLLALIVLLIVVGNVLVIVAIAKTPRLQTLTNLFIMSLASADLVMGLLVVPFGATIVVWRWEYGSFFCELWTSVDVLCVTASIETLCVIALDRYLAIARARALVCTVWAISALVSFLPILCCDFVTNRAYAIASSVVSFYVPLCIMAFVYLRVFREAQKQVREQKALKTLGIIMGVFTLCWLPFFLANVVKAFFNWLGYANSAFNPIIYCRS-   [213] 
gi220671      GLLLALIVLLIVVGNVLVIVAIAKTPRLQTLTNLFIMSLASADLVMGLLVVPFGATIVVWRWEYGSFFCELWTSVDVLCVTASIETLCVIALDRYLAIARARALVCTVWAISALVSFLPILCCDFVTNRAYAIASSVVSFYVPLCIMAFVYLRVFREAQKQVREQKALKTLGIIMGVFTLCWLPFFLANVVKAFFNWLGYANSAFNPIIYCRS-   [213] 
gi449413      GLLLALIVLLIVVGNVLVIVAIAKTPRLQTLTNLFIMSLASADLVMGLLVVPFGATIVVWRWEYGSFFCELWTSVDVLCVTASIETLCVIALDRYLAIARARALVCTVWAISALVSFLPILCCDFVTNRAYAIASSVVSFYVPLCIMAFVYLRVFREAQKQVREQKALKTLGIIMGVFTLCWLPFFLANVVKAFFNWLAYANSAFNPIIYCRS-   [213] 
gi6680666     GLLVALIVLLIVVGNVLVIVAIAKTPRLQTLTNLFIMSLASADLVMGLLVVPFGATIVVWRWEYGSFFCELWTSVDVLCVTASIETLCVIALDRYLAIARARALVCTVWAISALVSFLPILCCDFVTNRAYAIASSVVSFYVPLCIMAFVYLRVFREAQKQVREQKALKTLGIIMGVFTLCWLPFFLANVVKAFFNWLGYANSAFNPIIYCRS-   [213] 
gi12858052    GLQLALIVLLIVVGNVLVIVAIAKTPRLQTLTNLFIMSLASADLVMGLLVVPFGATIVVWRWEYGSFFCELWTSVDVLCVTASIETLCVIALDRYLAIARARALVCTVWAISALVSFLPILCCDFVTNRAYAIASSVVSFYVPLCIMAFVYLRVFREAQKQVREQKALKTLGIIMGVFTLCWLPFFLANVVKAFFNWLGYANSAFNPIIYCRS-   [213] 
gi1352060     GLLMALIVLLIVAGNVLVIVAIAKTPRLQTLTNLFIMSLASADLVMGLLVVPFGATIVVWRWEYGSFFCELWTSVDVLCVTASIETLCVIALDRYLAIARARGLVCTVWAISALVSFLPILCCDFVTNRAYAIASSVVSFYVPLCIMAFVYLRVFREAQKQVREQKALKTLGIIMGVFTLCWLPFFLANVVKAFFNWLGYANSAFNPIIYCRS-   [213] 
gi55634677    GLLMALIVLLIVAGNVLVIVAIAKTPRLQTLTNLFIMSLASADLVMGLLVVPFGATIVVWRWEYGSFFCELWTSVDVLCVTASIETLCVMPLDRYLAIARARGLVCTVWAISALVSFLPILCCDFVTNRAYAIASSVVSFYVPLCIMAFVYLRVFREAQKQK----ALKTLGIIMGVFTLCWLPFFLANVVKAFFNWLGYANSAFNPIIYCRS-   [209] 
gi5833815     GLLMALIVLLIVAGNVLVIVAIAKTPRLQTLTNLFIMSLASADLVMGLLVVPFGATIVVWRWEYGSFFCELWTSVDVLCVTASIETLCVIALDRYLAIARARGLVCTVWAISALVSFLPILCCDFVTNRAYAIASSVVSFYVPLCIMAFVYLRVFREAQKQVREQKALKTLGIIMGVFTLCWLPFFLANVVKAFFNWLGYANSAFNPIIYCRS-   [213] 
gi45505192    GLLMALIVLLIVAGNVLVIVAIAKTPRLQTLTNLFIMSLASADLVMGLLVVPFGATIVVWRWEYGSFFCELWTSVDVLCVTASIETLCVIALDRYLAIARARGLVCTVWAISALVSFLPILCCDFVTNRAYAIASSVVSFYVPLCIMAFVYLRVFREAQKQVREQKALKTLGIIMGVFTLCWLPFFLANVVKAFFNWLGYANSAFNPIIYCRS-   [213] 
gi4557265     GLLMALIVLLIVAGNVLVIVAIAKTPRLQTLTNLFIMSLASADLVMGLLVVPFGATIVVWRWEYGSFFCELWTSVDVLCVTASIETLCVIALDRYLAIARARGLVCTVWAISALVSFLPILCCDFVTNRAYAIASSVVSFYVPLCIMAFVYLRVFREAQKQVREQKALKTLGIIMGVFTLCWLPFFLANVVKAFFNWLGYANSAFNPIIYCRS-   [213] 
gi56790271    GLLMALIVLLIVAGNVLVIAAIAKTPRLQTLTNLFIMSLASADLVMGLLVVPFGATIVMRRWEYGSFLCELWTSVDVLCVTASIETLCVIALDRYLAIARARALVCTVWAISALVSFLPILCCDFVTNRAYAIASSVVSFYVPLCIMAFVYLRVFREAQKQVREQKALKTLGIIMGVFTLCWLPFFLANVVKAFFNWLGYANSAFNPIIYCRS-   [213] 
gi57163925    GLLMALIVLLIVAGNVLVIVAIAKTPRLQTLTNLFIMSLASADLVMGLLVVPFGATIVMRRWEYGSFFCELWTSVDVLCVTASIETLCVIALDRYLAIARARALVCTVWAISALVSFLPILCCDFVTNRAYAIASSVVSFYVPLCIMAFVYLRVFREAQKQVREQKALKTLGIIMGVFTLCWLPFFLANVVKAFFNWLGYANSAFNPIIYCRS-   [213] 
gi33304630    GMVMSFLVLCIVFGNILVITAIARFQRLQNVTNCFITSLACADLVMGLIVIPFGACYIIFTWHFGSFWCEFWTATDVLCVTASIETLCVIAIDRYLAICRARIVVVLVWVIAALISFLPIHCCEFYTNMAYAITSSIISFYIPLVIMVFVYSRVFQEAKQQLREHKALKTLGIIMGIFTLCWLPFFLLNVVVAILNWIGYANSAFNPLIYCRS-   [213] 



gi47216807    GIVMSFLVLCIVFGNILVITAIARFQRLQNITNCFITSLACADLVMGLIVIPFGACYIIFTWHFGSFWCEFWTATDVLCVTASIETLCVIAIDRYLAICRARIVVVLVWVIAALISFLPIHCCEFYTNMAYAITSSIISFYIPLVIMVFVYSRVFQEAKRHLREHKALKTLGIIMGIFTLCWLPFFLLNVVVAILNWIGYANSAFNPLIYCRS-   [213] 
gi50754872    GILMSLIVLVTVFGNVLVITAIARFQRLQTVTNYFITSLACADLVMGLGVVPFGACHIIMMWKFGNFWCEFWTSLDVLCVTASIETLCVIAVDRYFAISKARVVILVVWAISALTSFLPIQCCDFFTNQAYAIASSIISFYLPLVVMVFVYARVFQVAKKQLKEHKALKTLGIIMGTFTLCWLPFFIVNIVHVILNWLGYVNSAFNPLIYCRS-   [213] 
gi12698940    ---------------VLVITAIAKFERLQTVTNYFITSLACADLLMGLGVVPFGACHILMMWTFGNFWCEFWTSIDVLCVTASIETLCVIAVDRYFAINKARVVILMVWIVSGLTSFLPIQCCDFFTNKAYAIASSIVSFYVPLVIMVFVYSRVFQVARRQLKEHKALKTLGIIMGTFTLCWLPFFIVNIVHAILNWIGYINSGFNPLIY----   [195] 
gi2145037     AIVMSLIVLAIVFGNVLVITAIAKFERLQTVTNYFITSLACADLVMGLAVVPFGASHILMMWTFGSFWCEFWISIDVLCVTASIETLCVIAVDRYLAINKARVVILMVWVVSGLISFLPIKCCDFFTNQPYAIASSIVSFYLPLVVMVFVYSRVFQVARRQLKEHKALKTLGIIMGTFTLCWLPFFIVNIVHGILNWVGYVNSAFNPLIYCRS-   [213] 
gi42521632    AIVMSLIVLAIVFGNVLVITAIAKFERLQTVTNYFITSLACADLVMGLAVVPFGASHILMMWTFGSFWCEFWISIDVLCVTASIETLCVIAVDRYLAINKARVVILMVWVVSGLISFLPIKCCDFFTNQPYAIASSIVSFYLPLVVMVFVYSRVFQVARRQLKEHKALKTLGIIMGTFTLCWLPFFIVNIVHGILNWVGYVNSAFNPLIYCRS-   [213] 
gi12698974    -----------------VITAVAKFERLQTVTNYFITSLACADLVMGLAVVPFGASHILMMWTFGNFWCEFWTAIDVLCVTASIETLCVIAVDRYFAINKARVVILMVWIVSGLTSFLPIQCCDFFTNRAYAIASSIVSFYLPLVVMVFVYSRVFQVAKRQLKEHKALKTLGIIMGIFTLCWLPFFIVNVVNSILNWLGYVNSAFNPLIY----   [193] 
gi12698960    ---------------VLVITAVAKFERLQTVTNYFITSLACADLLMGLAVVPFGASHILMMWTFGNFWCEFWTAIDVLCVTASIETLCVIAVDRYFAINKARVVIFMVWIVSCLTSFLPIQCCDFFTNQAYAIASSIVSFYVPLVIMVFVYSRVFQVAKRQLKEHKALKTLGIIMGIFTLCWLPFFIVNVVHAILNWLGYINSAFNPLIY----   [195] 
gi12698992    ---------------VLVITAIAKFERLQTVTNYFITSLACADLVMGLAVVPFGASHILMMWTFGNFWCEFWTSIDVLCVTASIETLCVIAVDRYLAINKARVVILMVWIVSGLTSFLPIQCCDFFTNQPYAIASSIVSFYLPLVVMVFVYSRVFLVAKRQLKEHKAIKTLGIIMGTFTLCWLPFFIVNIVHVILNWVGYVNSGFNPLIY----   [195] 
gi33330490    ---------------VLVITAIAKFERLQTVTNYFITSLACADLVMGLAVVPFGASHILMMWTFGNFWCEFWTSIDVLCVTASIETLCVIAVDRYLAINKARVVILMVWIVSGLTSFLPIQCCDFFTNQPYAIASSIVSFYLPLVVMVFVYSRVFLVAKRQLKEHKAIKTLGIIMGTFTLCWLPFFIVNIVHVILNWVGYVNSGFNPLIY----   [195] 
gi12699020    ---------------VLVITAIAKFERLQTVTNYFITSLACADLVMGLAVVPFGASHILMMWTFGNFWCEFWTSIDVLCVTASIETLCVIAVDRYFAINKARVVILMVWIVSGLTSFLPIQCCDFFTNQPYAIASSIVSFYLPLVVMVFVYSRVFQVAKRQLKEHKALKTLGIIMGTFTLCWLPFFIVNIVHVILNWVGYVNSAFNPLIY----   [195] 
gi12699028    ---------------VLVITAIAKFERLQTVTNYFITSLACADLVMGLAVVPFGACHILMMWTFGNFWCEFWTSIDVLCVTASIETLCVIAVDRYFAINKARVVILMVWIVSGLTSFLPIQCCDFFTNQPYAIASSIVSFYLPLVVMVFVYSRVFQVAKRQLKEHKALKTLGIIMGTFTLCWLPFFIVNIVHVILNWLGYINSAFNPLIY----   [195] 
gi12699024    ---------------VLVITAIAKFERLQTVTNYFITSLACADLVMGLAVVPFGACHILMMWTFGNFWCEFWTSIDVLCVTASIETLCVIAVDRYLAINKARVVILMVWIVSGLTSFLPIQCCDFFTNQPYAIASSIVSFYLPLVVMVFVYSRVFQVAKRQLKEHKALKTLGIIMGTFTLCWLPFFIVNIVHVILNWLGYINSAFNPLIY----   [195] 
gi41386782    GILMSLIVLAIVFGNVLVITAIAKFERLQTVTNYFITSLACADLVMGLAVVPFGACHILMMWTFGNFWCEFWTSIDVLCVTASIETLCVIAVDRYLAINKARVVILMVWIVSGLTSFLPIQCCDFFTNQPYAIASSIVSFYLPLVVMVFVYSRVFQVAKRQLKEHKALKTLGIIMGTFTLCWLPFFIVNIVHVILNWLGYINSAFNPLIYCRS-   [213] 
gi12698970    ---------------VLVITAIAKFERLQTVT-YFITSLAFADLIMGLAVVPFGASHILMMWTFGNFWCEFWTSIDVLCVTASIETLCVIAVDRYFAINTARVVVLMVWVVSGLTSFLPIQCCDFFTNQAYAIASSIVSFYVPLVIMVFVYSRVFQVAKRQLKEHKALKTLGIIMGTFTLCWLPFFIVNVVHAILNWLGYVNSGFNPLIY----   [195] 
gi12698990    ---------------VLVITAIAKFERLQTVTNYFITSLACADLLMGLAVVPFGASHILMMWNFGNFWCEFWTAIDVLCVTASIETLCVIAVDRYFAINKARVVVLMVWIVSGLTSFLPIQCCDFFTNQAYAIASSIVSFYLPLVIMVFVYSRVFQVAKRQLKEHKALKTLGIIMGTFTLCWLPFFIVNIVHVILNWLGYVNSAFNPLIY----   [195] 
gi56384749    AILMSVIVLAIVFGNVLVITAIAKFERLQTVTNYFITSLACADLVMGLAVVPFGASHILMMWNFGNFWCEFWTSIDVLCVTASIETLCVIAVDRYIAINKARMVILMVWIVSGLTSFLPIQCCDFFTNQAYAIASSIVSFYVPLVVMVFVYSRVFQVAKRQLKEHKALKTLGIIMGTFTLCWLPFFIVNIVHVILNWLGYVNSAFNPLIYCRS-   [213] 
gi49612       AILMSVIVLAIVFGNVLVITAIAKFERLQTVTNYFITSLACADLVMGLAVVPFGASHILMMWNFGNFWCEFWTSIDVLCVTASIETLCVIAVDRYIAINKARMVILMVWIVSGLTSFLPIQCCDFFTNQAYAIASSIVSFYVPLVVMVFVYSRVFQVAKRQLKEHKALKTLGIIMGTFTLCWLPFFIVNIVHVILNWLGYVNSAFNPLIYCRS-   [213] 
gi114766      AILMSVIVLAIVFGNVLVITAIAKFERLQTVTNYFITSLACADLVMGLAVVPFGASHILMMWNFGNFWCEFWTSIDVLCVTASIETLCVIAVDRYIAINKARMVILMVWIVSGLTSFLPIQCCDFFTNQAYAIASSIVSFYVPLVVMVFVYSRVFQVAKRQLKEHKALKTLGIIMGTFTLCWLPFFIVNIVHVILNWLGYVNSAFNPLIYCRS-   [213] 
gi1199929     AILMSVIVLAIVFGNVLVITAIAKFERLQTVTNYFITSLACADLVMGLAVVPFGASHILMMWNFGNFWCEFWTSIDVLCVTASIETLCVIAVDRYVAINKARVVILMVWIVSGLTSFLPIQCCDFFTNQAYAIASSIVSFYVPLVVMVFVYSRVFQVAKRQLKEHKALKTLGIIMGTFTLCWLPFFIVNIVHVILNWLGYVNSAFNPLIYCRS-   [213] 
gi55778297    AILMSVIVLAIVFGNVLVITAIAKFERLQTVTNYFITSLACADLVMGLAVVPFGASHILMMWNFGNFWCEFWTSIDVLCVTASIETLCVIAVDRYVAINKARVVILMVWIVSGLTSFLPIQCCDFFTNQAYAIASSIVSFYVPLVVMVFVYSRVFQVAKRQLKEHKALKTLGIIMGTFTLCWLPFFIVNIVHVILNWLGYVNSAFNPLIYCRS-   [213] 
gi57778       AILMSVIVLAIVFGNVLVITAIAKFERLQTVTNYFITSLACADLVMGLAVVPFGASHILMMWNFGNFWCEFWTSIDVLCVTASIETLCVIAVDRYVAINKARVVILMVWIVSGLTSFLPIQCCDFFTNQAYAIASSIVSFYVPLVVMVFVYSRVFQVAKRQLKEHKALKTLGIIMGTFTLCWLPFFIVNIVHVILNWLGYVNSAFNPLIYCRS-   [213] 
gi50101       AILMSVIVLAIVFGNVLVITAIAKFERLQTVTNYFIISLACADLVMGLAVVPFGASHTSMMWNFGNFWCEFWTSIDVLCVTASIETLCVIAVDRYVAINKARVVILMVWIVSGLTSFLPIQCCDFFTNQAYAIASSIVSFYVPLVVMVFVYSRVFQVAKRQLKEHKALKTLGIIMGTFTLCWLPFFIVNIVHVILNWLGYVNSAFNPLIYCRS-   [213] 
gi114767      AILMSVIVLAIVFGNVLVITAIAKFERLQTVTNYFIISLACADLVMGLAVVPFGASHILMMWNFGNFWCEFWTSIDVLCVTASIETLCVIAVDRYVAINKARVVILMVWIVSGLTSFLPIQCCDFFTNQAYAIASSIVSFYVPLCVMVFVYSRVFQVAKRQLKEHKALKTLGIIMGTFTLCWLPFFIVNIVHVILNWLGYVNSAFNPLIYCRS-   [213] 
gi12698964    ---------------VLVITAIAKFERLQTVTNYFIISLACADLVMGLAVVPFGASHILMMWNFGNFWCEFWTSIDVLCVTASIETLCVIAVDRYVAINKARVVILMVWIVSGLTSFLPIQCCDFFTNQAYAIASSIVSFYVPLVVMVFVYSRVFQVAKRQLKEHKALKTLGIIMGTFTLCWLPFFIVNIVHVILNWLGYVNSAFNPLIY----   [195] 
gi26348433    AILMSVIVLAIVFGNVLVITAIAKFERLQTVTNYFIISLACADLVMGLAVVPFGASHILMMWNFGNFWCEFWTSIDVLCVTASIETLCVIAVDRYVAINKARVVILMVWIVSGLTSFLPIQCCDFFTNQAYAIASSIVSFYVPLVVMVFVYSRVFQVAKRQLKEHKALKTLGIIMGTFTLCWLPFFIVNIVHVILNWLGYVNSAFNPLIYCRS-   [213] 
gi12698998    ---------------VLVITAIAKFERLQTVTNYFITSLACADLVMGLAVVPFGASHILMMWTFGNFWCEFWTSIDVLCVTASIETLCVIAVDRYFAINKARVIILMVWIVSGLTSFLPIQCCDFFTNQAYAIASSIVSFYVPLVVMVFVYSRVFQVAKRQLKEHKALKTLGIIMGTFTLCWLPFFIVNIVHVILNWVGYVNSAFNPLIY----   [195] 
gi23379627    GIVMSLIVLAIVFGNVLVITAIAKFERLQTVTNYFITSLACADLVMGLAVVPFGASHILMMWTFGNFWCEFWTSIDVLCVTASIGTLCVIAVDRYFAINKARVIILMVWIVSGLTSFLPIQCCDFFTNQAYAIASSIVSFYVPLVVMVFVYSRVFQVAKRQLKEHKALKTLGIIMGTFTLCWLPFFIVNIVHVILNWVGYVNSAFNPLIYCRS-   [213] 
gi12699004    ---------------VLVITAIAKFERLQTVTNYFITSLACADLVMGLAVVPFGASHILMMWTFGNFWCEFWTSIDVLCVTASIETLCVIAVDRYFAI-KARVIILMVWVVSGLTSFLPIQCCDFFTNQAYAIASSIVSFYVPLVVMVFVYSRVFQVAKRQLKEHKALKTLGIIMGTFTLCWLPFFIVNIVHVILNWVGYVNSAFNPLIY----   [195] 
gi12699000    ---------------VLVITAIAKFERLQTVTNYFITSLACADLVMGLAVVPFGAAHILMMWTFGNFWCEFWTSIDVLCVTASIETLCVIAVDRYFAINKARVIILMVWIVSGLTSFLPIQCCDFFTNQAYAIASSIVSFYVPLVIMVFVYSRVFQEAKRQLKEHKALKTLGIIMGTFTLCWLPFFIVNIVHVILNWVGYVNSGFNPLIY----   [195] 
gi1004339     GIVMSLIVLAIVFGNVLVITAIAKFERLQTVTNYFITSLACADLVMGLAVVPFGAAHILMMWTFGNFWCEFWTSIDVLCVTASIETLCVIAVDRYFAINKARVIILMVWIVSGLTSFLPIQCCDFFTNQAYAIASSIVSFYVPLVIMVFVYSRVFQEAKRQLKEHKALKTLGIIMGTFTLCWLPFFIVNIVHVILNWVGYVNSGFNPLIYCRS-   [213] 
gi23379625    GIVMSLIVLAIVFGNVLVITAIAKFERLQTVTNYFITSLACADLVMGLAVVPFGAAHILMMWTFGNFWCEFWTSIDVLCVTASIETLCVIAVDRYFAINKARVIILMVWIVSGLTSFLPIQCCDFFTNQAYAIASSIVSFYVPLVIMVFVYSRVFQEAKRQLKEHKALKTLGIIMGTFTLCWLPSFIVNIVHVILNWIGYVNSGFNPLIYCRS-   [213] 
gi62897611    GIVMSLIVLAIVFGNVLVITAIAKFERLQTVTNYFITSLACADLVMGLAVVPFGAAHILMMWTFGNFWCEFWTSIDVLCVTASIETLCVIAVDRYFAINKARVIILMVWIVSGLTSFLPIQCCDFFTNQAYAIASSIVSFYVPLVIMVFVYSRVFQEAKRQLKEHKALKTLGIIMGTFTLCWLPFFIVNIVHVILNWIGYVNSGFNPLIYCRS-   [213] 
gi23379621    GIFMSLIVLAIVFGNVLVITAIAKFERLQTVTNYFITSLACADLVMGLAVVPFGAAHILMMWTFGNFWCEFWTSIDVLCVTASIETLCVIAVDRYFAINKARVIILMVWIVSGLTSFLPIQCCDFFTNQAYAIASSIVSFYAPLVIMVFVYSRVFQEAKRQLKEHKALKTLGIIMGTFTLCWLPFFIVNIVHVILNWIGYVNSGFNPLIYCRS-   [213] 
gi23379623    GIVMSLIVLAIVFGNVLVITAIAKFERLQTVTNYFITSLACADLVMGLAVVPFGAAHILMMWTFGNFWCEFWTSIDVLCVTASIETLCVIAVDRYFAINKARVIILMVWIVSGLTSFLPIQCCDFFTNQAYAIASSIVSFYVPLVIMVFVYSRVFQKAKRQLKEHKALKTLGIIMGTFTLCWLPFFIVNIVHVILNWIGYVNSGFNPLIYCRS-   [213] 
gi2570533     GIVMSLIVLAIVFGNVLVITAIAKFERLQTVTNYFITSLACADLVMGLAVVPFGAAHILMMWTFGNFWCEFWTSIDVLCVTASIETLCVIAVDRYFAINKARVIILMVWIVSGLISFLPIQCCDFFTNQAYAIASSIVSFYVPLVIMVFVYSRVFQEAKRQLKEHKALKTLGIIMGTFTLCWLPFFIVNIVHVILNWIGYVNSGFNPLIYCRS-   [213] 
gi22658465    GIVMSLIVLAIVFGNVLVITAIAKFERLQTVTNYFITSLACADLVMGLAVVPFGAAHILMMWTFGNFWCEFWTSIDVLCVTASIETLCVIAVDRYFAINKARVIILMVWIVSGLTSFLPIQCCDFFTNQAYAIASSIVSFYVPLVIMAFVYSRVFQEAKRQLKEHKALKTLGIIMGTFTLCWLPFFIVNIVHVILNWIGYVNSGFNPLIYCRS-   [213] 
gi5714688     GIVMSLIVLAIVFGNVLVITAIAKFERLQTVTNYFITSLACADLVMGLAVVPFGAAHILMMWTFGNFWCEFWTSIDVLCVTASIETLCVIAVDRYFAINKARVIILMVWIVSGL-SFLPIQCCDFFTNQAYAIASSIVSFYVPLVIMVFVYSRVFQEAKRQLKEHKALKTLGIIMGTFTLCWLPFFIVNIVHVILNWIGYVNSGFNPLIYCRS-   [213] 
gi34190269    GIVMSLIVLAIVFGNVLVITAIAKFERLQTVTNYFITSLACADLVMGLAVVPFGAAHILMMWTFGNFWCEFWTSIDVLCVTASIETLCVIAVDRYFAINKARVIILMVWIVSGLTSFLPIQCCDFFTNQAYAIASSIVSFYVPLVIMVFVYSRVFQEAKRQLKEHKALKTLGIIMGTFTLCWLPFFIVNIVHVILNWIGYVNSGFNPLIYCRS-   [213] 
gi49258125    GIVMSLIVLAIVFGNVLVITAIAKFERLQTVTNYFITSLACADLVMGLAVVPFGAAHILMMWTFGNFWCEFWTSIDVLCVTASIETLCVIAVDRYFAINKARVIILMVWIVSGLTSFLPIQCCDFFTNQAYAIASSIVSFYVPLVIMVFVYSRVFQEAKRQLKEHKALKTLGIIMGTFTLCWLPFFIVNIVHVILNWIGYVNSGFNPLIYCRS-   [213] 
gi2570531     GIVMSLIVLAIVFGNVLVITAIAKFERLQTVTNYFITSLACADLVMGLAVVPFGAAHILMMWTFGNFWCEFWTSIDVLCVTASIETLCVIAVDRYFAINKARVIILMVWIVSGLTSFLPIQCCDFFTNQAYAIASSIVSFYVPLVIMVFVYSRVFQEAKRQLKEHKALKTLGIIMGTFTLCWLPFFIVNIVHVILNWIGYVNSGFNPLIYCRS-   [213] 
gi55625194    GIFMSLIVLAIVFGNVLVITAIAKFERLQTVTNYFITSLACADLVMGLAVVPFGAAHILMMWTFGNFWCEFWTSIDVLCVTASIETLCVIAVDRYFAINKARVIILMVWIVSGLTSFLPIQCCDFFTNQAYAIASSIVSFYVPLVIMVFVYSRVFQEAKRQLKEHKALKTLGIIMGTFTLCWLPFFIVNIVHVILNWIGYVNSGFNPLIYCRS-   [213] 
gi39645303    GIVMSLIVLAIVFGNVLVITAIAKFERLQTVTNYFITSLACADLVMGLAVVPFGAAHILMMWTFGNFWCEFWTSIDVLCVTASIETLCVIAVDRYFAINKARVIILMVWIVSGLTSFLPIQCCDFFTNQAYAIASSIVSFYVPLVIMVFVYSRVFQEAKRQLKEHKALKTLGIIMGTFTLCWLPFFIVNIVHVILNWIGYVNSGFNPLIYCRS-   [213] 
gi6573153     GIVMSLIVLAIVFGNVLVITAIAKFERLQTVTNYFITSLACADLVMGLAVVPFGAAHILMMWTFGNFWCEFWTSIDVLCVTASIETLCVIAVDRYFAINKARVIILMVWIVSGLTSFLPIQCCDFFTNQAYAIASSIVSFYVPLVIMVFVYSRVFQEAKRQLKEHKALKTLGIIMGTFTLCWLPFFIVNIVHVILNWIGYVNSGFNPLIYCRS-   [213] 
gi2570529     GIVMSLIVLAIVFGNVLVITAIAKFERLQTVTNYFITSLACADLVMGLAVVPFGAAHILMMWTFGNFWCEFWTSIDVLCVTASIETLCVIAVDRYFAINKARVIILMVWIVSGLTSFLPIQCCDFFTNQAYAIASSIVSFYVPLVIMVFVYSRVFQEAKRQLKEHKALKTLGIIMGTFTLCWLPFFIVNIVHVILNWIGYVNSGFNPLIYCRS-   [213] 
gi68248540    GIVMSLIVLAIVFGNVLVITAIAKFERLQTVTNYFITSLACADLVMGLAVVPFGAAHILMMWTFGNFWCEFWTSIDVLCVTASIETLCVIAVDRYFAINKARVIILMVWIVSGLTSFLPIQCCDFFTNQAYAIASSIVSFYVPLVIMVFVYSRVFQEAKRQLKEHKALKTLGIIMGTFTLCWLPFFIVNIVHVILNWIGYVNSGFNPLIYCRS-   [213] 
gi4501969     GIVMSLIVLAIVFGNVLVITAIAKFERLQTVTNYFITSLACADLVMGLAVVPFGAAHILMMWTFGNFWCEFWTSIDVLCVTASIETLCVIAVDRYFAINKARVIILMVWIVSGLTSFLPIQCCDFFTNQAYAIASSIVSFYVPLVIMVFVYSRVFQEAKRQLKEHKALKTLGIIMGTFTLCWLPFFIVNIVHVILNWIGYVNSGFNPLIYCRS-   [213] 
gi12699006    ---------------VLVITAIAKFERLQTVTNYFITSLACADLVMGLAVVPFGAAHILMMWTFGNFWCEFWTSIDVLCVTASIETLCVIAVDRYFAINKARVIILMVWIVSGLTSFLPIQCCDFFTNQAYAIASSIVSFYVPLVIMVFVYSRVFQEAKRQLKEHKALKTLGIIMGTFTLCWLPFFIVNIVHVILNWIGYVNSGFNPLIY----   [195] 
gi45549414    ---------------VLVITAIAKFERLQTVTNYFITSLACADLVMGLAVVPFGACHILMMWTFGNFWCEFWTSIDVLCVTASIETLCVIAVDRYFAINKARVVILMVWIVSGLTSFLPIQCCDFFTNQAYAIASSIVSFYLPLVVMVFVYSRVFQVAKRQLKEHKALKTLGIIMGTFTLCWLPFFIVNIVHVTLNWLGYVNSAFNPLIY----   [195] 
gi12699032    ---------------VLVITAIAKFERLQTVTNYFIISLACADLVMGLAVVPFGASHILMMWTFGNFWCEFWTSIDVLCVTASIETLCVIAVDRYVAINKARVVVLMVWIVSGLTSFLPIQCCDFFTNQAYAIASSIVSFYLPLVVMVFVYSRVFQVAKRQLKEHKALKTLGIIMGTFTLCWLPFFIVNIVHVILNWVGYVNSAFNPLIY----   [195] 
gi12699030    ---------------VLVITAIAKFERLQTVTNYFITSLACADLVMGLAVVPFGASHILMMWTFGNFWCEFWTSIDVLCVTASIETLCVIAVDRYFAINKARVVILMVWIVSGLTSFLPIQCCDFFTNQAYAIASSIVSFYLPLVVMVFVYSRVFQVAKRQLKEHKALKTLGIIMGIFTLCWLPFFIVNIVHVILNWLGYVNSAFNPLIY----   [195] 
gi12698962    ---------------VLVITAIARFERLQTVTNYFITSLACADLVMGLAVVPFGASHILMMWTFGNFWCEFWTSIDVLCVTASIETLCVIAVDRYFAINKARVVILMVWIVSGLTSFLPIQCCDFFTNQPYAIASSIVSFYLPLLVMVFVYSRVFQVAKKQLKEHKALKTLGIIMGIFTLCWLPFFIVNIVHVILNWVGYVNSAFNPLIY----   [195] 
gi12698996    ---------------VLVITAIARFERLQTVTNYFITSLACADLVMGLAVVPFGASHILMMWTFGNFWCEFWTSIDVLCVTASIETLCVIAVDRYFAINKARVVILMVWIVSGLTSFLPIQCCDFFTNQAYAIASSIVSFYVPLVIMVFVYSRVFQVAKRQLKEHKALKTLGIIMGTFTLCWLPFFIVNIVHAILNWVGYVNSAFNPLIY----   [195] 
gi57163787    GIVMSLIVLAIVFGNVLVITAIARFERLQTVTNYFITSLACADLVMGLAVVPFGASHILMMWTFGNFWCEFWTSIDVLCVTASIETLCVIAVDRYFAINKARVVILMVWIVSGLTSFLPIQCCDFFTNQAYAIASSIVSFYLPLVVMVFVYSRVFQVAQRQLKEHKALKTLGIIMGTFTLCWLPFFIVNIVHVILNWVGYVNSAFNPLIYCRS-   [213] 
gi12698930    ---------------VLVITAIARFERLQTVTNYFITSLACADLVMGLAVVPFGASHIIMMWTFGNFWCEFWTSIDVLCVTASIETLCVIAVDRYFAINKARVVILMVWIVSGLTSFLPIQCCDFFTNQAYAIASSIVSFYLPLVVMVFVYSRVFQVAKRQLKEHKAIKTLGIIMGTFTLCWLPFFIVNIVHVILNWVGYVNSAFNPLIY----   [195] 
gi12698928    ---------------VLVITAIARFERLQTVTNYFITSLACADLVMGLAVVPFGASHIIMMWTFGNFWCEFWTSIDVLCVTASIETLCVIAVDRYFAINKARVVILMVWIVSGLTSFLPIQCCDFFTNQAYAIASSIVSFYLPLVVMVFVYSRVFQVAKRQLKEHKAIKTLGIIMGTFTLCWLPFFIVNIVHVILNWVGYVNSAFNPLIY----   [195] 
gi33330492    ---------------VLVITAIARFERLQTVTNYFITSLACADLVMGLAVVPFGASHIIMMWTFGNFWCEFWTSIDVLCVTASIETLCVIAVDRYFAINKARVVILMVWIVSGLTSFLPIQCCDFFTNQAYAIASSIVSFYVPLVIMVFVYSRVFRVAKRQLKEHKALKTLGIIMGTFTLCWLPFFIVNIVHVILNWVGYVNSAFNPLIY----   [195] 
gi50979016    GIVMSLIVLAIVFGNVLVITAIARFERLQTVTNYFITSLACADLVMGLAVVPFGASHILMMWTFGNFWCEFWTSIDVLCVTASIETLCVIAVDRYFAINKARVVILMVWIVSGLTSFLPIQCCDFFTNQAYAIASSIVSFYLPLVVMVFVYSRVFQVAQRQLKEHKALKTLGIIMGTFTLCWLPFFIVNIVHVILNWVGYVNSAFNPLIYCRS-   [213] 
gi12698980    ---------------VLVITAIAKFERLQTVTNYFITSLACADLVMGLAVVPFGASHILMMWTFGNFWCEFWTSIDVLCVTASIETLCVIAVDRYFAINKARVVILMVWVVSGLTSFLPIQCCDFFTNQAYAIASSIVSFYLPLVVMVFVYSRVFQVAKRQLKEHKALKTLGIIMGTFTLCWLPFFIVNIVHVILNWVGYVNSAFNPLIY----   [195] 
gi20797204    AIVMSLIVLAIVFGNVLVITAIAKFERLQTVTNYFITSLACADLVMGLAVVPFGASHILMMWTFGNFWCEFWTSIDVLCVTASIETLCVIAVDRYFAINKARVVILMVWVVSGLTSFLPIQCCDFFTNQAYAIASSIVSFYLPLVVMVFVYSRVFQVAKKQLKEHKALKTLGIIMGTFTLCWLPFFIVNIVHVILNWVGYVNSAFNPLIYCRS-   [213] 
gi38014514    GIVMSCIVLVIVFGNVLVITAIAKFQRLQTVTNYFIMSLACADLLMGLMVVPFGATYITLTWVFNNFWCEFWTSVDILCVTASIETLCVIAVDRYFAICKARIVILLVWLVSALTSFLPICCCFFYTNPAYAISSSIISFYLPLVVMIFVYARVFQEAKKQLKEHKALKTLGIIMGTFTLCWLPFFIVNIVQVMLNWVGYVNSAFNPLIYCRS-   [213] 
gi49115393    GIVMSCIVLVIVFGNVLVIVAIAKFQRLQ-VTNYFITSLACADLLMGLMVVPFGASSIILTWVFNNFWCEFWTSVDILCVTASIETLCVIAVDRYFAICKARIVILLVWLVSTLTSFLPICCCFFHTNRAYAISSSIISFYLPLVVMIFVYSRVFQEAKKQLKEHKALKTLGIIMGTFTLCWLPFFIVNIVQGMLNWVGYVNSAFNPLIYCRS-   [212] 
gi68360280    ACLLFIFVLSTFLGNALVCTAVVRFRHLRKVAYVFVVSLAVSDLLVATLVMPWKAAAEIVFWPFG-SFCEVWIAFDIMCSTASILNLCIISVDRYWAIRVAFVMIGVAWTLSVLISFIPVQKCDASLNRTYAITSSLISFYIPVSIMIVTYSRIFLIAQRQIRETKVLKTLSMIMGVFVCCWLPFFILNCMVPFFVWCGWANSTLNPVVYA-FN   [212] 
gi68354190    GCALSLLVLWTLLGNFMVCAAVLRFRHLRKVTNVFIVSLAMSDLLVAVLVMPWKAATEVTHWAFG-SFCECWVAFDIMCSTASILNLCVISLDRYWAIRVALVMVSVTWIVSVAISFVPVQMCDSSLSRTYAISSSLISFYIPVAVMLVTYTRIYRIAQIQIRETKLFKTLSVIMGVFVCCWFPFFVLNCAVPFFVWFGWCNSSLNPIIYA-FN   [212] 
gi3954976     GCCLGALIVGTLLGNSLVCAAVGRFRHLRKVTNLFVISLAVSDLLVALVVMPWKAVAQVAFWPFG-AFCSSWVACDIMCSTASILNLCVISVDRYWAIRVAFIMIGMAWTLALFISFVPVQRCDSRLNPLYAIVSSLVSFYIPVVIMIVTYTHIYVIAQQQIKETKVLKTLSVIMGVFVCCWLPFFVLNCTVPFFVWFGWANSSLNPIIYA-FN   [212] 
gi50749576    ------------SGNALVCLAVLRFRHLRKVTNWFVLSLAISDLCVAILVMPWKAVTEVAFWLFGSRFCDTWVAFDIMCSTASILHLCIISLDRYWAIRLACAMIAMAWALSILISFVPVQSCDVSLNRTYAITSSLISFYIPVAIMIVTYTRIYRIAQAQIKETKVLQTLSIIMGVFVCCWLPFFLLNCLLPFFVWFGWANSSVNPVIYA-FN   [201] 
gi1169236     GLLLSLLILSTLLGNTLVCLAVIKFRHLRKVTNFFVISLAVSDLFVALLVMPWKAVTEVAFWVFG-DFCDTWVAFDIMCSTASILNLCIISLDRYWAIRVAFIMIGVAWTLSILISFIPVQNCDSSLNRTYAISSSLISFYIPVVIMIGTYTRIYRIAQTQIKETKVLKTLSIIMGVFVFCWLPFFVLNCMIPFFVWFGWANSSLNPVIYA-FN   [212] 
gi603869      GCVLCILIVSTLLGNALVCAAVIKFRHLRKVTNAFVISLAVSDLFVAVLVMPWRAVSEVAVWLFG-AFCDTWVAFDIMCSTASILHLCIISMDRYWAIRFGCVMIGVAWTLSVLISFIPVQDCNASLNRTYAISSSLISFYIPVLIMVGTYTRIFRIGRTQIRETKVLKTLSVIMGVFVFCWLPFFVLNCMVPFFVWFGWANSSLNPVIYA-FN   [212] 
gi47213375    GCVLCALIVSTLLGNTLVCAAVIKFRHLRKVTNAFVVSLAVSDLFVAVLVMPWRAVSEVAVWLFG-RFCDTWVAFDIMCSTASILNLCVISMDRYWAIRFAFLMIGVAWTLSVLISFIPVQDCNASLNRTYAISSSLISFYIPVLIMVGTYTRIFRIAQTQIRETKVLKTLSVIMGVFVFCWLPFFVLNCVVPFFVWFGWANSSLNPVIYA-FN   [212] 
gi1204095     GCVLCALIVSTLLGNTLVCAAVIKFRHLRKVTNAFVVSLAVSDLFVAVLVMPWRAVSEVAVWLFGR-FCDTWVAFDIMCSTASILNLCVISMDRYWAIRFAFLMIAVAWTLSVLISFIPVQDCNASLNRTYAISSSLISFYIPVLIMVGTYTRIFRIAQTQIRETKVLKTLSVIMGVFVFCWLPFFVLNCVVPFFVWFGWANSSLNPVIYA-FN   [212] 
gi1518036     GCVLFLLIVSTLLGNTLVCAAVIKFRHLRKVTNFFVISLAVSDLFVAVLVMPWKAVSEVAYWLFG-KFCETWIAFDIMCSTASILNLCIISVDRYWAIRVAFIMIGVAWTLSILISFIPVQDCNASLNSTYAISSSLISFYIPVVIMIGTYTRIYRIAQTQIKETKVLKTLSIIMGVFVFCWLPFFVLNCMVPFFVWFGWANSSLNPVIYA-FN   [212] 
gi2340859     --------------------------HLRKMTNFFVISLAVSDLFVAVLVMPWEAISAVATWLFG-RFCGIWIAFDIMCSTASILNLCIISVDRYWAIRVAFMMIGVAWTLSILISFIPVQNCKANLNRTYAISSSLISFYIPVIIMIATYTRIFRIAQTQIKETKVLKTLSIIMGVFVFCWLPFFVLNCMVPFFVWFGWANSSLNPVIYA-FN   [186] 
gi68438589    GFVLFLLIVSTLLGNTLVCAAVVKFRHLRKVTNFFVISLAVSDLFVAVLVMPWEAISAVATWLFG-RFCGIWIAFDIMCSTASILNLCIISVDRYWAIRVAFMMIGVAWTLSILISFIPVQNCKANLNRTYAISSSLISFYIPVIIMIATYTRIFRIAQTQIKETKVLKTLSIIMGVFVFCWLPFFVLNCMVPFFVWFGWANSSLNPVIYA-FN   [212] 
gi68438579    GFVLFLLIVSTLLGNTLVCAAVVKFRHLRKVTNFFVISLAVSDLFVAVLVMPWEAISAVATWLFGR-FCGIWIAFDIMCSTASILNLCIISVDRYWAIRVAFMMIGVAWTLSILISFIPVQNCKANLNRTYAISSSLISFYIPVIIMIATYTRIFRIAQTQIKETKVLKTLSIIMGVFVFCWLPFFVLNCMVPFFVWFGWANSSLNPVIYA-FN   [212] 
gi22658483    ACLLTLLIIWTLLGNVLVCAAIVRSRHLRNMTNVFIVSLAVSDLFVALLVMPWKAVAEVAYWPFG-AFCDVWVAFDIMCSTASILNLCVISVDRYWAIRMALVMVGLAWTLSILISFIPVQNCDSSLNRTYAISSSLISFYIPVAIMIVTYTRIYRIAQVQIKETKVLKTLSVIMGVFVCCWLPFFILNCMVPFFVWFGWANSSLNPVIYA-FN   [212] 
gi4503391     ACLLTLLIIWTLLGNVLVCAAIVRSRHLRNMTNVFIVSLAVSDLFVALLVMPWKAVAEVAYWPFG-AFCDVWVAFDIMCSTASILNLCVISVDRYWAIRMALVMVGLAWTLSILISFIPVQNCDSSLNRTYAISSSLISFYIPVAIMIVTYTRIYRIAQVQIKETKVLKTLSVIMGVFVCCWLPFFILNCMVPFFVWFGWANSSLNPVIYA-FN   [212] 
gi76673410    AGLLTLLIVWTLLGNVLVCAAVVRSRHLRKMTNVFIVSLAVSDLFVALLVMPWKAVAEVAYWPFGA-FCDIWVAFDIMCSTASILNLCIISVDRYWAIRVALVMVGLAWTLSILISFIPVQNCDSSLNRTYAISSSLISFYIPVAIMIVTYTRIYRIAQVQIKETKVLKTLSVIMGVFVCCWLPFFILNCMVPFFVWFGWANSSLNPIIYA-FN   [212] 
gi6978781     AGLLTLLIVWTLLGNVLVCAAIVRSRHLRKMTNIFIVSLAVSDLFVALLVMPWKAVAEVAYWPFG-TFCDIWVAFDIMCSTASILNLCIISVDRYWAIRVALVMVGLAWTLSILISFIPVQNCDSSLNRTYAISSSLISFYIPVAIMIVTYTRIYRIAQVQIKETKVFKTLSMIMGVFVCCWLPFFILNCMVPFFVWFGWANSSLNPIIYA-FN   [212] 
gi29789042    AGLLTLLIVWTLLGNVLVCAAIVRSRHLRKMTNIFIVSLAVSDLFVALLVMPWKAVAEVAYWPFG-AFCDIWVAFDIMCSTASILNLCIISVDRYWAIRVALVMVALAWTLSILISFIPVQNCDSSLNRTYAISSSLISFYIPVAIMIVTYTRIYRIAQVQIKETKVFKTLSVIMGVFVCCWLPFFILNCMVPFFVWFGWANSSLNPIIYA-FN   [212] 



gi456851      ACFLSLLILSTLLGNTLVCAAVIRFRHLRKVTNFFVISLAVSDLLVAVLVMPWKAVAEIAFWPFG-SFCNIWVAFDIMCSTASILNLCVISVDRYWAIKAAFILISVAWTLSVLISFIPVQNCDSSLSRTYAISSSLISFYIPVAIMIVTYTRIYRIAQKQIRETKVLKTLSVIMGVFVCCWLPFFILNCMVPFFVWFGWANSSLNPIIYA-FN   [212] 
gi26336735    ACFLSLLILSTLLGNTLVCAAVIRFRHLRKVTNFFVISLAVSDLLVAVLVMPWKAVAEIAFWPFG-SFCNIWVAFDIMCSTASILNLCVISVDRYWAIKAAFILISVAWTLSVLISFIPVQNCDTRLSRTYAISSSLISFYIPVAIMIVTYTSIYRIAQKQIRETKVLKTLSVIMGVFVCCWLPFFISNCMVPFFVWFGWANSSLNPIIYA-FN   [212] 
gi258144      ACFLSLLILSTLLGNTLVCAAVIRFRHLRKVTNFFVISLAVSDLLVAVLVMPWKAVAEIAFWPFG-SFCNIWVAFDIMCSTASILNLCVISVDRYWAIKAAFILISVAWTLSVLISFIPVQNCDTRLSRTYAISSSLISFYIPVAIMIVTYTSIYRIAQKQIRETKVLKTLSVIMGVFVCCWLPFFISNCMVPFFVWFGWANSSLNPIIYA-FN   [212] 
gi118229      ACFLSLLILSTLLGNTLVCAAVIRFRHLRKVTNFFVISLAVSDLLVAVLVMPWKAVAEIAFWPLG-PFCNIWVAFDIMCSTASILNLCVISVDRYWAIKAAFILISVAWTLSVLISFIPVQNCDTRLSRTYAISSSLISFYIPVAIMIVTYTSIYRIAQKQIRETKVLKTLSVIMGVFVCCWLPFFISNCMVPFFVWFGWANSSLNPIIYA-FN   [212] 
gi227114      ACFLSLLILSTLLGNTLVCAAVIRFRHLRKVTNFFVISLAVSDLLVAVLVMPWKAVAEIAFWPFG-SFCNIWVAFDIMCSTASILNLCVISVNRYWAIKAAFILISVAWTLSVLISFIPVQNCDSSLSRTYAISSSVISFYIPVAIMIVTYTRIYRIAQKQIRETKVLKTLSVIMGVFVCCWLPFFILNCILPFFVWFGWANSSLNPIIYA-FN   [212] 
gi11131618    ACFLSLLILSTLLGNTLVCAAVIRFRHLRKVTNFFVISLAVSDLLVAVLVMPWKAVAEIAFWPFG-SFCNIWVAFDIMCSTASILNLCVISVDRYWAIKAAFILISVAWTLSVLISFIPVQNCDSSLSRTYAISSSVISFYIPVAIMIVTYTRIYRIAQKQIRETKVLKTLSVIMGVFVCCWLPFFILNCILPFFVWFGWANSSLNPIIYA-FN   [212] 
gi30399       ACFLSLLILSTLLGNTLVCAAVIRFRHLRKVTNFFVISLAVSDLLVAVLVMPWKAVAEIAFWPFG-SFCNIWVAFDIMCSTASILNLCVISVDRYWAIKAAFILISVAWTLSVLISFIPVQNCDSSLSRTYAISSSVISFYIPVAIMIVTYTRIYRIAQKQIRETKVLKTLSVIMGVFVCCWLPFFILNCILPFFVWFGWANSSLNPIIYA-FN   [212] 
gi49456799    ACFLSLLILSTLLGNTLVCAAVIRFRHLRKVTNFFVISLAVSDLLVAVLVMPWKAVAEIAFWPFG-SFCNIWVAFDIMCSTASILNLCVISVDRYWAIKAAFILISVAWTLSVLISFIPVQNCDSSLSRTYAISSSVISFYIPVAIMIVTYTRIYRIAQKQIRETKVLKTLSVIMGVFVCCWLPFFILNCILPFFVWFGWANSSLNPIIYA-FN   [212] 
gi55625662    ACFLSLLILSTLLGNTLVCAAVIRFRHLRKVTNFFVISLAVSDLLVAVLVMPWKAVAEIAFWPFG-SFCNIWVAFDIMCSTASILNLCVISVDRYWAIKAAFILISVAWTLSVLISFIPVQNCDSSLSRTYAISSSVISFYIPVAIMIVTYTRIYRIAQKQIRETKVLKTLSVIMGVFVCCWLPFFILNCILPFFVWFGWANSSLNPIIYA-FN   [212] 
gi27806653    ACFLSLLILSTLLGNTLVCAAVIRFRHLRKVTNFFVISLAVSDLLVAVLVMPWKAVAEIAFWPFG-SFCNIWVAFDIMCSTASILNLCVISVDRYWAIKAAFILISVAWTLSVLISFIPVQNCDSSLSRTYAISSSLISFYIPVAIMIVTYTRIYRIAQKQIRETKVLKTLSVIMGVFVCCWLPFFILNCMVPFFVWFGWANSSLNPIIYA-FN   [212] 
gi1706296     ACFLSLLILSTLLGNTLVCAAVIRFRHLRKVTNFFVISLAVSDLLVAVLVMPWKAVAEIAFWPFG-SFCNIWVAFDIMCSTASILNLCVISVDRYWAIKAAFILISVAWTLSVLISFIPVQNCDSSLSRTYAISSSLISFYIPVAIMIVTYTRIYRIAQKQIRETKVLKTLSVIMGVFVCCWLPFFILNCMVPFFVWFGWANSSLNPIIYA-FN   [212] 
gi73954025    ACFLSLLILSTLLGNTLVCAAVIRFRHLRKVTNFFVISLAVSDLLVAVLVMPWKAVAEIAFWPFG-SFCNIWVAFDIMCSTASILNLCVISVDRYWAIKAAFILISVAWTLSVLISFIPVQNCDSSLSRTYAISSSLISFYIPVAIMIVTYTRIYRIAQKQIRETKVLKTLSVIMGVFVCCWLPFFILNCMVPFFVWFGWANSSLNPIIYA-FN   [212] 
gi50755087    GCFLSLLILSTLLGNTLVCAAVIRFRHLRKVTNFFVISLAVSDLLVAVLVMPWKAVSEIAFWPFGS-FCNIWVAFDIMCSTASILNLCVISVDRYWAIKAAFIMISVAWTLSVLISFIPVQNCDSSLNRMYAISSSLISFYIPVAIMIVTYTRIYRIAQKQIRETKVLKTLSVIMGVFVCCWLPFFVLNCMIPFFIWFGWANSSLNPIIYA-FN   [212] 
gi1169213     GCFLSVLILSTLLGNTLVCAAVIRFRHLRKVTNFFVISLAVSDLLVAVLVMPWKAVAEIAFWPFG-TFCNIWVAFDIMCSTASILNLCVISVDRYWAIKVAFIMIGVAWTLSVLISFIPVQNCDSSLNRTYAISSSLISFYIPVAIMIVTYTRIYRIAAKQIRETKVLKTLSVIMGVFVCCWLPFFILNCIVPFFVWFGWANSSLNPIIYA-FN   [212] 
gi1518038     GCFLSSLIVSTLLGNTLVCAAVTKFRHLRKVTNFFVISLAVSDLLVAILVMPWKAVTEVAFWPFG-SFCNIWVAFDIMCSTASILNLCIISVDRYWAIKVAFVMISVAWTLSLLISFIPVQNCDSSLNRTYAISSSLISFYIPVAIMIVTYTRIYRIAQKQIRETKVLKTLSVIMGVFVCCWLPFFILNCMVPFFVWFGWANSSLNPIIYA-FN   [212] 
gi68373276    GCFLSLLILSTLLGNTLVCAAVTKFRHLRKVTNFFVISLAVSDLLVAILVMPWKAVTEVAFWPFG-AFCDIWVAFDIMCSTASILNLCVISVDRYWAIRVAFVMISVAWTLSVLISFIPVQNCDSSLNRTYAISSSLISFYIPVAIMIVTYTQIYRIAQKQIRETKVLKTLSVIMGVFVCCWLPFFILNCMVPFFVWFGWANSSLNPIIYA-FN   [212] 
gi544135      GCFLSVLILSTLLGNTLVCAAVTKFRHLRKVTNFFVISLAVSDLLVAVLVMPWKAVTEVAFWPFG-AFCDIWVAFDIMCSTASILNLCVISVDRYWAIRVAFVMISGAWTLSVLISFIPVQNCDSSLNRTYAISSSLISFYIPVAIMIVTYTQIYRIAQKQIRETKVLKTLSVIMGVFVCCWLPFFILNCMVPFFVWFGWANSSLNPIIYA-FN   [212] 
gi1518034     GCFLSLLILTTLLGNTLVCAAVTRFRHLRKVTNFFVISLAISDLLVAILVMPWKAATEIVFWPFG-SFCNVWVAFDIMCSTASILNLCVISVDRYWAIKVAFVMISVAWTLSVLISFIPVQNCDSSLNRTYAISSSLISFYIPVAIMIVTYTRIYRIAQKQIRETKVLKTLSVIMGVFVCCWLPFFILNCMVPFFVWFGWANSSLNPIIYA-FN   [212] 
gi68428488    GCFLSLLILTTLLGNTLVCAAVTKFRHLRKVTNFFVISLAISDLLVAILVMPWKAATEIVFWPFG-AFCDVWVAFDIMCSTASILNLCVISVDRYWAIKVAFIMISVAWTLSILISFIPVQNCDSSLNRTYAISSSLISFYIPVAIMLVTYTRIYRIAQKQIRETKVLKTLSVIMGVFVCCWLPFFVLNCMVPFFVWFGWANSSLNPIIYA-FN   [212] 
gi2340853     GCFLSLLIMTTLLGNTLVCAAVTKFRHLRKVTNFFVISLAISDLLVAILVMPWKAATEIVFWPFG-AFCDVWVAFDIMCSTASILNLCVISVDRYWAIKVAFIMISVAWTLSILISFIPVQNCDSSLNRTYAISSSLISFYIPVAIMLVTYTRIYRIAQKQIRETKVLKTLSVIMGVFVCCWLPFFVLNCMVPFFVWFGWANSSLNPIIYA-FN   [212] 
gi2340855     GCFLSLLILTTLLGNTLVCAAVTKFRHLRKVTNFFVISLAISDLLVAILVMPWKAASEIVFWPFGA-FCDVWVAFDIMCSTASILNLCVISVDRYWAIKVAFIMISLAWTLSILISFIPVQNCDSSLNRTYAISSSLISFYIPVAIMLVTYTRIYRIAQKQIRETKVLKTLSVIMGVFVCCWLPFFVLNCMVPFFVWFGWANSSLNPIIYA-FN   [212] 
gi1204090     GCFLSLLIFTTLLGNTLVCVAVTKFRHLRKVTNFFVISLAISDLLVAILVMPWKAATEIMFWPFG-EFCNIWVAFDIMCSTASILNLCVISVDRYWAIKVACLMISVAWTLSVLISFIPVQNCDSSLNRTYAISSSLISFYIPVAIMIVTYTRIYRIAQKQIRETKVLKTLSVIMGVFVCCWLPFFILNCMVPFFVWFGWANSSLNPIIYA-FN   [212] 
gi47219262    GCFLSLLIFTTLLGNTLVCVAVTKFRHLRKVTNFFVISLAISDLLVAILVMPWKAATEIMFWPFG-EFCNVWVAFDIMCSTASILNLCVISVDRYWAIKVACLMISVAWTLSVLISFIPVQNCDSSLNRTYAISSSLISFYIPVAIMLVTYTRIYRIAQKQIRETKVLKTLSVIMGVFVCCWLPFFILNCMVPFFVWFGWANSSLNPIIYA-FN   [212] 
gi1169230     GSLLLLLIFWTLFGNILVCTAVMRFRHLRRVTNIFIVSLAVSDLLVALLVMPWKAVAEVAHWPFG-AFCDIWVAFDIMCSTASILNLCVISVDRYWAIRVALLMISTAWALSVLISFIPVQNCDSSLNRTYAISSSLISFYIPVAIMIVTYTRIYRIAQIQIKETKVLKTLSIIMGVFVCCWLPFFILNCMVPFFVWFGWANSSLNPIIYA-FN   [212] 
gi2340857     GELTRALILWTLLGNALVCATVVRFRHLRKVTHVFIASLAVSDLLVAVLVMPWKAVAEVAFWPFG-AFCNIWVAFDIMCSTASILNLCVISVDRYWAIRVSFVMIGAAWTLSVLISFIPVQSCDSSLSRVYAISSSLISFYIPVAIMIVTYTRIYRIAQVQIRETKVLKTLSVIIGVFVCCWLPFFVLNCVVPFFVWFGWSNSSLNPVIYA-FN   [212] 
gi47218969    GCLLSLLILWTLLGNILVCSAVLRFRHLRKVTNIFIVSLALSDLFVAVLVMPWKAVAEVAYWPFG-TFCNVWVAFDIMCSTASILNLCIISVDRYWAIRVAFVMISITWTLSVLISFIPVQNCDSSLSREYAISSSLISFYIPVAIMIVTYTRIYRIAQIQIRETKVLKTLSVIMGVFVCCWLPFFVLNCMVPFFVWFGWTNSSLNPIIYA-FN   [212] 
gi1518040     GCLLSLLILWTLLGNILVCSAVLKFRHLRKVTNIFIVSLAVSDLFVAVLVMPWKAVAEVAYWPFGP-FCNIWVAFDIMCSTASILNLCIISVDRYWAIRVAFVMISVTWTLSVLISFIPVQNCDSSLNREYAISSSLISFYIPVAIMIVTYTRIYRIAQIQIRETKVFKTLSVIMGVFVCCWLPFFILNCIVPFFVWFGWTNSSLNPIIYA-FN   [212] 
gi56311452    YVCLLLMILTTVFGNLLIIISISHFKHLQSPTHLIVRSLAASDCLLGSLVMPYSMVRSVECWYLGDVVCKVHSSLDMTFCISSLLHLGLVSIDRYWAITTVTLYTIFIWLFSFLYSFVIVFSCVLFFNKEWGLICPVLTFFIPGAIMSSLYMKIFHVARKHARERKAAKTLAIVMGVFLLCWTPIFIASIIDSFLIWFGYFNSTCNPLIYGFFY   [214] 
gi56311458    YVFLLLMILTTVFGNLLIIISISHFKHLQSPTHLIVRSLAACDCLLGLLVMPYSMVRSVECWYLGDVVCKVHSSLDMTFCISSLLHLGLISVDRYWAIITVTVFIVFIWLFSFVYSFYVVFSCVLYFNKQWGLICPILVFFLPGAIMSSLYMKIFHVARKHARERKAAKILAIVMGVFLFCWLPFFTVNALDPFVIWFAYLNSTCNPLIYGFFY   [214] 
gi56311456    YVFLLLMILTTVFGNLLIIISISHFKHLQSPTHLIVRSLAACDCLLGSLVMPYSMVRSVECWYLGDVVCKVHSSLDMTFCISSLLHLGLISVDRYWAITTVTVFIVFIWLFSFVYSFYVVFNCVLYFNKQWGLICPILTFFLPGTIMSSLYMKIFHVARKHARERKAAKILAIVMGVFLFCWLPFFTVNALDPFVIWFAYLNSTCNPLIYGLFY   [214] 
gi56311459    YAVMVLMILTTVFGNLLVIISISHFKQLQSPTHLIVQSLAACDCLLGSLVMPYSMVRSVECWYLGTVVCKVHSSLDMTFSISSILHLSLIAIDRFWAITTVAGFITFTWLFSFVYSFSVVFGCVLFFNKEWGLICALFVFLIPGTIMSSLYMSIFNVVKRHARERKAAKTLAIVMGVFYLCWLPFFTATAVDPFLVWFGYFNSTCNPLIYGFFY   [214] 
gi56311460    YAFMVLMILTTVFGNLLIIISISHFKQLQSPTHLIVRSLAASDCLLGSLVMPYSMVRSVECWYLGDVVCKVHSSLDMTFSISSLIHLSLVSVDRYWAINTVIVFTVFTWLFSFVYSFSVVFSCVLFFNKQWGLICSLLTFFLPCTIMSSLYMKIFHVARKHAREGKAAKTLAIVMGVFYLCWLPFFTATAVDPFLVWFGYFNSTCNPLIYGFFY   [214] 
gi66548399    ATVMGFIILCALFGNLLVIVSVMRHRKLRVITNYFVVSLALADMLVAIFAMTFNASVELSRWLFGYFMCDVWNSLDVFFSTVSILHLCCISVDRYYAILRLSTMLSVVWCSPTVMSFLPIFVCVFQVNKPYAVISSSVSFWLPGIIMIAMYYKIYKEADRQERERKAARTLGIIMSAFLACWLPFFLWYIITSLVFWVGYFNSALNPLIYAYFN   [214] 
gi54637595    CFIIGFIILAAILGNMLVIVSVMRHRKLRIITNYFVVSLAVADMLVALCAMTFNASVMISKWMFGSIMCDMWNSFDVYFSTASIMHLCCISVDRYYAIRRVGYMLLMVWLSPALLSFLPICICEFKVNKAYAIVSSSMSFWIPGIVMLSMYYRIYQEADRQERERKAARTLGIIMSAFLLCWLPFFLWYIVSSLLFWIGYFNSALNPIIYAYFN   [214] 
gi68262544    CFIIGFIILAAILGNMLVIVSVMRHRKLRIITNYFVVSLAVADMLVALCAMTFNASVMISKWMFGSVMCDMWNSFDVYFSTASIMHLCCISVDRYYAIRRVFIMLLMVWLSPALLSFLPICICEFKVNKAYAIVSSSMSFWIPGIVMLSMYYRIYQEADRQERERKAARTLGIIMSAFLICWLPFFLWYIVSSLLFWIGYFNSALNPIIYAYFN   [214] 
gi68262542    CFIIGFIILAAILGNMLVIVSVMRHRKLRIITNYFVVSLAVADMLVALCAMTFNASVMISKWMFGSVMCDMWNSFDVYFSTASIMHLCCISVDRYYAIRRVFIMLLMVWLSPALLSFLPICICEFKVNKAYAIVSSSMSFWIPGIVMLSMYYRIYQEADRQERERKAARTLGIIMSAFLICWLPFFLWYIVSSLLFWIGYFNSALNPIIYAYFN   [214] 
gi84796154    GFIFSSIILAAVLGNALVIISVQRNRKLRVITNYFVVSLAMADMLVALCAMTFNASVELSKWMFGPFMCNVYNSLDVYFSTASILHLCCISVDRYYAIKTVCFMLANVWILPALISFTPIFQCSFVVNKAYALISSSVSFWIPGIVMLVMYWRIFN------------RTLGIIMGVFLLCWLPFFLWYVITSLLFWIGYFNSTLNPLIYAYFN   [202] 
gi68262548    GFIFSSIILAAVLGNALVIISVQRNRKLRVITNYFVVSLAMADMLVALCAMTFNASVELSKWMFGPFMCNVYNSLDVYFSTASILHLCCISVDRYYAIKTVCFMLANVWILPALISFTPIFQCSFVVNKAYALISSSVSFWIPGIVMLVMYWRIFKEAIRQR-----SRTLGIIMGVFLLCWLPFFLWYVITSLLFWIGYFNSTLNPLIYAYFN   [209] 
gi84796155    GFIFSSIILAAVLGNALVIISVQRNRKLRVITNYFVVSLAMADMLVALCAMTFNASVELSKWMFGPFMCNVYNSLDVYFSTASILHLCCISVDRYYAIKTVCFMLANVWILPALISFTPIFQCSFVVNKAYALISSSVSFWIPGIVMLVMYWRIFKEAIRQRLLNSA-RTLGIIMGVFLLCWLPFFLWYVITSLLFWIGYFNSTLNPLIYAYFN   [213] 
gi84796159    AFVMLLIIIAAICGNLLVIISVMRVRKLRVITNYFVVSLAMADIMVAIMAMTFNFSVQVTRWNFSPFLCDLWNSLDVYFSTASILHLCCISVDRYYAIRVVGIMLLNTWISPALLSFLPIFQCSFVVNKYYAVISSSISFWIPCTIMIFTYLAIFREANRQEREHKAARTLGIIMGTFILCWLPFFLWYTLSMTLFWIGYFNSTLNPLIYAYFN   [214] 
gi68262546    AFVMLLIIIAAICGNLLVIISVMRVRKLRVITNYFVVSLAMADIMVAIMAMTFNFSVQVTRWNFSPFLCDLWNSLDVYFSTASILHLCCISVDRYYAIRVVGIMLLNTWISPALLSFLPIFQCSFVVNKYYAVISSSISFWIPCTIMIFTYLAIFREANRQEREHKAARTLGIIMGTFILCWLPFFLWYTLSMTLFWIGYFNSTLNPLIYAYFN   [214] 
gi66513267    GCVLGSIIVTAVFGNLLVMVSVMRHRKLRIITNYFVVSLALADMLVAMFAMTFNASVQLTKWLFGYFMCDVWNSLDVYFSTSSILHLMCISVDRYWAIRLAAYMLLACWILPAFISFVPIFICEFKVNKIYVIFSSSVSFWIPCTIMTLTYFAVFKEANRQEREHKAARTLGIIMGTFILCWLPFFLWYVITTLLFWIGYTNSALNPLIYAYFN   [214] 
gi55241891    ASIMMFIIVAAIFGNLLVIISVKRHRKLRVITNYFVVSLAMADIMVAMMAMTFNFSVQITSWKFGSFMCDVWNSLDVYFSTASILHLCCISVDRYYAIRVVAIMLLNTWISPALLSFVPIFSCLFIVNKPYAVISSSISFFIPCTIMTL---TLHEVDAEQTREHKAARTLGIIMGTFILCWLPFFLWYIITSLVFWIGYFNSTLNPLIYAYFN   [211] 
gi21654945    STAMLLIMLGAIFGNILVVTAVMKFERLRAITNYFIVSLAFADFLVSILVMPFNASIAISKWMFGRTMCDVFNSNDVLFSTASILHLCCISMDRYIAIFRVYVMIAITWISSILISYIPIQDCLFIVNKAYAVVSSSISFWIPCTIMVFVYLKIYMEARRQEREHKAAKTLGIIMGAFVFCFLPFFTWYLVTTLCFWLGYFNSCLNPIIYAYFN   [214] 
gi6840859     GMAMAAIMVGAIFGNVLVISSVLRFERLRAITNFFIVSLAFADLLEAILVMPFSASMEISKWVFGRTMCDIFNANDVLFSTASIIHLCCISMDRYIAIPRAMLMLGVTWVASVLISYIPVYSCPFIVNKVYAGVSSSVSFWIPCTIMIFVYIRIFLEARKQEREHKAAKTLGIIMGAFILCFLPFFSWYVATTMLFWVGYFNSCLNPVIYAYFN   [214] 
gi7159252     GMAMAAIMVGAIFGNVLVISSVLRFGRLRAITNFFIVSLAFADLLVAILVMPFSASMEISKWVFGRTMCDIFNANDVLFSTASIIHLCCISMDRYIAIPRALLMLGVTWVASVLISYIPVYSCPFIVNKVYAGVSSSVSFWIPCTIMIFVYIRIFLEARKQEREHKAAKTLGIIMGAFILCFLPFFSWYVATTMLFWVGYFNSCLNPVIYAYFN   [214] 
gi47207357    YTFFSFGIVCTVVGNFLVVLSIAYFKQLQSPTNTFVMSLAVADCLVGLLVMPYSMIRTMECWYFGLLFCRLHSSLDVMLCTASIFHLSCIAFDRYYAVGRVALLIFVCWSVPMLISFGPIMVCVFLVNRVYAVTASVVAFYLPSVIMLIAYWKIFKAAKRQARERKAAKTLGIIMGVFLIFWMPFFTINIVDPFFLWLGYINSSLNPFLYGFFN   [214] 
gi50882517    ------------------------------------------------------------------------TSLDVLLTTASILHLCCISLDRYYAILRIALMLSGCWIIPTFISFLPIMNCIFMVNKPYAITCSVVAFYIPFLLMVLAYYRIYITAREHATETKAAKTLCIIMGCFCLCWAPFFITNVVDPFFLWLGYINSGLNPFLYAFLN   [142] 
gi45594300    LTFVSAVILMAVLGNLLVMVAVCRDRQLRIKTNYFIVSLAFADLLVSVLVMPFGAIELVQVWIYGEMFCLVRTSLDVLLTTASIFHLCCISLDRYYAILRVAVLLAGCWAIPVLISFLPIMYCIFMVNKPYAITCSVVAFYIPFLLMVLAYWRIYVTAKEHATETKAAKTLCVIMGCFCLCWAPFFVTNVVDPFFLWLGYINSGLNPFLYAFLN   [214] 
gi45439382    LTFVSAVILMAVLGNLLVMVAVCRDRQLRIKTNYFIVSLAFADLLVSVLVMPFGAIELVQVWIYGEMFCLVRTSLDVLLTTASIFHLCCISLDRYYAILRVAVLLAGCWAIPVLISFLPIMYCIFMVNKPYAITCSVVAFYIPFLLMVLAYWRIYVTAKEHATETKAAKTLCVIMGCFCLCWAPFFVTNVVDPFFLWLGYINSGLNPFLYAFLN   [214] 
gi50882519    ------------------------------------------------------------------------TSLDVLLTTASILHLCCISLDRYYAILRIAVMLGGCWVIPTFISFLPIMYCIFMVNKPYAITCSVVAFYFPFLLMVLAYYRIYVTAREHATETKAAKTLCIIMGCFCLCWAPFFVTNIVDPFFLWLGYINSGLNPFLYAFLN   [142] 
gi50754733    LTFISAVILMAILGNLLVMVAVCRDRQLRIKTNYFIVSLAFADLLVSVLVMPFGAIELVQNWIYGEMFCLVRTSLDVLLTTASILHLCCISLDRYYAILRIAVMLGGCWVIPTFISFLPIMYCIFMVNKPYAITCSVVAFYFPFLLMVLAYYRIYVTAREHATETKAAKTLCIIMGCFCLCWAPFFVTNIVDPFFLWLGYINSGLNPFLYAFLN   [214] 
gi924639      LTFFAMVILMAILGNLLVMVAVCRDRQLRIKTNYFIVSLAFADLLVSVLVNAFGAIELVQIWFYGEMFCLVRTSLDVLLTTASIFHLCCISLDRYYAILRIALMLGGCWVIPMFISFLPIMFCVFMVNKPYAITCSVVAFYIPFLLMVLAYYRIYVTAKEHATETKAAKTLCVIMGCFCFCWAPFFVTNIVDPFFLWLGYINSGLNPFLYAFLN   [214] 
gi3646424     LTFFAMVILMAILGNLLVMVAVCRDRQLRIKTNYFIVSLAFADLLVSVLVMPFGAIELVQIWFYGEMFCLVRTSLDVLLTTASIFHLCCISLDRYYAILRIALMLGGCWVIPMFISFLPIMFCVFMVNKPYAITCSVVAFYIPFLLMVLAYYRIYVTAKEHATETKAAKTLCVIMGCFCFCWAPFFVTNIVDPFFLWLGYINSGLNPFLYAFLN   [214] 
gi6981060     LTFFAMVILMAILGNLLVMVAVCRDRQLRIKTNYFIVSLAFADLLVSVLVNAFGAIELVQIWFYGEMFCLVRTSLDVLLTTASIFHLCCISLDRYYAILRIALMLGGCWVIPMFISFLPIMFCVFMVNKPYAITCSVVAFYIPFLLMVLAYYRIYVTAKEHATETKAAKTLCVIMGCFCFCWAPFFVTNIVDPFFLWLGYINSGLNPFLYAFLN   [214] 
gi984172      ----------------------------------------------------------------------VRTSLDVLLTTASIFHLCCISLDRYYAILRIALMLGGCWVIPMFISFLPIMFCVFMVNKPYAITCSVVAFYIPFLLMVLAYYRIYVTAKEHATETKAA----------------------------------------------   [98] 
gi3647301     LTFLAVVILMAILGNLLVMVAVCRDRQLRIKTNYFIVSLAFADLLVSVLVMPFGAIELVQIWAYGEMFCLVRTSLDVLLTTASIFHLCCISLDRYYAILRIALMLGGCWVLPMFISFLPIMWCVFMVNKPYAITCSVVAFYIPFLLMVLAYYRIYVTAKEHATETKAAKTLCVIMGCFCFCWAPFFVTNIVDPFFLWLGYINSGLNPFLYAFLN   [214] 
gi74200793    LTFLAVVILMAILGNLLVMVAVCRDRQLRIKTNYFIVSLAFADLLVSVLVMPFGAIELVQIWAYGEMFCLVRTSLDVLLTTASIFHLCCISLDRYYAILRIALMLGGCWVLPMFISFLPIMWCVFMVNKPYAITCSVVAFYIPFLLMVLAYYRIYVTAKEHATETKAAKTLCVIMGCFCFCWAPFFVTNIVDPFFLWLGYINSGLNPFLYAFLN   [214] 
gi3650330     LTFLAVVILMAILGNLLVMVAVCRDRQLRIKTNYFIVSLAFADLLVSVLVMPFGAIELVQIWAYGEMFCLVRTSLDVLLTTASIFHLCCISLDRYYAILRIALMLGGCWVLPMFISFLPIMWCVFMVNKPYAITCSVVAFYIPFLLMVLAYYRIYVTAKEHATETKAAKTLCVIMGCFCFCWAPFFVTNIVDPFFLWLGYINSGLNPFLYAFLN   [214] 
gi3647303     LTFLAVVILMAILGNLLVMVAVCRDRQLRIKTNYFIVSLAFADLLVSVLVMPFGAIELVQIWAYGEMFCLVRTSLDVLLTTASIFHLCCISLDRYYAILRIALMLGGCWVLPMFISFLPIMWCVFMVNKPYAITCSVVAFYIPFLLMVLAYYRIYVTAKEHATETKAAKTLCVIMGCFCFCWAPFFVTNIVDPFFLWLGYINSGLNPFLYAFLN   [214] 
gi3646355     LTFLAVVILMAILGNLLVMVAVCRDRQLRIKTNYFIVSLAFADLLVSVLVMPFGAIELVQIWAYGEMFCLVRTSLDVLLTTASIFHLCCISLDRYYAILRIALMLGGCWVLPMFISFLPIMWCVFMVNKPYAITCSVVAFYIPFLLMVLAYYRIYVTAKEHATETKAAKTLCVIMGCFCFCWAPFFVTNIVDPFFLWLGYINSGLNPFLYAFLN   [214] 
gi55625058    LTFLSTVILMAILGNLLVMVAVCWDRQLRIKTNYFIVSLAFADLLVSVLVMPFGAIELVQIWIYGEMFCLVRTSLDVLLTTASIFHLCCISLDR----KRK--------------------YCVFMVNKPYAITCSVVAFYIPFLLMVLAYYRIYVTAKEHATETKAAKTLCIIMGCFCLCWAPFFVTNIVDPFFLWLGYINSGLNPFLYAFLN   [190] 
gi6900062     LTFLSTVILMAILGNLLVMVAVCWDRQLRIKTNYFIVSLAFADLLVSVLVMPFGAIELVQIWIYGEVFCLVRTSLDVLLTTASIFHLCCISLDRYYAILRIALMLGGCWVIPTFISFLPIMYCVFMVNKPYAITCSVVAFYIPFLLMVLAYYRIYVTAKEHATETKAAKTLCIIMGCFCLCWAPFFVTNIVDPFFLWLGYINSGLNPFLYAFLN   [214] 
gi40643224    LTFLSTVILMAILGNLLVMVAVCWDRQLRIKTNYFIVSLAFADLLVSVLVMPFGAIELVQIWIYGEVFCLVRTSLDVLLTTASIFHLCCISLDRYYAILRIALMLGGCWVIPTFISFLPIMYCVFMVNKPYAITCSVVAFYIPFLLMVLAYYRIYVTAKEHATETKAAKTLCIIMGCFCLCWAPFFVTNIVDPFFLWLGYINSGLNPFLYAFLN   [214] 
gi3326989     LTFLSTVILMAILGNLLVMVAVCWDRQLRIKTNYFIVSLAFADLLVSVLVMPFGAIELVQIWIYGEVFCLVRTSLDVLLTTASIFHLCCISLDRYYAILRIALMLGGCWVIPTFISFLPIMYCVFMVNKPYAITCSVVAFYIPFLLMVLAYYRIYVTAKEHATETKAAKTLCIIMGCFCLCWAPFFVTNIVDPFFLWLGYINSGLNPFLYAFLN   [214] 
gi55846802    ----------------------------------------------------------------------------------------VVA------------------------------------------------FYIPFLLMVLAYYRIYVTAKEHATETKAAKTLCIIMGCFCLCWAPFFVTNIVDPFFLWLGYINSGLNPFLYAFLN   [78] 
gi984127      ---------------------------------------------------------------------------------------CCISLDRYYAILRIALMLGGCWVIPTFISFLPIMYCVFMVNKPYAITCSVVAFYIPFLLMVLAYYRIYVTAKEHAADQHST----------------------------------------------   [81] 
gi40643226    LTFLSTVILMAILGNLLVMVAVCWDRQLRIKTNYFIVSLAFADLLVSVLVMPFGAIELVQIWIYGEVFCLVRTSLDVLLTTASIFHLCCISLDRYYAILRIALMLGGCWVIPTFISFLPIMYCVFMVNKPYAITCSVVAFYIPFLLMVLAYYRIYVTAKEHATETKAAKTLCIIMGCFCLCWAPFFVTNIVDPFFLWLGYINSGLNPFLYAFLN   [214] 
gi12274900    LTFLSTVILMAILGNLLVMVAVCWDRQLRIKTNYFIVSLAFADLLVSVLVMPFGAIELVQIWIYGEVFCLVRTSLDVLLTTASIFHLCCISLDRYYAILRIALMLGGCWVIPTFISFLPIMYCVFMVNKPYAITCSVVAFYIPFLLMVLAYYRIYVTAKEHATETKAAKTLCIIMGCFCLCWAPFFVTNIVDPFFLWLGYINSGLNPFLYAFLN   [214] 
gi26005719    LTFLSTVILMAILGNLLVMVAVCWDRQLRIKTNYFIVSLAFADLLVSVLVMPFGAIELVQIWIYGEVFCLVRTSLDVLLTTASIFHLCCISLDRYYAILRIALMLGGCWVIPTFISFLPIMYCVFMVNKPYAITCSVVAFYIPFLLMVLAYYRIYVTAKEHATETKAAKTLCIIMGCFCLCWAPFFVTNIVDPFFLWLGYINSGLNPFLYAFLN   [214] 
gi50960030    LTFLSTVILMAILGNLLVMVAVCWDRQLRIKTNYFIVSLAFADLLVSVLVMPFGAIELVQIWIYGEVFCLVRTSLDVLLTTASIFHLCCISLDRYYAILRIALMLGGCWVIPTFISFLPIMYCVFMVNKPYAITCSVVAFYIPFLLMVLAYYRIYVTAKEHATETKAAKTLCIIMGCFCLCWAPFFVTNIVDPFFLWLGYINSGLNPFLYAFLN   [214] 
gi3326991     LTFLSTVILMAILGNLLVMVAVCWDRQLRIKTNYFIVSLAFADLLVSVLVMPFGAIELVQIWIYGEVFCLVRTSLDVLLTTASIFHLCCISLDRYYAILRIALMLGGCWVIPTFISFLPIMYCVFMVNKPYAITCSVVAFYIPFLLMVLAYYRIYVTAKEHATETKAAKTLCIIMGCFCLCWAPFFVTNIVDPFFLWLGYINSGLNPFLYAFLN   [214] 
gi12274906    LTFLSTVILMAILGNLLVMVAVCWDRQLRIKTNYFIVSLAFADLLVSVLVMPFGAIELVQIWIYGEVFCLVRTSLDVLLTTASIFHLCCISLDRYYAILRIALMLGGCWVIPTFISFLPIMYCVFMVNKPYAITCSVVAFYIPFLLMVLAYYRIYVTAKEHATETKAAKTLCIIMGCFCLCWAPFFVTNIVDPFFLWLGYINSGLNPFLYAFLN   [214] 
gi49617281    -------ILMAILGNLLVMVAVCRDRQLRIKTNYFIVSLAFADLLVSVLVMPFGAIELVQIWIYGEMFCLVRTSLDVLLTTASIFHLCCISLDRYYAILRIALMLGGCWVIPMFISFLPIM-------------NNIGI--------------IDLIEKRKF------------------CI--FM------------------VNK-------   [135] 
gi76642844    LTFLSAVILMAILGNLLVMAAVCRDRQLRIKTNYFIVSLAFADLLVSVLVMPFGAIELVQIWIYGEMFCLVRTSLDVLLTTASIFHLCCISLDRYYAILRIALMLGGCWVIPMFISFLPIMYCIFMVNKPYAITCSVVAFYIPFLLMVLAYYRIYVTAKEHATETKAAKTLCIIMGCFCLCWAPFFVTNIVDPFFLWLGYINSGLNPFLYAFLN   [214] 
gi59858095    LTFLSAVILMAILGNLLVMAAVCRDRQLRIKTNYFIVSLAFADLLVSVLVMPFGAIELVQIWIYGEMFCLVRTSLDVLLTTASIFHLCCISLDRYYAILRIALMLGGCWVIPMFISFLPIMCCIFMVNKPYAITCSVVAFYIPFLLMVLAYYRIYVTAKEHATETKAAKTLCIIMGCFCLCWAPFFVTNIVDPFFLWLGYINSGLNPFLYAFLN   [214] 
gi3183689     LTFLSAVILMAILGNLLVMVAVCRDRQLRIKTNYFIVSLAFADLLVSVLVMPFGAIELVQIWVYGEMFCLVRTSLDVLLTTASIFHLCCISLDRYYAILRIALMLGGCWVIPMFISFLPIMYCVFMVNKPYAITCSVVAFYIPFLLMVLAYYRIYVTAKEHATETKAAKTLCIIMGCFCLCWAPFFVTNIVDPFFLWLGYINSGLNPFLYAFLN   [214] 
gi73954222    LTFLSAVILMAILGNLLVMVAVCRDRQLRIKTNYFIVSLAFVDLLVSVLVMPFGAIELVQIWIYGEMFCLVRTSLDVLLTTASIFHLCCISLDRYYAILRIALMLGGCWIIPMFISFLPIMYCIFMVNKPYAITCSVVAFYIPFLLMVLAYYRIYVTAKEHATETKAAKTLCIIMGCFCLCWAPFFVTNIVDPFFLWLGYINSGLNPFLYAFLN   [214] 



gi32765778    ------------------------------------------------------------------------------------------------------------------------------------------------LLMVLAYYRIYVTAKEHATETKAAKTLCIIMGCFCLCWAPFFVTNIVDPFFLWLGYINSGLNPFLYAFLN   [70] 
gi47213181    ---------MSILGNLLVMVAVCRDRQLRIKTNYFIVSLAFADLLVSVLVMPFGAIELVHHWIYGETFCLVRTSLDVLLTTASILHLCCIALDRYYAITRVALMIGGCWVIPTFISFLPIMSCVFMVNKPYALTCSVVAFYIPLVLMVLAYQRIYVTARAHATETKAAKTLCIIMGCFCLCWAPFFITNVVDPFCLWLGYINSMLNPILYAFLN   [205] 
gi68373370    ISFLSLVMLMSVLGNLLVMVAVCKDRQLRIKTNYFIVSLAFADLLVSVLVMPFGAIELIHNWIYGETFCLVRTSLDVLLTTASILHLCCISLDRYYAILRVTLMIGGCWIIPTVISFLPIMVCVFMVNKPYALTCSVVAFYLPLVLMVLAYQRIYVTAREHATETKAAKTLCIIMGCFCLCWAPFFITNVVDPFCLWLGYINSMLNPILYAFLN   [214] 
gi68397008    SIVLVTIIIMTALGNLLVMVALCKDRQLRKKTNFFIVSLAFADLLVALVVMPLAAIELTTKWNYGETFCLVRTSLDVLLTTASILHLCCIALDRYYAIVRVSLMLVGCWVIPFFISFLPIMTCVFMVNQPYALVCSAVAFYVPLVLMVLAYQRIYVTAMGHANETKAAKTLAVIMGCFCLCWAPFFVTNVVDPFWLWLGYINSGLNPFLYAFLN   [214] 
gi47216965    SFFLSVIIVMTVFGNLLVMVALCKDRHLRKKTNYFIVSLAFADLLVAVVVMPFAAIELTTHWRYGEIFCLVRTSLDVQLTTASILHLCCIALDRYYAIVRVAAMLSGCWLIPTFISFLPIMSCVFMVNTPYALICSTVAFYVPLALMVLAYQRIYVTAMAHVIETKAAKTLAVIMGCFCLCWAPFFITNVVDPFWLWLGYINSGLNPFLYAFLN   [214] 
gi47210162    YMVLGVMVIVTVCGNLLVTVSIIYFKQLHTPTNYLLVSLAVSDLFLGLLVMLPNMIQSVECWYFGDILCKVYLSIGVMLCTASIINLSLISIDRYNVVNVILLMISFSWGVSGVVGFGMIFRCIFLQSGMSSTVSSVLSFYIPGIIMISLYLKIFIVAKRQFKQTKATKTLVVIMGAFLLCWAPFFVCNIIHPFFLWAGYINSTLNPIIYAFFY   [214] 
gi47206001    YMIFGVIVIVTVCGNLLVTVSIIYFKQLHTPTNYLLASLAVSDFLLGFLVMLPDMIQLVECWYFGDILCKVHLSFAVMLCTTSIINLSLISIDRYNAVHVVLLMIFFSWSVSGVVGFGMIFRCVFLQSGMSSTLSSVLSFYIPGIIMINLYLKIFFVAKRQFKQAKATKTLVVIMGAFLLCWAPFFLCNIIDPFILWGGLFNSTLNPIIYAFFY   [214] 
gi47207323    YMIFGVIVIVTVCGNLLVTVSIIYFKQLHTPTNYLLASLAVSDFLLGFLVMLPDMIQLVECWYFGDILCKVHLSFAVMLCTTSIINLSLISIDRYNAVHVVLLMIFFSWSVSGVVGFGMIFRCVFLQSGMSSTLSSVLSFYIPGIIMINLYLKIFFVAKRQFKQAKATKTLVVIMGVFLLCWAPFFLCNIIDPFILWGGLFNSTLNPIIYAFFY   [214] 
gi47210161    YMVLGVMVVVTVCGNLLVTVSIIYFKQLHTPTNYLLVSLAVSDFLLGFLVMLPDVIQSVECWYFGDILCKVHLSSDVMLCTASIMNLSLIAIDRYNAVHVVLLMIFFSWSVSGVVGFGMIFKCLLFQRGLSGTVLSVLSFYIPGIIMISVYLKIFFVAKKQFKQAKATKTLVVIMGAFLLCWAPFFLCHIIDPLFVWLGYINSTLNPLIYAFSY   [214] 
gi47194694    YMVLGVTVIVTVCGNLLVTVSIIYFKQLHTPTNYLLVSLAVSDFLLGFLVMLPDMIQLAECWYFGDILCKVHLSFAVMLCTASIINLSLISIDRYNAVNVVLLMIFVSWSISGVVGFGMIFRCILFQSGMSSTVSSVLSFYIPGIIMICVYLKIFFVAKRQFKQTKATKTLVVIMGAFLLCWAPFFLCNVIDPFFGWVGFINSTLNPLIYAFFY   [214] 
gi47207324    YMVLGVTVIVTVCGNLLVTVSIIYFKQLHTPTNYLLVSLAVSDFLLGFLVMLPDMIQLAECWYFGDILCKVHLSFAVMLCTASIINLSLISIDRYNAVNVVLLMIFVSWSISGVVGFGMIFRCILFQSGMSSTVSSVLSFYIPGIIMICVYLKIFFVAKRQFKQTKATKTLVVIMGAFLLCWAPFFLCNVIDPFFGWVGFINSTLNPLIYAFFY   [214] 
gi47210163    YMVLGVMVIVTVCGNLLVTVSIIYFKQLHTPTNYLLVSLAVSDFLLGFLVMLPNMIQSVECWYFGDILCKVYMSSDVMLCTASIINLSLISIDRYNAVHVVLLMISFSWSVSGVVGFGQIFRCVLLQSGPSSTVSSVLSFYIPGIIMISLYLKIFFVAKRQLKQAKATKTLVVIMGAFLLCWAPFFLCNIIDPFFVWLGYINSTLNPLIYAFFY   [214] 
gi47206449    YMVLGVMVVVTVCGNLLVTVSIIYFKQLHTPTNYLLVSLAVSDFLLGFFVMLPSMIQLVECWYFGDILCKVHLSFAVMLCTASIINLSTISIDRYNAVNVVFLMIFFSWSVSGVVGFGMIFRCVLLQSGLSSTVSSVLSFYIPGIIMISLYLKIFFVAKRQFKQAKATKTLVVIMGAFLLCWAPFFLCNIIDPYFLWVGYINSTLNPLIYAFFY   [214] 
gi56311445    YLFFSAIALTTVCGNLLVIIAILHFKQLHTPTNYLILSLAVADLLIGGVVMPPSMLRSIQCWYLGDLFCKIHSSVDIMLCIASLLHISFISIDRYYAVPVSFTMISLSWGLAAFVGFAMVFACIIFQTPAASITSSFLAFGLPAVIAVSIYLKILLVARRQSSEGKATKTLAIIMGVFFISISPFFFCNLVDPFLLWIGYFNSLCNPFVYAFFY   [214] 
gi56311446    YMLFSISSIITIIGNLLVIITVVHFRQLHTPTNYLILSLAVADLLVGGVVMPPSMLRSIECWYLGDLFCKIHSSLDVTLCTASILNLCIISLDRYYAILATLIMIIICWTVSAVLGFGMIFGCFVFQSKTGGTVFSLICFYIPAFVMLGVYLKILHEAQRQVKEGKATKTLAIIMGVFLTFWIPFFLCNLIDPLFLWVGYYNSTCNPIVYAFFY   [214] 
gi56311449    YILFSASSIITIIGNLLVIITVVHFRQLHTPTNYLILSLAVADLLVGGVVMPPSMLRSIECWYLGDLFCKIHSSLDVTLCTASILNLCIISLDRYYAILATLVMIIICWTVSAVLGFGMIFRCLVFQSREVAVFMSLACFYIPAFVMLCVYLKILHEAQRQVKEGKATKTLAIIVGVFLTFWIPFFLCNLIDPFFLWVGYYNSTCNPIVYAFFY   [214] 
gi56311447    YILLSASSIITIIGNLLVIITVVHFRQLHTPTNYLILSLAVADLLVGGVVMPPSMLRSIECWYLGDLFCKIHSSLDVTLCTASILNLCIISLDRYYAILATLVMIIICWTVSAVLGFGMIFGCTLFQSKTIAIVYSLICFYIPALVILCVYLKILHEAQRQVKEGKANKTLAIIIGVFLTLWVPFFLCNLIDPFFYWIGYYNSTCNPIVYAFFY   [214] 
gi56311448    YILLSASSIITIIGNLLVIITVVHFRQLHTPTNYLILSLAVADLLVGGVVMPPSMLRSIECWYLGDLFCKIHSSLDVTLCTASILNLCIISLDRYYAILATLVMIIICWTVSAVLGFGMIFGCTLFQSKTGGTVFSLICFYIPALVILFVYLKILHEAQRQVKEGKANKTLAIIIGVFLTLWVPFFLCNLIDPFFYWIGYYNSTCNPIVYAFFY   [214] 
gi56311444    YLVLASAMTVTILGNSVVIISIAHFKQLQTPTNILVMSLALADLLLGLVVMPFSMIRSVDCWYYGETFCLLHSSFDMFLTSVSIFHLIFIAVDRHQAVPVAWVMVIISWSMAAFYSYGLVYGCTLLFNALWGAIDTLVAFFLPCFVMIGLYARIFMIAKKHASERKAAKTLGIVVGAFVICWLPFFINSMMDPYFVWLGYMNSAINPIIYGLFY   [214] 
gi56311442    YLVLASAMTVTVLGNSVVIISIAHFKQLQTPTNILVMSLALADLLLGLVVMPFSMIRSVDCWYYGETFCLLHSTFDLFLTSVSILHLVCIAVDRHQAVSVAWVMVMISWAVIAIFSYSLMYHCSLLMNKLWSVLDTFITFFFPSFVMVGLYIRIFVVAKKHASERKAAKTLGIVVGAFIMCWLPFFINSTLDAYLVWLGYVNSTINPIIYGFFY   [214] 
gi56311443    YLILASAMTVTILGNSVVIISIAHFKQLQTPTNILVMSLALADLLLGLVVMPFSMIRSVDCWYYGETFCMLHSTFDLFLTSVSILHLVCIAVDRHQAVSVAWVMVMISWTLIAIYSYGLVYHCSLLFSKLWSVLDTFITFFFPSCIMVGLYIRIFVVANKHASERKAAKTLGIVVGAFIICWLPFFINSLMDPYFVWLGYINSTINPIIYGFFY   [214] 
gi56311440    YLILASAMTVTVLGNSVVIISIAHFKQLQTPTNILVMSLALADLLLGLVVMPFSMIRSVDCWYYGETFCLLHTGFDLFLTSVSIFHLIFIAVDRHQAVPVAWVMVMISWSMAAFYSYGVVYGCTLYFNALWSVLDTLLTFFLPCSVMVGLYARIFVVAKKHISERKAAKTLGIVVGAFILCWLPFFINSLVDPYFGWLGYTNSTLNPIIYGLFY   [214] 
gi56311441    YLILASAMTVTILGNSVVIISIAHFKQLQTTTNILVMSLALADLLLGLVVMPFSMIRSVDCWYYGETFCMLHSSFDLFLTSVSIFHLIFIAVDRHQAVPVAWVMVMISWSMAALYSYGLVYGCTLYFNALWSVLDTLITFFLPCSVMIGLYARIFVVAKKHASEQKAAKTLGIVVGAFIMCWLPFFINSLMDPYFVWLGYINSTMNPIIYGFFY   [214] 
gi22859010    YSLMALIILTTLVGNLIVIVSISHFKQLHTPTNWLIHSMATVDFLLGCLVMPYSMVRSAECWYFGEVFCKIHTSTDIMLSSASIFHLSFISIDRYYAVLVVCVMIFISWSVPAVFAFGMIFGCSVFFSKISGVLAFMTSFYIPGSIMLCIYYRIYLIAKEQAKERKAVKTLGIVMGVFLICWCPFFVCTVIDPFLIWFGYLNSTFNPMVYAFFY   [214] 
gi75517941    YSLMVLIILTTLVGNLIVIVSISHFKQLHTPTNWLIHSMATVDFLLGCLVMPYSMVRSAECWYFGEVFCKIHTSTDIMLSSASIFHLSFISIDRYYAVLVICVMIFISWSVPAVFAFGMIFGCSVFFSKISGVLTFMTSFYIPGSIMLCVYYRIYLIAKEQAKERKAVKTLGIVMGVFLICWCPFFICTVMDPFLIWFGYLNSTFNPMVYAFFY   [214] 
gi57114160    YSLMVLIILTTLVGNLIVIVSISHFKELHTPTNWLIHSMATVDFLPGCLVMPYSMVRSAECWYFGEVFCKIHTSTDIMLSSASIFHLSFISIDRYYAVLVICVMIFISWSVPAVFAFGMIFGCSVFFSKISGVLTFMTSFYIPGSIMLCVYYRIYLIAKEQAKERKAVKTLGIVMGVFLICWCPFFICTVMDPFLIWFGYLNSTFNPMVYAFFY   [214] 
gi14600078    YSLMSLIILATLVGNLIVIISISHFKQLHTPTNWLLHSMAIVDFLLGCLIMPCSMVRTVECWYFGEILCKVHTSTDIMLSSASIFHLAFISIDRYCAVSTILVMILVSWSLPAVYAFGMIFGCSPFFSKVSGVLAFMTSFYIPGSVMLFVYYRIYFIAKGQAKETKAAKTLGIMVGVFLVCWCPFFLCTVLDPFLYWFGYLNSALNPMVYAFFY   [214] 
gi14600076    YSLISLIILTTLVGNLIVIISISHFKQLHTPTNWLLHSMAVVDFLLGCLVMPYSMVRTVECWYFGELFCKLHTSTDIMLSSASILHLAFISIDRYYAVAAIFVMILISWSLPAVFAFGMIFGCFPFFSKVSGVLAFMTSFYIPGSVMLFVYYRIYFIAKGQAKETKAAKTLGIMVGVFLLCWCPFFFCMVLDPFLNWFGYLNSAFNPMVYAFFY   [214] 
gi19705433    YSLISLIILTTLVGNLIVIISISHFKQLHTPTNWLLHSMAVVDFLLGCLVMPYSMVRTVECWYFGELFCKLHTSTDIMLSSASILHLAFISIDRYYAVAAIFVMILISWSLPAVFAFGMIFGCFPFFSKVSGVLAFMTSFYIPGSVMLFVYYRIYFIAKGQAKETKAAKTLGIMVGVFLLCWCPFFFCMVLDPFLNWFGYLNSAFNPMVYAFFY   [214] 
gi56606070    YLIMIGAIVMTMLGNMAVIISIAHFKQLHSPTNFLILSMATTDFLLSCVVMPFSMIRSIECWYFGDLFCKVHSCCDIMLCTTSIFHLCFISVDRHYAVRVVGVFLLISWSVPIFFAFGLVFLCVLIFNKLWGVLASFIAFFLPGTVMVGIYIHIFTVAQKHAKESKATKTLSIVMGVFVLCWLPFFVLTITDPFFLWLGYFNSTFNPIIYGMFY   [214] 
gi14600080    YLVMIGAIVMTMLGNMVVIISIAHFKQLHSPTNFLILSMATTDFLLSCVVMPFSMVRSIECWYFGDLFCKVHSCCDIMLCTTSIFHLCFISVDRHYAVGVVGVFLLISWSVPILFAFGLVFLCVLIFNKLWGVLASFIAFFLPGAIMVGIYIHIFTVARKHAKESKATKTLSIVMGVFVLCWLPFFVLTITDPFFLWLGYFNSTFNPIIYGMFY   [214] 
gi6739494     YSFMAGSIFITIFGNLAMIISISYFKQLHTPTNFLILSMAITDFLLGFTIMPYSMIRSVECWYFGLTFCKIYYSFDLMLSITSIFHLCSVAIDRFYAIPVIKRLLLLCWSVPGAFAFGAVFSCPVMFNKLWGTTLFMAGFFTPGSMMVGIYGKIFAVSRKHAKDKKAAKTLGIVIGVFLLCWFPCFFTILLDPFLTWFGYFNSTCNPLIYGFFY   [214] 
gi74275344    YSFMAGSIFITIFGNLAMIISISYFKQLHTPTNFLILSMAITDFLLGFTIMPYSMIRSVECWYFGLTFCKIYYSFDLMLSITSIFHLCSVAIDRFYAIPVIKRLLLLCWSVPGAFAFGVVFSCPVMFNKLWGTTLFMAGFFTPGSMMVGIYGKIFAVSRKHAKDKKAAKTLGIVIGVFLLCWFPCFFTILLDPFLTWFGYFNSTCNPLIYGFFY   [214] 
gi62638354    YSLMAGAIFITIFGNLVMIISISYFKQLHTPTNLLILSMAVTDFLLGFTIMPYSMVRSVECWYFGLTFCKIHYSFDLMLSITSIFHLCSVAIDRFYAIPVVKRLLLVCWSVPGAFAFGVVFSCPVMFNKLWGTTLFVAGFFTPSSMMVGIYGKIFAVSKKHAKDKKAAKTLGIVMGVFLLCWFPCFFTILLDPFLTWFGYFNSTCNPLIYGFFY   [214] 
gi56605936    YSLMACAIFITIFGNLAMIISISYFKQLHTPTNLLILSMAVTDFLLGFTIMPYSMVRSVECWYFGLTFCKIHYSFDLMLSITSIFHLCSVAVDRFYAIPVVRRLLLVCWSVPGAFAFGVVFSCPVMFNKLWGTTLFVAGFFTPSSMMVGIYGKIFAVSKKHAKDKKAAKTLGIVMGVFLLCWFPCFFTILLDPFLTWFGYFNSTCNPLIYGFFY   [214] 
gi82623604    CLLLLFFAVSTIFGNGLVIVAVARERYLHTVTNYFIMSLAVADCLVGALVMPFSALYDSFYWPFGPDFCDVWRSFDVLASTASILNLCVISLDRYWAIRRACMLIALVWVCSALISFPAIAACPFTEDLSYLVFSSTISFYGPLFVMVFTYFRIYRAATEQTKEKKAAKTLGIVMGVFIVCWLPFFVTNLLSGLVTWLGWINSAMNPVIYACWA   [214] 
gi56044552    VTFLLLFSLTTVFGNMLVIMAVVRERYLHTSTNYFVTSLAVADCLVGLVVMPFSALYEVLTWFFGVDWCDVWRSLDVLFSTASILNLCVISLDRYWAIRKAAFLIAAVWVCSGAISFPAIAKCPFTENLEYIIFSSTISFYLPLFVMVFTYYRIYRAATIQTKEKKAAKTLGIVMGVFIVCWLPFFVVNLLSGIVTWLGWVNSSMNPVIYACWS   [214] 
gi20336615    AILLFLFSVATVFGNTLVILAVVRERYLHTATNYFVTSLAFADCLVGLVVMPFSAIYEVLRWLFTTDWCDVWRSLDVLFSTASILNLCVISLDRYWAIRRAAVLIAIVWICSSAISFPAIVKCPFTEHLGYLIFSSTISFYLPLFVMVFTYYKIYRAAVIQTKEKKAAKTLGIVMGVFIICWLPFFVVNLWSGFVTWLGWINSGMNPVIYACWS   [214] 
gi30177766    LTFLLLFSFTTVFGNSLVILAVIRERYLHTATNYFVTSLAVADCLVGLVVMPFSALYEVLTWFFGTDWCDIWRSLDVLFSTASILNLCVISLDRYWAIQKAVVLIAAVWICSSAISFPAILKCTFTEHLGYLVFSSIISFYLPLIVMVFTYCRIYRAAAVQTKEKKAAKTLGIVMGVFIVCWMPFFVVNLLSGFVTWLGWINSGMNPVIYACWS   [214] 
gi54637489    LAFLFLFSFATVFGNSLVILAVIRERYLHTATNYFITSLAVADCLVGLVVMPFSALYEVLTWFFGTDWCDIWRSLDVLFSTASILNLCVISLDRYWAIKRAAGLIAAVWICSSAISFPAIVKCTFTEHLGYLVFSSTISFYLPLLVMVFTYCRIYRAAVIQTKEKKAAKTLGIVMGVFIVCWLPFFVVNLLSGFVTWLGWINSCMNPVIYACWS   [214] 
gi23172580    LAFLFLFSFATVFGNSLVILAVIRERYLHTATNYFITSLAVADCLVGLVVMPFSALYEVLTWFFGTDWCDIWRSLDVLFSTASILNLCVISLDRYWAIKRAAGLIAAVWICSSAISFPAIVKCTFTEHLGYLVFSSTISFYLPLLVMVFTYCRIYRAAVIQTKEKKAAKTLGIVMGVFIICWLPFFVVNLLSGFVTWLGWINSCMNPVIYACWS   [214] 
gi33636465    LAFLFLFSFATVFGNSLVILAVIRERYLHTATNYFITSLAVADCLVGLVVMPFSALYEVLTWFFGTDWCDIWRSLDVLFSTASILNLCVISLDRYWAIKRAAGLIAAVWICSSAISFPAIVKCTFTEHLGYLVFSSTISFYLPLLVMVFTYCRIYRAAVIQTKEKKAAKTLGIVMGVFIICWLPFFVVNLLSGFVTWLGWINSCMNPVIYACWS   [214] 
gi10726848    LAFLFLFSFATVFGNSLVILAVIRERYLHTATNYFITSLAVADCLVGLVVMPFSALYEVLTWFFGTDWCDIWRSLDVLFSTASILNLCVISLDRYWAIKRAAGLIAAVWICSSAISFPAIVKCTFTEHLGYLVFSSTISFYLPLLVMVFTYCRIYRAAVIQTKEKKAAKTLGIVMGVFIICWLPFFVVNLLSGFVTWLGWINSCMNPVIYACWS   [214] 
gi58585080    LIVLAIVNVMVVLGNVLVILAVYHTSKLRNVTNMFIVSLAVADLMVGLAVLPFSATWEVFVWIFGDLWCSIWLAVDVWMCTASILNLCAISLDRYLAVRRARLLVATVWILSFVICFPPLVICELTNDAGYVVYSALGSFYIPMLVMLFFYWRIYNAAVSTT-ETKAAKTLGIIVGGFILCWLPFFTMYLVRAFLFWLGYCNSAINPCIYALFS   [213] 
gi1510125     LLALAFLNLMVVAGNLLVVMAVFVHSKLRTVTNLFIVSLACADLLVGMLVLPFSATLEVLVWLYGDVWCSVWLAVDVWMCTSSILNLCAISLDRYLAVRRAKQLIAAVWVLSFVICFPPLVTCELTNERGYVIYSALGSFFLPSTVMLFFYGRIYRTAVSTT-ETKAAKTVGIIVGLFILCWLPFFVCYLVRGFFFWLGYCNSAVNPCVYALCS   [213] 
gi6226822     LLALAFLNLMVVAGNLLVVMAVFVHSKLRTVTNLFIVSLACADLLVGMLVLPFSATLEVLVWLYGDVWCSVWLAVDVWMCTSSILNLCAISLDRYLAVRRAKQLIAAVWVLSFVICFPPLVTCELTNERGYVIYSALGSFFLPSTVMLFFYGRIYRTAVSTTMETKAAKTVGIIVGLFILCWLPFFVCYLVRGFFFWLGYCNSAVNPCVYALCS   [214] 
gi54637314    SLVLLIVILGTVVGNVLVCIAVCMVRKLRRPCNYLLVSLALSDLCVALLVMPMALLYEVLKWNFGPLLCDIWVSFDVLCCTASILNLCAISVDRYLAIRRMMLCVMVVWLAAACISLPPLLICTVCQNFAYQIYATLGSFYIPLSVMLFVYYQIFRAARRIVKEKKASTTLGIIMSAFTVCWLPFFILALIRPFFLWLGYANSLLNPIIYATLN   [214] 
gi21428400    SIVLLIVILGTVVGNVLVCIAVCMVRKLRRPCNYLLVSLALSDLCVALLVMPMALLYEVLKWNFGPLLCDIWVSFDVLCCTASILNLCAISVDRYLAIRRMMLCVGIVWLAAACISLPPLLICTVCQNFAYQIYATLGSFYIPLSVMLFVYYQIFRAARRIVKEKKASTTLGIIMSAFTVCWLPFFILALIRPFFLWLGYANSLLNPIIYATLN   [214] 
gi103373      SIVLLIVILGTVVGNVLVCIAVCMVRKLRRPCNYLLVSLALSDLCVALLVMPMALLYEVLKWNFGPLLCDIWVSFDVLCCTASILNLCAISVDRYLAIRRMMLCVGIVWLAAACISLPPLLICTVCQNFAYQIYATLGSFYIPLSVMLFVYYQIFRAARRIVKEKKASTTLGIIMSAFTVCWLPFFILALIRPFFLWLGYANSLLNPIIYATLN   [214] 
gi55241351    CIVLLAVIFGTIVGNILVCVAVCLVRKLRRPCNYLLVSLAVSDLCVACLVMPPALMYEVLEWNFGRVFCDIWVSFDVLSCTASILNLCAISVDRYWAIRRMMLCVALVWLAAACISLPPLLFCAVCEDVGYQIYATLGSFYIPLAVMLFVYYQIFRAARRIVKERKASTTLGIIMSAFTICWLPFFILALVRPLFLWLGYANSLLNPIIYATLN   [214] 
gi12231866    SIVLLAVIIGTIVGNVLVCVAVCLVRKLRRPCNYLLVSLAISDLCVAVLVMPPALLYEVLEWKFGTVFCDIWVSFDVLSCTASILNLCAISVDRYWAIRRMIACIVLVWLVAACISLPPLLSCSVCQNFFYQIYATLCAFYIPLAVMLFVYFQIFRAARRIVKERKASTTLGIIMSAFTVCWLPFFILALVRPFFLWLGYANSLLNPIIYATLN   [214] 
gi21296419    SIILLAVIVGTVIGNVLVCVAVCLVRKLRRPCNYLLVSLAISDLCVALLVMPMALLYEVLEWRFGEVFCDIWVAFDVLSCTASILNLCAISVDRYWAIRRMIACIVLVWLAAACISLPPLLACSVCQNFFYQIYATLGSFYIPLAVMLFVYFQIFRAARRIVKERKASTTLGIIMSAFTICWLPFFILALVRPFFLWLGYANSLLNPIIYATLN   [214] 
gi76675334    VTLLVLLIAATFLWNLLVLVTILRVRAFHRVPHNLVASTAVSDVLVAALVMPLSLVSELSRWLLGRSLCHVWISFDVMCCTASIWNVAAIALDRYWTIRASMLMIALTWALSALIALAPLLRCQVSQEPSYAVFSTCGAFYLPLGVVLFVYWKIYKAAKFRFRCRAV---------------LPL---------------------P-------   [171] 
gi6754260     VTLLVLLIAATFLWNLLVLVTILRVRAFHRVPHNLVASTAVSDVLVAVLVMPLSLVSELSRWQLGRSLCHVWISFDVLCCTASIWNVAAIALDRYWTIRASALMIAITWALSALIALAPLLRCQVSQEPSYAVFSTCGAFYLPLAVVLFVYWKIYKAAKFRFKEKRAAMMVGILIGVFVLCWIPFFLTELISPLFLWLGYSNSFFNPLIYTAFN   [214] 
gi34879477    VTLLVLLIAATFLWNLLVLVTILRVRAFHRVPHNLVASTAVSDVLVAALVMPLSLVSELSRWQLGRSLCHVWISFDVLCCTASIWNVAAIALDRYWTIRASALMIAITWALSALIALAPLLRCQVSQEPSYAVFSTCGAFYVPLAVVLFVYWKIYKAAKFRFKEKRAAMMVGILIGVFVLCWIPFFLTELVSPLFLWLGYSNSFFNPLIYTAFN   [214] 
gi435817      VTLLVLLIAATFLWNLLVLVTILRVRAFHRVPHNLVASTAVSDVLVAALVMPLSLVSELSRWQLGRSLCHVWISFDVLCCTASIWNVAAIALDRYWTIRRASALMIATWALSALIALAPLLRCQVSQEPSYAVFSTCGAFYVPLAVVLFVYWKIYKAAKFRFKEKRAAMMVGILIGVFVLCWIPFFLTELVSPLFLWLGYSNSFFNPLIYTAFN   [214] 
gi6981062     LTLLGFLAAATFTWNLLVLATILRVRTFHRVPHNLVASMAISDVLVAVLVMPLSLVHELSRWQLGRRLCQLWIACDVLCCTASIWNVTAIALDRYWSIRVSNVMILLTWALSAVISLAPLLECQVSREPSYTVFSTVGAFYLPLCVVLFVYWKIYKAAKFRMKEQRAALMVGILIGVFVLCWFPFFVTELISPLFLWLGYSNSFFNPLIYTAFN   [214] 
gi49759       LTLLGFLAAATFTWNLLVLATILKVRTFHRVPHNLVASMAISDVLVAVLVMPLSLVHELSRWQLGRRLCQLWIACDVLCCTASIWNVTAIALDRYWSIRVSNVMILLTWALSTVISLAPLLECQVSREPSYTVFSTVGAFYLPLWLVLFVYWKIYRAAKFRMKEQRAALMVGILIGVFVLCWFPFFVTELISPLFLWLGYSNSFFNPLIYTAFN   [214] 
gi74200809    LTLLGFLAAATFTWNLLVLATILKVRTFHRVPHNLVASMAISDVLVAVLVMPLSLVHELSRWQLGRRLCQLWIACDVLCCTASIWNVTAIALDRYWSIRVSNVMILLTWALSTVISLAPLLECQVSREPSYTVFSTVGAFYLPLCVVLFVYWKIYRAAKFRMKEQRAALMVGILIGVFVLCWFPFFVTELISPLFLWLGYSNSFFNPLIYTAFN   [214] 
gi61820235    LTLLGFLVAATFAWNLLVLATILRVRTFHRVPHNLMASMAISDVLVAALVMPLSLVHELSRWQLGRRLCQLWIACDVLCCTASIWNVTAIALDRYWSIRVSNVMIALTWALSAVISLAPLLECQVSREPSYTVFSTVGAFYLPLGVVLFVYWKIYKAAKLRVKEQRAALMVGILIGVFVLCWIPFFTAELLRPLFLWLGYSNSFFNPLIYTAFN   [214] 
gi50344544    LTLLGLLVAATFAWNLLVLATILRVRTFHRVPHNLVASMAVSDVLVAALVMPLSLVHELSRWQLGRRLCQLWVACDVLCCTASIWNVTAIALDRYWSIRASNVMIALTWALSAVISLAPLLECQVSREPSYAVFSTVGAFYLPLCVVLFVYWKIYKAAKLRVKEQRAALMVGILIGVFVLCWIPFFVTELVGPLFLWLGYSNSFFNPLIYTAFN   [214] 
gi73978746    LTLLGCLVAATFSWNLLVLATILRVRTFHRVPHNLVASMAISDVLVAALVMPLSLVHELSRWQLGRRLCQLWIACDVLCCTASIWNVTAIALDRYWSIRVSNVMILLTWALSAVISLAPLLECQVSREPSYTVFSTVGAFYLPLCVVLFVYWKIYKAAKVRVKDQKAALMVGILIGVFALCWIPFFTTELISPLFLWLGYSNSFFNPLIYTAFN   [214] 
gi73978748    LTLLGCLVAATFSWNLLVLATILRVRTFHRVPHNLVASMAISDVLVAALVMPLSLVHELSRWQLGRRLCQLWIACDVLCCTASIWNVTAIALDRYWSIRVSNVMILLTWALSAVISLAPLLECQVSREPSYTVFSTVGAFYLPLCVVLFVYWKIYKAAKVRVKDQKAALMVGILIGVFALCWIPFFTTELISPLFLWLGYSNSFFNPLIYTAFN   [214] 
gi55629744    LTLLGFLVAATFAWNLLVLATILRVRTFHRVPHNLVASMAISDVLVAALVMPLSLVHELSRWQLGRRLCQLWISCDVLCCTASIWNVTAIALDRYWSICVSNVMIALTWALSAVISLAPLLECQVSREPSYAVFSTVGAFYLPLCVVLFVYWKIYKAAKFRVKEQRAALMVGILIGVE------------------------------------   [214] 
gi30142000    LTLLGFLVAATFAWNLLVLATILRVRTFHRVPHNLVASMAVSDVLVAALVMPLSLVHELSRWQLGRRLCQLWIACDVLCCTASIWNVTAIALDRYWSICVSNVMIALTWALSAVISLAPLLECQVSREPSYAVFSTVGAFYLPLCVVLFVYWKIYKAAKFRVRKTNS-----------------------VSPI--------------------   [171] 
gi784990      LTLLGFLVAATFAWNLLVLATILRVRTFHRVPHNLVASMAVSDVLVAALVMPLSLVHELSRWQLGRRLCQLWIACDVLCCTASIWNVTAIALDRYWSICVSNVMIALTWALSAVISLAPLLECQVSREPSYAVFSTVGAFYLPLCVVLFVYWKIYKAAKFRVKEQRAALMVGILIGVFVLCWIPFFLTELISPLFLWLGYSNSFFNPLIYTAFN   [214] 
gi50732639    LTLLAMLVVATFLWNGLVLATIFRVRTFHRVPHNLVASMAISDVMVAALVMPLSLVHELSRWWLGRSLCQVWISFDVLCCTASIWNVTAIALDRYWSIRISNIMIALTWVLSAFISLAPLLECQVSQEPSYTIFSTFGAFYLPLCVVLFVYWKIYKAAKFRIKERRAALMVGILIGVFVLCWIPFFITELISPLFLWLGYSNSFFNPLIYTAFN   [214] 
gi68436547    FTLLAMLVVATFFWNMLVLVTILRVRTFHRVPHNLVASMAISDVMVAALVMPLSLVHELNRWKLGRVLCQVWISFDVLCCTASIWNVTAIALDRYWSIKISNVMIGLTWLLSSVISLSPLFECQVSQEPSYTIFSTFGAFYLPLCVVLFVYWKIYKAAKFRIRTNTI---------------TPVAEAGEVQMMYS-----------NIYTR--   [186] 
gi68436545    FTLLAMLVVATFFWNMLVLVTILRVRTFHRVPHNLVASMAISDVMVAALVMPLSLVHELNRWKLGRVLCQVWISFDVLCCTASIWNVTAIALDRYWSIKISNVMIGLTWLLSSVISLSPLFECQVSQEPSYTIFSTFGAFYLPLCVVLFVYWKIYKAAKFRIKEKRAALMVGILIGVFVLCWIPFFLTELITPLFLWLGYSNSFFNPLIYTAFN   [214] 
gi47223437    LTLLAMLVVATFVWNLLVLVTILRVRTFHRVPHNLVASMAISDVMVAALVMPLSLVHELNLWKLGRVLCQVWISFDVLCCTASIWNVTAIALDRYWSIKISNVMIALTWLLSSIISLSPLFKCQMSQEPSYTIFSTFGAFYLPLCVVLFVYWKIYKAAKFRIKEKKAALMVGILIGVFVLCWIPFFITELIVPLFLWLGYSNSFFNPLIYTAFN   [214] 
gi27817321    LTLLAMLVVATFVWNLLVLVTILRVRTFHRVPHNLVASMAISDVMVAGLVMPLSLVRELYRWILGRALCQVWISCDVLCCTASIWNVTAIALDRYWSIRISNVMIGLTWLLSSVISLSPLFACQVSQEPSYTVFSTFGAFYLPLCVVLFVYWKIYKAAKFRIKERRAALMVGILIGVFVLCWIPFFLAELIIPLFLWLGYSNSFFNPLIYTAFN   [214] 
gi72157660    IAVYSIIIVATILGNLLVLTSVCMERKLRSPPNILIINLAVADILVAVLVMPLAASYDLSQWIFSQPLCDMFICFDVMCCTASIMDLCAISVDRYFAIKLMLGLVVGVWGISAFISFSPLLDCLLSQDPIYTIYSTLTAFYAPLLIMVVVYYKIYRAAGELELERKASKTLGIIMGAFVICWLPFFILAIARVFLVWLGYVNCMLNPIIYPFFN   [214] 
gi68367294    GLVLVLFLIFGVMGNILVILSVACHRNLRSVTHYFIGNLAIADLLLSSVVLPFSAVSEALRWVFGRHLCNAWTALDVLCCTASILSLCVISVDRCMAVRRAMTAVAALWALSAAISVGPLFVCRVNEDPGYAIFSAACSFYVPLAVILAMYCRVYVVARHKTREKKAAKTLGIVVGCFVLCWLPFFLVLPISSITFWLGYFNSCLNPIIYPCFS   [214] 
gi50759565    GVILGGLIIFGVLGNILVILSVACHRHLQSVTHYYIINLAVADLLLTSTVLPFSATMEILYWAFGRIFCNIWAAVDVLCCTASIMSLCIISIDRYIGVKRGLLALLCVWALSLVISIGPLFICQITEEPGYVLFSALGSFYLPLTIILVMYCRVYVVAKRENREKKAAKTLGIVVGCFVLCWLPFFVVMPLGLAFKWLGYLNSCINPIIYPCSS   [214] 
gi2865384     GVILGGLIIFGVLGNILVILSVACHRHLHSVTHYYIVNLAVADLLLTSTVLPFSAIFEILYWAFGRVFCNIWAAVDVLCCTASIMGLCIISIDRYIGVRRGVRALLCVWALSLVISIGPLFICQINEEPGYVLFSALGSFYVPLTIILVMYCRVYVVAKRESREKKAAKTLGIVVGCFVLCWLPFFLVMPIGSFVFWLGYLNSCINPIIYPCSS   [214] 
gi26351717    GVILGGLIIFGVLGNILVILSVACHRHLHSVTHYYIVNLAVADLLLTSTVLPFSAIFEILYWAFGRVFCNIWAAVDVLCCTASIMGLCIISIDRYIGVRRGVRALLCVWALSLVISIGPLFICQINEEPGYVLFSALGSFYVPLTIILVMYCRVYVVAKRESREKKAAKTLGIVVGCFVLCWLPFFLVMPIGSFVFWLGYLNSCINPIIYPCSS   [214] 
gi26348092    GVILGGLIIFGVLGNILVILSVACHRHLHSVTHYYIVNLAVADLLLTSTVLPFSAIFEILYWAFGRVFCNIWAAVDVLCCTASIMGLCIISIDRYIGVRRGVRALLCVWALSLVISIGPLFICQINEEPGYVLFSALGSFYVPLTIILVMYCRVYVVAKRESREKKAAKTLGIVVGCFVLCWLPFFLVMPIGSFVFWLGYLNSCINPIIYPCSS   [214] 
gi26335309    GVILGGLIIFGVLGNILVILSVACHRHLHSVTHYYIVNLAVADLLLTSTVLPFSAIFEILYWAFGRVFCNIWAAVDVLCCTASIMGLCIISIDRYIGVRRGVRALLCVWALSLVISIGPLFICQINEEPGYVLFSALGSFYVPLTIILVMYCRVYVVAKRESREKKAAKTLGIVVGCFVLCWLPFF---LVMPI--------------------   [191] 



gi1168247     GVILGGLIIFGVLGNILVILSVACHRHLHSVTHYYIVNLAVADLLLTSTVLPFSAIFEILYWAFGRVFCNIWAAVDVLCCTASIMGLCIISIDRYIGVRRGVRALLCVWVLSLVISIGPLFICQINEEPGYVLFSALGSFYVPLAIILVMYCRVYVVAKRESREKKAAKTLGIVVGCFVLCWLPFFLVMPIGSFVFWLGYLNSCINPIIYPCSS   [214] 
gi8392870     GVILGGLIILGVLGNILVILSVACHRHLHSVTHYYIVGLAVADLLLTSTVLPFSAIFEILYWAFGRVFCNIWAAVDVLCCTASIMGLCIISIDRYIGVRRGVRALLCVWVLSLVISIGPLFICQINEEPGYVLFSALGSFYVPLAIILVMYCRVYVVAKRESREKKAAKTLGIVVGCFVLCWLPFFLVMPIGSFVFWLGYLNSCINPIIYPCSS   [214] 
gi3023219     GVILGGLILFGVLGNILVILSVACHRHLHSVTHYYIVNLAVADLLLTSTVLPFSAIFEILYWAFGRVFCNIWAAVDVLCCTASIISLCVISIDRYIGVRRGLRALLCVWAFSLVISVGPLFICQINEEPGYVLFSALGSFYVPLTIILAMYCRVYVVAKRESREKKAAKTLGIVVGCFVLCWLPFFLVMPIGSFVFWLGYLNSCINPIIYPCSS   [214] 
gi8843925     GVILGGLILFGVLGNILVILSVACHRHLHSVTHYYIVNLAVADLLLTSTVLPFSAIFEILYWAFGRVFCNIWAAVDVLCCTASIISLCVISIDRYIGVRRGLRALLCVWAFSLVISVGPLFICQINEEPGYVLFSALGSFYVPLTIILAMYCRVYVVAKRESREKKAAKTLGIVVGCFVLCWLPFFLVMPIGSFVFWLGYLNSCINPIIYPCSS   [214] 
gi8843927     GVILGGLILFGVLGNILVILSVACHRHLHSVTHYYIVNLAVADLLLTSTVLPFSAIFEILYWAFGRVFCNIWAAVDVLCCTASIISLCVISIDRYIGVRRGLRALLCVWAFSLVISVGPLFICQINEEPGYVLFSALGSFYVPLTIILAMYCRVYVVAKRESREKKAAKTLGIVVGCFVLCWLPFFLVMPIGSFVFWLGYLNSCINPIIYPCSS   [214] 
gi12232632    GVILGVLILFGVPGNILVILSVACHRHLHSVTHYYIVNLAVADLLLTSTVLPFSAIFEILYWAFGRVFCNIWAAVDVLCCTASIMSLCIISIDRYIGVRRGLRALLCLWALSLVISIGPLFICQINEDPSYVLFSALGSFYVPLAIILVMYCRVYVVAKRESREKKAAKTLGIVVGCFVLCWLPFFLVMPIGSFVFWLGYLNSCINPIIYPCSS   [214] 
gi409029      GVILGGLILFGVLCNILVILSVACHRHLHSVTHYYIVNLAVADLLLTSTVLPFSAIFEVLYWAFGRVFCNIWAAVDVLCCTASIMGLCIISIDRYIGVRRGLMALLCVWALSLVISIGPLFICQINEEPGYVLFSALGSFYLPLAIILVMYCRVYVVAKRESREKKAAKTLGIVVGCFVLCWLPFFLVMPIGSFVFWLGYLNSCINPIIYPCSS   [214] 
gi40362763    GVILGGLILFGVLGNILVILSVACHRHLHSVTHYYIVNLAVADLLLTSTVLPFSAIFEVLYWAFGRVFCNIWAAVDVLCCTASIMGLCIISIDRYIGVRRGLMALLCVWALSLVISIGPLFICQINEEPGYVLFSALGSFYLPLAIILVMYCRVYVVAKRESREKKAAKTLGIVVGCFVLCWLPFFLVMPIDEE-----HHAAVLGLEVMEKEN   [209] 
gi40362757    GVILGGLILFGVLGNILVILSVACHRHLHSVTHYYIVNLAVADLLLTSTVLPFSAIFEVLYWAFGRVFCNIWAAVDVLCCTASIMGLCIISIDRYIGVRRGLMALLCVWALSLVISIGPLFICQINEEPGYVLFSALGSFYLPLAIILVMYCRVYVVAKRESREKKAAKTLGIVVGCFVLCWLPFFLVMPIGTHLS-LESTPGAQEPCLTLGFT   [213] 
gi40362753    GVILGGLILFGVLGNILVILSVACHRHLHSVTHYYIVNLAVADLLLTSTVLPFSAIFEVLYWAFGRVFCNIWAAVDVLCCTASIMGLCIISIDRYIGVRRGLMALLCVWALSLVISIGPLFICQINEEPGYVLFSALGSFYLPLAIILVMYCRVYVVAKRESREKKAAKTLGIVVGCFVLCWLPFFLVMPIDEV--WHDLGSLQPPP-------   [205] 
gi15004694    GVILGGLILFGVLGNILVILSVACHRHLHSVTHYYIVNLAVADLLLTSTVLPFSAIFEVLYWAFGRVFCNIWAAVDVLCCTASIMGLCIISIDRYIGVRRGLMALLCVWALSLVISIGPLFICQINEEPGYVLFSALGSFYLPLAIILVMYCRVYVVAKRESREKKAAKTLGIVVGCFVLCWLPFFLVMPIGSFVFWLGYLNSCINPIIYPCSS   [214] 
gi15451761    GVILGGLILFGVLGNILVILSVACHRHLHSVTHYYIVNLAVADLLLTSTVLPFSAIFEVLYWAFGRVFCNIWAAVDVLCCTASIMGLCIISIDRYIGVRRGLMALLCVWALSLVISIGPLFICQINEEPGYVLFSALGSFYLPLAIILVMYCRVYVVAKRESREKKAAKTLGIVVGCFVLCWLPFFLVMPIGSFVFWLGYLNSCINPIIYPCSS   [214] 
gi547222      GVILGGLILFGVLGNILVILSVACHRHLHSVTHYYIVNLAVADLLLTSTVLPFSAIFEVLYWAFGRVFCNIWAAVDVLCCTASIMGLCIISIDRYIGVRRGLMALLCVWALSLVISIGPLFICQINEEPGYVLFSALGSFYLPLAIILVMYCRVYVVAKRESREKKAAKTLGIVVGCFVLCWLPFFLVMPIGSFVFWLGYLNSCINPIIYPCSS   [214] 
gi37362413    GVILGGLILFGVLGNILVILSVACHRHLHSVTHYYIVNLAVADLLLTSTVLPFSAIFEVLYWAFGRVFCNIWAAVDVLCCTASIMGLCIISIDRYIGVRRGLMALLCVWALSLVISIGPLFICQINEEPGYVLFSALGSFYLPLAIILVMYCRVYVVAKRESREKKAAKTLGIVVGCFVLCWLPFFLVMPIGSFVFWLGYLNSCINPIIYPCSS   [214] 
gi66267329    GVILGGLILFGVLGNILVILSVACHRHLHSVTHYYIVNLAVADLLLTSTVLPFSAIFEVLYWAFGRVFCNIWAAVDVLCCTASIMGLCIISIDRYIGVRRGLMALLCVWALSLVISIGPLFICQINEEPGYALFSALGSFYLPLAIILVMYCRVYVVAKRESREKKAAKTLGIVVGCFVLCWLPFFLVMPIGSFVFWLGYLNSCINPIIYPCSS   [214] 
gi666893      GVILGGLILFGVLGNILVILSVACHRHLHSVTHYYIVNLAVADLLLTSTVLPFSAIFEVLYWAFGRVFCNIWAAVDVLCCTASIMGLCIISIDRYIGVRRGLMALLCVWALSLVISIGPLFICQINEEPGYVLFSALGSFYLPLAIILVMYCRVYVVAKRESREKKAAKTLGIVVGCFVLCWLPFFLVMPIGSFVFWLGYLNSCINPIIYPCSS   [214] 
gi433201      GVILGGLILFGVLGNILVILSVACHRHLHSVTHYYIVNLAVADLLLTSTVLPFSAIFEVLYWAFGRVFCNIWAAVDVLCCTASIMGLCIISIDRYIGVRRGLMALLCVWALSLVISIGPLFICQINEEPGYVLFSALGSFYLPLAIILVMYCRVYVVAKRESREKKAAKTLGIVVGCFVLCWLPFFLVMPIGSFVFWLGYLNSCINPIIYPCSS   [214] 
gi927209      GVILGGLILFGVLGNILVILSVACHRHLHSVTHYYIVNLAVADLLLTSTVLPFSAIFEVLYWAFGRVFCNIWAAVDVLCCTASIMGLCIISIDRYIGVRRGLMALLCVWALSLVISIGPLFICQINEEPGYVLFSALGSFYLPLAIILVMYCRVYVVAKRESREKKAAKTLGIVVGCFVLCWLPFFLVMPIGSFVFWLGYLNSCINPIIYPCSS   [214] 
gi71565156    GVILGGLILFGVLGNILVILSVACHRHLHSVTHYYIVNLAVADLLLTSTVLPFSAIFEVLYWAFGRVFCNIWAAVDVLCCTASIMGLCIISIDRYIGVRRGLMALLCVWALSLVISIGPLFICQINEEPGYVLFSALGSFYLPLAIILVMYCRVYVVAKRESREKKAAKTLGIVVGCFVLCWLPFFLVMPIGSFVFWLGYLNSCINPIIYPCSS   [214] 
gi15451757    GVILGGLILFGVLGNILVILSVACHRHLHSVTHYYIVNLAVADLLLTSTVLPFSAIFEVLYWAFGRVFCNIWAAVDVLCCTASIMGLCIISIDRYIGVRRGLMALLCVWALSLVISIGPLFICQINEEPGYVLFSALGSFYLPLAIILVMYCRVYVVAKRESREKKAAKTLGIVVGCFVLCWLPFFLVMPIGSFVFWLGYLNSCINPIIYPCSS   [214] 
gi639573      ----------------------ACHRHLHSVTHYYIVNLAVADLLLTSTVLPFSAIFEVLYWAFGRVFCNIWAAVDVLCCTASIMGLCIISIDRYIGVRRGLMALLCVWALSLVISIGPLFICQINEEPGYVLFSALGSFYLPLAIILVMYCRVYVVAKRESREKKAAKTLGIVVGCFVLCWLPFFLVMPIGSFVFWLGYLNSCINPIIYPCSS   [192] 
gi40362755    GVILGGLILFGVLGNILVILSVACHRHLHSVTHYYIVNLAVADLLLTSTVLPFSAIFEVLYWAFGRVFCNIWAAVDVLCCTASIMGLCIISIDRYIGVRRGLMALLCVWALSLVISIGPLFICQINEEPGYVLFSALGSFYLPLAIILVMYCRVYVVAKRESREKKAAKTLGIVVGCFVLCWLPFF---LVMPILFWRKGLSVCTRL-------   [204] 
gi40362761    GVILGGLILFGVLGNILVILSVACHRHLHSVTHYYIVNLAVADLLLTSTVLPFSAIFEVLYWAFGRVFCNIWAAVDVLCCTASIMGLCIISIDRYIGVRRGLMALLCVWALSLVISIGPLFICQINEEPGYVLFSALGSFYLPLAIILVMYCRVYVVAKRESREKKAAKTLGIVVGCFVLCWLPFFLVMPIGKS--------------------   [194] 
gi27806213    GVILGGLILFGVLGNILVILSVACHRHLHSVTHYYIVNLAVADLLLTSTVLPFSAIFEILYWAFGRVFCNVWAAVDVLCCTASIMGLCIISIDRYIGVKRGLMALLCVWALSLVISIGPLFICQINEEPGYVLFSALGSFYVPLTIILVMYCRVYVVAKRESREKKAAKTLGIVVGCFVLCWLPFFLVMPIGSFAFWLGYLNSCINPIIYPCSS   [214] 
gi6563386     GVILGGLIIFGVLGNILVILSVACHRHLHSVTHYYIVNLAVADLLLTSTVLPFSAIFEILYWAFGRVFCNIWAAVDVLCCTASIMGLCIISIDRYIGVKRGLMALLCVWALSLVISIGPLFICQINEEPGYVLFSALGSFYVPLTIILVMYCRVYVVAKRESREKKAAKTLGIVVGCFVLCWLPFFLVMPIGSFAFWLGYLNSCINPIIYPCSS   [214] 
gi73993693    GVILGGLIIFGVLGNILVILSVACHRHLHSVTHYYIVNLAVADLLLTSTVLPFSAIFEILYWAFGRVFCNIWAAVDVLCCTASIMGLCIISIDRYIGVKRGLMALLCVWALSLVISIGPLFICQITEEPGYVLFSALGSFYVPLTIILVMYCRVYVVAKRESREKKAAKTLGIVVGCFVLCWLPFFLVMPIDKQ--------------------   [194] 
gi5902693     GVILGGLIIFGVLGNILVILSVACHRHLHSVTHYYIVNLAVADLLLTSTVLPFSAIFEILYWAFGRVFCNIWAAVDVLCCTASIMGLCIISIDRYIGVKRGLMALLCVWALSLVISIGPLFICQITEEPGYVLFSALGSFYVPLTIILVMYCRVYVVAKRESREKKAAKTLGIVVGCFVLCWLPFF---LVMPI--------------------   [191] 
gi73993695    GVILGGLIIFGVLGNILVILSVACHRHLHSVTHYYIVNLAVADLLLTSTVLPFSAIFEILYWAFGRVFCNIWAAVDVLCCTASIMGLCIISIDRYIGVKRGLMALLCVWALSLVISIGPLFICQITEEPGYVLFSALGSFYVPLTIILVMYCRVYVVAKRESREKKAAKTLGIVVGCFVLCWLPFFLVMPIGSFAFWLGYLNSCINPIIYPCSS   [214] 
gi47214321    GVVLLVFVVFGVFGNILVILSVLFHRHWRSVTHYFIANLAAADLLLSSAVLPFSATSEALRWVFGRPFCSVWAALDVLCCTASILSLCVISIDRYLAVRRGLAAVAALWGLSAAISVGPLFVCKITEEPGYALFSALGSFYIPLVIILAMYCRVYSVARRESKEEKAAKTLGIVVGCFILCWLPFFLVLPIGSITFWLGYLNSCINPIIYPCFS   [214] 
gi82570157    GLILGTIIVCGVFGNILVILSVVCHRHLRTVTHYFIVNLAVADLLLSSIVLPFSATFEILYWVFGRPFCNVWAAVDVLCCTASIMSLCVISVDRYIGVRRALLALVGLWALSVTISIGPLFICKITEEPAYAIFSAVGSFYLPLAIILSMYCRVYVVARQESREKKAAKTLGIVVGCFVLCWLPFFLVLPIGSITFWLGYFNSCINPIIYPCSN   [214] 
gi7441613     GMVLGIFILFGVIGNILVILSVVCHRHLQTVTYYFIVNLAVADLLLSSTVLPFSAIFEILRWVFGRVFCNIWAAVDVLCCTASIMSLCVISVDRYIGVRRALLAVMLLWVLSVIISIGPLFVCKITEEPGYAIFSAVGSFYLPLAIILAMYCRVYVVAQKESREKKAAKTLGIVVGCFVLCWLPFFLVLPIGSITFWLGYFNSCINPIIYLCSN   [214] 
gi2494939     GMVLGIFILFGVIGNILVILSVVCHRHLQTVTYYFIVNLAVADLLLSSTVLPFSAIFEILRWVFGRVFCNIWAAVDVLCCTASIMSLCVISVDRYIGVRRALLAVMLLWVLSVIISIGPLFVCKITEEPGYAIFSAVGSFYLPLAIILAMYCRVYVVAQKESREKKAAKTLGIVVGCFVLCWLPFFLVLPIGSITFWLGYFNSCINPIIYLCSN   [214] 
gi68397388    GMVLGAFIVFAIVGNILVILSVVCNRHLRIPTNYFIINLAMADLLLSTTVLPVSATREILYWVFGRIFCDIWAAVDVLCCTASIMSLCVISIDRYIGVKRALLAMLGVWVLAFVISIGPLLVCLITEEPFYALFSSLGSFYIPLAVILAMYCRVYIVAKRTTREKKAAKTLGVVVGMFILCWLPFFLALPIGSFIFWLGYFNSCLNPIIYPCYS   [214] 
gi47212001    GLVLGAFIVFAIAGNILVILSVVCNRHLRTPTNYFIINLAIADLLLSTTVLPVSATLEILYWVFGRIFCDIWAAVDVLCCTASIMSLCVISIDRYIGVKRALLAMLGVWALSVVISIGPLFVCPITEEPFYALFSSLGSFYIPLVVILAMYCRVYIVAKRTTREKKAAKTLGVVVGMFTLCWLPFFLALPIGSFIFWLGYFNSCLNPIIYPCYS   [214] 
gi55250889    GLVLGFFITFAIAGNILVILSVVCNRHLRSPTNYFIVNLAIADLLLGTTVLPVSATLEVVHWVFGRIFCDVWAAVDVLCCTASIMSLCVISIDRYIGVRRALLAMLGVWVLSLVISIGPLLVCAINEEPFYALFSSLGSFYIPLIVILVMYCRVYVVAKRTTREKKAAKTLGVVVGMFTLCWLPFFLTLPIVSFIFWLGYFNSCLNPIIYPCYS   [214] 
gi47221338    --------------QVL-------------------------------------------YWVFGRIFCDIWAAVDVLCCTASIMSLCVISIDRYIGVKRALLAMLGVWILAIVISIGPLLVCLITEEPFYALFSSLGSFYIPLAVILAMYFRVYIVAKRTTREKKAAKTLGVVVGMFILCWLPFFLALPIGSFIFWLGYFNSCLNPIIYPCYS   [157] 
gi8885888     GLVLGAFILFAIVGNILVILSVACNRHLRTPTNYFIVNLAIADLLLSFTVLPFSAALEVLYWVLGRIFCDIWAAVDVLCCTASILSLCAISIDRYIGVRKAILALLSVWVLSTVISIGPLLECGVTEEPFYAFFSSLGSFYIPLAVILVMYCRVYIVAKRTTREKKAAKTLGIVVGMFILCWLPFFITLPLGSLVFWLGYFNSCLNPIIYPCSS   [214] 
gi55558       GLVLGAFILFAIVGNILVILSVACNRHLRTPTNYFIVNLAIADLLLSFTVLPFSATLEVLYWVLGRIFCDIWAAVDVLCCTASILSLCAISIDRYIGVRKAILALLSVWVLSTVISIGPLLECGVTEEPFCALFCSLGSFYIPLAVILVMYCRVYIVAKRTTREKKAAKTLGIVVGMFILCWLPFFIALPLGSLVFWLGYFNSCLNPIIYPCSS   [214] 
gi73954113    GLVLGAFILFAIVGNIVVILSVACNRHLRTPTNYFIVNLAIADLLLSFTVLPFSAALEVLYWVLGRIFCDIWAAVDVLCCTASILSLCAISIDRYIGVRKAILALLGVWVLSTVISIGPLLECGVTEEPFYALFSSLGSFYIPLAVILVMYCRVYIVAKRTTREKKAAKTLGIVVGMFILCWLPFFIALPLGSLVFWLGYFNSCLNPIIYPCSS   [214] 
gi112871      GLVLGAFILFAIVGNILVILSVACNRHLRTPTNYFIVNLAIADLLLSFTVLPFSATLEVLYWVLGRIFCDIWAAVDVLCCTASILSLCAISIDRYIGVRKAILALLSVWVLSTVISIGPLLECGVTEEPFYALFSSLGSFYIPLAVILVMYCRVYIVAKRTTREKKAAKTLGIVVGMFILCWLPFFIALPLGSLVFWLGYFNSCLNPIIYPCSS   [214] 
gi112870      -------------------------------------------------VLPFSAALEVLYWVLGRIFCDIWAAVDVLCCTASILSLCAISIDRYIGVRKAILALLGVWVLSTVISIGPLLECGVTEEPFYALFSSLGSFYIPLAVILVMYCRVYIVAKRTTREKKAAKTLGIVVGMFILCWLPFFIALPLGSLVFWLGYFNSCLNPIIYPCSS   [165] 
gi547221      GLVLGAFILFAIVGNILVILSVACNRHLRTPTNYFIVNLAMADLLLSFTVLPFSAALEVLYWVLGRIFCDIWAAVDVLCCTASILSLCAISIDRYIGVRKAILALLSVWVLSTVISIGPLLECGVTEEPFYALFSSLGSFYIPLAVILVMYCRVYIVAKRTTREKKAAKTLGIVVGMFILCWLPFFIALPLGSLVFWLGYFNSCLNPIIYPCSS   [214] 
gi4501959     GLVLGAFILFAIVGNILVILSVACNRHLRTPTNYFIVNLAMADLLLSFTVLPFSAALEVLYWVLGRIFCDIWAAVDVLCCTASILSLCAISIDRYIGVRKAILALLSVWVLSTVISIGPLLECGVTEEPFYALFSSLGSFYIPLAVILVMYCRVYIVAKRTTREKKAAKTLGIVVGMFILCWLPFFIALPLGSLVFWLGYFNSCLNPIIYPCSS   [214] 
gi1168245     GLVLGAFILFAIVGNILVILSVACNRHLRTPTNYFIVNLAMADLLLSFTVLPFSAALEVLYWVLGRIFCDIWAAVDVLCCTASILSLCAISIDRYIGVRKAILALLSVWVLSTVISIGPLLECGVTEEPFYALFSSLGSFYIPLAVILVMYCRVYIVAKRTTREKKAAKTLGIVVGMFILCWLPFFIALPLGSLVFWLGYFNSCLNPIIYPCSS   [214] 
gi34368416    GLVLGAFILFAIVGNILVILSVACNRHLRTPTNYFIVNLAIADLLLSFTVLPFSAALEVLYWVLGRIFCDIWAAVDVLCCTASILSLCAISIDRYIGVRKAILALLSVWVLSTVISIGPLLECGVTEEPFYALFSSLGSFYIPLAVILVMYCRVYIVAKRTTREKKAAKTLGIVVGMFILCWLPFF---IALPL--------------------   [191] 
gi3023234     VGCLGAFILFAIVGNILVILSVACNRHLRTPTNYFIVNLAIADLLLSFTDLPFSATLEVLYWVLGRIFCDIWAAVDVLCCTASILSLCAISIDRYIGVRKAILALLSVWVLSTVISIGPLLECGVTEEPFYALFSSLGSFYIPLAVILVMYCRVYIVAKRTTREKKAAKTLGIVVGMFILCWLPFFIALPLGSLVFWLGYFNSCLNPIIYPCSS   [214] 
gi202764      GLVLGAFILFAIVGNILVILSVACNRHLRTPTNYFIVNLAIADLLLSFTVLPFSATLEVLYWVLLSFFCDIWAAVDVLCCTASILSLCAISIDRYIGVRKAILALLSVWVLSTVISIGPLLECGVTEEPFYALFSSLGSFYIPLAVILVMYCRVYIVAKRTTREKKAAKTLGIVVGMFILCWLPFFIALPLGSLVFWLGYFNSCLNPIIYPCSS   [214] 
gi202626      GLVLGAFILFAIVGNILVILSVACNRHLRTPTNYFIVNLAIADLLLSFTVLPFSATLEVLYWVLGRIFCDIWAAVDVLCCTASILSLCAISIDRYIGVRKAILALLSVWVLSTVISIGPLLECGVTEEPFYALFSSLGSFYIPLAVILVMYCRVYIVAKRTTREKKAAKTLGIVVGMFILSWLPFFIALPLGSLVFWLGYFNSCLNPIIYPCSS   [214] 
gi543734      GLVLGAFILFAIVGNILVILSVACNRHLRTPTNYFIVNLAIADLLLSFTVLPFSATLEVLYWVLGRIFCDIWAAVDVLCCTASILSLCAISIDRYIGVRKAILALLSVWVLSTVISIGPLLECGVTEEPFYALFSSLGSFYIPLAVILVMYCRVYIVAKRTTREKKAAKTLGIVVGMFILCWLPFFIALPLGSLVFWLGYFNSCLNPIIYPCSS   [214] 
gi47477902    GLVLGAFILFAIVGNILVILSVACNRHLRTPTNYFIVNLAIADLLLSFTVLPFSATLEVLYWVLGRIFCDIWAAVDVLCCTASILSLCAISIDRYIGVRKAILALLSVWVLSTVISIGPLLECGVTEEPFYALFSSLGSFYIPLAVILVMYCRVYIVAKRTTREKKAAKTLGIVVGMFILCWLPFFIALPLGSLVFWLGYFNSCLNPIIYPCSS   [214] 
gi12836418    GLVLGAFILFAIVGNILVILSVACNRHLRTPTNYFIVNLAIADLLLSFTVLPFSATLEVLYWVLGRIFCDIWAAVDVLCCTASILSLCAISIDRYIGVRKAILALLSVWVLSTVISIGPLLECGVTEEPFYALFSSLGSFYIPLAVILVMYCRVYIVAKRTTREKKAAKTLGIVVGMFILCWLPFFIALPLGSLVFWLGYFNSCLNPIIYPCSS   [214] 
gi27371132    GLVLGAFILFAIVGNILVILSVACNRHLRTPTNYFIVNLAIADLLLSFTVLPFSATLEVLYWVLGRIFCDIWAAVDVLCCTASILSLCAISIDRYIGVRKAILALLSVWVLSTVISIGPLLECGVTEEPFYALFSSLGSFYIPLAVILVMYCRVYIVAKRTTREKKAAKTLGIVVGMFILCWLPFFIALPLGSLVFWLGYFNSCLNPIIYPCSS   [214] 
gi76672279    GVFLAAFILTAVAGNVLVILSVACNRHLQTVTNYFIVNLAVADLLLSATVLPFSATMEVLFWAFGRAFCDVWAAVDVLCCTASILSLCTISVDRYVGVRKAAAILALLWAVAVVVSVGPLLFCGITEEAGYAVFSSLCSFYLPMAVIVVMYCRVYVVARSTTREKKAAKTLAIVVGVFVLCWFPFFFVLPLGSLIFWLGYFNSCVNPLIYPCSS   [214] 
gi177807      GVFLAAFILMAVAGNLLVILSVACNRHLQTVTNYFIVNLAVADLLLSATVLPFSATMEVLFWAFGRAFCDVWAAVDVLCCTASILSLCTISVDRYVGVRKAAAILALLWVVALVVSVGPLLFCGITEEAGYAVFSSVCSFYLPMAVIVVMYCRVYVVARSTTREKKAAKTLAIVVGVFVLCWFPFFFVLPLGSLIFWLGYFNSCVNPLIYPCSS   [214] 
gi13324696    GVFLAAFILTAVAGNLLVILSVACNRHLQTVTNYFIVNLAVADLLLSAAVLPFSATMEVLFWAFGRTFCDVWAAVDVLCCTASILSLCTISVDRYVGVRKAAAILALLWAVALVVSVGPLLFCGITEEVGYAIFSSVCSFYLPMAVIVVMYCRVYVVARSTTREKKAAKTLAIVVGVFVLCWFPFFFVLPLGSLIFWLGYFNSCVNPLIYPCSS   [214] 
gi34328059    GVFLAAFILTAVAGNLLVILSVACNRHLQTVTNYFIVNLAVADLLLSAAVLPFSATMEVLFWPFGRTFCDVWAAVDVLCCTASILSLCTISVDRYVGVRKAAAILALLWAVALVVSVGPLLFCGITEEVGYAIFSSVCSFYLPMAVIVVMYCRVYVVARSTTREKKAAKTLAIVVGVFVLCWFPFFFVLPLGSLIFWLGYFNSCVNPLIYPCSS   [214] 
gi202762      GVFLAAFILTAVAGNLLVILSVACNRHLQTVTNYFIVNLAVADLLLSAAVLPFSATMEVLFWAFGRTFCDVWAAVDVLCCTASILSLCTISVDRYVGVRKAAAILALLWAVALVVSVGPLLFCGITEEVGYAIFSSVCSFYLPMAVIVVMYCRVYVVARSTTREKKAAKTLAIVVGVFVLCWFPFFFVLPLGSLIFWLGYFNSCVNPLIYPCSS   [214] 
gi241214      GVFLAAFILTAVAGNLLVILSVACNRHLQTVTNYFIVNLAVADLLLSAAVLPFSATMEVLFWAFGRTFCDVWAAVDVLCCTASILSLCTISVDRYVGVRKAAAILALLWAVALVVSVGPLLFCGITEEVGYAIFSSVCSFYLPMAVIVVMYCRVYVVARSTTREKKAAKTLAIVVGVFVLCWFPFFFVLPLGSIIFWLGYFNSCVNPLIYPCSS   [214] 
gi75074827    GVFLAAFILMAVAGNLLVILSVACNRHLQTVTNYFIVNLAVADLLLSATVLPFSATMEVLFWAFGRAFCDVWAAVDVLCCTASILSLCTISVDRYVGVRKAAAILALLWAVAIVVSVGPLLFCGITEEAGYAVFSSLCSFYLPMAVIVVMYCRVYVVARSTTREKKAAKTLAIVVGVFVLCWFPFFFVLPLGSLIFWLGYFNSCVNPLIYPCSS   [214] 
gi3182885     GVFLAAFILTAVAGNLLVILSVACNRHLQTVTNYFIVNLAVADLLLSATVLPFSATMEVLFWAFGRAFCDVWAAVDVLCCTASILSLCTISVDRYVGVRKAAAILALLWAVALVVSMGPLLFCGITEEVGYAVFSSLCSFYLPMAVIVVMYCRVYVVARSTTREKKAAKTLAIVVGVFVLCWFPFFFVLPLGSLIFWLGYFNSCVNPLIYPCSS   [214] 
gi73991866    GVFLAAFILTAVAGNLLVILSVACNRHLQTVTNYFIVNLAVADLLLSATVLPFSATMEVLFWAFGRAFCDVWAAVDVLCCTASILSLCTISVDRYVGVRKAAAILALLWAVALVVSVGPLLFCGITEEAGYAVFSSVCSFYLPMAVIVVMYCRVYVVARSTTREKKAAKTLAIVVGVFVLCWFPFFFVLPLGE---------------------   [193] 
gi55664136    GVFLAAFILMAVAGNLLVILSVACNRHLQTVTNYFIVNLAVADLLLSATVLPFSATMEVLFWAFGRAFCDVWAAVDVLCCTASILSLCTISVDRYVGVRKAAAILALLWVVALVVSVGPLLFCGITEEAGYAVFSSVCSFYLPMAVIVVMYCRVYVVARSTTREKKAAKTLAIVVGVFVLCWFPFFFVLPLGSLIFWLGYFNSCVNPLIYPCSS   [214] 
gi7690135     GVFLAAFILMAVAGNLLVILSVACNRHLQTVTNYFIVNLAVADLLLSATVLPFSATMEVLFWAFGRAFCDVWAAVDVLCCTASILSLCTISVDRYVGVRKAAAILALLWVVALVVSVGPLLFCGITEEAGYAVFSSVCSFYLPMAVIVVMYCRVYVVARSTTREKKAAKTLAIVVGVFVLCWFPFFFVLPLGSLIFWLGYFNSCVNPLIYPCSS   [214] 
gi50747427    GVFLAVFILSAIVGNILVILSVACNRHLQTVTNYFIVNLAIADLLLSTTVLPFSATLDALFWVFGRIFCNIWAAVDVLCCSASIMSLCIISVDRYIGVRKAGVILVVVWLSSMVISIGPLLICSITEEPGYALFSSLFSFYLPLMVILVMYFRIYVVARRTTREKKAAKTLAIVVGVFILCWFPFFFVLPFGLRIFWLGYFNSCVNPIIYPCSS   [214] 
gi74272307    GVFLSVFILVAIVGNILVILSVLCNRHLQTVTNFFIVNLAIADLLLSIIVLPFSASLEVLCWVFGRVFCNIWAAVDVLCCTASILSLCIISIDRYIGVKKAAVILVLVWVSSMVIPIGPLLVCSITEEPGYALFSSLFSFYLPLMVILVMYFRVYVVARRTTREKKAAKTLAIVVGMFILCWLPFFFVLPLGSFIFWLGYFNSCINPVIYPCSS   [214] 
gi47206009    GIALSIFILVAIVGNVLVILSVMCNKHLQTVTNFFIVNLAMADLLLSVIVLPFSASLEVLCWVFGRVFCNIWAAVDVLCCTASILSLCIISVDRYIGVRKAVGILVLVWVSSTVISVGPLLVCRITEEPGYALFSSLFSFYLPLMVILIMYFRVYVVARRTTREKKAAKTLAIVVGMFILCWLPFF--------FL----------P-----FG   [191] 
gi28630991    AAVLLLLILACVIGNLLVIVAIACERDLRRPQYYLIFSLAVADLIVGLIVTPLGAWSTVAAWPFGVTLCDIWISVDVIVCTASILHLVAIALDRYWSVKRIMIMLTVIWMTSLLISLAPFAVCLISQQISYQVFSTATAFYIPLIAIIVIYWKILRAAKKRFRERKAWRTLAIITGTFVACWTPFFLVSLYRPITAWLGYLNSALNPIIYTVFS   [214] 
gi15617878    ASVLLVLILSCFIGNLFVILAIIMERDLRRPQYYLIFSLAVADLLVGMIVTPLGAWFTVTTWNLGVVVCDFWISVDVLVCTASILHLVAIALDRYWSIKRITLMLAVIWFTSLLISLAPFAVCLISQQISYQVFSTATAFYIPLIAIICVYWKIMRAAKKRFRERKAWRTLAIITGTFVACWTPFFLVSIYRPITLWLGYLNSALNPIIYTVFS   [214] 
gi39586015    ASVLLLLILSCFIGNLFVILAIIMERDLRRPQYYLIFSLAVADLIVGMIVTPLGAWFTVTSWNLGVVVCDFWISVDVLVCTASILHLVAIALDRYWSIKRITCMLAIIWFVSLLISLAPFAVCLISQQISYQVFSTATAFYIPLIAIVVIYWKIMRAAKKRFRERKAWRTLAIITGTFVACWTPFFLVSIYRPITLWLGYLNSALNPVIYTVFS   [214] 
gi37221611    SLLLCLVIVATVIGNIFVIAAIIWERNLRTVSNYLVLSLAVADLMVACLVMPLGAVYEVTEWRMPPELCDVWTCCDVLCCTASILHLLAIAVDRYWAVRKVGIMIFLVWSVAFVVSIAPIFKCLVSQDAAYQVFATCSSFYVPLIMILLLYWRIFKVARQRIRERKAAKTVAIITGVFVMCWLPFFVMALVMPLFLWLGYANSMINPIIYTIFS   [214] 
gi55236988    --------------------------------------------------MPLGAVYEVSEWRLGADLCDMWTSSDVLCCTASILHLVAIALDRYWAVRRIGYMIIIIWTLSVLVSIAPLLQCIVSQDVGYQIFATASSFYVPLLVILFLYWRIFLAARKRIRERKAAKTLAIITGAFVCCWLPFFIIAILLPTCLWLGYFNSTLNPIIYTIFS   [164] 
gi55247454    SVILGIMILTTVIGNVFVIAAILLERNLQQVANFLIVSLAVADLMVACLVMPLGAVYAISDWILGPELCDMWTSSDVLCCTASILHLVAIALDRYWAVTRIGTMILLVWLTAVVVSIAPLFKCLVSQDVGYQIFATMATFYVPLTAILILYWKIFQAARKRIREKKAAKTLAIITGAFVVCWLPFFVTALLMSIFLWLGYFNSTLNPIIYTIFS   [214] 
gi42539178    SVILGIMIPTTVIGNVFVIAAILLERNLQQVANFLIVSLAVADLMVACLVMPLGAVYEISEWILGPELCDMWTSSDVLCCTASILHLVAIALDRYWAVTRIGVMIL-VWLTAVVVSIAPLFKCLVSQDLAYQVFATMATFYVPLTAILILYWKIFQAARKRIREKKAAKTLAIITGAFVICWLPFFVTALLMPIFLWLGYFNSTLNPIIYTIFS   [214] 
gi1197194     AVVLGLLILATVVGNVFVIAAILLERHLRSAANNLILSLAVADLLVACLVMPLGAVYEVVRWTLGPELCDMWTSGDVLCCTASILHLVAIALDRYWAVKRVGMMIACVWTVSFFVCIAQLLRCVVSQDVGYQIFATASSFYVPVLIILILYWRIYQTARKRIRERKAAKTLAIITGAFVACWLPFFVLAILVPT--WLGYFNSTLNPVIYTVFS   [212] 
gi66522425    TLVLGLLILVTVVGNLFVIAAILLERNLQSVANYLIVSLAVADLMVACLVMPLGAVYEINEWSLGPELCDMWTSSDVLCCTASILHLVAIAVDRYWAVRRIGMLIVAVWVVSLGISLAPQLTCLVSQDPAYQIFATCATFYLPLLVILFLYWRIFQAARKRIREKKAAKTLAIITGAFVACWLPFFVVALLRATFLWLGYFNSTLNPVIYTVFS   [214] 
gi56044548    SVVLALIILATIVGNVFVIAAIIIERNLQNVANYLVASLAVADLMVACLVMPLGAVYEVSGWILGPELCDMWTSSDVLCSSASILHLVAIATDRYWAVKRIFTMIFLVWGAALVVSLAPQLKCLVSQDLAYQIFATCSTFYVPLAVILILYWKIFQTARRRIRERKAAKTLAIITGAFVFCWLPFFIMALVMPIFLWLGYFNSTLNPVIYTIFS   [214] 
gi2494933     SVVLALIILATIVGNVFVIAAIIIERNLQNVANYLVASLAVADLMVACLVMPLGAVYEVSGWILGPELCDMWTSSDVLCSSASILHLVAIATDRYWAVKRIFTMIVLVWGAALVVSLAPQLKCLVSQDLAYQIFATMSTFYVPLAVILILYWKIFQTARRRIRERKAAKTLAIITGAFVFCWLPFFIMALVMPIFLWLGYFNSTLNPVIYTIFS   [214] 
gi55245715    SLVLGLMILVTVIGNVFVIAAIILERNLQNVANYLVASLAVADLFVACLVMPLGAVYEISGWILGPELCDIWTSCDVLCCTASILHLVAIATDRYWAVRRVFTMIFLVWFASVIVSLAPQFKCMVSQNIAYQVFATCCTFYVPLFVILVLYWKIYQTARRRIRERKAAKTLAIITGAFVVCWLPFFLTALLLPLFLWLGYFNSTLNPVIYTIFS   [214] 



gi54635860    AVVLGLMILVTIIGNVFVIAAIILERNLQNVANYLVASLAVADLFVACLVMPLGAVYEISGWILGPELCDIWTACDVLCCTASILHLVAIAADRYWTVRRVFMMIFCVWFAALIVSLAPQFHCMVSQDVAYQIFATCCTFYVPLLVILFLYWKIYIIARKRIRERKAAQTLAIITGAFVICWLPFFVMALTMSLFLWLGYFNSTLNPVIYTVFN   [214] 
gi45648275    ------I------------------------SN----------------------------WILGP-LCDIWTSCDVLCCTASILHLVAIAADRYWTVRRVFLMIFCVWFAALIVSLAPQFHCMVSQDVGYQIFATCCTFYVPLLVILFLYWKIYIIARKRIRAQKS----------------------------------NVTLTE-----TD   [117] 
gi45648283    ------I------------------------SN----------------------------WILGPELCDIWTSCDVLCCTASILHLVAIAADRYWTVRRVFLMIFCVWFAALIVSLAPQFHCMVSQDVGYQIFATCCTFYVPLLVILFLYWKIYIIARKRIRAQKS----------------------------------NVTLTE-----TD   [117] 
gi45648307    ------I------------------------SN----------------------------WILGPELCDIWTSCDVLCCTASILHLVAIAADRYWTVRRVFLMIFCVWFAALIVSLAPQFHCMVSQDVGYQIFATCCTFYVPLLVILFLYW-IYIIARKRIRAQKS----------------------------------NVTLTE-----TD   [117] 
gi45648309    ------I------------------------SN----------------------------WILGPELCDIWTSCDVLCCTASILHLVAIAADRYWTVRRVFLMIFCVWFAALIVSLAPQFHCMVSQDVGYQIFATCCT-YVPLLVILFLYWKIYIIARKRIRAQKS----------------------------------NVTLTE-----TD   [117] 
gi71911689    AVVLGLMILVTIIGNVFVIAAIILERNLQNVANYLVASLAVADLFVACLVMPLGAVYEISGWILGPELCDIWTSCDVLCCTASILHLVAIAADRYWTVRRVFLMIFCVWFAALIVSLAPQFHCMVSQDVGYQIFATCCTFYVPLLVILFLYWKIYIIARKRIRERKAAQTLAIITGAFVICWLPFFVMALTMSLFLWLGYFNSTLNPVIYTIFN   [214] 
gi62512164    AVVLGLMILVTIIGNVFVIAAIILERNLQNVANYLVASLAVADLFVACLVMPLGAVYEISGWILGPELCDIWTSCDVLCCTASILHLVAIAADRYWTVRRVFLMIFCVWFAALIVSLAPQFHCMVSQDVGYQIFATCCTFYVPLLVILFLYWKIYIIARKRIRERKAAQTLAIITGAFVICWLPFFVMALTMSLFLWLGYFNSTLNPVIYTIFN   [214] 
gi7507        AVVLGLMILVTIIGNVFVIAAIILERNLQNVANYLVASLAVADLFVACLVMPLGAVYEISGWILGPELCDIWTSCDVLCCTASILHLVAIAADRYWTVRRVFLMIFCVWFAALIVSLAPQFHCMVSQDVGYQIFATCCTFYVPLLVILFLYWKIYIIARKRIRERKAAQTLAIITGAFVICWLPFFVMALTMSLFLWLGYFNSTLNPVIYTIFN   [214] 
gi45648205    -------------------------------------------------------------WILGPELCDIWTSCDVLCCTASILHLVAIAADRYWTVRRVFLMIFCVWFAALIVSLAPQFHCMVSQDVGYQIFATCCTFYVPLLVILFLYWKIYIIARKRIRAQKS-----------------FN----------------------------   [108] 
gi45648299    ---------------------------------------------------------------LGPELCDIWTSCDVLCCTASILHLVAIAADRYWTVRRVFLMIFCVWFAALIVSLAPQFHCMVSQDVGYQIFATCCTFYVPLLVILFLYWKIYIIARKRIRAQKS-----------------FN----------------------------   [106] 
gi45648339    -------------------------------SN----------------------------WILGPELCDIWTSCDVLCCTASILHLVAIAADRYWTVRRVFLMIFCVWFAALIVSLAPQFHCMVSQDVGYQIFATCCTFYVPLLVILFLYWKIYIIARKRIRAQKS-----------------FN----------------------------   [110] 
gi54635863    SVLLGLMILVTIIGNVFVIAAIILERNLQNVANYLVASLAVADLFVACLVMPLGAVYEISGWILGPELCDIWTSCDVLCCTASILHLVAIAVDRYWAVNRVFMMIFCVWTASVIVSLAPQFKCMVSQDVSYQVFATCCTFYVPLLVILALYWKIYQTARKRIRERKAAKTLAIITGAFVVCWLPFFVMALTMPLFLWLGYFNSTLNPVIYTIFS   [214] 
gi7505        SVLLGLMILVTIIGNVFVIAAIILERNLQNVANYLVASLAVADLFVACLVMPLGAVYEISGWILGPELCDIWTSCDVLCCTASILHLVAIAVDRYWAVNRVFMMIFCVWTAAVIVSLAPQFKCMVSQDVSYQVFATCCTFYVPLMVILALYWKIYQTARKRIRERKAAKTLAIITGAFVVCWLPFFVMALTMPLFLWLGYFNSTLNPVIYTIFS   [214] 
gi68051243    SVLLGLMILVTIIGNVFVIAAIILERNLQNVANYLVASLAVADLFVACLVMPLGAVYEISGWILGPELCDIWTSCDVLCCTASILHLVAIAVDRYWAVNRVFMMIFCVWTAAVIVSLAPQFKCMVSQDVSYQVFATCCTFYVPLLVILALYWKIYQTARKRIRERKAAKTLAIITGAFVVCWLPFFVMALTMPLFLWLGYFNSTLNPVIYTIFS   [214] 
gi21626962    SVLLGLMILVTIIGNVFVIAAIILERNLQNVANYLVASLAVADLFVACLVMPLGAVYEISGWILGPELCDIWTSCDVLCCTASILHLVAIAVDRYWAVNRVFMMIFCVWTAAVIVSLAPQFKCMVSQDVSYQVFATCCTFYVPLLVILALYWKIYQTARKRIRERKAAKTLAIITGAFVVCWLPFFVMALTMPLFLWLGYFNSTLNPVIYTIFS   [214] 
gi62512163    SVLLGLMILVTIIGNVFVIAAIILERNLQNVANYLVASLAVADLFVACLVMPLGAVYEISGWILGPELCDIWTSCDVLCCTASILHLVAIAVDRYWAVNRVFMMIFCVWTAAVIVSLAPQFKCMVSQDVSYQVFATCCTFYVPLLVILALYWKIYQTARKRIRERKAAKTLAIITGAFVVCWLPFFVMALTMPLFLWLGYFNSTLNPVIYTIFS   [214] 
gi72168602    SIGLGIIIIGTIFGNALTLTAISRHRPLQTPQNHLIASLAVADLMVAILVMPLSLTKEIVVWIFGPILCDVWISLDVLLCTASILSLCMISLDRFWAIRTMVILIALAWFLSSIIATSPFFTCQISQNIAYTIFSTFGAYFIPMTIMMIVYARIYCEARKRIREHRATKTLGIVTGAFLMCWLPFFLHALIVPLFLWLGYFNSMLNPIIYTKFN   [214] 
gi68367386    GLMLSSITAVTVMGNTLVVIAVCVVKKLRQPSNYLLVSLAIADLSVAVAVMPFAIVTDLTVWLFGEVFCNIFIGMDVMCCTASIMTLCVISVDRYLGIQLMAKMIVGVWLVSASITLPPFCVCLISQDVGYTLYSTAVAFYIPMVVMLFMYYKIFKAARRSGREQKAATTLGVIMGVFSFCWLPFFLFTTARPFLLWLGYTNSLMNPFIYAFFN   [214] 
gi47227683    GVMLAIITAVTVMGNTLVVIAVSVVKKLRQPSNYLLVSLAVADLSVAIVVMPFVIVTDLTKWLFGEVFCNIFIGMDVMCCTASIMTLCVISVDRYLGIQLMAKMILGVWLVSASITLPPFCVCLISQDFGYTIYSTAVAFYIPMLVMLVMYYKIFRAARKSGREQKAATTLGVIVGVFGFCWLPFFILTTARPFLLWLGYANSLMNPFIYAFFN   [214] 
gi2494929     GVVLSIITLFTIAGNALVIISVCIVKKLRQPSNYLVVSLAAADLSVAVAVMPFVIITDLVEWLFGKVFCNVFIAMDVMCCTASIMTLCVISVDRYLGIKLMAKMVFIVWLLSASITLPPLFVCLISQDFGYTVYSTAVAFYIPMTVMLVMYQRIFVAAKISAREQKAARTLGIIVGAFTFCWLPFFLLSTARPFLLWLGYTNSLINPLIYAFFN   [214] 
gi68369916    GGVLTMLTFLTVCGNLLVVISVCFVKKLKQPSNYLIVSLAVADLSVAVVVMPFVSITDLIQWIFGRVFCNVFIAMDVMCCTASIMTLCVISIDRYLGIKCMAKIVLSVWLLSASITLPPLFVCLISQDLGYTIYSTAVAFYIPMSVMLIMYYRIYRVAKDSAREQKAAATLGIVVGAFAVCWMPFFLLSTARPFLLWL----------------   [198] 
gi68387240    GGVLTMLTLITICGNMLVVISVCFVKKLRQPSNYLIVSLALADLSVALAVMPFVSITDLIRWIFGKFFCNVFIAMDVMCCTASIMTLCVISIDRYLGIWCMAKMVLSVWLLSASITLPPLFVCLISQDFGYTIYSTAVAFYIPMTVMLVMYYRIFRAAKLSAREQKAAATLGIVVGAFTICWLPFFLLSTARPFLLWLGYANSLINPFIYAFFN   [214] 
gi47222385    GGVLTMLTLSTICGNLLVVISVCFVKKLRQPSNYLIVSLAVADLSVALAVMPFVSITDLIQWVFGQFFCNVFIAMDVMCCTASIMTLCVISIDRYLGICCMAKMILSVWLLSASITLPPLFVCLISQDFGYTVYSTAVAFYIPMSVMLIMYYRIYRAAKLSAREQKAAATLGIVVGAFTFCWLPFFLVSTARPFLLWLGYANSLINPFIYAFFN   [214] 
gi8575567     -----------------------------------------------------------------------FIAMDVMCCTASIMTLCIISVDRYLGIKLMAKMVFIVWLLSASITLPPLFVCLISQDFGYTVYSTGVAFYIPMAVMLVMYSRIYKAAKVSAREQKAARTLGIIVGAFTF----------------------------------   [109] 
gi50747453    GAVLSIIILMTIAGNGLVIISVCIVKKLRQPSNYLVVSLAAADLSVAFAVMPFVTITDLVEWLFGKVFCNVFIAMDVMCCTASIMTLCIISVDRYLGIKLMAKMVFIVWLLSASITLPPLFVCLISQDFGYTVYSTGVAFYIPMAVMLVMYSRIYKAAKVSAREQKAARTLGIIVGAFTFCWFPFFLMSTARPFLLWLGYTNSLINPLIYAFFN   [214] 
gi50749504    --------------MARCPPRSRPGSKLRQPSNYLIVSLALADLSVALAVMPFVSVTDLIEWIFGRLFCNVFIAMDVMCCTASIMTLCVISIDRYLGIKCMAKMILCVWLLSASITIPPLFVCLISQDFGYTIYSTAVAFYIPMSVMLFMYYQIYKAAKRSAREQKAATTLGIIVGAFTVCWLPFFLLSTARPFFLWLGYANSLINPFIYAFFN   [200] 
gi63175448    GSILTLITLLTIAGNCLVVVSVCFVKKLRQPSNYLIVSLALADLSVAVAVMPFVSVTDLIKWIFGHFFCNVFIAMDVMCCTASIMTLCVISIDRYLGIRCMAKMILSVWLLSASITLPPLFVCLISQDFGYTIYSTAVAFYIPMSVMLFMYYQIYKAARKSAREQKAATTLGIIVGAFTVCWLPFFLLSTARPFCLWLGYANSLINPFIYAFFN   [214] 
gi395368      GSILTLITLLTIAGNCLVVISVCFVKKLRQPSNYLIVSLALADLSVAVAVMPFVSVTDLIKWIFGHFFCNVFIAMDVMYCTASIMTLCVISIDRYLGIKCMAKMILSVWLLSASITLPPLFVCLINQDFGYTIYSTAVAFYIPMSVMLFMYYQIYKAARKSAREQKAATTLGIIVGAFTVCWLPFFPLSTARPFCLWLGYANSLINPFIYAFFN   [214] 
gi6680329     GSILTLITLLTIAGNCLVVISVCFVKNVRQPSNYLIVSLALADLSVAVAVMPFVSVTDLIKWIFGHFFCNVFIAMDVMCCTASIMTLCVISIDRYLGIKCMAKMILSVWPLSASITLPPLFVCLISQDFGYTIYSTAVAFYIPMSVMLFMYYQIYKAARKSAREQKAATTLGIIVGAFTVCWLPFFLLSTARPFCLWLGYANSLINPFIYSFFN   [214] 
gi402163      GSILTLITLLTIAGNCLVVISVSFVKKLRQPSNYLIVSLALADLSVAVAVMPFVSVTDLIKWIFGHFFCNVFIAMDVMCCTASIMTLCVISIDRYLGIKCMAKMILSVWLLSASITLPPLFVCLISQDFGYTIYSTAVAFYIPMSVMLFMYYQIYKAARKSAREQKAATTLGIIVGAFTVCWLPFFLLSTARPFCLWLGYANSLINPFIYAFFN   [214] 
gi74209615    GSILTLITLLTIAGNCLVVISVCFVKKLRQPSNYLIVSLALADLSVAVAVMPFVSVTDLIKWIFGHFFCNVFIAMDVMCCTASIMTLCVISIDRYLGIKCMAKMILSVWLLSASITLPPLFVCLISQDFGYTIYSTAVAFYIPMSVMLFMYYQIYKAARKSAREQKAATTLGIIVGAFTVCWLPFFLLSTARPFCLWLGYANSLINPFIYAFFN   [214] 
gi1857149     GSILTLITLLTIAGNCLVVISVCFVKKLRQPSNYLIVSLALADLSVAVAVMPFVSVTDLIKWIFGHFFCNVFIAMDVMCCTASIMTLCVISIDRYLGIKCMAKMILSVWLLSASITLPPLFVCLISQDFGYTIYSTAVAFYIPMSVMLFMYYQIYKAARKSAREQKAATTLGIIVGAFTVCWLPFFLLSTARPFCLWLGYANSLINPFIYAFFN   [214] 
gi461440      GSILTLITLLTIAGNCLVVISVCFVKKLRQPSNYLIVSLALADLSVAVAVMPFVSVTDLIKWIFGHFFCNVFIAMDVMCCTASIMTLCVISIDRYLGIKCMAKMILSVWLLSASITLPPLFVCLISQDFGYTIYSTAVAFYIPMSVMLFMYYQIYKAARKSAREQKAATTLGIIVGAFTVCWLPFFLLSTARPFCLWLGYANSLINPFIYAFFN   [214] 
gi1857147     GSILTLITLLTIAGNCLVVISVCFVKKLRQPSNYLIVSLALADLSVAVAVMPFVSVTDLIKWIFGHFFCNVFIAMDVMCCTASIMTLCVISIDRYLGIKCMAKMILSVWLLSASITLPPLFVCLISQDFGYTIYSTAVAFYIPMSVMLFMYYQIYKAARKSAREQKAATTLGIIVGAFTVCWLPFFLLSTARPFCLWLGYANSLINPFIYAFFN   [214] 
gi55664480    GSILTLITLLTIAGNCLVVISVCFVKKLRQPSNYLIVSLALADLSVAVAVMPFVSVTDLIKWIFGHFFCNVFIAMDVMCCTASIMTLCVISIDRYLGIKCMAKMILSVWLLSASITLPPLFVCLISQDFGYTIYSTAVAFYIPMSVMLFMYYQIYKAARKSAREQKAATTLGIIVGAFTVCWLPFFLLSTARPFFLWLGYANSLINPFIYAFFN   [214] 
gi4504547     GSILTLITLLTIAGNCLVVISVCFVKKLRQPSNYLIVSLALADLSVAVAVMPFVSVTDLIKWIFGHFFCNVFIAMDVMCCTASIMTLCVISIDRYLGIKCMAKMILSVWLLSASITLPPLFVCLISQDFGYTIYSTAVAFYIPMSVMLFMYYQIYKAARKSAREQKAATTLGIIVGAFTVCWLPFFLLSTARPFFLWLGYANSLINPFIYAFFN   [214] 
gi55634399    GSILTLITLLTIAGNCLVVISVCFVKKLRQPSNYLIVSLALADLSVAVAVMPFVSVTDLIKWIFGHFFCNVFIAMDVMCCTASIMTLCVISIDRYLGIKCMAKMILSVWLLSASITLPPLFVCLISQDFGYTIYSTAVAFYIPMSVMLFMYYQIYKAARKSAREQKAATTLGIIVGAFTVCWLPFFLLSTARPFFLWLGYANSLINPFIYAFFN   [214] 
gi10880129    GSILTLITLLTIAGNCLVVISVCFVKKLRQPSNYLIVSLALADLSVAVAVMPFVSVTDLIKWIFGHFFCNVFIAMDVMCCTASIMTLCVISIDRYLGIKCMAKMILSVWLLSASITLPPLFVCLISQDFGYTIYSTAVAFYIPMSVMLFMYYQIYKAARKSAREQKAATTLGIIVGAFTVCWLPFFLLSTARPFFLWLGYANSLINPFIYAFFN   [214] 
gi10880131    GSILTLITLLTIAGNCLVVISVCFVKKLRQPSNYLIVSLALADLSVAVAVMPFVSVTDLIKWIFGHFFCNVFIAMDVMCCTASIMTLCVISIDRYLGIKCMAKMILSVWLLSASITLPPLFVCLISQDFGYTIYSTAVAFYIPMSVMLFMYYQIYKAARKSAREQKAATTLGIIVGAFTVCWLPFFLLSTARPFFLWLGYANSLINPFIYAFFN   [214] 
gi51869675    GSVLTLITLLTIAGNCLVVISVCFVKKLRQPSNYLIVSLALADLSVAVAVMPFVSVTDLIKWIFGHFFCNVFIAMDVMCCTASIMTLCVISIDRYLGIKCMAKMILSVWLLSASITLPPLFVCLISQDFGYTIYSTAVAFYIPMSVMLFMYYQIYKAARKSAREQKAATTLGIIVGAFTVCWLPFFLLSTARPFFLWLGYANSLINPFIYAFFN   [214] 
gi51869673    GSVLTLITLLTIAGNCLVVISVCFVKKLRQPSNYLIVSLALADLSVAVAVMPFVSVTDLIKWIFGHFFCNVFIAMDVMCCTASIMTLCVISIDRYLGIKCMAKMILSVWLLSASITLPPLFVCLISQDFGYTIYSTAVAFYIPMSVMLFMYYQIYKAARKSAREQKAATTLGIIVGAFTVCWLPFFLLSTARPFFLWLGYANSLINPFIYAFFN   [214] 
gi19071247    GSILTLITLLTIAGNCLVVISVCFVKKLRQPSNYLIVSLALADLSVAVAVMPFVSVTDLIKWIFGHFFCNVFIAMDVMCCTASIMTLCVISIDRYLGIKCMAKMILSVWLLSASITLPPLFVCLISQDFGYTIYSTAVAFYIPMSVMLFMYYQIYKAARKSAREQKAATTLGIIVGAFTVCWLPFFLLSTARPFFLWLGYANSLINPFIYAFFN   [214] 
gi76668861    ----------------------YKTKAQS--TKEYIDKLDFIKMK-----------------------CSLNDTVKQRKREPQT--------GRYLGIKCMAKMILSVWLLSASITLPPLFVCLISQDFGYTIYSTAVAFYIPMSVMLFMYYQIYKAARKSAREQKAATTLGIIVGAFTMCWLPFFLLSTARPFCLWLGYANSLINPFIYAFFN   [159] 
gi73998177    GSVLTLITLLTIAGNCLVVISVCFVKKLRQPSNYLIVSLALADLSVAVAVMPFVSVTDLIKWIFGHFFCNVFIAMDVMCCTASIMTLCVISIDRYLGIKCMAKMILSVWLLSASITLPPLFVCLISQDFGYTIYSTAVAFYIPMSVMLFMYYQIYKAARKSAREQKAATTLGIIVGAFTVCWLPFFLLSTARPFFLWLGYANSLINPFIYAFFN   [214] 
gi46452248    ------------------------------------------------------------------FFCNVFITMDVMCCTASIMTLCVISIDRYLGIRCMAKMILAVWLLSASITLPPLFVCLISQDLGYTIYSTAVAFYIPMSVMLFMYYQIYKAARKSA----------------------------------------------------   [96] 
gi984247      ------------------------------------------------------------------------------------------------------------------TAVA---------------------FYIPMSVMLFMYYQIYKAARKSAREQKAATTLGIIVGGFTV----------------------------------   [45] 
gi1703011     GSILTLITLLTIAGNCLVVISVCFVKKLRQPSNYLIVSLALADLSVAVAVIPFVSVTDLIKWIFGHFFCNVFIAMDVMCCTASIMTLCVISIDRYLGIKCMPKMILSVWLLSASITLPPLFVCLISQDFGYTIYSTAVAFYIPMSVMLFMYYRIYKAARKSAREQKAATTLGIIVGAFTVCWLPFFLLSTARPFCLWLGYANSLINPFIYAFFN   [214] 
gi76676762    GSILTLITLLTIAGNCLVVISVCFVKKLRQPSNYLIVSLALADLSVAVAVMPFVSVTDLIKWIFGHFFCNVFIAMDVMCCTASIMTLCVISIDR------------------------------------------------------------------------------------------------------------------------   [94] 
gi8515807     -----------LIG----------------------------------------------QWIFGHFFCNVFIAMDVMCCTASIMTLCVISIDRYLGIKCMAKMILSVWLLSASITLPPLFVCLISQDFGYTIYSTAVAFYIPMSVMLFMYYRIYKAARKSVAKHK----------------FPGF----------------------------   [113] 
gi84579545    SIILGLMILATIIGNVFVIAATILEKNLHNVANYLILSLAVADLMVATLVMPISVVNEISVWFLRPEICDMWISFDVLCCTASILHLVAISVDRYWAVKQILSMIALSWMVGMCISIPPLFTCLISQDIGYTVFSTFGAFYVPTLIMMIIYAKIFQVARRRIRERKAARTLGIITGAFIICWLPFFIIALTAPLVLWLGYANSLLNPILYTIFS   [214] 
gi30983816    ------------------------------------------------------------------------------------LHLVAIAMDRYWAVAKISIMIAIVWAVAMTISIPPLFVCVISQDHGYTIFSTVCAFYLPMLVMIIIYIRIYQVARARIRERKAARTLAIITGAFIMCWLPFFIVALVNPF--------------------   [110] 
gi30983814    ------------------------------------------------------------------------------------LHLVAIAMDRYWAVAKISIMIAIVWTVAMTISIPPLFVCVISQDHGYTIFSTVCAFYLPMLVMIIIYIRIYQVARARIRERKAARTLAIITGAFIMCWLPFFIVALVNPF--------------------   [110] 
gi21309892    SIILGLFVLCCIIGNCFVIAAVILERSLHNVANYLILSLAVADLMVAVLVMPLSVVSEISVWFLHQEVCDMWISVDVLCCTASILHLVAIAMDRYWAVRCILLMITVVWIVALFICIPPIFKCIISQDKGYTIFSTVGAFYLPMAVMMVIYTRIYQVARSRIRERKAARTLAIITGAFLICWLPFFIIALIGPFVLWLGYFNSLLNPIIYTIFS   [214] 
gi2494934     SVILGLFVLCCIIGNCFVIAAVMLERSLHNVANYLILSLAVADLMVAVLVMPLSVVSEISVWFLHSEVCDMWISVDVLCCTASILHLVAIAMDRYWAVRRILLMIMVVWIVALFISIPPLFTCIISQDKGYTIFSTVGAFYLPMLVMMIIYIRIWLVARSRIRERKAARTLAIITGAFLICWLPFFIIALIGPFVLWLGYFNSLLNPIIYTIFS   [214] 
gi37622423    SVILGLFVLCCIIGNCFVIAAVILERSLHNVANYLILSLAVADLMVAVLVMPLSVVSEISVWFLHSEVCDMWISVDVLCCTASILHLVAIAMDRYWAVRRILLMIMVVWIVALFISIPPLFQCIISQDKGYTIFSTVGAFYLPMLVMMIIYIRIWLVARSRIRERKAARTLAIITGAFLVCWLPFFIIALIGPFVLWLGYFNSLLNPIIYTIFS   [214] 
gi35187403    AIIFSIIILGTVVGNSLVCISVAIVKRLRSPSNLLIVSLAVADLFVGMLVMPLASVYELNAWVLGPIVCDMWTTTDVLLCTSSILNLCAISVDRYFVIRRMGLMILIVWSLSAVVSIPPVFKCQISEDIGYQIYATLCAFYLPLSVMILIYFKIWRVSSKIAKDTKATKTLGIIMGCFTLCWLPFFILVLVNTLFLWLGYVNSFLNPIIYARFN   [214] 
gi1542954     SLFLGRSFSAGIFGNACVIAAIALERSLQNVANYLIGSLAVTDLMVSVLVLPMAAQNQVLKWTLGQVTCDIFISLDVLCCTSSILHLCAIALDRYWAIRRAAVLISITWIVGFSISIPPMLACRISEDPGYTIYSTFGAFYIPLILMLVLYGKIFKAARFRIRERKTVKTLGIIMGTFILCWLPFFIVALVLPFITWLGYSNSLLNPIIYAYFN   [214] 
gi32478146    SFLLGALILCAIFGNACVVAAIALERSLQNVANYLIGSLAVTDLMVSVLVLPMAALYQVLRWTLGQIPCDIFISLDVLCCTSSILHLCAIALDRYWAIRRAAVLISVTWLVGFSISVPPMLQCKIRQDPWYTIYSTFGAFYIPLTLMLVLYGRIFKAARFRIRERKTVKTLGIIMGTFILCWLPFFIVALVMPFINWLGYSNSLLNPIIYAYFN   [214] 
gi47207133    SFLLGALILCSIFGNACVVAAIALERSLQNVANYLIGSLAVTDLMVSVLVLPMAALYQVLRWTLGQVPCDIFISLDMLCCTSSILHLCVIALDRYWAIRRAAVLISVTWLVGFSISIPPMLQCKITQDPWYTIYSTFGAFYIPLTLMLVLYGRIFKAARFRIRERKTVKTLGIIMGTFILCWLPFFIVALIMPFINWLGYSNSLLNPIIYAYFN   [214] 
gi2274949     SFLLGALILCSIFGNACVVAAIALERSLQNVANYLIGSLAVTDLMVSVLVLPMAALYQVLRWTLGQIPCDIFISLDMLCCTSSILHLCVIALDRYWAIRRAAVLISVTWLVGFSISIPPMLQCKITQDPWYTIYSTFGAFYIPLTLMLVLYGRIFKAARFRIRERKTVKTLGIIMGTFILCWLPFFIVALVMPFINWLGYSNSLLNPIIYAYFN   [214] 
gi2274951     SLFLGALILCSIFGNSCVVAAIALERSLQNVANYLIGSLAVTDLMVSVLVLPMAALYQVLKWTLGQDICDLFIALDVLCCTSSILHLCAIALDRYWAIRRAAVLISVTWLIGFSISIPPMLACIISQDPGYTIYSTFGAFYIPLILMLVLYGRIFKAARFRIRERKTVKTLGIIMGTFIFCWLPFFIVALVLPFINWLGYSNSLLNPIIYAYFN   [214] 
gi47212818    SLFLGTLILCSIFGNSCVVAAIALERSLQNVANYLIGSLAVTDLMVSVLVLPMAALYQVLKWTLGQEICDIFISLDVLCCTSSILHLCAIALDRYWAIRRAALLISVTWLIGFSISIPPMLACIISQDPGYTIYSTFGAFYIPLILMLVLYGRIFKAARFRIRERKTVKTLGIIMGTFIFCWLPFFIVALVLPFINWLGYSNSLLNPIIYAYFN   [214] 
gi50761579    SLLLGTLILCAVSGNACVIAAIALERSLQTVANYLIGSLAVTDLMVSVLVLPMAALYQVLKWTLGQVICDIFISLDVLCCTSSILHLCAIALDRYWAIRRAAVLISLTWLIGFLISIPPMLACTISKDHGYTIYSTFGAFYIPLLLMLVLYGRIFKAARFRIREKKTVKTLGIIMGTFILCWLPFFIVALVLPFINWLGYSNSLLNPIIYAYFN   [214] 
gi227365      SLLLGTLIFCAVLGNACVVAAIALERSLQNVANYLIGSLAVTDLMVSVLVLPMAALYQVLKWTLGQVTCDLFIALDVLCCTSSILHLCAIALDRYWAIRRAAALISLTWLIGFLISIPPMLACTISKDHGYTIYSTFGAFYIPLLLMLVLYGRIFRAARFRIRERKTVKTLGIIMGTFILCWLPFFIVALVLPFINWLGYSNSLLNPVIYAYFN   [214] 
gi6981054     SLLLGTLIFCAVLGNACVVAAIALERSLQNVANYLIGSLAVTDLMVSVLVLPMAALYQVLKWTLGQVTCDLFIALDVLCCTSSILHLCAIALDRYWAIRRAAALISLTWLIGFLISIPPMLACTISKDHGYTIYSTFGAFYIPLLLMLVLYGRIFRAARFRIRERKTVKTLGIIMGTFILCWLPFFIVALVLPFINWLGYSNSLLNPVIYAYFN   [214] 
gi2494922     SLLLGTLIFCAVLGNACVVAAIALERSLQNVANYLIGSLAVTDLMVSVLVLPMAALYQVLKWTLGQVTCDLFIALDVLCCTSSILHLCAIALDRYWAIRRAAALISLTWLIGFLISIPPMLECTISKDHGYTIYSTFGAFYIPLLLMLVLYGRIFRAARFRIRERKTVKTLGIIMGTFILCWLPFFIVALVLPFINWLGYSNSLLNPVIYAYFN   [214] 
gi74148638    SLLLGTLIFCAVLGNACVVAAIALERSLQNVANYLIGSLAVTDLMVSVLVLPMAALYQVLKWTLGQVTCDLFIALDVLCCTSSILHLCAIALDRYWAIRRAAALISLTWLIGFLISIPPMLECTISKDHGYTIYSTFGAFYIPLLLMLVLYGRIFRAARFRIRERKTVKTLGIIMGTFILCWLPFFIVALVLPFINWLGYSNSLLNPVIYAYFN   [214] 
gi26329619    SLLLGTLIFCAVLGNACVVAAIALERSLHNVANYLIGSLAVTDLMVSVLVLPMAALYQVLKWTLGQVTCDLFIALDVLCCTSSILHLCAIALDRYWAIRRAAALISLTWLIGFLISIPPMLECTISKDHGYTIYSTFGAFYIPLLLMLVLYGRIFRAARFRIRERKTVKTLGIIMGTFILCWLPFFIVALVLPFINWLGYSNSLLNPVIYAYFN   [214] 
gi76674389    SLVLGTLIFCAVLGNACVVAAIALERSLQNVANYLIGSLAITDLMVSVLVLPMAALYQVLKWTLGQVTCDLFIALDVLCCTSSILHLCAIALDRYWAIRRAAALISLTWLIGFLISIPPMLACTISKDHGYTIYSTFGAFYIPLLLMLVLYGRIFRAARFRIRERKTVKTLGIIMGTFILCWLPFFIVALVLPFINWLGYSNSLLNPVIYAYFN   [214] 
gi33439694    SLLLGTLIFCAVLGNACVVAAIALERSLQNVANYLIGSLAVTDLMVSVLVLPMAALYQVLKWTLGQVTCDLFIALDVLCCTSSILHLCAIALDRYWAIRRAAALISLTWLIGFLISIPPMLACTISKDHGYTIYSTFGAFYIPLLLMLVLYGRIFRAARFRIRERKTVKTLGIIMGTFILCWLPFFIVALVLPFINWLGYSNSLLNPVIYAYFN   [214] 
gi33439696    SLLLGTLIFCAVLGNACVVAAIALERSLQNVANYLIGSLAVTDLMVSVLVLPMAALYQVLKWTLGQVTCDLFIALDVLCCTSSILHLCAIALDRYWAIRRAAALISLTWLIGFLISIPPMLACTISKDHGYTIYSTFGAFYIPLLLMLVLYGRIFRAARFRIRERKTVKTLGIIMGTFILCWLPFFIVALVLPFINWLGYSNSLLNPVIYAYFN   [214] 
gi27461808    SLLLGTLIFCAVLGNACVVAAIALERSLQNVANYLIGSLAVTDLMVSVLVLPMAALYQVLKWTLGQVTCDLFIALDVLCCTSSILHLCAIALDRYWAIRRAAALISLTWLIGFLISIPPMLACTISKDHGYTIYSTFGAFYIPLLLMLVLYGRIFRAARFRIRERKTVKTLGIIMGTFILCWLPFFIVALVLPFINWLGYSNSLLNPVIYAYFN   [214] 
gi225717      SLLLGTLIFCAVLGNACVVAAIALERSLQNVANYLIGSLAVTDLMVSVLVLPMAALYQVLKWTLGQVTCDLFIALDVLCCTSSILHLCAIALDRYWAIRPR-ALISLTWLIGFLISIPPMLACTISKDHGYTIYSTFGAFYIPLLLMLVLYGRIFRAARFRIRERKTVKTLGIIMGTFILCWLPFFIVALVLPFINWLGYSNSLLNPVIYAYFN   [213] 
gi35524       SLLLGTLIFCAVLGNACVVAAIALERSLQNVANYLIGSLAVTDLMVSVLVLPMAALYQVLKWTLGQVTCDLFIALDVLCCTSSILHLCAIALDRYWAIRPR-ALISLTWLIGFLISIPPILACTISKDHGYTIYSTFGAFYIPLLLMLVLYGRIFRAARFRIRERKTVKTLGIIMGTFILCWLPFFIVALVLPFINWLGYSNSLLNPVIYAYFN   [213] 
gi48428167    SLLLGTLIFCAVLGNACVVAAIALERSLQNVANYLIGSLAVTDLMVSVLVLPMAALYQVLKWTLGQVTCDLFIALDVLCCTSSILHLCAIALDRYWAIRRAAALISLTWLIGFLISIPPMLACTISKDHGYTIYSTFGAFYIPLLLMLVLYGRIFRAARFRIRERKTVKTLGIIMGTFILCWLPFFIVALVLPFINWLGYSNSLLNPVIYAYFN   [214] 
gi55624344    SLLLGTLIFCAVLGNACVVAAIALERSLQNVANYLIGSLAVTDLMVSVLVLPMAALYQVLKWTLGQVTCDLFIALDVLCCTSSILHLCAIALDRYWAIRRAAALISLTWLIGFLISIPPMLACTISKDHGYTIYSTFGAFYIPLLLMLVLYGRIFRAARFRIRERKTVKTLGIIMGTFILCWLPFFIVALVLPFINWLGYSNSLLNPVIYAYFN   [214] 
gi55956923    SLLLGTLIFCAVLGNACVVAAIALERSLQNVANYLIGSLAVTDLMVSVLVLPMAALYQVLKWTLGQVTCDLFIALDVLCCTSSILHLCAIALDRYWAIRRAAALISLTWLIGFLISIPPMLACTISKDHGYTIYSTFGAFYIPLLLMLVLYGRIFRAARFRIRERKTVKTLGIIMGTFILCWLPFFIVALVLPFINWLGYSNSLLNPVIYAYFN   [214] 
gi62286638    SLLLGTLIFCAVLGNACVVAAIALERSLQNVANYLIGSLAVTDLMVSVLVLPMAALYQVLKWTLGQVTCDLFIALDVLCCTSSILHLCAIALDRYWAIRRAAALISLTWLIGFLISIPPMLACTISKDHGYTIYSTFGAFYIPLLLMLVLYGRIFRAARFRIRERKTVKTLGIIMGTFILCWLPFFIVALVLPFINWLGYSNSLLNPVIYAYFN   [214] 



gi3395774     CIFLGCMILAIILGNIFVITAILVEKSLQGVSNYLILSLAVTDLLVAVLVMPLSLIYEI-HWFLGNAVCDMWVSMDVLCCTASILHLVAIAFDRYWAVRQILLMVAIVWTVSVFISISPLFQCLISQDHGYTVFSTVGRFYCPLLLMLVINFKIYRAARYRIRERKVWRVLGIITGAFVVCWLPFFVVAVVKPMFLWLGYVNSLINPIIYTIFN   [213] 
gi901         ALLLSIITMATALSNAFVLTTIFLTRKLHTPANYLIGSLAMTDLLVSILVMPISIAYTTTTWSFGQILCDIWLSSDITCCTASILHLCVIALDRYWAIGRAAVMIATVWVISICISIPPLFDCQVNTSQSYTIYSTCGAFYIPSVLLIILYGRIYVAARNRIRERKATKTLGIILGAFIVCWLPFFVASLVLPIFTWLGYLNSLINPIIYTVFN   [214] 
gi1004282     AVVLSIITVATVLSNTFVLTTILLTRKLHTPANYLIGSLATTDLLVSILVMPISIAYTITTWNFGQVLCDIWVSSDITCCTASILHLCVIALDRYWAIGHAAAMIAVVWAISICISIPPLFDCLVNTSQSYTIYSTCGAFYIPSVLLIVLYGRIYMAARNRIRERKATKTLGIILGAFIGCWLPFFVASLVLPIFTWLGYLNSLINPIIYTVFN   [214] 
gi2148993     AVVLSIITVATVLSNTFVLTTILLTRKLHTPANYLIGSLATTDLLVSILVMPISIAYTITTWNFGQVLCDIWVSSDITCCTASILHLCVIALDRYWAIGHAAAMIAVVWAISICISIPPLFDCLVNTSQSYTIYSTCGAFYIPSVLLIVLYGRIYMAARNRIRERKATKTLGIILGAFIGCWLPFFVASLVLPIFTWLGYLNSLINPIIYTVFN   [214] 
gi4504535     AVVLSVITLATVLSNAFVLTTILLTRKLHTPANYLIGSLATTDLLVSILVMPISIAYTITTWNFGQILCDIWLSSDITCCTASILHLCVIALDRYWAIGHAATMIAIVWAISICISIPPLFDCLVNTSQSYTIYSTCGAFYIPSVLLIILYGRIYRAARNRIRERKATKILGIILGAFIICWLPFFVVSLVLPIFTWLGYLNSLINPIIYTVFN   [214] 
gi30584355    AVVLSVITLATVLSNAFVLTTILLTRKLHTPANYLIGSLATTDLLVSILVMPISIAYTITTWNFGQILCDIWLSSDITCCTASILHLCVIALDRYWAIGHAATMIAIVWAISICISIPPLFDCLVNTSQSYTIYSTCGAFYIPSVLLIILYGRIYRAARNRIRERKATKILGIILGAFIICWLPFFVVSLVLPIFTWLGYLNSLINPIIYTVFN   [214] 
gi55586453    AVVLSIITLATVLSNAFVLTTILLTRKLHTPANYLIGSLATTDLLVSILVMPISIAYTITTWNFGQILCDIWLSSDITCCTASILHLCVIALDRYWAIGHAATMIAIVWAISICISIPPLFDCLVNTSQSYTIYSTCGAFYIPSVLLIILYGRIYRAARNRIRERKATKTLGIILGAFIICWLPFFVVSLVLPIFTWLGYLNSLINPIIYTVFN   [214] 
gi61822459    VVLLSIITLATVLSNAFVLTTIFLTRKLHTPANCLIGSLAMTDLLVSILVMPISIAYTTTTWSFGQLLCDIWLSSDITCCTASILHLCVIALDRYWAIGHAAAMITVVWAISVCISIPPLFDCLVNTSQSYTIYSTCGAFYIPSVLLIILYGRIYMAARNRIRERKATKTLGIILGAFIVCWLPFFVASLVLPIFTWLGYLNSLINPIIYTMFN   [214] 
gi1903314     ---------------------------------------AMTDLLVSILVMPISIPYTITTWSFGQLLCDIWLSSDITCCTASILHLCVIALDRYWAIGHAAAMIAIVWAISICISIPPLFDCLVNTSQSYTIYSTCGAFYIPSLLLIILYGRIYRAARNRIRERKATKTLGIILGAFIICWLPFFVASLVLPIFTWLGYLNSLINPIIYTVFN   [175] 
gi55742652    AVVLSIITLATVLSNAFVLTTIFLTRKLHTPANYLIGSLAMTDLLVSILVMPISIPYTITTWSFGQLLCDIWLSSDITCCTASILHLCVIALDRYWAIGHAAAMIAIVWAISICISIPPLFDCLVNTSQSYTIYSTCGAFYIPSLLLIILYGRIYRAARNRIRERKATKTLGIILGAFIICWLPFFVASLVLPIFTWLGYLNSLINPIIYTVFN   [214] 
gi1154643     VVVLSIITLATVLSNAFVLTTILLTRKLHTPANYLIGSLATTDLLVSILVMPISIAYTTTTWNFGQILCDIWVSSDITCCTASILHLCVIALDRYWAIGHAGAMIAAVWVISICISIPPLFDCLVNTSQSYTIYSTCGAFYIPSVLLIILYSRIYRAARSRIRERKATKTLGIILGAFIVCWLPFFVVSLVLPIFTWLGYLNSLINPIIYTVFN   [214] 
gi2149131     VVVLSIITLATVLSNAFVLTTILLTRKLHTPANYLIGSLATTDLLVSILVMPISIAYTTTTWNFGQILCDIWVSSDITCCTASILHLCVIALDRYWAIGHAGAMIAAVWVISICISIPPLFDCLVNTSQSYTIYSTCGAFYIPSVLLIILYSRIYAAARSRIRERKATKTLGIILGAFIVCWLPFFVVSLVLPIFTWLGYLNSLINPIIYTVFN   [214] 
gi6981056     VVVLSIITLATVLSNAFVLTTILLTKKLHTPANYLIGSLATTDLLVSILVMPISIAYTTTTWNFGQILCDIWVSSDITCCTASILHLCVIALDRYWAIGHAAAMIAAVWAISICISIPPLFDCLVNTSQSYTIYSTCGAFYIPSILLIILYGRIYVAARSRIRERKATKTLGIILGAFIICWLPFFVVSLVLPIFTWLGYLNSLINPVIYTVFN   [214] 
gi1154871     VVVLSVITLATVLSNAFVLTTILLTKKLHTPANYLIGSLATTDLLVSILVMPISIAYTTTTWNFGQILCDIWVSSDITCCTASILHLCVIALDRYWAIGHAAAMIAAVWIISICISIPPLFDCLVNTSQSYTIYSTCGAFYIPSILLIILYGRIYVAARSRIRERKATKTLGIILGAFIICWLPFFVVSLVLPIFTWLGYLNSLINPVIYTVFN   [214] 
gi31542974    VVVLSVITLATVLSNAFVLTTILLTKKLHTPANYLIGSLATTDLLVSILVMPISIAYTTTTWNFGQILCDIWVSSDITCCTASILHLCVIALDRYWAIGHAAAMIAAVWIISICISIPPLFDCLVNTSQSYTIYSTCGAFYIPSILLIILYGRIYVAARSRIRERKATKTLGIILGAFIICWLPFFVVSLVLPIFTWLGYLNSLINPVIYTVFN   [214] 
gi73695416    VVVLSVITLATVLSNAFVLTTILLTKKLHTPANYLIGSLATTDLLVSILVMPISIAYTTTTWNFGQILCDIWVSSDITCCTASILHLCVIALDRYWAIGHAAAMIAAVWIISICISIPPLFDCLVNTSQSYTIYSTCGAFYIPSILLIILYGRIYVAARSRIRERKATKTLGIILGAFIICWLPFFVVSLVLPIFTWLGYLNSLINPVIYTVFN   [214] 
gi438789      -----------------------------------------------------------------------------------------------WAIGHAAAMIAAVWIISICISIPPLFDCLVNTSQSYTIYSTCGAFYIPSILLIILYGRIYVAARSRIHESHT-HTVG----------SPLFFNQVKIKL--------SAARE-------   [93] 
gi68387813    SAMLAIVTLATALSNAFVIATIFLTRKLHTPANFLIGSLAATDLLVSILVMPISIVYTVSTWTLGQIVCDIWLSSDITFCTASILHLCVIALDRYWAIRRAALMIVIVWVISVSISLPPLFECMVNTDQSYTLYSTFGAFYVPTVLLMILYGRIYVAARSRIREKKATKTLGIILGAFIVCWLPFFVFTLVMGVFTWLGYLNSLINPVIYTAFN   [214] 
gi68387874    SAMLAIVTLATALSNAFVIATIFLTRKLHTPANFLIGSLAATDLLVSILVMPISIVYTVSTWTLGQIVCDIWLSSDITFCTASILHLCVIALDRYWAIRRAALMIVIVWVISVSISLPPLFECMVNTDQSYTLYSTFGAFYVPTVLLMILYGRIYVAARSRIREKKATKTLGIILGAFIVCWLPFFVFTLVMGVFTWLGYLNSLINPVIYTAFN   [214] 
gi1770280     SVVLAIVTLATMLSNAFVIATIFLTRKLHTPANFLIGSLAVTDMLVSILVMPISIVYTVSTWSLGQIVCDIWLSSDITFCTASILHLCVIALDRYWAIRRAAVMVAVVWVISISISMPPLFECMVNTDQSYTLYSTFGAFYVPTVLLIILYGRIYVAARSRIRERKATKTLGIILGAFIICWLPFFVVTLVWAIFTWLGYLNSLINPVIYTVFN   [214] 
gi32478148    SALLAIVTLATVLSNAFVIATIFLTRKLHTPANFLIGSLAVTDLLVSILVMPISIVYTVSTWSLGQIVCDIWLSSDITFCTASILHLCVIALDRYWAIRRAGIMVGVVWVISISISMPPLFECMVNTDQSYTLYSTFGAFYVPTVLLIILYGRIYVAARSRIRERKATKTLGIILGAFIVCWLPFFIGTLVMAIFTWLGYLNSLINPVIYTVFN   [214] 
gi543725      ATFLGLITLGTTLSNAFVIATVSRTRKLHTPANYLIASLAVTDLLVSILVMPISTMYTVTRWTLGQVVCDFWLSSDITCCTASILHLCVIALDRYWAIKRAAGMIIMVWVFSVSISMPPLFDCSVNTDHLYTVYSTVGAFYFPTLLLIALYGRIYVEARSRIRERKATRTLGIILGAFIVCWLPFFIISLALPIFNWLGYLNSLINPIIYTKSN   [214] 
gi50744790    AVVLALVTLATVLSNAFVIATVYQTRKLHTPANYLIASLAFTDLLVSILVMPISTLYTVTKWTLGQVVCDIWLSSDITCCTASILHLCVIALDRYWAIKRAAGMIALVWVFSICISMPPLFNCAVNTDHLYTVYSTVGAFYFPTLLLIALYGRIYVEARSRIRERKATKTLGIILGAFIVCWLPFFIISLVLPIFTWLGYLNSLINPIIYTMSN   [214] 
gi80558023    ------STMYTVTG----------------------------------------------RWTLGQIVCDIWLSSDITCCTASILHLCVIALDRYWAIKRAAGMIALVWIFSICISMPPLFNCVVNTDHLYTVYSTVGAFYFPTLLLIALYGRIYVEARSRIRERKATKTLGIILGAFII----------------------------------   [128] 
gi3023201     VVLLALITLATTLSNAFVIATVYRTRKLHTPANYLIASLAFTDLLVSILVMPISTMYTVTRWTLGQALCDFWLSSDITCCTASIMHLCVIALDRYWAIRRAAGMIALVWVFSICISLPPFFDCLVNTDHLYTVYSTGGAFYLPTLLLIALYGRIYVEARSRIRERKATKTLGVILGAFIVCWLPFFIISLVMPIFTWLGYLNSLINPIIYTMSN   [214] 
gi76625410    VLLLALFTLATTLSNAFVIATVYRTRKLHTPANYLIASLAVTDLLVSILVMPISTMYTVTRWTLGQVVCDLWLSSDITCCTASILHLCVIALDRYWAIKRAAVMIALVWVFSICISLPPFFNCVVNTDHLYTVYSTVGAFYFPTLLLIALYGRIYVEARSRIRERKATKTLGIILGAFIVCWLPFFIISLAIPIFTWLGYLNSLINPIIYTMSN   [214] 
gi1004284     VLLLALFTLATTLSNAFVVATVYRTRKLHTPANYLIASLAVTDLLVSILVMPISTMYTVTRWTLGQVVCDLWLSSDITCCTASIMHLCVIALDRYWAIKRAAIMIALVWVFSICISLPPFFECLVNTDHLYTVYSTVGAFYLPTLLLIALYGRIYVEARSRIRERKATKTLGIILGVFIVCWLPFFIISLVMPIFTWLGYVNSLINPIIYTMSN   [214] 
gi1052772     VLLLALFTLATTLSNAFVVATVYRTRKLHTPANYLIASLAVTDLLVSILVMPISTMYTVTRWTLGQVVCDLWLSSDITCCTASIMHLCVIALDRYWAIKRAAIMIRLVWVFSICISLPPFFECLVNTDHLYTVYSTVGAFYLPTLLLIALYGRIYVEARSRIRERKATKTLGIILGVFIVCWLPFFIISLVMPIFTWLGYVNSLINPIIYTMSN   [214] 
gi3023205     VALLALITLATTLSNAFVIATVYRTRKLHTPANYLIASLAVTDLLVSILVMPISTMYTVTRWTLGQVVCDFWLSSDITCCTASIMHLCVIALDRYWAIRRAAVMIALVWVFSISISLPRFFDCLVNTDHLYTVYSTVGAFYLPTLLLIALYGRIYVEARSRIRERKATKTLGIILGAFIVCWLPFFIISLVMPIFNWLGYLNSLINPIIYTMPN   [214] 
gi49757       VALLALITLATTLSNAFVIATVYRTRKLHTPANYLIASLAVTDLLVSILVMPISTMYTVTRWTLGQVVCDFWLSSDITCCTASIMHLCVIALDRYWAIKRAAIMIVLVWVFSISISLPPFFDCFVNTDHLYTVYSTVGAFYLPTLLLIALYGRIYVEARSRIRERKATKTLGIILGAFIVCWLPFFIISLVMPIFNWLGYLNSLINPIIYTMSN   [214] 
gi57510       VALLALITLATTLSNAFVIATVYRTRKLHTPANYLIASLAVTDLLVSILVMPISTMYTVTRWTLGQVVCDFWLSSDITCCTASIMHLCVIALDRYWAIKRAAIMIVLVWVFSISISLPPFFDCFVNTDHLYTVYSTVGAFYLPTLLLIALYGRIYVEARSRIRERKATKTLGIILGAFIVCWLPFFIISLVMPIFNWLGYLNSLINPIIYTMSN   [214] 
gi790986      VALLALITLATTLSNAFVIATVYRTRKLHTPANYLIASLAVTDLLVSILVMPVSTMYTVTRWTLGQVVCDFWLSSDITCCTASIMHLCVIALDRYWAIKRAAIMIALVWVFSISISLPPFFTCLVNTDHLYTVYSTGGAFYLPTLLLIALYGRIYVEARSRIRERKATKTLGIILGAFIVCWLPFFIISLVMPIFNWLGYLNSLINPIIYTMSN   [214] 
gi13430410    VALLALITLATTLSNAFVIATVYRTRKLHTPANYLIASLAVTDLLVSILVMPVSTMYTVTRWTLGQVVCDFWLSSDITCCTASIMHLCVIALDRYWAIKRAAIMIALVWVFSISISLPPFFDCFVNTDHLYTVYSTGGAFYLPTLLLIALYGRIYVEARSRIRERKATKTLGIILGAFIVCWLPFFIISLVMPIFNWLGYLNSLINPIIYTMSN   [214] 
gi10257395    VILLALFTLATTLSNAFVIATVYRTRKLHTPANYLIASLAVTDLLVSILVMPISTMYTVTRWTLGQVVCDFWLSSDITCCTASILHLCVIALDRYWAIKRAAVMIALVWVFSISISLPPFFDCVVNTDHLYTVYSTVGASYFPTLLLIALYGRIYVEARSRIRERKATKTLGIILGAFIVCWLPFFIISLAMPIFTWLGYLNSLINPIIYTMFN   [214] 
gi62286639    VMLLALITLATTLSNAFVIATVYRTRKLHTPANYLIASLAVTDLLVSILVMPISTMYTVTRWTLGQVVCDFWLSSDITCCTASILHLCVIALDRYWAIKRAAVMIALVWVFSISISLPPFFECVVNTDHLYTVYSTVGAFYFPTLLLIALYGRIYVEARSRIRERKATKTLGIILGAFIVCWLPFFIISLVMPIFTWLGYLNSLINPIIYTMSN   [214] 
gi4504533     VMLLALITLATTLSNAFVIATVYRTRKLHTPANYLIASLAVTDLLVSILVMPISTMYTVTRWTLGQVVCDFWLSSDITCCTASILHLCVIALDRYWAIKRAAVMIALVWVFSISISLPPFFECVVNTDHLYTVYSTVGAFYFPTLLLIALYGRIYVEARSRIRERKATKTLGIILGAFIVCWLPFFIISLVMPIFTWLGYLNSLINPIIYTMSN   [214] 
gi62122659    ILVLALFTLATTLSNAFVIATVYRTRKLHTPANYLIASLAVTDLLVSILVMPISTMYTVTRWTLGQVVCDFWLSSDITCCTASILHLCVIALDRYWAIKRAAVMIALVWVFSISISLPPFFDCRVNTDHLYTVYSTVGAFYFPTLLLIALYGRIYVEARSRIRERKATKTLGIILGAFIVCWLPFFIISLVMPIFTWLGYLNSLINPIIYTMSN   [214] 
gi33439700    VILLALITLATTLSNAFVIATVYRTRKLHTPANYLIASLAVTDLLVSILVMPISTMYTVTRWTLGQVVCDLWLSSDITCCTASILHLCVIALDRYWAIKRAAVMIALVWVFSISISLPPFFDCVVNTDHLYTVYSTVGAFYFPTLLLIALYGRIYVEARSRIRERKATKTLGIILGAFIVCWLPFFIISLVMPIFTWLGYLNSLINPIIYTMSN   [214] 
gi33439698    AILLALLTLATTLSNAFVIATVYRTRKLHTPANYLIASLAVTDLLVSILVMPISTMYAVTRWTLGQVVCDLWLSSDITCCTASILHLCVIALDRYWAIKRAAVMIALVWVFSISISLPPFFDCVVNTDHLYTVYSTVGAFYFPTLLLIALYGRIYVEARSRIRERKATKTLGIILGAFIVCWLPFFIISLVMPIFTWLGYLNSLINPIIYTMSN   [214] 
gi47212362    AATLALITLATTLSNAFVIATIYQSRKLHTPANFLIASLAVTDLLVSILVMPISALYTVSTWTLGQVMCDIWLSSDITCCTASILHLCVIALDRYWAIGRAAGMIATAWVIAISISLPPFFSCNVNTDHFYTIYSTFGAFYIPTLLLIALYGRIYVEARKRIRERKATKTLGVILGAYIVCWLPFFIYTLLLPVFTWLGYLNSLINPIIYTMSN   [214] 
gi68364480    SSVLGLITLATILSNAFVIATISQSRKLQTPANFLIASLAVTDLLVSVLVMPICVLYTVTEWTLGQVICDIWLSSDITCCTASILHLCVIALDRYWAIARAAGMVATAWIIAISISVPPFFTCSVNTDHFYTIYSTFGAFYIHTLLLIALYGRIYVKASKRIRERKATKTLGIILGAYIVCWLPFFIYTLLIPLFTWLGYVNSLINPIIYTMSN   [214] 
gi68440673    SSVLGLITLATILSNAFVIATISQSRKLQTPANFLIASLAVTDLLVSVLVMPICVLYTVTEWTLGQVICDIWLSSDITCCTASILHLCVIALDRYWAIARAAGMVATAWIIAISISLPPFFTCSVNTDHFYTIYSTFGAFYIPTLLLIALYGRIYVEARKRIRERKATKTLGIILGAYIVCWLPFFIYTLLIPLFTWLGYVNSLINPIIYTMSN   [214] 
gi47226259    TVTLFIVAILTTFLNCLVITAIAVTRKLHHPANYLICSLAVTDLLVAVLVMPFSIMYIQKTWVMGQVMCTIWLSVDVTCCTCSILHLAAIAIDRYRAIARAGQMVAVVWLLSILISLPPLLQCIIIHHHAFTLYSTFGAFYIPLLLILILYYKIYRAAQTLYRERKAAYTLGLIIGAFIICWLPFFVKEVIVNTLTWLGYINSLINPLIYTIFN   [214] 
gi50729860    SITLSVLALMTTAINSLVMTAIIVTRKLHHPANYLICSLAVTDFLVAVLVMPFSIVYIVKTWIMGQVVCDIWLSVDITCCTCSILHLSAIALDRYRAIKHAGIMIAVVWIISIFISMPPLFECIIKHDHVSTIYSTFGAFYIPLALILILYYKIYKAAKTFHRERKAATTLGLILGAFVICWLPFFVKEVVVNTLAWLGYINSLINPLIYTIFN   [214] 
gi3023200     SLTLSGLALMTTTINSLVIAAIIVTRKLHHPANYLICSLAVTDFLVAVLVMPFSIVYIVRSWIMGQVLCDIWLSVDIICCTCSILHLSAIALDRYRAIKQAGIMITIVWIISVFISMPPLFECIIKHDHVSTIYSTFGAFYIPLVLILILYYKIYKAAKTLYRERKAATTLGLILGAFVICWLPFFVKELVVNVLAWLGYLNSLINPLIYTIFN   [214] 
gi6680321     SLTLSGLALMTTTINSLVIAAIIVTRKLHHPANYLICSLAVTDFLVAVLVMPFSIVYIVRSWIMGQVLCDIWLSVDIICCTCSILHLSAIALDRYRAIRHAGIMITIVWVISVFISMPPLFECVIKHDHVSTIYSTFGAFYIPLVLILILYYKIYRAARTLYRERKAATTLGLILGAFVICWLPFFVKELVVNVLAWLGYLNSLINPLIYTIFN   [214] 
gi11177900    SLTLSGLALMTTTINCLVITAIIVTRKLHHPANYLICSLAVTDFLVAVLVMPFSIVYIVRSWIMGQGLCDLWLSVDIICCTCSILHLSAIALDRYRAIRHAGITITTVWVISVFISVPPLFQCIIKHDHVSTIYSTFGAFYIPLVLILILYYKIYRAARTLYRERKAATTLGLILGAFVICWLPFFVKELVVNILAWLGYLNSLINPLIYTIFN   [214] 
gi476956      SLTLSGLALMTTTINCLVITAIIVTRKLHHPANYLICSLAVTDFLVAVLVMPFSIVYIVRSWIMGQGLCDLWLSVDIICCTCSILHLSAIALDRYRAIRHAGITITTVWVISVFISVPPLFQCIIKHDHVSTIYSTFGAFYIPLVLILILYYKIYRAARTLYRERKAATTLGLILGAFVICWLPFFVKELVVNILAWLGYLNSLINPLIYTIFN   [214] 
gi12005817    SFILSGLALMTTTINSLVIAAIIVTRKLHHPANYLICSLAVTDFLVAVLVMPFSIVYIVRSWIMGQVVCDIWLSVDITCCTCSILHLSAIALDRYRAIKQAGIMITIVWIISIFISMPPLFECIIKHDHVSTIYSTFGAFYIPLTLILILYYKIYKAAKTLYRERKAATTLGLILGAFVICWLPFFVKELVVNVLTWLGYLNSLINPMIYTIFN   [214] 
gi6815243     SLTLSGLALMTTTINSLVIAAIIVTRKLHHPANYLICSLAVTDFLVAVLVMPFSIVYIVRSWIMGQVVCDIWLSVDITCCTCSILHLSAIALDRYRAIKHAGIMITIVWIISVFISMPPLFECIIKHDHVSTIYSTFGAFYIPLALILILYYKIYRAAKTLYRERKAATTLGLILGAFVICWLPFFVKELVVNVLTWLGYLNSLINPLIYTIFN   [214] 
gi6815241     SLTLSGLALMTTTINSLVIAAIIVTRKLHHPANYLICSLAVTDFLVAVLVMPFSIVYIVKSWIMGQVVCDIWLSVDITCCTCSILHLSAIALDRYRAIKHAGIMITIVWIISVFISMPPLFECIIKHDHVSTIYSTFGAFYIPLALILILYYKIYRAAKTLYRERKAATTLGLILGAFVICWLPFFVKELVVNVLAWLGYLNSLINPLIYTIFN   [214] 
gi55620694    SLTLSGLALMATTINSLVIAAIIVTGKLRHPANYLICSLAVTDFLVAVLVMPFSIVYIVRSWIMGQVVCDIWLSVDITCCTCSILHLSAIALDRYRAIKHAGIMITIVWIISVFISMPPLFECIIKHDHVSTIYSTFGAFYIPLALILILYYKIYRAAKTLYRERKAATTLGLILGAFVICWLPFFVKELVVNVLAWLGYLNSLINPLIYTIFN   [214] 
gi67678370    SLTLSGLALMTTTINSLVIAAIIVTRKLHHPANYLICSLAVTDFLVAVLVMPFSIVYIVRSWIMGQVVCDIWLSVDITCCTCSILHLSAIALDRYRAIKHAGIMITIVWIISVFISMPPLFECIIKHDHVSTIYSTFGAFYIPLALILILYYKIYRAAKTLYRERKAATTLGLILGAFVICWLPFFVKELVVNVLAWLGYLNSLINPLIYTIFN   [214] 
gi6815239     SLTLSGLALMTTTINSLVIAAIIVTRKLHHPANYLICSLAVTDFLVAVLVMPFSIVYIVRSWIMGQVVCDIWLSVDITCCTCSILHLSAIALDRYRAIKHAGIMITIVWIISVFISMPPLFECIIKH-HVSTIYSTFGAFYIPLALILILYYKIYRAAKTLYRERKAATTLGLILGAFVICWLPFFVKELVVNVLAWLGYLNSLINPLIYTIFN   [214] 
gi6815237     SLTLSGLALMTTTINSLVIAAIIVTRKLHHPANYLICSLAVTDFLVAVLVMPFSIVYIVRSWIMGQVVCDIWLSVDITCCTCSILHLSAIALDRYRAIKHAGIMITIVWIISVFISMPPLFECIIKHDHVSTIYSTFGAFYIPLALILILYYKIYRAAKTLYRERKAATTLGLILGAFVICWLPFFVKELVVNVLAWLGYLNSLINPLIYTIFN   [214] 
gi46575634    SLTLSGLALMTTTINSLVIAAIIVTRKLHHPANYLICSLAVTDFLVAVLVMPFSIVYIVRSWIMGQVVCDIWLSVDITCCTCSILHLSAIALDRYRAIKHAGIMITIVWIISVFISMPPLFECIIKHDHVSTIYSTFGAFYIPLALILILYYKIYRAAKTLYRERKAATTLGLILGAFVICWLPFFVKELVVNVLAWLGYLNSLINPLIYTIFN   [214] 
gi38503208    SLTLSGLALMTTTINSLVIAAIIVTRKLHHPANYLICSLAVTDFLVAVLVMPFSIVYIVRSWIMGQVVCDIWLSVDITCCTCSILHLSAIALDRYRAIKHAGIMITIVWIISVFISMPPLFECIIKH-HVSTIYSTFGAFYIPLALILILYYKIYRAAKTLYRERKAATTLGLILGAFVICWLPFFVKELVVNVLAWLGYLNSLINPLIYTIFN   [214] 
gi68433047    VALLSLLTLLTAVVNGAVIAAICTTRKLHLPANYLICSLAVTDFLVSVLVMPISILYITTEWLLGTYVCEAWLSVDVTCCTCSILHLCVIALDRYWAIRRAGVMVAIVWVISIFISIPPLFQCIIEHDHGYTIFSTFGAFYIPMTLILILYSRIYSAAKTLYRERKAARILGLILGAFILCWLPFFLKELLVGLLTWLGYINSLVNPLLYTSFN   [214] 
gi7592942     CMTLVVITTLTTLLNLAVIMAIGTTKKLHQPANYLICSLAVTDLLVAVLVMPLSIIYIVMRWKLGYFLCEVWLSVDMTCCTCSILHLCVIALDRYWAIKRAALMILTVWTISIFIS-PPLFQCTIQHDHIYTIYSTLGAFYIPLTLILILYYRIYHAAKSLYRERKAARILGLILGAFILSWLPFFIKELIVGLLTWLGYVNSLINPLLYTSFN   [214] 
gi55627088    CMTLVVITTLTTLLNLAVIMAIGTTKKLHQPANYLICSLAVTDLLVAVLVMPLSIIYIVMRWKLGYFLCEVWLSVDMTCCTCSILHLCVIALDRYWAIKRAALMILTVWTISIFISMPPLFQCTIQHDHIYTIYSTLGAFYIPLTLILILYYRIYHAAKSLYRERKAARILGLILGAFILSWLPFFIKELIVGLLTWLGYVNSLINPLLYTSFN   [214] 
gi38503207    CMTLVVITTLTTLLNLAVIMAIGTTKKLHQPANYLICSLAVTDLLVAVLVMPLSIIYIVMRWKLGYFLCEVWLSVDMTCCTCSILHLCVIALDRYWAIKRAALMILTVWTISIFISMPPLFQCTIQHDHIYTIYSTLGAFYIPLTLILILYYRIYHAAKSLYRERKAARILGLILGAFILSWLPFFIKELIVGLLTWLGYVNSLINPLLYTSFN   [214] 
gi10635353    CMTLVVITTLTTLLNLAVIMAIGTTKKLHQPANYLICSLAVTDLLVAVLVMPLSIIYIVMRWKLGYFLCEVWLSVDMTCCTCSILHLCVIALDRYWAIKRAALMILTVWTISIFISMPPLFQCTIQHDHIYTIYSTLGAFYIPLTLILILYYRIYHAAKSLYRERKAARILGLILGAFILSWLPFFIKELIVGLLTWLGYVNSLINPLLYTSFN   [214] 
gi76625995    SMTLVIITTLTMLLNSAVIMAICTTKKLHQPANYLICSLAVTDLLVAVLVMPLSIMYIVMSWKLGYFICEVWLSVDMTCCTCSILHLCVIALDRYWAIKRAGLMILTVWTISIFISMPPLFQCTIRHDHIYTIYSTLGAFYIPLTLILILYYRIYHAAKSLYRERKAARILGLILGAFILSWLPFFIKELIVGLLTWLGYVNSLINPLLYTSFN   [214] 
gi57095120    SVTLVIITTLTMLLNLAVIMAICTTKKLHQPANYLICSLAVTDLLVAVLVMPLSIMYIVMSWKLGYFICEVWLSVDMTCCTCSILHLCVIALDRYWAIKRAGLMILTVWTISIFISMPPLFQCTIQHDHIYTIYSTLGAFYIPLTLILILYYRIYHAAKSLYRERKAARILGLILGAFILSWLPFFIKELIVGLLTWLGYVNSLINPLLYTSFN   [214] 
gi37962670    CMTLVIITTLTMLLNSAVIMAICTTKKLHQPANYLICSLAVTDLLVAVLVMPLSIMYIVMSWRLGYFICEVWLSVDMTCCTCSILHLCVIALDRYWAIKRAGLMILTVWTISIFISMPPLFQCTIQHDHIYTIYSTFGAFYIPLTLILILYYRIYHAAKSLYRERKAARILGLILGAFILSWLPFFIKELIVGLLTWLGYVNSLINPLLYTSFN   [214] 
gi984237      ----------------------------HQPANYLICSLAVTDLLVAVLVMPLSIMYIVMSWRLGYFICEVWLSVDMTCCTCSILHLCVIALDRYWAIKRAGLMILTVWTISIFISMPPLFQCAIQHDHIYTIYSTLGAFYIPLTLILILY---------------------------------------------------------------   [123] 
 



[Note: This tree contains information on the topology,  
          branch lengths (if present), and the probability 
          of the partition indicated by the branch.] 
   tree con_50_majrule = 
(gi39595398:0.887282,((((((gi39591067:0.076175,(gi15011757:0.010437,(gi20198773:0.004984,
gi28894840:0.004462)0.72:0.008076)1.00:0.069743)1.00:0.429202,(gi2443302:0.193949,gi24433
04:0.211172)1.00:0.215728)0.98:0.097488,gi35187403:0.229565)1.00:0.134164,((gi54637314:0.
016011,(gi21428400:0.005355,gi103373:0.004386)0.63:0.009500)1.00:0.045834,(gi55241351:0.0
64478,(gi12231866:0.033628,gi21296419:0.041679)1.00:0.053433)1.00:0.065592)1.00:0.210213)
1.00:0.056081,(gi72157660:0.337228,((gi68367386:0.073654,gi47227683:0.033957)1.00:0.12574
3,((gi2494929:0.021665,(gi8575567:0.007045,gi50747453:0.011646)1.00:0.055866)1.00:0.08276
4,((gi68369916:0.066783,(gi68387240:0.045589,gi47222385:0.034324)0.99:0.021309)1.00:0.047
982,(gi50749504:0.101232,(gi63175448:0.008169,gi46452248:0.042444)0.63:0.012928,gi395368:
0.017334,gi6680329:0.020734,gi402163:0.008722,gi74209615:0.004722,gi1857149:0.004528,gi46
1440:0.004381,gi1857147:0.004414,gi55664480:0.004923,gi4504547:0.003949,gi55634399:0.0041
82,gi10880129:0.004046,gi10880131:0.004761,gi51869675:0.004782,gi51869673:0.004379,gi1907
1247:0.004796,gi76668861:0.267425,gi73998177:0.004892,gi984247:0.107076,gi1703011:0.01629
4,gi76676762:0.009389,gi8515807:0.088040)0.99:0.036898)1.00:0.058791)0.52:0.046278)1.00:0
.238355)0.93:0.090788)0.80:0.087765,(((((((gi76675334:0.068652,(gi6754260:0.007562,(gi348
79477:0.004676,gi435817:0.043825)1.00:0.013451)0.86:0.013536)1.00:0.113340,((((gi6981062:
0.005114,(gi49759:0.013761,gi74200809:0.005978)1.00:0.019275)1.00:0.031312,(gi73978746:0.
004146,gi73978748:0.004839)1.00:0.036249)0.80:0.011746,gi61820235:0.031377)0.59:0.012416,
gi50344544:0.032796,(gi55629744:0.018620,(gi30142000:0.044890,gi784990:0.006081)0.56:0.01
0701)0.88:0.011834)1.00:0.055585)1.00:0.039541,gi50732639:0.032451)0.94:0.042784,((gi6843
6547:0.119787,gi68436545:0.004582)1.00:0.026016,gi47223437:0.033225)0.76:0.019742)0.62:0.
020353,gi27817321:0.042014)1.00:0.437237,gi72168602:0.304213)0.98:0.094657,((((gi28630991
:0.072788,(gi15617878:0.028993,gi39586015:0.029827)1.00:0.066084)1.00:0.434007,(((gi37221
611:0.216423,((gi56044548:0.005186,gi2494933:0.014180)1.00:0.086397,(gi55245715:0.056591,
((gi54635860:0.013552,((gi45648275:0.007300,gi45648283:0.007254,gi45648307:0.007614,gi456
48309:0.007264,gi45648205:0.009471,gi45648299:0.009103,gi45648339:0.007279)1.00:0.096536,
gi71911689:0.004274,gi62512164:0.004452,gi7507:0.004283)1.00:0.013916)1.00:0.064089,(gi54
635863:0.008604,gi7505:0.009179,gi68051243:0.004906,gi21626962:0.004318,gi62512163:0.0038
85)1.00:0.031265)0.99:0.023807)1.00:0.060859)1.00:0.053864)0.79:0.032780,(gi55247454:0.02
3052,gi42539178:0.027361)1.00:0.081629)0.98:0.047362,(gi55236988:0.106523,gi1197194:0.124
963)0.85:0.050923,gi66522425:0.116785)0.59:0.086518)1.00:0.129897,((gi84579545:0.146042,(
(gi30983816:0.013960,gi30983814:0.008262)1.00:0.138727,(gi21309892:0.041163,(gi2494934:0.
007972,gi37622423:0.011858)1.00:0.023466)1.00:0.058898)0.98:0.061173)1.00:0.084868,gi3395
774:0.258273)0.68:0.040451)1.00:0.093965,((((gi1542954:0.075617,(gi32478146:0.015735,(gi4
7207133:0.011813,gi2274949:0.004648)0.99:0.015378)1.00:0.056112)0.64:0.016518,(gi2274951:
0.021091,gi47212818:0.010627)1.00:0.024929)0.94:0.029349,(gi50761579:0.021191,(gi227365:0
.004487,gi6981054:0.004459,(gi2494922:0.004649,gi74148638:0.005103,gi26329619:0.010368)0.
99:0.009561,gi76674389:0.013379,gi33439694:0.004337,gi33439696:0.004435,gi27461808:0.0044
59,(gi225717:0.004763,gi35524:0.010085)1.00:0.014577,gi48428167:0.004903,gi55624344:0.004
190,gi55956923:0.004917,gi62286638:0.004898)1.00:0.039389)0.89:0.027844)1.00:0.233853,(((
(gi901:0.030384,(((((gi1004282:0.005565,gi2148993:0.004760)1.00:0.033300,((gi1154643:0.00
6055,gi2149131:0.009067)1.00:0.021020,(gi6981056:0.004738,(gi1154871:0.004620,gi31542974:
0.004645,gi73695416:0.004427,gi438789:0.252409)0.99:0.012753)1.00:0.021886)1.00:0.023910)
0.62:0.012749,((gi4504535:0.004515,gi30584355:0.003751)1.00:0.013464,gi55586453:0.004900)
0.97:0.013971)0.98:0.023306,(gi1903314:0.006151,gi55742652:0.004857)1.00:0.020285)0.87:0.
020477,gi61822459:0.035474)1.00:0.024092)1.00:0.092908,(((gi68387813:0.002593,gi68387874:
0.003866)1.00:0.075255,gi32478148:0.027551)0.78:0.015870,gi1770280:0.024853)1.00:0.060473
)0.94:0.029878,(((gi543725:0.065539,((gi3023201:0.038888,(gi3023205:0.015982,((gi49757:0.
004049,gi57510:0.004314)0.98:0.009245,(gi790986:0.013373,gi13430410:0.004586)0.99:0.01240
2)0.92:0.012460)0.96:0.014696)0.81:0.020220,((gi76625410:0.019635,(gi1004284:0.005071,gi1
052772:0.009020)1.00:0.036810)0.55:0.014091,gi10257395:0.017696,gi62122659:0.019453)0.51:
0.009034,(gi62286639:0.003697,gi4504533:0.004208)0.99:0.013553,(gi33439700:0.004813,gi334
39698:0.017723)0.73:0.008898)1.00:0.029255)1.00:0.029818,(gi50744790:0.017303,gi80558023:
0.071479)0.86:0.019221)1.00:0.052311,(gi47212362:0.031164,(gi68364480:0.021371,gi68440673
:0.006557)1.00:0.083205)1.00:0.096742)1.00:0.076160)1.00:0.106483,((gi47226259:0.163405,(
gi50729860:0.030205,(((gi3023200:0.013555,(gi6680321:0.009125,(gi11177900:0.004195,gi4769
56:0.005137)1.00:0.045639)1.00:0.017349)1.00:0.018361,(gi12005817:0.032902,gi6815243:0.00
5655)0.73:0.008740,gi55620694:0.018517,gi67678370:0.004616,gi6815239:0.004390,gi6815237:0
.004623,gi46575634:0.004665,gi38503208:0.004449)0.60:0.009319,gi6815241:0.007145)1.00:0.0
49855)1.00:0.081150)1.00:0.087298,(gi68433047:0.161097,(((((gi7592942:0.004857,gi55627088
:0.004976,gi38503207:0.004924,gi10635353:0.004817)1.00:0.040823,gi57095120:0.008998)0.70:
0.009936,gi76625995:0.010112)0.68:0.009639,gi984237:0.016041)0.70:0.009079,gi37962670:0.0
07946)1.00:0.130413)1.00:0.091789)1.00:0.198271)1.00:0.140586)1.00:0.098665)1.00:0.082823
)1.00:0.079725)0.77:0.087761,((gi72004622:0.674472,gi72087290:0.436022,(gi55244551:0.2817
19,gi66501456:0.197161)1.00:0.271814)0.82:0.088773,((((gi7441602:0.005123,gi34610410:0.00
5218,gi34610411:0.005010)0.76:0.017518,gi39598078:0.018918)1.00:0.429007,(gi50755081:0.25
9427,((((gi11322426:0.023973,(gi23306887:0.042959,(((gi927108:0.008630,gi44890565:0.01298
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698996:0.007815,gi33330492:0.014722)0.51:0.010505,(gi57163787:0.004251,gi50979016:0.00372
0)0.99:0.008805,(gi12698930:0.004534,gi12698928:0.004079)1.00:0.013275,(gi12698980:0.0054
03,gi20797204:0.009662)0.81:0.008652)0.94:0.010552,(gi12699028:0.004804,(gi12699024:0.004
888,gi41386782:0.004288)1.00:0.009325)1.00:0.013452,gi45549414:0.009419)1.00:0.057015)0.8
4:0.054554,(gi38014514:0.026912,gi49115393:0.027646)1.00:0.082468)0.63:0.055787)1.00:0.09
6151)1.00:0.270042)0.77:0.074173,(gi82623604:0.119088,(gi56044552:0.067573,(gi20336615:0.
064778,(gi30177766:0.051208,(gi54637489:0.005306,(gi23172580:0.004002,gi33636465:0.004401
,gi10726848:0.004257)0.87:0.008416)1.00:0.032499)1.00:0.047084)0.67:0.043715)1.00:0.12048
3)1.00:0.304957)0.64:0.095379)0.54:0.071442,(gi58585080:0.118267,(gi1510125:0.003565,gi62
26822:0.003060)1.00:0.173521)1.00:0.246864,(((((gi68367294:0.152718,gi47214321:0.108531)1
.00:0.107403,gi82570157:0.056622)0.95:0.039357,(gi7441613:0.005432,gi2494939:0.003959)1.0
0:0.060371)0.98:0.066437,(gi50759565:0.073048,gi2865384:0.005112,gi26351717:0.004674,gi26
348092:0.004820,(gi26335309:0.023315,gi5902693:0.021465)0.50:0.031655,(gi1168247:0.004698
,gi8392870:0.013135)1.00:0.013417,(gi3023219:0.004854,gi8843925:0.005290,gi8843927:0.0047
00)1.00:0.027268,gi12232632:0.025154,gi409029:0.009638,((gi40362763:0.039985,gi40362753:0
.037068)0.85:0.036221,gi40362757:0.059822,gi40362755:0.054199,gi40362761:0.006530,gi73993
693:0.028764)0.50:0.046092,gi15004694:0.004701,gi15451761:0.004576,gi547222:0.004795,gi37
362413:0.005031,gi66267329:0.007359,gi666893:0.004902,gi433201:0.004800,gi927209:0.004731
,gi71565156:0.003828,gi15451757:0.004689,gi639573:0.004739,gi27806213:0.009292,gi6563386:
0.004477,gi73993695:0.003962)1.00:0.116833)0.95:0.079851,(((((gi68397388:0.016217,gi47221
338:0.031114)0.98:0.031114,gi47212001:0.020318)0.60:0.027168,gi55250889:0.078748)1.00:0.0
54583,((gi8885888:0.014484,(gi73954113:0.007748,gi112870:0.007336)0.97:0.012643,(gi547221
:0.004219,gi4501959:0.005185,gi1168245:0.004075)0.98:0.009400,gi34368416:0.026833)0.91:0.
009042,gi55558:0.014653,gi112871:0.004419,gi3023234:0.022726,gi202764:0.018748,gi202626:0
.009010,gi543734:0.004905,gi47477902:0.004839,gi12836418:0.004432,gi27371132:0.004846)1.0
0:0.070194)1.00:0.060930,((gi76672279:0.008703,(((gi177807:0.003958,gi55664136:0.004791,g
i7690135:0.003919)0.89:0.012090,(gi13324696:0.004088,gi34328059:0.009195,gi202762:0.00316
9,gi241214:0.007946)1.00:0.021834,gi3182885:0.013235,gi73991866:0.010401)0.58:0.010459,gi
75074827:0.009299)0.55:0.010730)1.00:0.170622,(gi50747427:0.073262,(gi74272307:0.020701,g
i47206009:0.097730)1.00:0.054376)0.91:0.032187)1.00:0.088643)0.54:0.040999)0.97:0.323267)
0.64:0.110780); 
 
   [Note: This tree contains information only on the topology 
          and branch lengths (mean of the posterior probability density).] 
   tree con_50_majrule = 
(gi39595398:0.887282,((((((gi39591067:0.076175,(gi15011757:0.010437,(gi20198773:0.004984,
gi28894840:0.004462):0.008076):0.069743):0.429202,(gi2443302:0.193949,gi2443304:0.211172)
:0.215728):0.097488,gi35187403:0.229565):0.134164,((gi54637314:0.016011,(gi21428400:0.005
355,gi103373:0.004386):0.009500):0.045834,(gi55241351:0.064478,(gi12231866:0.033628,gi212
96419:0.041679):0.053433):0.065592):0.210213):0.056081,(gi72157660:0.337228,((gi68367386:
0.073654,gi47227683:0.033957):0.125743,((gi2494929:0.021665,(gi8575567:0.007045,gi5074745
3:0.011646):0.055866):0.082764,((gi68369916:0.066783,(gi68387240:0.045589,gi47222385:0.03
4324):0.021309):0.047982,(gi50749504:0.101232,(gi63175448:0.008169,gi46452248:0.042444):0
.012928,gi395368:0.017334,gi6680329:0.020734,gi402163:0.008722,gi74209615:0.004722,gi1857
149:0.004528,gi461440:0.004381,gi1857147:0.004414,gi55664480:0.004923,gi4504547:0.003949,
gi55634399:0.004182,gi10880129:0.004046,gi10880131:0.004761,gi51869675:0.004782,gi5186967
3:0.004379,gi19071247:0.004796,gi76668861:0.267425,gi73998177:0.004892,gi984247:0.107076,
gi1703011:0.016294,gi76676762:0.009389,gi8515807:0.088040):0.036898):0.058791):0.046278):
0.238355):0.090788):0.087765,(((((((gi76675334:0.068652,(gi6754260:0.007562,(gi34879477:0
.004676,gi435817:0.043825):0.013451):0.013536):0.113340,((((gi6981062:0.005114,(gi49759:0
.013761,gi74200809:0.005978):0.019275):0.031312,(gi73978746:0.004146,gi73978748:0.004839)
:0.036249):0.011746,gi61820235:0.031377):0.012416,gi50344544:0.032796,(gi55629744:0.01862
0,(gi30142000:0.044890,gi784990:0.006081):0.010701):0.011834):0.055585):0.039541,gi507326
39:0.032451):0.042784,((gi68436547:0.119787,gi68436545:0.004582):0.026016,gi47223437:0.03
3225):0.019742):0.020353,gi27817321:0.042014):0.437237,gi72168602:0.304213):0.094657,((((
gi28630991:0.072788,(gi15617878:0.028993,gi39586015:0.029827):0.066084):0.434007,(((gi372
21611:0.216423,((gi56044548:0.005186,gi2494933:0.014180):0.086397,(gi55245715:0.056591,((
gi54635860:0.013552,((gi45648275:0.007300,gi45648283:0.007254,gi45648307:0.007614,gi45648
309:0.007264,gi45648205:0.009471,gi45648299:0.009103,gi45648339:0.007279):0.096536,gi7191
1689:0.004274,gi62512164:0.004452,gi7507:0.004283):0.013916):0.064089,(gi54635863:0.00860
4,gi7505:0.009179,gi68051243:0.004906,gi21626962:0.004318,gi62512163:0.003885):0.031265):
0.023807):0.060859):0.053864):0.032780,(gi55247454:0.023052,gi42539178:0.027361):0.081629
):0.047362,(gi55236988:0.106523,gi1197194:0.124963):0.050923,gi66522425:0.116785):0.08651
8):0.129897,((gi84579545:0.146042,((gi30983816:0.013960,gi30983814:0.008262):0.138727,(gi
21309892:0.041163,(gi2494934:0.007972,gi37622423:0.011858):0.023466):0.058898):0.061173):
0.084868,gi3395774:0.258273):0.040451):0.093965,((((gi1542954:0.075617,(gi32478146:0.0157
35,(gi47207133:0.011813,gi2274949:0.004648):0.015378):0.056112):0.016518,(gi2274951:0.021
091,gi47212818:0.010627):0.024929):0.029349,(gi50761579:0.021191,(gi227365:0.004487,gi698
1054:0.004459,(gi2494922:0.004649,gi74148638:0.005103,gi26329619:0.010368):0.009561,gi766
74389:0.013379,gi33439694:0.004337,gi33439696:0.004435,gi27461808:0.004459,(gi225717:0.00



4763,gi35524:0.010085):0.014577,gi48428167:0.004903,gi55624344:0.004190,gi55956923:0.0049
17,gi62286638:0.004898):0.039389):0.027844):0.233853,((((gi901:0.030384,(((((gi1004282:0.
005565,gi2148993:0.004760):0.033300,((gi1154643:0.006055,gi2149131:0.009067):0.021020,(gi
6981056:0.004738,(gi1154871:0.004620,gi31542974:0.004645,gi73695416:0.004427,gi438789:0.2
52409):0.012753):0.021886):0.023910):0.012749,((gi4504535:0.004515,gi30584355:0.003751):0
.013464,gi55586453:0.004900):0.013971):0.023306,(gi1903314:0.006151,gi55742652:0.004857):
0.020285):0.020477,gi61822459:0.035474):0.024092):0.092908,(((gi68387813:0.002593,gi68387
874:0.003866):0.075255,gi32478148:0.027551):0.015870,gi1770280:0.024853):0.060473):0.0298
78,(((gi543725:0.065539,((gi3023201:0.038888,(gi3023205:0.015982,((gi49757:0.004049,gi575
10:0.004314):0.009245,(gi790986:0.013373,gi13430410:0.004586):0.012402):0.012460):0.01469
6):0.020220,((gi76625410:0.019635,(gi1004284:0.005071,gi1052772:0.009020):0.036810):0.014
091,gi10257395:0.017696,gi62122659:0.019453):0.009034,(gi62286639:0.003697,gi4504533:0.00
4208):0.013553,(gi33439700:0.004813,gi33439698:0.017723):0.008898):0.029255):0.029818,(gi
50744790:0.017303,gi80558023:0.071479):0.019221):0.052311,(gi47212362:0.031164,(gi6836448
0:0.021371,gi68440673:0.006557):0.083205):0.096742):0.076160):0.106483,((gi47226259:0.163
405,(gi50729860:0.030205,(((gi3023200:0.013555,(gi6680321:0.009125,(gi11177900:0.004195,g
i476956:0.005137):0.045639):0.017349):0.018361,(gi12005817:0.032902,gi6815243:0.005655):0
.008740,gi55620694:0.018517,gi67678370:0.004616,gi6815239:0.004390,gi6815237:0.004623,gi4
6575634:0.004665,gi38503208:0.004449):0.009319,gi6815241:0.007145):0.049855):0.081150):0.
087298,(gi68433047:0.161097,(((((gi7592942:0.004857,gi55627088:0.004976,gi38503207:0.0049
24,gi10635353:0.004817):0.040823,gi57095120:0.008998):0.009936,gi76625995:0.010112):0.009
639,gi984237:0.016041):0.009079,gi37962670:0.007946):0.130413):0.091789):0.198271):0.1405
86):0.098665):0.082823):0.079725):0.087761,((gi72004622:0.674472,gi72087290:0.436022,(gi5
5244551:0.281719,gi66501456:0.197161):0.271814):0.088773,((((gi7441602:0.005123,gi3461041
0:0.005218,gi34610411:0.005010):0.017518,gi39598078:0.018918):0.429007,(gi50755081:0.2594
27,((((gi11322426:0.023973,(gi23306887:0.042959,(((gi927108:0.008630,gi44890565:0.012985,
gi46575786:0.004934,gi68067981:0.004318,gi14193666:0.004676,gi14193668:0.004914,(gi940816
:0.004729,gi14039789:0.004405,gi19924027:0.010026):0.009456):0.009406,gi84993348:0.008674
,gi84993346:0.005292,gi84993380:0.005265):0.027914,gi21665902:0.019901,gi818877:0.018180,
gi21665835:0.009962,(gi76628636:0.005376,gi6448486:0.005613):0.017108,gi11322253:0.005131
,gi21212926:0.009247,gi11322251:0.010062,gi26986104:0.005355):0.009465,((gi21665815:0.004
926,gi7799170:0.010885):0.016377,gi21665831:0.004942):0.008369,(gi23928426:0.011217,(gi22
53094:0.037051,gi18643990:0.077426):0.013620):0.010635,(gi21665829:0.010665,gi178198:0.00
4728,gi66268793:0.004399,gi33598960:0.004156,gi12698670:0.004142):0.009105,gi21665900:0.0
05845,gi27525311:0.005316,gi21655548:0.006908,gi22324216:0.005172,gi25298986:0.005958,gi1
8643972:0.005413,(gi11322430:0.009383,gi84993376:0.009047):0.008830,gi56547823:0.004481,(
gi32140145:0.004671,gi11322424:0.004616,gi18643984:0.004843):0.009661,(gi11322422:0.00549
5,gi80971508:0.005176,gi11322261:0.011243):0.009477,gi22324220:0.004657,gi21212928:0.0051
93,gi21212923:0.010855,gi73980799:0.004759,gi11322420:0.005142,gi84993358:0.004805,gi8499
3360:0.005160,gi84993370:0.004928,gi11322249:0.005310,gi84993412:0.004796,gi18643976:0.01
0007,gi14164938:0.005086,gi56547825:0.010109):0.023687):0.133352,((gi47222303:0.012975,gi
21322658:0.015375):0.105208,(((gi46518508:0.010639,gi68400403:0.003092):0.103136,(gi47214
758:0.021856,gi21322666:0.017103):0.052851):0.050862,(gi50749921:0.029911,(((gi54287312:0
.044881,gi47523854:0.003903):0.008928,gi818875:0.017943,gi27806207:0.008362):0.017412,(gi
231460:0.004326,gi74200710:0.004058,gi3282235:0.004971,gi206616:0.004715):0.011811):0.041
558):0.044970):0.036350):0.070531):0.036693,((gi50747356:0.020632,(gi818879:0.016215,gi16
28638:0.014328,gi19924029:0.009892,gi191729:0.004454,gi206613:0.004764,gi220651:0.004739,
gi288045:0.004226,gi231463:0.004378,gi231464:0.004524,gi26514915:0.008678,gi71773208:0.00
4231,gi38349097:0.004339):0.064064):0.031758,((gi2494943:0.032499,(gi21322668:0.019681,gi
47214062:0.046837):0.025450):0.058103,(gi46518511:0.033293,(gi47220253:0.004363,gi2132266
0:0.004140):0.028897):0.038904):0.026838):0.036158):0.090459,(((gi21322672:0.106177,gi359
02754:0.026400):0.030689,gi21322670:0.058955):0.015816,(gi416562:0.035177,gi35902772:0.03
5051):0.031081):0.059547):0.037172):0.316216):0.120115,((((gi39596676:0.013036,(gi2326862
7:0.008674,gi71981932:0.004843,gi7495192:0.011984,gi23268625:0.004284,gi71981957:0.004939
,gi71981951:0.004828,gi71981925:0.003740):0.020108):0.438386,gi12229835:0.150084):0.10244
3,gi3717950:0.189573,(((((gi56044550:0.026753,(gi42662203:0.004058,gi1197192:0.005270):0.
015368):0.013043,(gi13173421:0.004627,gi1197330:0.014708):0.018002):0.165009,(gi54641635:
0.005701,(gi16754885:0.004327,gi8762:0.005304):0.018350):0.091977,gi55242247:0.021384):0.
066451,(gi871407:0.004456,gi871405:0.005665):0.046355):0.033318,gi58585136:0.150652):0.06
0555):0.066552,(gi41397458:0.004617,gi41397456:0.002499):0.315752):0.150373):0.101370,(((
(((gi55246271:0.030011,gi21291553:0.005821):0.310266,gi3150433:0.273768):0.120707,gi72041
290:0.405204):0.081998,((((gi17384398:0.016733,gi17384267:0.138608):0.085031,(((gi6686489
3:0.023937,(gi40254431:0.047792,gi475198:0.005363,gi558383:0.009314):0.028488):0.026141,(
(gi57305:0.005573,gi258794:0.004331):0.045373,(((gi54090:0.005684,gi23274018:0.008516):0.
045273,gi3850791:0.006478):0.021090,gi33413605:0.352335):0.036383):0.039150):0.089945,gi3
3636340:0.181229):0.055413):0.059879,(((gi50746090:0.122079,(((gi55665890:0.405875,gi5584
6806:0.063488):0.174603,((gi56122222:0.013178,gi7025345:0.008526,(gi56122298:0.005314,(gi
17298688:0.004564,(gi26329999:0.004629,gi311885:0.005191):0.009548):0.018436):0.008986,gi
55665891:0.004208):0.022277,gi2119501:0.008937):0.024559):0.032370,gi54792733:0.006590,gi
76659135:0.017863):0.128691):0.029438,(gi68396549:0.443821,(gi47211450:0.307973,gi6836310
0:0.040072):0.050207):0.044442):0.044064,((gi68361906:0.659614,gi68366212:0.093983):0.042
320,(gi50731215:0.046364,((((gi238377:0.033115,gi49456:0.004537):0.008621,(gi999236:0.004
569,gi54607157:0.004809,(gi2769593:0.134456,gi5705916:0.011957,gi21665878:0.018550,gi3320



905:0.015461,gi55640257:0.039000):0.047082,gi55846800:0.004828,gi74136485:0.004393,gi5573
3153:0.009038,gi177776:0.004151,gi55958068:0.004707):0.009289,(gi47564058:0.006898,gi4038
079:0.009501):0.012298):0.009450,gi63175434:0.008813,gi80478802:0.004523):0.008398,gi5437
26:0.012505,gi32765774:0.090072,gi57856:0.004778,gi8393583:0.004916):0.033436):0.069000):
0.089717):0.091526):0.290577,(gi45331303:0.166883,gi55246274:0.157025):0.280144):0.068745
):0.203650,((gi23320919:0.352619,((((gi26336416:0.004256,gi30802171:0.004458,gi16359242:0
.005167,gi1911570:0.009581):0.056716,gi4325156:0.037902):0.028249,gi37625043:0.045761):0.
149183,((gi60460905:0.095414,gi60460901:0.013745):0.022546,gi2340867:0.011481):0.127926):
0.361072):0.101686,(gi56549127:0.183661,gi203906:0.083953):0.213489):0.128302):0.101960,(
((gi2494930:0.586388,((gi73950679:0.023586,gi61832609:0.020399,gi56122224:0.004866,gi5620
3286:0.010429,gi56122300:0.005085,(((gi294508:0.003263,gi1162962:0.003979):0.009306,gi385
709:0.004346):0.009495,(gi74149111:0.139643,gi10946684:0.011378):0.010161):0.018733):0.26
8380,(gi68402990:0.031740,gi47222737:0.076274):0.075358):0.545064,(((gi39597901:0.031170,
gi7499160:0.009102):0.027288,gi71987807:0.004219,gi71987800:0.012405):0.416572,(gi8262360
6:0.199276,(gi58585130:0.094565,(gi54638423:0.005918,(gi479128:0.016739,gi23171234:0.0042
38,gi722319:0.004517):0.008680):0.070393):0.089381):0.160450):0.127161):0.136130,((((gi68
360280:0.151435,((gi3954976:0.165009,(gi50749576:0.139486,(gi1169236:0.036204,(((gi603869
:0.041986,(gi47213375:0.004331,gi1204095:0.009937):0.025655):0.067972,(gi2340859:0.008837
,gi68438589:0.004614,gi68438579:0.004178):0.068772):0.015171,gi1518036:0.023088):0.045555
):0.026330):0.055909):0.023523,((((gi456851:0.005082,(gi26336735:0.004083,gi258144:0.0042
92,gi118229:0.014161):0.022260,(gi227114:0.009309,gi11131618:0.004372,gi30399:0.004640,gi
49456799:0.004172,gi55625662:0.004897):0.017701,gi27806653:0.003696,gi1706296:0.004713,gi
73954025:0.004523):0.019520,gi50755087:0.027263):0.010054,((gi1518038:0.023227,(gi6837327
6:0.005519,gi544135:0.018361):0.020772):0.010844,(gi1518034:0.009863,((gi68428488:0.00437
0,gi2340853:0.009148,gi2340855:0.015211):0.027901,(gi1204090:0.009458,gi47219262:0.008168
):0.033259):0.011805):0.028667):0.027387):0.010168,gi1169213:0.021519):0.021138):0.026047
):0.023275,gi2340857:0.090397):0.019404,(gi68354190:0.152585,(gi47218969:0.029887,gi15180
40:0.018362):0.039736):0.022801,((gi22658483:0.005389,gi4503391:0.005963):0.027664,(gi766
73410:0.007056,(gi6978781:0.011951,gi29789042:0.007949):0.015112):0.015355):0.066001):0.0
34905,gi1169230:0.041339):0.335522):0.061273,(((((gi3941547:0.687099,(((((gi56311452:0.09
2330,(gi56311458:0.023965,gi56311456:0.013787):0.061736):0.056241,(gi56311459:0.109165,gi
56311460:0.043514):0.021321):0.368528,((((gi56311444:0.086032,(gi56311440:0.065357,gi5631
1441:0.023483):0.012854):0.039634,(gi56311442:0.069923,gi56311443:0.023893):0.055612):0.3
49064,(gi56606070:0.025566,gi14600080:0.019289):0.177449):0.101126,((gi6739494:0.007854,g
i74275344:0.002509):0.044686,(gi62638354:0.011678,gi56605936:0.018573):0.028005):0.303309
):0.074656):0.100951,((gi22859010:0.015549,(gi75517941:0.003702,gi57114160:0.013625):0.02
0125):0.036910,(gi14600078:0.064864,(gi14600076:0.003752,gi19705433:0.007728):0.046624):0
.119974):0.179006):0.114821,(((gi47210162:0.086035,(gi47206001:0.006215,gi47207323:0.0094
00):0.063856,(gi47194694:0.005361,gi47207324:0.004916):0.057938,gi47210163:0.032095,gi472
06449:0.035859):0.019983,gi47210161:0.074313):0.281622,(gi56311445:0.280538,(gi56311446:0
.029552,(gi56311449:0.051932,(gi56311447:0.021477,gi56311448:0.013447):0.054012):0.017797
):0.202865):0.104876):0.112289):0.131764):0.114347,gi47207357:0.234313):0.209984,((gi5088
2517:0.028075,(((gi45594300:0.003748,gi45439382:0.005077):0.064446,(((gi924639:0.005146,g
i6981060:0.005468):0.012597,gi3646424:0.004750,gi984172:0.009268):0.017449,(gi3647301:0.0
04455,gi74200793:0.003880,gi3650330:0.005054,gi3647303:0.004827,gi3646355:0.004655):0.018
728):0.024620,gi55625058:0.014779,gi6900062:0.004647,gi40643224:0.005184,gi3326989:0.0045
93,gi55846802:0.050537,gi984127:0.084383,gi40643226:0.003815,gi12274900:0.004938,gi260057
19:0.004749,gi50960030:0.005178,gi3326991:0.005293,gi12274906:0.004382,gi49617281:0.13815
7,(gi76642844:0.005234,gi59858095:0.009691):0.008999,gi3183689:0.005720,gi73954222:0.0128
23,gi32765778:0.017528):0.020924,(gi50882519:0.007193,gi50754733:0.005292):0.018040):0.02
7450):0.049185,((gi47213181:0.013163,gi68373370:0.054457):0.031892,(gi68397008:0.094207,g
i47216965:0.068004):0.123880):0.035933):0.279524):0.164811,((((gi66548399:0.155899,(gi546
37595:0.013699,(gi68262544:0.003727,gi68262542:0.004669):0.015400):0.132986):0.054441,(gi
84796154:0.008430,gi68262548:0.005139,gi84796155:0.004564):0.190733):0.044822,(((gi847961
59:0.002471,gi68262546:0.005661):0.118452,gi55241891:0.104249):0.079609,gi66513267:0.1695
49):0.056787):0.143318,(gi21654945:0.126939,(gi6840859:0.011991,gi7159252:0.010095):0.152
316):0.162352):0.212464):0.081713,(gi72149280:0.382204,((gi50755091:0.168827,((gi76626422
:0.039788,gi73954021:0.018099):0.028694,((gi1346291:0.034496,(gi6981044:0.017563,(gi30239
53:0.010073,gi75517333:0.004303,gi74202790:0.004615,gi73768881:0.004365,gi21314570:0.0041
87):0.030724):0.029656):0.016105,(gi1359759:0.023203,gi22658471:0.005126,gi32493367:0.005
029):0.028247):0.027852):0.136852):0.077892,(gi47215666:0.194281,gi47219388:0.329913):0.1
30468):0.133526):0.248541):0.071878,((gi37499136:0.010495,gi3962388:0.011805):0.320391,((
((gi68365496:0.085413,(gi33860241:0.016456,gi33860239:0.042860):0.054780):0.141200,(((((g
i1256416:0.004714,gi76574173:0.054409):0.064574,((gi6180060:0.004766,gi74202023:0.004449,
gi50110:0.004553):0. 
17406,(gi6978463:0.004598,gi298307:0.004033):0.018679):0.041232):0.021083,(gi23379645:0.0
10079,(gi6425114:0.014014,(gi23379643:0.005239,(gi4557267:0.004506,gi1070629:0.004500,gi1
78896:0.004429):0.013496,gi23379641:0.008934,gi23379639:0.004846,gi55630516:0.009159):0.0
09563):0.017769):0.013997):0.014204,((gi50979252:0.005593,gi1913918:0.004498):0.028607,gi
57163877:0.009467):0.008608,(gi8980849:0.033821,(gi27806327:0.009588,gi4588548:0.009597,g
i11127982:0.008054,gi4588546:0.008947,gi82468608:0.004524,gi11127984:0.004182,gi11127976:
0.004679,gi11127986:0.005210):0.008371):0.013280):0.223300,gi1168613:0.081053):0.086786):
0.108166,((gi68370438:0.046141,gi47219685:0.070869):0.070718,(gi2598061:0.117590,((gi1147



53:0.014407,gi50749927:0.004279):0.067577,(((((gi1438750:0.005918,gi6017883:0.005004):0.0
15769,(gi34850746:0.015341,gi12643864:0.005075):0.010994):0.010413,gi998514:0.003975):0.0
37015,(gi2981633:0.023841,gi6978459:0.004711,gi220671:0.003981,gi449413:0.009436,gi668066
6:0.007478,gi12858052:0.009185):0.012150,gi5921171:0.013408,(gi56790271:0.012954,gi571639
25:0.004745):0.011158):0.008973,gi1352060:0.004729,gi55634677:0.018041,gi5833815:0.004774
,gi45505192:0.003945,gi4557265:0.004604):0.110544):0.043039):0.050158):0.062887):0.066029
,((gi33304630:0.009912,gi47216807:0.017894):0.160444,((gi50754872:0.027857,((gi12698940:0
.037973,((gi2145037:0.004203,gi42521632:0.002925):0.037572,(gi12698992:0.006047,gi3333049
0:0.004133):0.020596):0.008699,(gi12698974:0.027258,gi12699030:0.004989):0.008804,gi12698
960:0.036439,gi12699020:0.005083,gi12698970:0.036207,(gi12698990:0.023880,((gi56384749:0.
005024,gi49612:0.004522,gi114766:0.004807):0.013473,gi1199929:0.004605,gi55778297:0.00436
8,gi57778:0.004060,(gi50101:0.013492,gi114767:0.009295,gi12698964:0.004568,gi26348433:0.0
03911):0.008959):0.018241):0.011388,(gi12698998:0.004628,gi23379627:0.008081,gi12699004:0
.009687):0.007920,((gi12699000:0.004711,gi1004339:0.005241):0.007566,(gi23379625:0.009319
,gi62897611:0.004395,(gi23379621:0.010186,gi55625194:0.005092):0.009009,gi23379623:0.0097
89,gi2570533:0.009139,gi22658465:0.008146,gi5714688:0.004673,gi34190269:0.004248,gi492581
25:0.004000,gi2570531:0.004267,gi39645303:0.004461,gi6573153:0.004458,gi2570529:0.004619,
gi68248540:0.004219,gi4501969:0.004094,gi12699006:0.004588):0.008757):0.019027,gi12699032
:0.018034,gi12698962:0.025429,(gi12698996:0.007815,gi33330492:0.014722):0.010505,(gi57163
787:0.004251,gi50979016:0.003720):0.008805,(gi12698930:0.004534,gi12698928:0.004079):0.01
3275,(gi12698980:0.005403,gi20797204:0.009662):0.008652):0.010552,(gi12699028:0.004804,(g
i12699024:0.004888,gi41386782:0.004288):0.009325):0.013452,gi45549414:0.009419):0.057015)
:0.054554,(gi38014514:0.026912,gi49115393:0.027646):0.082468):0.055787):0.096151):0.27004
2):0.074173,(gi82623604:0.119088,(gi56044552:0.067573,(gi20336615:0.064778,(gi30177766:0.
051208,(gi54637489:0.005306,(gi23172580:0.004002,gi33636465:0.004401,gi10726848:0.004257)
:0.008416):0.032499):0.047084):0.043715):0.120483):0.304957):0.095379):0.071442,(gi585850
80:0.118267,(gi1510125:0.003565,gi6226822:0.003060):0.173521):0.246864,(((((gi68367294:0.
152718,gi47214321:0.108531):0.107403,gi82570157:0.056622):0.039357,(gi7441613:0.005432,gi
2494939:0.003959):0.060371):0.066437,(gi50759565:0.073048,gi2865384:0.005112,gi26351717:0
.004674,gi26348092:0.004820,(gi26335309:0.023315,gi5902693:0.021465):0.031655,(gi1168247:
0.004698,gi8392870:0.013135):0.013417,(gi3023219:0.004854,gi8843925:0.005290,gi8843927:0.
004700):0.027268,gi12232632:0.025154,gi409029:0.009638,((gi40362763:0.039985,gi40362753:0
.037068):0.036221,gi40362757:0.059822,gi40362755:0.054199,gi40362761:0.006530,gi73993693:
0.028764):0.046092,gi15004694:0.004701,gi15451761:0.004576,gi547222:0.004795,gi37362413:0
.005031,gi66267329:0.007359,gi666893:0.004902,gi433201:0.004800,gi927209:0.004731,gi71565
156:0.003828,gi15451757:0.004689,gi639573:0.004739,gi27806213:0.009292,gi6563386:0.004477
,gi73993695:0.003962):0.116833):0.079851,(((((gi68397388:0.016217,gi47221338:0.031114):0.
031114,gi47212001:0.020318):0.027168,gi55250889:0.078748):0.054583,((gi8885888:0.014484,(
gi73954113:0.007748,gi112870:0.007336):0.012643,(gi547221:0.004219,gi4501959:0.005185,gi1
168245:0.004075):0.009400,gi34368416:0.026833):0.009042,gi55558:0.014653,gi112871:0.00441
9,gi3023234:0.022726,gi202764:0.018748,gi202626:0.009010,gi543734:0.004905,gi47477902:0.0
04839,gi12836418:0.004432,gi27371132:0.004846):0.070194):0.060930,((gi76672279:0.008703,(
((gi177807:0.003958,gi55664136:0.004791,gi7690135:0.003919):0.012090,(gi13324696:0.004088
,gi34328059:0.009195,gi202762:0.003169,gi241214:0.007946):0.021834,gi3182885:0.013235,gi7
3991866:0.010401):0.010459,gi75074827:0.009299):0.010730):0.170622,(gi50747427:0.073262,(
gi74272307:0.020701,gi47206009:0.097730):0.054376):0.032187):0.088643):0.040999):0.323267
):0.110780); 
end; 
 


