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mTORC1 signaling controls mammalian skeletal growth through
stimulation of protein synthesis
Jianquan Chen1 and Fanxin Long1,2,3,*

ABSTRACT
Much of the mammalian skeleton is derived from a cartilage template
that undergoes rapid growth during embryogenesis, but the molecular
mechanism of growth regulation is not well understood. Signaling
by mammalian target of rapamycin complex 1 (mTORC1) is an
evolutionarily conservedmechanism that controls cellular growth. Here
we report that mTORC1 signaling is activated during limb cartilage
development in the mouse embryo. Disruption of mTORC1 signaling
through deletion of either mTOR or the associated protein Raptor
greatly diminishes embryonic skeletal growth associated with severe
delays in chondrocyte hypertrophy and bone formation. The growth
reduction of cartilage is not due to changes in chondrocyte proliferation
or survival, but is caused bya reduction in cell size and in the amount of
cartilagematrix.Metabolic labeling revealsanotable deficit in the rateof
protein synthesis in Raptor-deficient chondrocytes. Thus, mTORC1
signaling controls limb skeletal growth through stimulation of protein
synthesis in chondrocytes.
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INTRODUCTION
The limb skeleton of mammals is derived from cartilage templates
through endochondral ossification (Kronenberg, 2003; Long and
Ornitz, 2013). The process beginswith condensation ofmesenchymal
cells within the embryonic limb bud. Subsequently, cells at the core of
mesenchymal condensation differentiate into chondrocytes, whereas
those at the periphery give rise to the perichondrium. Following the
initial proliferation that produces an elongated cartilage template,
chondrocytes become increasingly organized into morphologically
distinct domains. At either end of the template the proliferating
chondrocytes exhibit a rounded morphology (round chondrocytes),
but become flattened and stacked in columns (columnarchondrocytes)
towards the middle of the cartilage rod. The columnar chondrocytes
produce a large amount of extracellular matrix and also proliferate at a
higher rate than the round cells (Long et al., 2001). Further towards the
center of the template, the columnar chondrocytes eventually stop
proliferating and enter the hypertrophic stage. A recent study indicates
that chondrocyte hypertrophy can be further divided into three
progressive stages of volume enlargement based on changes in the
density of cellular dry mass (Cooper et al., 2013). During the first
phase, cells increase both drymass and fluid volume, thusmaintaining
the same density of dry mass as the prehypertrophic cells; this is then

followed bya swelling phase that reduces the drymass density, and the
final phase when both dry mass and fluid volume increase again
without changing the dry mass density. Concurrent with chondrocyte
hypertrophy, cells within the perichondrium surrounding the
hypertrophic zone differentiate into osteoblasts that produce a
nascent bone collar. The hypertrophic chondrocytes are generally
believed to undergo apoptosis, followed by invasion of blood vessels
from the perichondrium. The invading vasculature not only triggers
resorption of the hypertrophic cartilage matrix and formation of the
bone marrow cavity, but also brings in osteoblast precursors that
eventually produce cancellous bone within the marrow cavity (Maes
et al., 2010). Overall, proper regulation of chondrocyte progression
through proliferation and hypertrophy is crucial for skeletal growth,
but relatively little is known about the intracellular signaling
mechanisms responsible for these transitions.

Mammalian (or mechanistic) target of rapamycin (mTOR) is an
evolutionarily conserved serine/threonine kinase that integrates
various inputs from growth factors and nutrients to regulate cell
growth, proliferation and survival (Sengupta et al., 2010b). mTOR
functions as the catalytic subunit in two functionally distinct signaling
complexes:mTORcomplex 1 (mTORC1) and complex 2 (mTORC2)
(Sengupta et al., 2010b; Thoreen et al., 2009). The complexes are
distinct by virtue of specific components, such as Raptor (also known
asRptor) formTORC1andRictor formTORC2, and by their different
downstream effectors (Jacinto et al., 2004; Sarbassov et al., 2004).
mTORC1 is best known for phosphorylating p70 S6 kinase (p70S6K;
also known as RPS6KB1) and eukaryotic translation initiation factor
4E binding protein 1 (4EBP1; also known as EIF4EBP1) to regulate
protein synthesis (Thoreen et al., 2012). Global deletion of mTOR or
Raptor in the mouse leads to early postimplantation lethality
(Gangloff et al., 2004; Guertin et al., 2006; Murakami et al., 2004).
Subsequent tissue-specific knockout studies have identified crucial
roles for mTORC1 in several tissues, but its function in skeletal
development has not been examined genetically (Bentzinger et al.,
2008; Polak et al., 2008; Yilmaz et al., 2012).

Here, through deletion of either mTOR or Raptor, we demonstrate
that mTORC1 signaling is required for optimal protein production in
chondrocytes, thus controlling cell size, the amount of cartilagematrix
and, ultimately, skeletal size. This study therefore identifiesmTORC1
as a crucial regulator of skeletal growth during embryogenesis.

RESULTS
mTORC1 signaling during endochondral bone development
To gain insight into mTOR signaling in the developing long bone, we
performed immunofluorescence staining for phosphorylation of
ribosomal protein S6 (P-S6) by p70S6K at residues S240 and S244,
an established readout for mTORC1 signaling, on sections of mouse
embryonic limbs (Sengupta et al., 2010a). We first examined the
humerus at embryonic day (E) 15, before the marrow cavity was
formed. Here, P-S6 was detected at a relatively low level in a ‘salt and
pepper’ pattern among the round chondrocytes (Fig. 1A,B, yellowReceived 6 February 2014; Accepted 13 May 2014
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boxes). The staining was notably increased in both intensity and
uniformity within the columnar region, with the prehypertrophic and
early hypertrophic chondrocytes exhibiting the most prominent,
nearly homogeneous signal (Fig. 1A,B, green boxes). TheP-S6 signal
declined rapidly beyond the early hypertrophic stage, resulting in little
staining within much of the hypertrophic region (Fig. 1A,B). P-S6
was somewhat reactivated in cells at the final stage of hypertrophy
(Fig. 1A,B, blue boxes). At E16.5, the staining pattern of P-S6 within
the different zones of cartilagewas identical to that at E15 (Fig. 1C,D).
However, at this stage, the central hypertrophic regionwas replaced by
a nascent marrow cavity, and the terminal hypertrophic chondrocytes
were found near the chondro-osseous junction. These cells, like those
at E15, also exhibited some reactivation of P-S6 (Fig. 1C, asterisk).
Besides chondrocytes, the osteoblast precursors within either the
perichondrium or the primary spongiosa also exhibited a robust P-S6
signal (Fig. 1C, arrows, PS in blue box). Because deletion of Raptor
abolished the P-S6 signal in chondrocytes and osteoblast precursors,
we conclude that P-S6 faithfully reflects mTORC1 signaling in the
developing skeleton (supplementary material Fig. S2B). Overall, the
dynamic pattern of mTORC1 signaling indicates that the pathway is
likely to play a role in normal skeletal development.

mTORC1 is crucial for embryonic skeletal growth
To examine directly the role of mTOR in skeletal development, we
deleted the gene with Prx1-Cre, which targets mainly the limb, the
cranial and the interlimb flank mesenchyme (Logan et al., 2002).
Briefly,Prx1-Cre;Mtor f/+malemicewerematedwithMtor f/f females
to produce Prx1-Cre; Mtor f/f embryos (hereafter mTORCKO).
The mutant mice were born alive but died shortly after birth;

their limbs were severely diminished, and ∼50% also exhibited
exencephaly (supplementary material Fig. S1A,B). Whole-mount
skeletal staining at E18.5 revealed a clear deficiency in ossification of
the skull and the sternum, in addition to the marked shortening of
appendicular bones (supplementary material Fig. S1C-H). The limb
skeletonwas correctly patterned but each element was greatly reduced
in size (Fig. 2A-D).Directmeasurements of thehumerus indicated that
the total length and the relative bone-collar length (normalized to total
length) were decreased to 34.2% and 70.6% of normal values,
respectively (Fig. 2E). Histological analyses of the ulna revealed that,
in contrast to the well-established marrow cavity that is normally
present at E18.5, the mutant element maintained a cartilaginous core
(supplementary material Fig. S1I,J). Similar defects were observed
with the other limb bones of mTORCKO mice. Thus, loss of mTOR
severely impairs skeletal growth.

Because mTOR can function through either mTORC1 or
mTORC2, we next assessed the specific contribution of mTORC1.
For this, we deleted the gene encoding the mTORC1-specific Raptor
with Prx1-Cre in the same way as for mTOR removal. Western blot
analyses of limb bud protein extracts confirmed that Raptor and P-S6
were markedly reduced in Prx1-Cre; Raptor f/f embryos (hereafter
RapCKO) at E12.5 (supplementary material Fig. S2A). The residual
signal of Raptor and P-S6 in RapCKO could be due to the ectoderm
that Prx1-Cre did not target, or to incomplete deletion in the
mesenchyme at this early stage. Regardless, when examined by
immunostaining at E16.5, the P-S6 signal was undetectable from the
cartilage and the perichondrium (supplementary material Fig. S2B).
Importantly, the RapCKO embryos exhibited a perinatal phenotype
strikingly similar to that of mTORCKO, including very short limbs,

Fig. 1. mTORC1 signaling during endochondral bone
development. Phosphorylated S6 (P-S6) immunofluorescence (A,
C) or H&E staining (B,D) on longitudinal sections of mouse
humerus at E15 (A,B) or E16.5 (C,D). Boxed areas are shown at
higher magnification to the right. Dashed line in C indicates the
boundary between hypertrophic cartilage and primary spongiosa;
P-S6 signal in red; DAPI staining of DNA in blue. R, round
chondrocytes; C, columnar chondrocytes; PH/EH, prehypertrophic/
early hypertrophic chondrocytes; BM, bone marrow cavity; PS,
primary spongiosa. Arrows indicate perichondrium; asterisks
indicate terminal hypertrophic chondrocytes. Scale bars: green,
2 mm; orange, 1 mm.
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exencephalyandneonatal death (supplementarymaterial Fig. S2C,D).
Whole-mount skeletal staining at E18.5 confirmed the shortening of
limb elements as well as ossification defects in the skull and
sternum of RapCKO mice, reminiscent of those in mTORCKO
(supplementary material Fig. S2E-J). All skeletal elements in the
limbs of RapCKOwere correctly patterned but greatly reduced in size
(Fig. 2F-I). The severity of the size reduction was generally similar
in RapCKO and mTORCKO, with the exception of the radius and
ulna, which appeared to be more severely affected in the latter
genotype (Fig. 2B,G). Measurements of the humerus in RapCKO
showed that the total length and the relative bone-collar length were
shortened to 47.3% and 72.1% of normal values, respectively.
Thus, mTOR appears to drive skeletal growth mainly through
mTORC1 signaling.

mTORC1 enhances chondrocyte growth and matrix
production through stimulation of protein translation
To gain insight into how mTORC1 signaling affects skeletal growth,
we analyzed the RapCKO embryos further. The reduced skeletal size
could be due to impaired cell proliferation. However, BrdU labeling
assays at E15.5did not detect any defect in the proliferationof roundor
columnar chondrocytes in the RapCKO embryo (Fig. 3A,B). To
examine a potential contribution from apoptosis, we performed
TUNEL assays in the humerus at several embryonic stages. No
apoptosis was detected in proliferative chondrocytes of control or
RapCKO embryos at any stage. In the control, apoptotic cells first
appearedwithin the perichondrium flanking the hypertrophic region at
E14.5, and then among the terminal hypertrophic chondrocytes at
E15.5 (Fig. 3C,E). After the formation of a bone marrow cavity in
the control at E16.5 and E18.5, apoptosis was detected at both
the periosteum and the chondro-osseous junctions (Fig. 3G,I). In

the RapCKO embryo, apoptosis in the perichondrium and
hypertrophic chondrocytes did not occur until E16.5 (Fig. 3D,F,H).
Moreover, at E18.5 the apoptotic hypertrophic chondrocytes in
RapCKO remained at the center of the humerus instead of being
replaced by a marrow cavity (Fig. 3J). Thus, disruption of mTORC1
signaling at the mesenchymal progenitor stage did not cause ectopic
apoptosis of chondrocytes, but instead delayed the onset of normal
apoptosis and impaired the removal of apoptotic hypertrophic
chondrocytes. Whether these defects reflect direct regulation by
mTORC1or are secondary consequences of some earlier effects is not
known at present. Nonetheless, the impact of mTORC1 on skeletal
growth cannot be explained by changes in chondrocyte proliferation
or survival.

Chondrocyte hypertrophy is a major driving force for limb skeletal
growth. We therefore examined the status of hypertrophy in the
RapCKO embryo. Histological sections revealed a much shorter
hypertrophic zone in the humerus of RapCKO embryos at both E14.5
andE15.5, and this shorteningwasdisproportionate to the reduction in
total length (Fig. 4A,B; supplementary material Fig. S3A,B). In situ
hybridization detected expression of the hypertrophic chondrocyte
marker Col10a1 in the humerus of E13.5 wild-type but not RapCKO
littermate embryos (supplementary material Fig. S3C,D). Thus, lack
of mTORC1 delayed the onset of chondrocyte hypertrophy. As
expected from the delay in hypertrophy, bone collar formation was
also impeded in the RapCKO embryo. Whereas a bone collar stained
positive by the vonKossa method is normally evident at E14.5, it was
not detectable in the RapCKO embryo until E16.5 (Fig. 4C). As
shown above, at E18.5 the central hypertrophic cartilage persisted in
the mutant humerus, instead of being replaced by a marrow cavity
(Fig. 4D). In situ hybridization showed that the central hypertrophic
chondrocytes in the mutant sample no longer expressed Col10a1 but
activated Mmp13, indicating their status of terminal hypertrophy
(Fig. 4D). The terminal status of the cells was also supported by the
observation above that some were undergoing apoptosis (Fig. 3I).
However, a closer examination revealed that these cells were
considerably smaller than their normal counterparts (Fig. 4E,F). The
reduced size of RapCKO hypertrophic chondrocytes was unlikely to
be due to the absence of a primary ossification center in the mutant
bones because, evenwhen comparedwithE15wild-type embryos that
had not yet developed the ossification center, the E18.5 RapCKO
mice still had significantly smaller hypertrophic chondrocytes
(Fig. 4F). Thus, in the absence of mTORC1 signaling, hypertrophic
chondrocytes failed to attain a normal size. Taken together, the results
so far demonstrate that mTORC1 controls not only the initiation of
hypertrophy, but also the ultimate size and the eventual removal of the
hypertrophic chondrocytes.

Besides hypertrophy, the size of other chondrocytes and the
amount of cartilage matrix also contribute to the size of skeletal
elements. Therefore, we examined the round and columnar regions
by histomorphometry. Indeed, both areas exhibited a higher cell
density in the humerus of E18.5 RapCKO than in the littermate
control (Fig. 5A-C). Further quantification of the columnar region
identified a clear decrease in both cell size and matrix area per cell
(Fig. 5D,E). Analyses of the humerus at E13.5 provided similar
results (supplementary material Fig. S4). Thus, loss of mTORC1
reduces both the size of chondrocytes and the amount of
extracellular matrix that they produce.

These findings prompted us to determine whether mTORC1
normally stimulates protein translation in chondrocytes. We
performed metabolic labeling experiments with primary cultures
of chondrocytes with Raptor either intact or deleted in vitro with an
adenovirus expressing Cre. Western blot analyses confirmed

Fig. 2. mTORC1 is crucial for embryonic skeletal growth.
(A-D) Representative images of forelimb (A,B) and hindlimb (C,D) skeletons
from E18.5 wild-type (WT; A,C) versus mTORCKO (B,D) littermates.
(E) Quantification of humerus length in E18.5 mTORCKO relative to WT
littermates. (F-I) Forelimb (F,G) and hindlimb (H,I) skeletons from E18.5 WT
(F,H) versus RapCKO (G,I) littermates. (J) Quantification of humerus length in
E18.5 RapCKO relative toWT littermates. Cartilage is stained blue; bone collar
is stained red. TL, total humerus length; BC/TL, ratio of bone collar over total
length. n=3 for each genotype; error bars indicate s.d.
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effective Cre-mediated deletion of Raptor and the expected decrease
in the phosphorylation of 4EBP1 and S6 (Fig. 6A). By contrast,
phosphorylation of AKT (at S473), a known target of mTORC2,
was not impaired but rather increased upon mTORC1 disruption, a
phenomenon previously reported in other systems (Fig. 6A)
(Laplante and Sabatini, 2012). Importantly, the Raptor-deficient
chondrocytes exhibited a marked deficiency in protein synthesis
compared with the control cells (Fig. 6B).
Overall, this study establishes mTORC1 as a crucial determinant

of chondrocyte size and matrix production during endochondral
skeletal development through its stimulation of protein translation.

DISCUSSION
We have identified mTORC1 as a crucial regulator of embryonic
skeletal growth in mice. Our data indicate that physiological
mTORC1 signaling increases the cell size and the amount of
extracellular matrix proteins produced by chondrocytes at all stages
of maturation. In addition, normal mTORC1 activity is necessary
for the timely transition of chondrocytes to hypertrophy, as well as
for the final removal of hypertrophic chondrocytes. The direct
impact of mTORC1 on the overall rate of protein translation in
chondrocytes is likely to be central to the function of this protein
complex in skeletal growth.
Chondrocyte hypertrophy is a principal driving force in skeletal

growth. Recent studies have identified three distinct phases of
volume increase during hypertrophy. Both the first and third phase
involve increases in dry mass production, whereas the second
phase of expansion is due to fluid accumulation in the cell
(Cooper et al., 2013). Interestingly, our data show that mTORC1
signaling is robustly activated in the prehypertrophic/early
hypertrophic stage, but then becomes undetectable until being
reactivated in the final phase of hypertrophy. Therefore, mTORC1
signaling might drive the increase in dry cell mass in the first and

third phases of hypertrophy, therefore contributing to the final size
of hypertrophic chondrocytes. The final stage of chondrocyte
hypertrophy is normally followed by apoptosis and replacement
by a marrow cavity formed through blood vessel invasion.
Previous work in bat and mouse limbs has indicated that the entire
hypertrophic zone in a growth plate is normally turned over within
∼24 h (Cooper et al., 2013; Farnum et al., 2008). Here we show
that, without mTORC1, the hypertrophic chondrocytes failed to
turn over even though they transitioned to the final stages of
expressing MMP13 and undergoing apoptosis. This observation
raises the intriguing possibility that mTORC1 activity in the
terminal hypertrophic chondrocytes might be intrinsically
necessary for blood vessel invasion and for the removal of
hypertrophic cartilage, but we cannot exclude the possibility that
the defect might be secondary to the loss of mTORC1 in other cell
types in the limb.

It should be noted that because mTOR or Raptor was deleted by
Prx1-Cre at the mesenchymal progenitor stage in our study,
potential defects in the progenitors might have contributed to the
dramatic size reduction in the limb skeleton. Indeed, we have
observed smaller cartilage primordia in the limbs of E11.75
RapCKO embryos when compared with littermate controls. Thus,
mTORC1 signaling appears to stimulate embryonic skeletal growth
by regulating both the initial formation and the subsequent growth
of the cartilage template. Future experiments with more stage-
specific approaches (e.g. Col2-Cre) will be necessary to distinguish
the relative contribution of each stage to overall skeletal growth.

It is worth noting that mTORC1 activity markedly decreases
following the onset of hypertrophy. A recent study showed that
hyperactivation of mTORC1 via the deletion of Lkb1 caused
overgrowth of the columnar region, highlighting the importance of
mTORC1 suppression for the transition of the cells to hypertrophy
(Lai et al., 2013). It is not yet clear at present whether Lkb1

Fig. 3. mTORC1 does not have a major
impact on chondrocyte proliferation or
survival. (A) BrdU labeling of chondrocytes
in the humerus of E15.5WT versusRapCKO
littermates. Boxed areas from round
chondrocyte and columnar chondrocyte
regions are shown at a higher magnification
beneath. (B) Quantification of BrdU labeling
in chondrocytes. n=3 embryos for each
genotype; error bars indicate s.d. R, round
chondrocytes; C, columnar chondrocytes.
(C-J) TUNEL assays of longitudinal humeral
sections from E15.5-18.5 WT (C,E,G,I)
versus RapCKO (D,F,H,J) littermates. H,
hypertrophic chondrocytes; BM, bone
marrow cavity. Arrows point to apoptotic
cells in the perichondrium; asterisks indicate
terminal hypertrophic chondrocytes
undergoing apoptosis.
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activation represents a normal regulatory step during the progression
of chondrocyte hypertrophy.
Similarly, it is unclear which extracellular signals are responsible

for the dynamic regulation of mTORC1 activity at the various stages
of chondrocyte maturation. Insulin-like growth factor (IGF)
signaling is likely to play a role because it is known to activate
mTORC1 in a variety of tissues, and IGF2 together with the
signaling receptor IGF1R are expressed in the growth plate
chondrocytes (Oldham and Hafen, 2003; Wang et al., 1995).
Disruption of IGF1, IGF2 or IGF1R reduces overall skeletal growth
(Baker et al., 1993; Liu et al., 1993; Long et al., 2006). In particular,
deletion of Igf1 resulted in a reduced final size of hypertrophic
chondrocytes, apparently due to failure in the third-phase expansion
(Cooper et al., 2013; Lupu et al., 2001; Wang et al., 1999). Thus,
IGF signaling is likely to contribute to mTORC1 activity in
chondrocytes. However, because the skeletal defect caused by
mTORC1 deletion is more severe than that in the Igf1r knockout
embryo (Liu et al., 2013), other signals must also contribute to
mTORC1 activation to ensure proper skeletal growth.

MATERIALS AND METHODS
Mouse strains
Prx1-Cre,Mtor f/f and Raptor f/fmouse lines are as previously described and
were purchased from the Jackson Laboratory (Logan et al., 2002; Risson
et al., 2009; Sengupta et al., 2010a). The Animal Studies Committee at
Washington University approved all mouse experimental procedures.

Analyses of mouse embryos
Whole-mount embryonic skeleton was prepared and stained with Alizarin
Red/Alcian Blue essentially as described previously (McLeod, 1980). For

analyses on sections, embryonic limbs were dissected out in PBS, fixed in
10% formalin overnight at room temperature, and then processed for
paraffin embedding prior to sectioning (6 μm). For detection of
mineralization, sections were stained with 1% silver nitrate (von Kossa
method) and counterstained with Nuclear Fast Red. For other histology-
based analyses on E16.5 or older embryos, limbs were decalcified in 14%
EDTA for 24 h after fixation and prior to processing. Hematoxylin and
Eosin (H&E) staining and Alcian Blue/Picrosirius Red staining were
performed on paraffin sections following standard protocols. In situ
hybridization was performed with 35S-labeled riboprobes as previously
described (Hu et al., 2005; Joeng and Long, 2009; Long et al., 2004; Long
et al., 2001).

BrdU and TUNEL staining
Pregnant females were injected with BrdU at 0.1 mg/g body weight 2 h
before harvest. Embryonic limbs were collected, decalcified, processed and
sectioned in paraffin. BrdU detection was performed with a BrdU staining
kit (Zymed Laboratories). For quantification of BrdU labeling, sections
from at least three animals of each genotype were scored for the percentage
of BrdU-positive cells. TUNEL assay was performed with the In Situ Cell
Death Detection Kit TMR Red (Roche).

Western blot and immunofluorescence
For western blot analyses, total proteins were isolated from mouse forelimb
buds using RIPA buffer [20 mM Tris (pH 8.0), 150 mM NaCl, 0.1% SDS,
1% NP-40, 0.5% sodium deoxycholate]. Protein samples (30 µg) were
separated on 10% SDS-polyacrylamide gels and subjected to a standard
western procedure. Antibodies for S6 (Cell Signaling, catalog number
2215), P-S6 (S240/244; Cell Signaling, catalog number 2217), AKT (Cell
Signaling, catalog number 9272), P-AKT (S473; Cell Signaling, catalog
number 9271), 4EBP1 (Cell Signaling, catalog number 9452), P-4EBP1
(S65; Cell Signaling, catalog number 9451), Raptor (Cell Signaling, catalog

Fig. 4. mTORC1 controls multiple
aspects of chondrocyte hypertrophy.
(A) Alcian Blue/Picrosirius Red staining of
longitudinal humeral sections from E15.5
WT and RapCKO littermates. Red line
indicates the length of the hypertrophic
zone. (B) Length of the hypertrophic zone
relative to total humerus length. (C) Von
Kossa staining of longitudinal humerus
sections from E14.5 or E16.5 WT versus
RapCKO littermates. Arrows indicate
nascent bone collar. (D) Alcian Blue/
Picrosirius Red (S/A) staining and in situ
hybridization analyses (dark red) on
adjacent humeral sections from E18.5 WT
and RapCKO littermates. BM, bone marrow
cavity. (E) Histology of the hypertrophic
zone in the humerus of E18.5 WT versus
RapCKO littermates. (F) Average size of
hypertrophic chondrocytes on sections.
(B,F) *P<0.05, n=3 animals per genotype;
error bars indicate s.d.
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number 2280), Rictor (Cell Signaling, catalog number 2140) and β-actin
(Cell Signaling, catalog number 4970) were all purchased from Cell
Signaling Technology. All antibodies were used at 1:1000 dilution.

For P-S6 immunostaining, paraffin sections of embryonic limbs were
deparaffinized, immersed in boiling 10 mM sodium citrate buffer (pH 6.0)
for 20 min, and blocked with 5% goat serum before incubation with primary
antibody overnight. The sections were then washed three times in PBS, and
incubated for 1 h at room temperature with Alexa Fluor 594-conjugated
goat anti-rabbit IgG secondary antibody (diluted 1:250 in PBS; Life
Technologies, catalog code A-11012). Stained sections were mounted
with VECTASHIELD mounting medium containing DAPI (Vector
Laboratories).

Metabolic labeling of protein synthesis
To isolate chondrocytes, the cartilage portion of the rib cage and sternum
was dissected from newborn Raptorf/f pups, washed with PBS, and then
digested with 1.2 mg/ml protease (Sigma) dissolved in PBS at 37°C for
30 min. This was followed by incubation with 3 mg/ml collagenase (Sigma)
in DMEM for 60 min at 37°C. The soft tissues were then carefully removed.
The remaining rib cage and sternum were further digested in 1.5 mg/ml
collagenase in DMEM at 37°C for 4 h. The dissociated chondrocytes were
then filtered through a 70 μm cell strainer. Cells were seeded in 6-well plates
at 1×106 cells/well. After overnight culture, cells were infected with
adenovirus expressing either green fluorescence protein (Ad-GFP) or Cre
(Ad-CRE) at a multiplicity of infection of 100. At 72 h after adenoviral
infection, chondrocytes were either lysed with RIPA buffer to evaluate gene
deletion efficiency or used for metabolic labeling.

Metabolic labeling was performed as previously described (Thoreen
et al., 2012). Briefly, cells were washed once with PBS, then incubated for
30 min in 2 ml cysteine/methionine-free DMEM containing 10% dialysed
and heat-inactivated fetal calf serum and 165 µCi EasyTag EXPRESS
35S protein labeling mix (PerkinElmer, catalog code NEG772002MC).
Cells were then lysed with 100 μl RIPA buffer containing protease and

phosphatase inhibitors, and soluble protein lysates were isolated by
centrifugation. Lysates (10 μl) were then deposited on Whatman filter
paper strips; protein was precipitated with 5% trichloroacetic acid (TCA),
and washed consecutively with 10% TCA, ice-cold 100% ethanol, and ice-
cold acetone. The filter strips were then air-dried at room temperature for
10 min. The amount of 35S incorporated into protein was quantified using a
Beckman LS6500 scintillation counter and normalized to total cell number.

Statistics
All quantitative data are presented as mean±s.d. from a minimum of three
independent samples. P<0.05 (two-tailed Student’s t-test) is considered
statistically significant.
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Figure S1. mTOR is critical for embryonic skeletal development. (A-B) Gross appearance of E18.5 wild-type (A) versus mTORCKO (B) 
littermates.  (C-D) Whole-mount skeletal staining of E18.5 WT (C) and mTORCKO (D) littermates.  (E-L) Higher magnification of calvar-
ia (E,F), and sterna (G,H) from E18.5 WT  (E, G) and mTORCKO (F, H) littermates.  (I-J) H&E staining of longitudinal sections through 
the ulna from E18.5 WT (I) and mTORCKO (J) littermates.  Green arrows: parietal bone; red arrows: sternum.  BM: bone marrow; *: 
hypertrophic cartilage.

Figure S2. Raptor critically regulates embryonic skeletal development.  (A) Western blot analyses with forelimb buds from E12.5 WT 
versus RapCKO littermates.  (B) P-S6 immunofluorescence staining on longitudinal humeral sections from E16.5 WT versus RapCKO 
embryos.  P-S6: red; DAPI: blue.  (C-D) Gross appearance of E18.5 wild-type (C) versus RapCKO (D) littermates.  (E-F) Whole-mount 
skeletal staining of E18.5 WT (E) and RapCKO (F) littermates.  (G-J) Higher magnification of calvaria (G, H), and sterna (I, J) from E18.5 
WT  (G, I) and RaptorCKO littermates (H, J).  Green arrows: parietal bone; red arrows: sternum.
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Figure S3.  mTORC1 regulates chondrocyte hypertrophy.  (A, B) Alcian Blue/Picrosirius Red staining of longitudinal humeral sections 
from E14.5 WT versus RapCKO littermates. Red lines indicate the length of hypertrophic zone.  (C, D) In situ hybridization of Col10a1 
on longitudinal humeral sections from E13.5 littermates.  Hybridization signal in red.  Asterisk denotes Col10a1-expressing domain in 
WT sample.

Figure S4.  mTORC1 regulates chondrocyte size and amount of extracellular matrix.  (A-B) H&E staining of longitudinal humeral 
sections from E13.5 WT (A) versus RapCKO (B) littermates.  Areas in colored boxes shown below at higher magnification.  (C) Quantifi-
cation of chondrocyte density in round and columnar regions.  *: p<0.05, n=3.

Development | Supplementary Material



<<
  /ASCII85EncodePages false
  /AllowTransparency false
  /AutoPositionEPSFiles false
  /AutoRotatePages /None
  /Binding /Left
  /CalGrayProfile (Dot Gain 20%)
  /CalRGBProfile (sRGB IEC61966-2.1)
  /CalCMYKProfile (U.S. Web Coated \050SWOP\051 v2)
  /sRGBProfile (sRGB IEC61966-2.1)
  /CannotEmbedFontPolicy /Error
  /CompatibilityLevel 1.3
  /CompressObjects /Tags
  /CompressPages true
  /ConvertImagesToIndexed true
  /PassThroughJPEGImages true
  /CreateJobTicket false
  /DefaultRenderingIntent /Default
  /DetectBlends true
  /DetectCurves 0.1000
  /ColorConversionStrategy /LeaveColorUnchanged
  /DoThumbnails false
  /EmbedAllFonts true
  /EmbedOpenType false
  /ParseICCProfilesInComments true
  /EmbedJobOptions true
  /DSCReportingLevel 0
  /EmitDSCWarnings false
  /EndPage -1
  /ImageMemory 1048576
  /LockDistillerParams true
  /MaxSubsetPct 100
  /Optimize false
  /OPM 1
  /ParseDSCComments true
  /ParseDSCCommentsForDocInfo true
  /PreserveCopyPage false
  /PreserveDICMYKValues true
  /PreserveEPSInfo false
  /PreserveFlatness true
  /PreserveHalftoneInfo false
  /PreserveOPIComments false
  /PreserveOverprintSettings true
  /StartPage 1
  /SubsetFonts true
  /TransferFunctionInfo /Remove
  /UCRandBGInfo /Remove
  /UsePrologue false
  /ColorSettingsFile ()
  /AlwaysEmbed [ true
  ]
  /NeverEmbed [ true
  ]
  /AntiAliasColorImages false
  /CropColorImages true
  /ColorImageMinResolution 150
  /ColorImageMinResolutionPolicy /OK
  /DownsampleColorImages true
  /ColorImageDownsampleType /Bicubic
  /ColorImageResolution 200
  /ColorImageDepth -1
  /ColorImageMinDownsampleDepth 1
  /ColorImageDownsampleThreshold 1.32000
  /EncodeColorImages true
  /ColorImageFilter /DCTEncode
  /AutoFilterColorImages true
  /ColorImageAutoFilterStrategy /JPEG
  /ColorACSImageDict <<
    /QFactor 0.40
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /ColorImageDict <<
    /QFactor 0.15
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /JPEG2000ColorACSImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /JPEG2000ColorImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /AntiAliasGrayImages false
  /CropGrayImages true
  /GrayImageMinResolution 150
  /GrayImageMinResolutionPolicy /OK
  /DownsampleGrayImages true
  /GrayImageDownsampleType /Bicubic
  /GrayImageResolution 200
  /GrayImageDepth -1
  /GrayImageMinDownsampleDepth 2
  /GrayImageDownsampleThreshold 1.32000
  /EncodeGrayImages true
  /GrayImageFilter /DCTEncode
  /AutoFilterGrayImages true
  /GrayImageAutoFilterStrategy /JPEG
  /GrayACSImageDict <<
    /QFactor 0.40
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /GrayImageDict <<
    /QFactor 0.15
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /JPEG2000GrayACSImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /JPEG2000GrayImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /AntiAliasMonoImages false
  /CropMonoImages true
  /MonoImageMinResolution 400
  /MonoImageMinResolutionPolicy /OK
  /DownsampleMonoImages true
  /MonoImageDownsampleType /Bicubic
  /MonoImageResolution 600
  /MonoImageDepth -1
  /MonoImageDownsampleThreshold 1.00000
  /EncodeMonoImages true
  /MonoImageFilter /CCITTFaxEncode
  /MonoImageDict <<
    /K -1
  >>
  /AllowPSXObjects false
  /CheckCompliance [
    /None
  ]
  /PDFX1aCheck false
  /PDFX3Check false
  /PDFXCompliantPDFOnly false
  /PDFXNoTrimBoxError false
  /PDFXTrimBoxToMediaBoxOffset [
    34.69606
    34.27087
    34.69606
    34.27087
  ]
  /PDFXSetBleedBoxToMediaBox false
  /PDFXBleedBoxToTrimBoxOffset [
    8.50394
    8.50394
    8.50394
    8.50394
  ]
  /PDFXOutputIntentProfile (None)
  /PDFXOutputConditionIdentifier ()
  /PDFXOutputCondition ()
  /PDFXRegistryName ()
  /PDFXTrapped /False

  /CreateJDFFile false
  /Description <<
    /CHS <FEFF4f7f75288fd94e9b8bbe5b9a521b5efa7684002000410064006f006200650020005000440046002065876863900275284e8e9ad88d2891cf76845370524d53705237300260a853ef4ee54f7f75280020004100630072006f0062006100740020548c002000410064006f00620065002000520065006100640065007200200035002e003000204ee553ca66f49ad87248672c676562535f00521b5efa768400200050004400460020658768633002>
    /CHT <FEFF4f7f752890194e9b8a2d7f6e5efa7acb7684002000410064006f006200650020005000440046002065874ef69069752865bc9ad854c18cea76845370524d5370523786557406300260a853ef4ee54f7f75280020004100630072006f0062006100740020548c002000410064006f00620065002000520065006100640065007200200035002e003000204ee553ca66f49ad87248672c4f86958b555f5df25efa7acb76840020005000440046002065874ef63002>
    /DAN <>
    /DEU <>
    /ESP <>
    /FRA <>
    /ITA <>
    /JPN <FEFF9ad854c18cea306a30d730ea30d730ec30b951fa529b7528002000410064006f0062006500200050004400460020658766f8306e4f5c6210306b4f7f75283057307e305930023053306e8a2d5b9a30674f5c62103055308c305f0020005000440046002030d530a130a430eb306f3001004100630072006f0062006100740020304a30883073002000410064006f00620065002000520065006100640065007200200035002e003000204ee5964d3067958b304f30533068304c3067304d307e305930023053306e8a2d5b9a306b306f30d530a930f330c8306e57cb30818fbc307f304c5fc59808306730593002>
    /KOR <FEFFc7740020c124c815c7440020c0acc6a9d558c5ec0020ace0d488c9c80020c2dcd5d80020c778c1c4c5d00020ac00c7a50020c801d569d55c002000410064006f0062006500200050004400460020bb38c11cb97c0020c791c131d569b2c8b2e4002e0020c774b807ac8c0020c791c131b41c00200050004400460020bb38c11cb2940020004100630072006f0062006100740020bc0f002000410064006f00620065002000520065006100640065007200200035002e00300020c774c0c1c5d0c11c0020c5f40020c2180020c788c2b5b2c8b2e4002e>
    /NLD (Gebruik deze instellingen om Adobe PDF-documenten te maken die zijn geoptimaliseerd voor prepress-afdrukken van hoge kwaliteit. De gemaakte PDF-documenten kunnen worden geopend met Acrobat en Adobe Reader 5.0 en hoger.)
    /NOR <>
    /PTB <>
    /SUO <>
    /SVE <>
    /ENU (Use these settings to create Adobe PDF documents best suited for high-quality prepress printing.  Created PDF documents can be opened with Acrobat and Adobe Reader 5.0 and later.)
  >>
  /Namespace [
    (Adobe)
    (Common)
    (1.0)
  ]
  /OtherNamespaces [
    <<
      /AsReaderSpreads false
      /CropImagesToFrames true
      /ErrorControl /WarnAndContinue
      /FlattenerIgnoreSpreadOverrides false
      /IncludeGuidesGrids false
      /IncludeNonPrinting false
      /IncludeSlug false
      /Namespace [
        (Adobe)
        (InDesign)
        (4.0)
      ]
      /OmitPlacedBitmaps false
      /OmitPlacedEPS false
      /OmitPlacedPDF false
      /SimulateOverprint /Legacy
    >>
    <<
      /AddBleedMarks false
      /AddColorBars false
      /AddCropMarks false
      /AddPageInfo false
      /AddRegMarks false
      /ConvertColors /ConvertToCMYK
      /DestinationProfileName ()
      /DestinationProfileSelector /DocumentCMYK
      /Downsample16BitImages true
      /FlattenerPreset <<
        /PresetSelector /MediumResolution
      >>
      /FormElements false
      /GenerateStructure false
      /IncludeBookmarks false
      /IncludeHyperlinks false
      /IncludeInteractive false
      /IncludeLayers false
      /IncludeProfiles false
      /MultimediaHandling /UseObjectSettings
      /Namespace [
        (Adobe)
        (CreativeSuite)
        (2.0)
      ]
      /PDFXOutputIntentProfileSelector /DocumentCMYK
      /PreserveEditing true
      /UntaggedCMYKHandling /LeaveUntagged
      /UntaggedRGBHandling /UseDocumentProfile
      /UseDocumentBleed false
    >>
  ]
>> setdistillerparams
<<
  /HWResolution [2400 2400]
  /PageSize [612.000 792.000]
>> setpagedevice


