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ABSTRACT
Presumably to conserve energy, many mammals enter into
hibernation during the winter. Homeostatic processes such as
transcription and translation are virtually arrested. To further
elucidate transcriptional regulation during hibernation, we studied the
transcription factor p53. Here, we demonstrate that changes in liver
mRNA and protein concentrations of known regulators of p53 are
consistent with activation. p53 mRNA and protein concentrations are
unrelated. Importantly, p53 protein concentration is increased ~2-fold
during the interbout arousal that punctuates bouts of torpor. As a
result, both the interbout arousal and the torpid state are
characterized by high levels of nuclear-localized p53. Chromatin
immunoprecipitation assays indicate that p53 binds DNA during the
winter. Furthermore, p53 recruits RNA polymerase II, as indicated
by nuclear run-on data. However, and consistent with previous data
indicating an arrest of transcriptional elongation during torpor, p53
‘activity’ does not result in expected changes in target gene
transcripts. These data demonstrate the importance of using a
systems level-approach in understanding a complex phenotype such
as mammalian hibernation. Relying on interpretations of data that
are based on steady-state regulation in other systems may be
misleading in the context of non-steady-state conditions such as
torpor.
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INTRODUCTION
During the winter, hibernating mammals such as ground squirrels
oscillate between bouts of metabolic depression (torpor), wherein
core body temperature may be below −2°C, and euthermic periods
(interbout arousals), wherein body temperature approaches
euthermic values (~36°C) (van Breukelen and Martin, 2002; Carey
et al., 2003). Oxygen consumption during torpor may be as low as
1/100th of the active rate (Carey et al., 2003). Hibernation represents
a unique metabolic constraint. Hibernators must balance a need to
conserve energy with maintenance of cellular structure. Many
energetically expensive physiological processes normally vital to
homeostasis are dramatically reduced during torpor. Processes such
as transcription and translation are not sustainable given the severe
metabolic depression. Earlier, we demonstrated marked depressions
of both hepatic transcription and translation (van Breukelen and
Martin, 2001; van Breukelen and Martin, 2002). Nuclear run-on data
from hibernating golden-mantled ground squirrels demonstrate a
moderate inhibition of transcriptional initiation (~50%), but indicate
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that elongation of transcripts is essentially arrested during torpor
(van Breukelen and Martin, 2002). Translational regulation during
hibernation is more elaborate. Polysome analyses reveal that the
bulk of initiation is depressed as animals enter into torpor (van
Breukelen and Martin, 2001). 4E-binding protein 1, a potent
regulator of the cap binding protein, eIF4E, is absent in summer,
present in winter, and differentially phosphorylated between torpor
and the interbout arousal. These data suggested a role for cap-
independent mechanisms in promoting differential translation (van
Breukelen et al., 2004). Transcripts bearing internal ribosome entry
sites preferentially accumulate on ribosomes during the torpor bout
(Pan and van Breukelen, 2011).

Some investigators noted that transcription factors such as p53
and NF-κB move in and out of the nucleus during the torpor cycle
(Fleck and Carey, 2005; Allan and Storey, 2012). An earlier study
indicated that nuclear p53 protein concentration was significantly
reduced by 4-fold in torpid ground squirrels (Fleck and Carey,
2005). A seemingly plausible interpretation was that such movement
must have functional significance. In other words, it was
hypothesized that differential transcription was evident in
hibernators. Given our previous work demonstrating a virtual arrest
of transcription, we address this issue in the present study of golden-
mantled ground squirrels [Spermophilus lateralis (Say 1823)] by
exploiting a systems-level approach towards understanding whether
the transcription factor p53 is functional during mammalian
hibernation. p53 protein is a well-known transcription factor that
plays a key role in the response to a variety of cellular stresses, such
as DNA damage, hypothermia, hypoxia and metabolic stress (Hirao
et al., 2000; Zhang et al., 2010; Koumenis et al., 2001; Puzio-Kuter,
2011). The half-life [~20 min under normal conditions (Maltzman
and Czyzyk, 1984)] and activity of p53 is extremely well regulated
by a tremendous number of processes; estimates are that at least 160
known proteins contribute to the regulation of p53 (Toledo and
Wahl, 2006).

RESULTS
mRNA or protein concentrations of five known p53
regulators are consistent with activation of p53 during
steady-state conditions
Many researchers use mRNA or protein concentrations of known
regulators of p53 to indicate p53 activity in steady-state conditions
(e.g. Ofir-Rosenfeld et al., 2008; Kim et al., 2007). We chose five
well-described regulators – p53BP2, p53INP1, Mdm2, Mdm4 and
RPL26 – all of which were consistent with an activation of p53
during winter. p53BP2 works as an activator of p53 and its mRNA
concentrations were significantly increased by ~2.6-fold during
winter (P=0.003; Fig. 1A). Protein concentrations of RPL26, another
p53 activator, were significantly increased nearly 2-fold during
winter (P=0.005; Fig. 2C). In contrast, Mdm2 works as an inhibitor
of p53 and its protein concentrations were significantly reduced by
30–40% during winter (P=0.005; Fig. 2A). mRNA concentrations of
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Mdm4, another p53 inhibitor, remained unchanged in late torpor
(LT), but were significantly reduced by ~60% during interbout
arousal (IBA) (P=0.014; Fig. 1C). Protein concentrations of Mdm4
were significantly reduced by 30–70% during winter (P=0.007;
Fig. 2B). p53INP1 can either inhibit or promote p53 activity. mRNA
concentrations of p53INP1 remained unchanged as a function of
torpor state (P=0.23; Fig. 1B). These results are summarized in
supplementary material Fig. S1.

Protein and mRNA concentrations of p53 are not related
qRT-PCR data indicate that p53 mRNA concentrations were
reduced by ~60% in LT, but restored during IBA, as compared with
summer active (SA) values (P=0.008; Fig. 3A). In contrast to
mRNA concentration, western blot analyses indicate that p53
protein abundance was unchanged between LT and SA (P=0.13;
Fig. 3B,C). These data underscore a lack of correlation between
protein and mRNA concentrations. Such a result is not very
surprising because the correlation between protein and mRNA
concentrations may be less than 0.4 in a variety of organisms
including mammals (Gygi et al., 1999; Forner et al., 2006; Gry et
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Fig. 1. mRNA concentration of known p53 regulators in liver as a
function of torpor state. (A) p53BP2, (B) p53INP1 and (C) Mdm4. Relative
expression values are shown as fold change ± s.e.m. for triplicates in
reference to the housekeeping genes GAPDH or actin. Treatment groups
with different letters are significantly different (P<0.05, ANOVA with Tukey
post hoc analysis).
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Fig. 2. Protein concentration of known p53 regulators in liver as a
function of torpor state. (A) Mdm2, (B) Mdm4 and (C) RPL26. Protein
concentrations were normalized to actin protein concentration; n=3 animals
for each torpor state. Treatment groups with different letters are significantly
different (P<0.05, ANOVA with Tukey post hoc analysis). Western blot
images are available as supplementary material Fig. S2.
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al., 2009). Importantly, p53 protein was significantly elevated by
~2-fold during IBA (P=0.0008; Fig. 3B,C).

p53 protein is localized to the nucleus during winter
Transcription factors must be localized to the nucleus to work. Using
immunohistochemical analysis followed by quantitative confocal
microscopy, the subcellular localization of p53 protein as a function
of torpor state was determined. Representative images of
immunolocalization of p53 protein are shown in Fig. 4A. Analyses
revealed an ~2-fold increase in the percentage of p53 protein found
in the nucleus of LT animals (P=0.0048; Fig. 4B). We note the
percentage of p53 protein found in the nucleus of IBA animals is
less than that found in LT animals (P=0.0048; Fig. 4B). However,
the total amount of p53 protein was increased by ~2-fold in IBA
animals (P=0.0008; Fig. 3B,C). Thus, the amount of nuclear p53
protein in IBA animals is still ~82% of that found in LT animals, and
significantly higher than that found in SA animals (30% of the LT
value).

p53 binds to DNA during winter
Transcription factors must bind DNA to function. Chromatin
immunoprecipitation (ChIP) assays were used to determine the degree
to which p53 protein bound DNA. Data indicate ~40% more
association of p53 with DNA during winter (P=0.0005; Fig. 5A). One
p53 target gene, mdm2, was amplified from both ChIP DNA and Input
DNA. The ChIP DNA was diluted ~50-fold to allow comparison with
input DNA, suggesting that the binding of p53 was specific (Fig. 5B).

Nuclear run-on assays suggest moderate recruitment of
RNA polymerase II during winter
A major result of transcription factor activity is the alteration of
recruitment of RNA polymerase II and subsequent transcription of
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Fig. 3. mRNA and protein expression levels of p53 in liver as a function
of torpor state. (A) mRNA concentrations of p53 were measured by qRT-
PCR. Relative expression values are shown as fold change ± s.e.m. for
triplicates in reference to the housekeeping gene GAPDH. (B) A western blot
using antibodies against p53 protein was used to obtain (C) quantitative
changes in p53 protein concentration as a function of torpor state. p53
protein concentration was normalized to actin protein concentration, n=3
animals for each torpor state. Treatment groups with different letters are
significantly different (P<0.05, ANOVA with Tukey post hoc analysis).
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Fig. 4. Immunohistochemical analysis of subcellular localization of p53
protein. (A) Representative confocal images are shown as single and
overlaid images. Green staining represents p53 protein. Red staining
represents DNA in the nucleus. (B) Quantification of image analyses from A.
Percent localization was determined by comparing green signal from nucleus
with total green signal. One hundred clearly identifiable cells were used for
each animal (n=3 animals for each torpor state). Treatment groups with
different letters are significantly different (P<0.05, ANOVA with Tukey post
hoc analysis). PI, propidium iodide.
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target genes. In a nuclear run-on assay, isolated nuclei are afforded
the opportunity to elongate pre-initiated transcripts. When nuclei are
allowed to elongate under similar conditions, the rate of
transcription is proportional to the recruitment of RNA polymerase
II (van Breukelen and Martin, 2002). It should be noted that
estimates of new transcriptional initiation events in vitro by isolated
nuclei are very low (1–2%). Thus, the nuclear run-on assay allows
for an assessment of the amount of transcriptional initiation that had
occurred at the moment of isolation. Known upregulated and
downregulated p53 target genes were quantified using qRT-PCR.
Linearity of the assay was ensured by restricting elongation to 5 min
(van Breukelen and Martin, 2002). Further, only newly synthesized
mRNA was quantified by subtracting the initial amount of mRNA
in each sample. qRT-PCR-based nuclear run-on assays for known
p53 target genes indicate that expression of known upregulated
genes were increased by ~1.5-fold during winter as compared with
SA values (P=0.0076; Fig. 6, Table 1). However, run-on activity for
known downregulated genes was not statistically reduced in winter
as compared with SA values (P=0.5; Fig. 6).

Target gene cellular mRNA concentrations are not
consistent with p53 activity during winter
The gold standard in determining efficacy of a transcription factor
is whether cellular mRNA concentrations are altered. If p53 were an
effective transcriptional regulator, one would expect that mRNA
concentrations of upregulated genes would be increased. qRT-PCR
indicates that cellular mRNA concentrations of ‘upregulated’ target
genes were significantly reduced during torpor, with the exception

of GADD45A, whose mRNA concentration was significantly
increased by ~1.5-fold in LT (P=0.0035; Fig. 7). mRNA
concentrations of ‘downregulated’ genes were similarly reduced
during winter from SA values, except for CRYZ in LT (P=0.0068;
Fig. 8). These results suggest that p53 is ineffective in modulating
upregulated and downregulated target genes, implying little role of
p53 in directing differential transcription during torpor.

DISCUSSION
Hibernation is manifested by global decreases in transcription and
translation in accordance with metabolic demands. Depending on
ambient temperature, oxygen consumption during hibernation may
be reduced to as low as 1/100th of active rates (Wang and Lee,
2000). When one considers that transcription accounts for as much
as 10% of standard metabolic rate in mammalian cells (Rolfe and
Brown, 1997), it follows that transcription must be severely
depressed during torpor. Incorporation of radiolabeled precursors
into RNA is severely reduced during torpor depending on tissue
type (Osborne et al., 2004; Bocharova et al., 1992). Because
organs such as the heart and brain must function during torpor, it
seems likely that these tissues would experience higher
transcriptional activities than tissues such as muscle. Indeed, such
differences have been noted (Osborne et al., 2004). Use of nuclear
run-on assays from liver allowed for mechanistic insight into how
this transcriptional depression is effected; overall, transcriptional
initiation is reduced by ~50% during torpor, but the cold
temperatures typical of hibernation would essentially arrest
elongation (van Breukelen and Martin, 2002). Data from nuclear
run-on assays in hibernating hamsters are consistent with a
significant role for depression of elongation as well (Osborne et
al., 2004; Berriel Diaz et al., 2004).

One might expect that employment of a hibernation phenotype,
with the associated reduction in metabolism, might be accompanied
by dramatic changes in gene expression. Tempering that expectation
is how such changes could be accomplished given the reductions in
transcription. Perhaps differential mRNA degradation and/or
transcriptional efforts during phases such as the entrance stage of
hibernation, before there are large changes in body temperature,
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Fig. 5. Chromatin immunoprecipitation (ChIP) analysis of the
association of p53 protein and DNA as a function of torpor state.
(A) Results are expressed as a ratio of the concentration of
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comparison with input DNA. Lanes were cut and reassembled in this figure to
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could yield significant changes in transcript abundance. There have
been numerous investigations of differential gene expression during
torpor (Srere et al., 1992; Epperson et al., 2004; Schwartz et al.,
2013; Morin and Storey, 2005; Yan et al., 2006; Yan et al., 2008).
Although some mRNAs such as α2-macroglobulin (Srere et al.,
1992) and thyroxine-binding globulin (Epperson et al., 2004) have
been observed to change by 5- to 15-fold during torpor, most mRNA
abundances are unchanged. The relative paucity of changes
observed in the above-mentioned studies suggests few substantial
changes to gene expression. Furthermore, total mRNA
concentrations are surprisingly constant throughout the hibernation
cycle, suggesting that there is little net mRNA degradation (Frerichs
et al., 1998; O’Hara et al., 1999).

There are reports of transcription factor movements, including
p53, into and out of the nucleus during torpor (Fleck and Carey,

2005; Allan and Storey, 2012; Carey et al., 2000). A presumption is
that the movement would predict transcription factor function during
hibernation. Could some transcription factors work during
hibernation and might this then lead to differential gene expression?
Given the role of p53 in mediating stress in cells, we hypothesized
that p53 may be an exemplary transcription factor to study in the
context of hibernation. p53 has a role in regulating oxygen
consumption and apoptosis as well as responses to hypoxia and
nutrient deprivation (Vousden and Lane, 2007; Maddocks and
Vousden, 2011; Puzio-Kuter, 2011). These processes are important
during hibernation, e.g. apoptosis must be regulated during
hibernation (van Breukelen et al., 2010).

At least 160 proteins have been reported to regulate p53 activity
(Toledo and Wahl, 2006). During steady-state conditions, changes
in mRNA or protein abundance of p53 regulatory proteins have
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Table 1. Effect of hibernation state on transcriptional recruitment by p53
Category Gene Summer active Late torpor Interbout arousal

Upregulated target genes GADD45A 1.00±0.08 1.51±0.20 1.65±0.38
BAX 1.00±0.14 0.91±0.17 1.75±0.33
PIG3 1.00±0.23 1.98±0.50 1.87±0.48
IGFBP3 1.00±0.09 1.73±0.29 1.43±0.20
maspin 1.00±0.03 1.75±0.21 2.17±0.23
DDB2 1.00±0.25 1.11±0.30 1.18±0.32
DRAM 1.00±0.08 1.59±0.23 1.36±0.18

Downregulated target genes CRYZ 1.00±0.14 1.13±0.17 0.64±0.13
CDC25C 1.00±0.15 1.04±0.18 0.52±0.09
SLC38A2 1.00±0.11 1.32±0.25 1.19±0.20
ODC1 1.00±0.04 0.90±0.08 0.82±0.11

Housekeeping gene actin 1.00±0.03 0.97±0.06 0.98±0.09

Values are relative fold changes in mRNA concentration from nuclear run-on assays for p53 target genes. Values after 5 min of transcriptional elongation in
isolated nuclei were compared against values prior to elongation (time 0). Known upregulated p53 target genes include growth arrest and DNA damage
inducible gene (GADD45A); Bcl-2 associated X gene (BAX); p53 inducible gene 3 (PIG3); insulin-like growth factor-binding protein 3 (IGFBP3); serpin
peptidase inhibitor, clade B ovalbumin, member 5 (maspin); DNA damage-binding protein 2 (DDB2); and DNA-damage regulated autophagy modulator 1
(DRAM). Known downregulated p53 target genes include crystallin, zeta (quinone reductase; CRYZ); cell division cycle 25 homolog C (CDC25C); sodium-
coupled neutral amino acid transporter 2 (SLC38A2); and ornithine decarboxylase 1 (ODC1). actin was used as a non-target gene control. Values are
represented as means ± s.e.m.; n=3 animals per group. Summer active values were arbitrarily set to 1.
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Fig. 7. Cellular concentrations of mRNAs for known upregulated p53
target genes. The mRNA concentrations of all but GADD45 were significantly
reduced in winter. GADD45 mRNA abundance was increased by ~1.5-fold in
LT. Values represent mean ± s.e.m. of qRT-PCR results as in Fig. 3, except
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been associated with changes in p53 transcription factor function
(Ofir-Rosenfeld et al., 2008; Kim et al., 2007; Lambert et al., 1998).
Changes in mRNA or protein concentration of five known regulators
of p53 are seemingly consistent with an activation of p53 as a
transcription factor during winter in hibernators (supplementary
material Fig. S1). It is important to note these data do not actually
address activity per se. To understand whether p53 works as a bona
fide transcription factor during hibernation, we addressed its ability
to effect changes in transcript abundance.

As a result of changes in either p53 protein concentration (IBA;
Fig. 3) or localization (LT; Fig. 4), p53 accumulates in the
hepatocyte nucleus of winter animals. These data are inconsistent
with a previous report that indicated that nuclear p53 protein
concentrations were 4-fold less in hibernating ground squirrel as
compared with SA animals (Fleck and Carey, 2005). This earlier
study only examined enriched nuclear fractions and no attempt was
made to investigate cytosolic or total p53 protein concentrations. In
the present study, quantitative immunohistochemistry and western
blot analyses were performed to study subcellular localization of
p53.

An important consideration of p53 transcription factor function is
whether p53 binds DNA. Analysis of a ChIP assay indicates an
approximately 40% increase in binding of DNA by p53 in winter
squirrels (Fig. 5A). These data are rather moderate in comparison to
other ChIP results. In human cancer models, p53 activation results
in an up to ~20- to 30-fold increase in p53 binding (Lambert et al.,
1998; Gu and Roeder, 1997; Luo et al., 2004). When one considers
that availability of p53 protein in the nucleus was approximately ~2-
to 2.5-fold higher in winter squirrels than in summer squirrels
(Fig. 3C, Fig. 4B), a 40% increased binding of DNA by p53 in
winter seems rather low, suggesting inefficient recruitment.
Furthermore, a previous report indicated that p53 that was localized
to the nucleus of cancer cells was transcriptionally inactive despite
its binding to DNA (Wolff et al., 2001). Thus, the degree to which
p53 may be directing differential transcription in hibernation could
be significantly less than even the 40% suggested by the increased
DNA binding revealed by the ChIP assay.

A nuclear run-on assay was employed to determine if RNA
polymerase II was being differentially recruited by p53. Run-on
assays of genes known to be upregulated by p53 indicate RNA
polymerase II recruitment was increased ~1.5-fold during winter
as compared with SA values (Fig. 6, Table 1). Data from other
studies suggest that this degree of recruitment may be expected.
Similar 1.5- to 3.5-fold changes in nuclear run-on activity are
expected following transcription factor activation (Vyhlidal et al.,
2002). However, a 1.5-fold increase in RNA polymerase II
recruitment based on a nuclear run-on assay does not necessarily
result in a 1.5-fold increase in cellular mRNA concentration.
Because there is negligible new transcriptional initiation, nuclear
run-on assays do not address a temporal aspect of transcription,
e.g. p53 activity could result in multiple recruitments of RNA
polymerase II across time and thus significantly higher transcript
concentrations (Weaver, 2011). Importantly, run-on activity for
known downregulated genes was not reduced in winter as
compared with SA values (Fig. 6). That p53 may have resulted in
enhanced recruitment of RNA polymerase II of upregulated but not
downregulated genes is inconsistent with a well-coordinated role
for p53 in regulating transcription. We contend that p53 has, at
most, a rather limited role in directing differential transcription
because only upregulated and not downregulated target genes
appeared to have been affected and because the recruitment of
RNA polymerase II for upregulated target genes was modest.

The ultimate result of transcription factor function should be the
alteration of cellular mRNA concentrations. Transcript concentrations
for genes known to be upregulated and downregulated by p53 were
generally much lower during winter than during summer (Figs 7, 8).
These data clearly suggest ineffective regulation of transcription by
p53 during torpor. One could argue that perhaps p53 function during
hibernation defended mRNA concentrations and that those
concentrations would be even lower without an effective p53.
However, the fact that both upregulated and downregulated genes
were similarly affected does not support such an assertion. p53
activation may result in as high as 8- to 64-fold changes in mRNA
concentrations of target genes (Zhao et al., 2000).

Combined with earlier data suggesting a virtual cessation of
transcriptional elongation in the liver during hibernation (van
Breukelen and Martin, 2002), a more parsimonious explanation for
the data presented here might be one of serendipitous recruitment.
Transcription initiation levels during torpor are only moderately
depressed to ~50% of that of active animals (van Breukelen and
Martin, 2002). The limited initiation of RNA polymerase II to DNA
might be expected to result in a relatively large amount of free
polymerase. A relative abundance of p53 protein in the nucleus and
its associated increased binding to DNA during winter might then
result in serendipitous recruitment of RNA polymerase II to p53
targets. In other words, while overall transcription initiation is
moderately reduced, initiation at p53 target sites (for upregulated
genes) is serendipitously increased. However, because
transcriptional elongation is essentially arrested, little realized
transcription results.

Complicating this interpretation are the data for IBA animals. In
IBA animals, one would have expected that even serendipitously
enhanced binding of p53 to DNA and the enhanced recruitment of
RNA polymerase II would have resulted in changes in cellular
transcript abundance. In this steady-state condition of normothermy,
we speculate that alternative regulation might be in place to regulate
affected mRNA concentrations, e.g. through enhanced specific
mRNA degradation. For instance, if increased mRNA synthesis were
accompanied by increased mRNA degradation, there may be no net
change in mRNA concentration. Given the tremendous regulation
on p53 metabolism, such events may not be out of the question.
However, additional studies would be required to address this
speculation.

An appropriate question is if p53 is not serving a role as a
transcription factor, then what role does it play in hibernation? p53’s
cellular roles are as diverse as they are important. However, one
must question whether the observed data may be the result of simply
imprecise coordination of cellular processes (van Breukelen et al.,
2008). SUMOylation of p53 has been found to be an important
component of its localization to the nucleus (Stindt et al., 2011).
Interestingly, SUMO conjugate concentrations increase significantly
during torpor (Lee and Hallenbeck, 2006; Lee et al., 2007). Previous
work from our laboratory suggests that the homologous process of
ubiquitylation is poorly coordinated at lower temperatures (van
Breukelen et al., 2008; Velickovska et al., 2005; Velickovska and
van Breukelen, 2007). Increased SUMOylation of p53 might result
in a nuclear localization and stabilization of p53. Even if unintended,
p53 could still function, at least partially, in that context. One might
then expect that hibernators, and perhaps other organisms, have
evolved a mechanism to ensure that ‘accidental’ activation of p53
does not result in deleterious events. The data from Wolff and
colleagues (Wolff et al., 2001), indicating p53 that bound DNA did
not result in transcriptional activation in cancer cells, may indeed be
the result of such a mechanism.

RESEARCH ARTICLE The Journal of Experimental Biology (2014) doi:10.1242/jeb.103614



Th
e 

Jo
ur

na
l o

f E
xp

er
im

en
ta

l B
io

lo
gy

Conclusions
Perhaps the most important lesson here is that cautious data
interpretation is appropriate in the context of a depressed and non-
steady metabolic state. Traditional interpretations would have
suggested activation by p53 as evidenced by known regulators of
p53 metabolism, p53 protein concentrations, p53 nuclear
localization, p53 binding to DNA, and even p53 effects on initiation
of transcription of known upregulated target genes. Utilization of a
systems-level analysis of function reveals that p53 does not result in
efficient and expected changes to mRNA concentrations of target
genes. An incomplete systems-level approach would have resulted
in a very different and misleading interpretation of the data.

MATERIALS AND METHODS
Animals and tissue collection
Golden-mantled ground squirrels (Spermophilus [Callospermophilus]
lateralis) were captured in July or early August from Southern Nevada,
California or Utah. Some squirrels were used immediately as a summer
active (SA) control. The remaining squirrels were surgically implanted with
temperature-sensitive radiotelemeters (model VM-FH disc; Mini Mitter, Sun
River, OR, USA), which allow for precise measurement of body temperature
throughout the hibernation season. Implanted squirrels were housed in an
environmental chamber at 4°C and allowed to hibernate. The body
temperature of torpid squirrels was ~5°C. All animals were killed by CO2

asphyxiation except for the torpid animals. Torpid animals were killed by
decapitation because of their low respiratory rates. Livers were obtained
from ground squirrels representing various stages of a torpor bout: animals
killed in summer used as a seasonal control (SA; n=3); animals that had
completed ~80% of the predicted torpor bout [typically 7 days; late torpor
(LT); n=3]; and animals that were euthermic between torpor bouts [interbout
arousal (IBA); n=3]. Livers were removed, snap-frozen in liquid N2, and
stored at −80°C until use. All experiments were approved by the University
of Nevada Las Vegas Institutional Animal Care and Use Committee.

Rationale for investigation of known regulators of p53 in other
systems
p53 is tightly regulated by a tremendous array of motifs. We wanted to
exploit techniques often utilized by other researchers to determine whether
there was indirect evidence for p53 activation. Five known regulators of p53
were examined for change in either mRNA or protein abundance. mRNA
concentrations of p53BP2, p53INP1 and Mdm4 were measured by qRT-
PCR (primers are listed in supplementary material Table S1). The protein
expression levels of Mdm2, Mdm4 and RPL26 were measured by western
blot with specific antibodies against those proteins. p53BP2 binds to the
DNA-binding domain of p53 and normally enhances its binding to specific
consensus sequences on target genes (Iwabuchi et al., 1998). p53INP1 is
thought to either enhance or decrease p53 activity depending on the
interaction of homeodomain-interacting protein kinase 2 (HIPK2) and its
role in ubiquitin-mediated proteolysis of Mdm2 (Tomasini et al., 2003;
Wang et al., 2001). Mdm4 can bind p53 and inhibit p53 transactivation
(Finch et al., 2002). Mdm2 is perhaps the best-known negative regulator of
p53 as it appears to be the primary ubiquitin ligase responsible for regulating
p53 via ubiquitin-mediated proteolysis (Kubbutat et al., 1997). RPL26 binds
p53 mRNA and enhances p53 translation (Takagi et al., 2005).

Quantitative real-time PCR (qRT-PCR)
Total RNA was extracted from approximately 50 mg liver using TRIzol
Reagent (Invitrogen, Carlsbad, CA, USA). Quality of total RNA was
verified by examining the migration of rRNA on a 0.8% agarose gel. RNA
concentration was measured on a NanoDrop Spectrophotometer (Thermo
Scientific, Wilmington, DE, USA). Superscript III reverse transcriptase
(Invitrogen) was used to generate single-stranded cDNA from 0.5 μg of total
RNA with oligo dT and random primers, as per the manufacturer’s
instructions. qRT-PCR was run with PerfeCTa SYBR Green SuperMix
Reaction Mixes (VWR, Radnor, PA, USA) using the iCycler iQ™ Real-
Time PCR Detection System (Bio-Rad Laboratories, Hercules, CA, USA).

mRNA transcript abundances were determined using specific primers listed
in supplementary material Tables S1 and S3. Specificity of all primers was
confirmed using conventional PCR and sequencing of products. All samples
were run in triplicate. All qRT-PCR reactions were run as follows: 2 min at
95°C, 15 s at 95°C, 30 s at 52°C, and 30  at 72°C (36 cycles) with a mixture
containing 1 μl of cDNA template, 12.5 μl qPCR Supermix and 200 nmol l−1

of each primer in a total volume of 25 μl (VWR), as per the manufacturer’s
instructions. Data were collected during the 30 s–52°C extension step. Melt
curves were performed using the following program: 1 min at 95°C, 1 min
at 55°C, and 80 cycles of 10 s at 55°C with a step of 0.5°C every cycle.
Melting curve analyses showed no primer–dimers or non-specific products.
The efficiency of the primers was controlled as described previously (Pan
and van Breukelen, 2011). Concentrations were compared using actin
mRNA as a reference.

Protein sample preparation
Approximately 100 mg of frozen liver samples were pulverized in liquid
nitrogen and then homogenized in 300 μl ice-cold lysis buffer A or B using
a glass Teflon homogenizer (DuPont, Wilmington, DE, USA). Buffer A
contained 50 mmol l−1 Tris-HCl, pH 7.5, 150 mmol l−1 KCl, 1 mmol l−1

dithiothreitol (DTT), 1 mmol l−1 EDTA, 50 mmol l−1 glycerolphosphate,
1 mmol l−1 EGTA, 50 mmol l−1 NaF, 10 mmol l−1 sodium pyrophosphate,
0.1 mmol l−1 orthovanadate and 50 nmol l−1 okadaic acid. Samples were
centrifuged at 10,000 g for 10 min at 4°C to remove insoluble cellular debris.
Buffer B contained 50 mmol l−1 Tris HCl, pH 8.3, 20% glycerol, 2% SDS
and 0.4 mol l−1 β-mercaptoethanol. Samples were centrifuged at 10,000 g for
30 min at 4°C to remove insoluble cellular debris. The supernatant was
collected, aliquoted and stored at −80°C until further analysis. Sample
protein concentrations were determined by a modified Lowry assay.

Western blotting
p53 blotting
A total of 80 μg total protein samples extracted with lysis buffer A were
heat-denatured at 100°C for 5 min. Samples were cooled on ice for 5 min
and then electrophoresed on 12% (30:0.5 acrylamide:bisacrylamide) SDS-
polyacrylamide gel electrophoresis (SDS-PAGE) and transferred to
hydrophobic polyvinylidene difluoride membrane. Nonspecific protein-
binding sites were blocked overnight at 4°C in 10 mmol l−1 Tris-HCl, pH 8,
and 150 mmol l−1 NaCl (Tris-buffered saline; TBS) blocking solution
containing 0.5% Tween-20 (TTBS) and 3% dry milk. After one 5 min wash
in TBS, two successive 5 min washes in TTBS, and a final wash in TBS,
membranes were incubated overnight at 4°C with goat anti-p53 polyclonal
IgG antibody (Santa Cruz Biotechnology, Santa Cruz, CA, USA; catalog no.
sc-1313) at a dilution of 1:200 in TTBS with 3% milk and goat anti-actin
polyclonal HRP-conjugated antibody at a dilution of 1:5000 in TTBS with
1% milk (Santa Cruz Biotechnology, catalog no. sc-1615; as a control).
Washes were performed as described above. The membrane probed with
p53 primary antibody was incubated with donkey anti-goat IgG-HRP
secondary antibody at a dilution of 1:5000 (Santa Cruz Biotechnology,
catalog no. sc-2020). Washes were performed as described above before
detection was performed by enhanced chemiluminescence (Amersham
Pharmacia Biotech, Piscataway, NJ, USA) using a Typhoon 9410 Variable
Mode Imager (GE Healthcare, Piscataway, NJ, USA).

Mdm4, Mdm2 and RPL26 blotting 
The same protocol described above was used, except 50 μg total protein
samples extracted with lysis buffer B were used with all three antibodies.
Primary antibody incubations were performed with: a goat polyclonal
antibody to Mdm4 diluted 1:200 (Santa Cruz Biotechnology, catalog no. SC-
14738), followed by incubation with donkey anti-goat IgG-HRP secondary
antibody at a dilution of 1:5000 (Santa Cruz Biotechnology, catalog no. SC-
2020); a rabbit polyclonal antibody to phospho-Mdm2 (Ser 166) antibody
diluted 1:1000 (Cell Signaling Technology, Beverly, MA, USA, no. 3521S),
followed by anti-rabbit secondary antibody at a dilution of 1:5000
(Amersham Life Science, Arlington Heights, IL, USA, no. 356501); and a
rabbit polyclonal antibody to RPL26 antibody diluted 1:1000 (Cell Signaling
Technology, no. 2065S), followed by anti-rabbit secondary antibody at a
dilution of 1:5000 (Amersham Life Science, no. 356501).
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Immunohistochemistry
Frozen livers were embedded in Tissue-Tek OCT compound (VWR
Scientific) and equilibrated to −20°C for 20 min. Frozen sections were cut
at a thickness of 7 μm with a Vibratome Ultrapro 5000 cryostat (Sigma-
Aldrich, St Louis, MO, USA) and subsequently mounted on glass slides
coated with freshly prepared 0.01% poly-L-lysine (Sigma-Aldrich). Sections
were fixed with 1:1 methanol/acetone (v/v) solution for 10 min at −20°C and
then rehydrated in PBS solution (140 mmol l−1 NaCl, 2.7 mmol l−1 KCl,
1.5 mmol l−1 KH2PO4, 8.1 mmol l−1 Na2HPO4, pH 7.4) for 10 min at room
temperature. The fixed slides were immersed in blocking solution (3% milk
in PBS) overnight at 4°C. After three 5 min washes in PBS, the sections
were incubated with goat anti-p53 polyclonal IgG antibody (Santa Cruz
Biotechnology, catalog no. sc-1313) diluted 1:200 in blocking solution
overnight at 4°C. After three 5 min washes in PBS, the sections were reacted
with Alexa Fluor 488 conjugated donkey anti-goat IgG antibody (Invitrogen,
catalog no. A-11055) diluted 1:1000 in blocking solution for 1 h at room
temperature. After another three 5 min washes in PBS, the sections were
counterstained with propidium iodide (1 μg ml−1; Enzo Life Sciences,
Farmingdale, NY, USA) to label nuclei. Finally, tissue sections were
visualized with laser scanning confocal fluorescent microscopy (Carl Zeiss,
Jena, Germany). One hundred clearly identified cells were used for
quantification for each animal.

Chromatin immunoprecipitation
Chromatin immunoprecipitation (ChIP) was performed using the MAGnify
chromatin-immunoprecipitation system (Invitrogen), as per the
manufacturer’s instructions. Briefly, 150 mg pulverized liver tissue were
homogenized in PBS buffer and cross-linked in 1% formaldehyde for 10 min
at room temperature. The crosslinking was quenched with addition of
2.5 mol l−1 glycine to a final concentration of 0.125 mol l−1. The liver cells
were lysed to release chromatin from the nuclei. Chromatin DNA was
sheared to generate fragments of approximately 200 to 500 bp in length
using a probe sonicator (Branson Sonifier 450, VWR Scientific; duty cycle:
constant; output control: 3; output: 5; 30 s ON plus 2 min OFF, 16 cycles on
ice; supplementary material Fig. S3). One hundred microliters of chromatin
DNA was reserved as an input control (input DNA). Dynabeads Protein A/G
were pre-coupled with 10 μg goat anti-p53 polyclonal IgG antibody (Santa
Cruz Biotechnology, catalog no. sc-1313). Sheared chromatin DNA was
incubated overnight with antibody-conjugated beads at 4°C with rotation.
The binding was reversed by incubating for 15 min at 55°C.
Immunoprecipitated chromatin DNA (ChIP DNA) was purified and
quantified by PCR reactions with the corresponding primers listed in
supplementary material Table S2 (Integrated DNA Technologies, San Diego,
CA, USA). PCR reactions were performed using both ChIP and input DNA
samples as templates. The PCR products were analyzed by electrophoresis
in a 2% agarose gel stained with ethidium bromide.

The concentrations of ChIP DNA were measured using Hoechst 33258
dye. Briefly, 5 μl aliquots were added to 40 μl assay buffer (10 mmol l−1 Tris-
HCl, pH 7.0, 100 mmol l−1 NaCl, 10 mmol  −1 EDTA and 100 ng ml−1

Hoechst stain 33258), equilibrated to 30°C, and read using a
spectrofluorometer (Shimadzu, Kyoto, Japan) with excitation/emission
wavelengths of 350/455 nm. The fluorescence readings were compared
against a standard curve (r2=0.995) constructed from serial dilutions of
herring sperm DNA (Sigma). The concentrations of input DNA were
measured on a NanoDrop spectrophotometer (Thermo Scientific). To
confirm that the ChIP assay pulled down target genes, mdm2 DNA was
amplified from ChIP DNA and input DNA. ChIP DNA samples were diluted
50-fold before PCR amplification to allow for ready comparison with input
DNA samples.

Nuclear preparation
Nuclear preparations were performed essentially as described previously
(van Breukelen and Martin, 2002). Briefly, ~1 g of frozen liver tissues was
gently homogenized on ice using a Dounce homogenizer in lysis buffer
(10 ml 10 mmol l−1 Hepes, pH 7.6, 25 mmol l−1 KCl, 0.30 mmol l−1 spermine,
1 mmol l−1 spermidine, 1 mmol l−1 EDTA and 40% glycerol) with 10 strokes
of pestle A (loose fitting) and two strokes of pestle B (tight fitting). After
coarse filtering through a cloth towel, the homogenate was centrifuged at

800 g for 10 min at 4°C. The pellet was resuspended in 3 ml ice-cold
resuspension buffer (10 mmol l−1 Hepes, pH 7.6, 25 mmol l−1 KCl,
0.15 mmol l−1 spermine, 0.5 mmol l−1 spermidine, 1 mmol l−1 EDTA and
10% glycerol), and carefully laid over a 0–35% gradient of iodoxanol
(Optiprep; Nycomed Pharma, Oslo, Norway) prepared in the resuspension
buffer. The gradient was centrifuged at 10,000 g for 20 min at 4°C. The
pellet containing the nuclei appeared on the tube wall at the outer side of the
rotor, which was collected and washed in 15 ml washing buffer (10 mmol l−1

Tris-HCl, pH 7.5, 10 mmol l−1 MgCl2 and 10 mmol l−1 NaCl). The resulting
suspension was centrifuged at 800 g for 10 min at 4°C. The final pellet was
resuspended with an equal volume of ice-cold storage buffer (50 mmol l−1

Tris-HCl, pH 8.3, 5 mmol l−1 MgCl2, 0.1 mmol l−1 EDTA and 40% glycerol)
and stored at −80°C until further use.

The DNA concentrations in the nuclei were measured using Hoechst
33258 dye. Five-microliter aliquots of isolated nuclei were incubated in 1 ml
extraction buffer (1 mol l−1 NaCl, 1 mol l−1 NH4OH and 0.2% Triton X-100)
for 10 min at 37°C. A total of 12.5 μl of the resulting DNA solution was
added to 750 μl assay buffer (10 mmol l−1 Tris-HCl, pH 7.0, 100 mmol l−1

NaCl, 10 mmol l−1 EDTA and 100 ng ml−1 Hoechst stain 33258), equilibrated
to 30°C, and read using a spectrofluorometer (Shimadzu, Kyoto, Japan) with
excitation/emission wavelengths of 350/455 nm. The fluorescence readings
were compared against a standard curve (r2=0.996) constructed from serial
dilutions of herring sperm DNA (Sigma-Aldrich).

qRT-PCR-based nuclear run-on assay
Nuclear run-on assays were titrated to ensure that the transcriptional activity
was within the linear range, and the optimal conditions for nuclear run-on
assays were determined to be 5 min at 25°C, as described previously (van
Breukelen and Martin, 2002). All assays were performed in triplicate.
Briefly, for the 0 min assay, one 20 μl aliquot of nuclei lysate was added to
a 190.25 μl cold mixture of reaction buffer [47.8 mmol l−1 Tris-maleate,
pH 7.6, 71.6 mmol l−1 KCl, 19.1 mmol l−1 (NH4)2SO4, 2.3 mmol l−1

magnesium acetate, 1.9 mmol l−1 MnCl2], 14.3 mmol l−1 DTT, 47.8 units ml−1

RNasin (Promega, Madison, WI, USA), NTP mix (310 μmol l−1 ATP,
310 μmol l−1 UTP, 620 μmol l−1 CTP, 620 μmol l−1 GTP), 157 μl TRIzol LS
(Invitrogen) with 1 μl 20 mg ml−1 glycogen. For the 5 min assay, another
20 μl aliquot containing the same amount of nuclei was incubated at 25°C
for 5 min in a 52.25 μl mixture containing the same amount of reaction
buffer, DTT, RNasin and NTP mix. The reaction was stopped by adding
157 μl TRIzol LS with 1 μl 20 mg ml−1 glycogen.

Total RNAs were immediately extracted from the both solutions
containing TRIzol reagents (Invitrogen) as per the manufacturer’s protocol.
Superscript III reverse transcriptase (Invitrogen) was used to generate single-
stranded cDNA from 2 μl of total RNA with oligo dT and random primers,
as per the manufacturer’s instructions. qRT-PCR was run with PerfeCTa
SYBR Green SuperMix Reaction Mixes (VWR) using the iCycler iQ™
Real-Time PCR Detection System (Bio-Rad Laboratories). The primers used
are listed in supplementary material Table S3 and actin was used as a
reference gene. All qRT-PCR reactions were run as follows: 2 min at 95°C,
15 s at 95°C, 30 s at 60°C, and 30 s at 72°C (36 cycles) with a mixture
containing 1 μl of cDNA template, 12.5 μl qPCR Supermix and 200 nmol l−1

of each primer in a total volume of 25 μl (VWR), as per the manufacturer’s
instructions. Data were collected during the 30 s–60°C extension step. Melt
curves were performed using the following program: 1 min at 95°C, 1 min
at 55°C, and 80 cycles of 10 s at 55°C with a step of 0.5°C every cycle.
Melting curve analyses showed no primer–dimers or non-specific products.
The efficiency of the primers was controlled as described previously (Pan
and van Breukelen, 2011).

Statistical analyses
The qRT-PCR data were analyzed to show the relative changes in gene
expression levels based on the 2−ΔΔCt method (Livak and Schmittgen, 2001)
and subjected to ANOVA followed by Tukey multiple comparisons tests.
Relative band intensities observed by western blotting and
immunohistochemical data determined with confocal microscopy were
quantified densitometrically using Image Quanta software (Molecular
Dynamics, Sunnyvale, CA, USA) and subjected to ANOVA followed by
Tukey multiple comparisons tests. ChIP data were analyzed by ANOVA.
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The nuclear run-on data were analyzed according to a previously described
method using LinReg PCR (11.0) software (Ruijter et al., 2009). Results
with P-values <0.05 were considered statistically significant. R software was
used for all data analyses (R Development Core Team, 2008).

Acknowledgements
The authors thank the other members of the laboratory, Helen Wing, Xia Wang,
Lingkun Gu and Liyuan Zhang, for technical assistance.

Competing interests
The authors declare no competing financial interests. 

Author contributions
P.P. contributed to conception, design and execution of the experiments. M.D.T.
contributed to execution of the experiments. F.v.B. contributed to conception and
design of experiments. P.P. and F.v.B. were responsible for manuscript
preparation. 

Funding
This work was funded by the National Science Foundation [IOB 0448396].

Supplementary material
Supplementary material available online at
http://jeb.biologists.org/lookup/suppl/doi:10.1242/jeb.103614/-/DC1

References
Allan, M. E. and Storey, K. B. (2012). Expression of NF-κB and downstream

antioxidant genes in skeletal muscle of hibernating ground squirrels, Spermophilus
tridecemlineatus. Cell Biochem. Funct. 30, 166-174. 

Berriel Diaz, M., Lange, M., Heldmaier, G. and Klingenspor, M. (2004). Depression
of transcription and translation during daily torpor in the Djungarian hamster
(Phodopus sungorus). J. Comp. Physiol. B 174, 495-502. 

Bocharova, L. S., Gordon, R. Ya. and Arkhipov, V. I. (1992). Uridine uptake and
RNA synthesis in the brain of torpid and awakened ground squirrels. Comp.
Biochem. Physiol. 101B, 189-192. 

Carey, H. V., Frank, C. L. and Seifert, J. P. (2000). Hibernation induces oxidative
stress and activation of NK-κB in ground squirrel intestine. J. Comp. Physiol. B 170,
551-559. 

Carey, H. V., Andrews, M. T. and Martin, S. L. (2003). Mammalian hibernation:
cellular and molecular responses to depressed metabolism and low temperature.
Physiol. Rev. 83, 1153-1181.

Epperson, L. E., Dahl, T. A. and Martin, S. L. (2004). Quantitative analysis of liver
protein expression during hibernation in the golden-mantled ground squirrel. Mol.
Cell. Proteomics 3, 920-933. 

Finch, R. A., Donoviel, D. B., Potter, D., Shi, M., Fan, A., Freed, D. D., Wang, C. Y.,
Zambrowicz, B. P., Ramirez-Solis, R., Sands, A. T. et al. (2002). mdmx is a
negative regulator of p53 activity in vivo. Cancer Res. 62, 3221-3225.

Fleck, C. C. and Carey, H. V. (2005). Modulation of apoptotic pathways in intestinal
mucosa during hibernation. Am. J. Physiol. 289, R586-R595. 

Forner, F., Foster, L. J., Campanaro, S., Valle, G. and Mann, M. (2006). Quantitative
proteomic comparison of rat mitochondria from muscle, heart, and liver. Mol. Cell.
Proteomics 5, 608-619. 

Frerichs, K. U., Smith, C. B., Brenner, M., DeGracia, D. J., Krause, G. S., Marrone,
L., Dever, T. E. and Hallenbeck, J. M. (1998). Suppression of protein synthesis in
brain during hibernation involves inhibition of protein initiation and elongation. Proc.
Natl. Acad. Sci. USA 95, 14511-14516. 

Gry, M., Rimini, R., Strömberg, S., Asplund, A., Pontén, F., Uhlén, M. and Nilsson,
P. (2009). Correlations between RNA and protein expression profiles in 23 human
cell lines. BMC Genomics 10, 365. 

Gu, W. and Roeder, R. G. (1997). Activation of p53 sequence-specific DNA binding by
acetylation of the p53 C-terminal domain. Cell 90, 595-606. 

Gygi, S. P., Rochon, Y., Franza, B. R. and Aebersold, R. (1999). Correlation between
protein and mRNA abundance in yeast. Mol. Cell. Biol. 19, 1720-1730.

Hirao, A., Kong, Y. Y., Matsuoka, S., Wakeham, A., Ruland, J., Yoshida, H., Liu, D.,
Elledge, S. J. and Mak, T. W. (2000). DNA damage-induced activation of p53 by the
checkpoint kinase Chk2. Science 287, 1824-1827.

Iwabuchi, K., Li, B., Massa, H. F., Trask, B. J., Date, T. and Fields, S. (1998).
Stimulation of p53-mediated transcriptional activation by the p53-binding proteins,
53BP1 and 53BP2. J. Biol. Chem. 273, 26061-26068. 

Kim, M. S., Lee, S. M., Kim, W. D., Ki, S. H., Moon, A., Lee, C. H. and Kim, S. G.
(2007). G alpha 12/13 basally regulates p53 through Mdm4 expression. Mol. Cancer
Res. 5, 473-484. 

Koumenis, C., Alarcon, R., Hammond, E., Sutphin, P., Hoffman, W., Murphy, M.,
Derr, J., Taya, Y., Lowe, S. W., Kastan, M. et al. (2001). Regulation of p53 by
hypoxia: dissociation of transcriptional repression and apoptosis from p53-
dependent transactivation. Mol. Cell. Biol. 21, 1297-1310. 

Kubbutat, M. H., Jones, S. N. and Vousden, K. H. (1997). Regulation of p53 stability
by Mdm2. Nature 387, 299-303. 

Lambert, P. F., Kashanchi, F., Radonovich, M. F., Shiekhattar, R. and Brady, J. N.
(1998). Phosphorylation of p53 serine 15 increases interaction with CBP. J. Biol.
Chem. 273, 33048-33053. 

Lee, Y. J. and Hallenbeck, J. M. (2006). Insights into cytoprotection from ground
squirrel hibernation, a natural model of tolerance to profound brain oligaemia.
Biochem. Soc. Trans. 34, 1295-1298. 

Lee, Y. J., Miyake, S., Wakita, H., McMullen, D. C., Azuma, Y., Auh, S. and
Hallenbeck, J. M. (2007). Protein SUMOylation is massively increased in
hibernation torpor and is critical for the cytoprotection provided by ischemic
preconditioning and hypothermia in SHSY5Y cells. J. Cereb. Blood Flow Metab. 27,
950-962.

Livak, K. J. and Schmittgen, T. D. (2001). Analysis of relative gene expression 
data using real-time quantitative PCR and the 2–ΔΔCT method. Methods 25, 402-
408. 

Luo, J., Li, M., Tang, Y., Laszkowska, M., Roeder, R. G. and Gu, W. (2004).
Acetylation of p53 augments its site-specific DNA binding both in vitro and in vivo.
Proc. Natl. Acad. Sci. USA 101, 2259-2264. 

Maddocks, O. D. and Vousden, K. H. (2011). Metabolic regulation by p53. J. Mol.
Med. 89, 237-245. 

Maltzman, W. and Czyzyk, L. (1984). UV irradiation stimulates levels of p53 cellular
tumor antigen in nontransformed mouse cells. Mol. Cell. Biol. 4, 1689-1694.

Morin, P., Jr and Storey, K. B. (2005). Cloning and expression of hypoxia-inducible
factor 1alpha from the hibernating ground squirrel, Spermophilus tridecemlineatus.
Biochim. Biophys. Acta 1729, 32-40.

O’Hara, B. F., Watson, F. L., Srere, H. K., Kumar, H., Wiler, S. W., Welch, S. K.,
Bitting, L., Heller, H. C. and Kilduff, T. S. (1999). Gene expression in the brain
across the hibernation cycle. J. Neurosci. 19, 3781-3790.

Ofir-Rosenfeld, Y., Boggs, K., Michael, D., Kastan, M. B. and Oren, M. (2008).
Mdm2 regulates p53 mRNA translation through inhibitory interactions with ribosomal
protein L26. Mol. Cell 32, 180-189. 

Osborne, P. G., Gao, B. and Hashimoto, M. (2004). Determination in vivo of newly
synthesized gene expression in hamsters during phases of the hibernation cycle.
Jpn. J. Physiol. 54, 295-305. 

Pan, P. and van Breukelen, F. (2011). Preference of IRES-mediated initiation of
translation during hibernation in golden-mantled ground squirrels, Spermophilus
lateralis. Am. J. Physiol. 301, R370-R377. 

Puzio-Kuter, A. M. (2011). The role of p53 in metabolic regulation. Genes Cancer 2,
385-391.

R Development Core Team (2008). R: A Language and Environment for Statistical
Computing. Vienna, Austria: R Foundation for Statistical Computing.

Rolfe, D. F. and Brown, G. C. (1997). Cellular energy utilization and molecular origin
of standard metabolic rate in mammals. Physiol. Rev. 77, 731-758.

Ruijter, J. M., Ramakers, C., Hoogaars, W. M., Karlen, Y., Bakker, O., van den Hoff,
M. J. and Moorman, A. F. (2009). Amplification efficiency: linking baseline and bias
in the analysis of quantitative PCR data. Nucleic Acids Res. 37, e45. 

Schwartz, C., Hampton, M. and Andrews, M. T. (2013). Seasonal and regional
differences in gene expression in the brain of a hibernating mammal. PLoS ONE 8,
e58427. 

Srere, H. K., Wang, L. C. H. and Martin, S. L. (1992). Central role for differential 
gene expression in mammalian hibernation. Proc. Natl. Acad. Sci. USA 89, 7119-
7123. 

Stindt, M. H., Carter, S., Vigneron, A. M., Ryan, K. M. and Vousden, K. H. (2011).
MDM2 promotes SUMO-2/3 modification of p53 to modulate transcriptional activity.
Cell Cycle 10, 3176-3188. 

Takagi, M., Absalon, M. J., McLure, K. G. and Kastan, M. B. (2005). Regulation of
p53 translation and induction after DNA damage by ribosomal protein L26 and
nucleolin. Cell 123, 49-63. 

Toledo, F. and Wahl, G. M. (2006). Regulating the p53 pathway: in vitro hypotheses, in
vivo veritas. Nat. Rev. Cancer 6, 909-923. 

Tomasini, R., Samir, A. A., Carrier, A., Isnardon, D., Cecchinelli, B., Soddu, S.,
Malissen, B., Dagorn, J. C., Iovanna, J. L. and Dusetti, N. J. (2003). TP53INP1s
and homeodomain-interacting protein kinase-2 (HIPK2) are partners in regulating
p53 activity. J. Biol. Chem. 278, 37722-37729. 

van Breukelen, F. and Martin, S. L. (2001). Translational initiation is uncoupled from
elongation at 18°C during mammalian hibernation. Am. J. Physiol. 281, R1374-
R1379.

van Breukelen, F. and Martin, S. L. (2002). Reversible depression of transcription
during hibernation. J. Comp. Physiol. B 172, 355-361. 

van Breukelen, F., Sonenberg, N. and Martin, S. L. (2004). Seasonal and state-
dependent changes of eIF4E and 4E-BP1 during mammalian hibernation:
implications for the control of translation during torpor. Am. J. Physiol. 287, R349-
R353. 

van Breukelen, F., Pan, P., Rausch, C. M., Utz, J. C. and Velicovska, V. (2008).
Homeostasis on hold: implications of imprecise coordination of protein metabolism
during mammalian hibernation. In Hypometabolism in Animals: Hibernation, Torpor
and Cryobiology (ed. B. Lovegrove and A. McKechnie), pp. 163-170.
Pietermaritzburg, South Africa: University of KwaZulu-Natal.

van Breukelen, F., Krumschnabel, G. and Podrabsky, J. E. (2010). Vertebrate cell
death in energy-limited conditions and how to avoid it: what we might learn from
mammalian hibernators and other stress-tolerant vertebrates. Apoptosis 15, 386-
399. 

Velickovska, V. and van Breukelen, F. (2007). Ubiquitylation of proteins in livers of
hibernating golden-mantled ground squirrels, Spermophilus lateralis. Cryobiology 55,
230-235. 

Velickovska, V., Lloyd, B. P., Qureshi, S. and van Breukelen, F. (2005). Proteolysis
is depressed during torpor in hibernators at the level of the 20S core protease. J.
Comp. Physiol. B 175, 329-335. 

2497

RESEARCH ARTICLE The Journal of Experimental Biology (2014) doi:10.1242/jeb.103614



Th
e 

Jo
ur

na
l o

f E
xp

er
im

en
ta

l B
io

lo
gy

2498

Vousden, K. H. and Lane, D. P. (2007). p53 in health and disease. Nat. Rev. Mol. Cell
Biol. 8, 275-283. 

Vyhlidal, C., Li, X. and Safe, S. (2002). Estrogen regulation of transferrin gene
expression in MCF-7 human breast cancer cells. J. Mol. Endocrinol. 29, 305-317. 

Wang, L. C. H. and Lee, T.-F. (2000). Perspectives on metabolic suppression during
mammalian hibernation and daily torpor. In Life in the Cold (ed. G. Heldmaier, S.
Klaus and M. Klingenspor), pp. 152-158. Berlin: Springer.

Wang, Y., Debatin, K. M. and Hug, H. (2001). HIPK2 overexpression leads to
stabilization of p53 protein and increased p53 transcriptional activity by decreasing
Mdm2 protein levels. BMC Mol. Biol. 2, 8. 

Weaver, R. F. (2011). Molecular Biology, 5th edn. New York, NY: McGraw-Hill Higher
Education.

Wolff, A., Technau, A., Ihling, C., Technau-Ihling, K., Erber, R., Bosch, F. X. and
Brandner, G. (2001). Evidence that wild-type p53 in neuroblastoma cells is in a

conformation refractory to integration into the transcriptional complex. Oncogene 20,
1307-1317. 

Yan, J., Burman, A., Nichols, C., Alila, L., Showe, L. C., Showe, M. K., Boyer, B. B.,
Barnes, B. M. and Marr, T. G. (2006). Detection of differential gene expression in
brown adipose tissue of hibernating arctic ground squirrels with mouse microarrays.
Physiol. Genomics 25, 346-353. 

Yan, J., Barnes, B. M., Kohl, F. and Marr, T. G. (2008). Modulation of gene
expression in hibernating arctic ground squirrels. Physiol. Genomics 32, 170-181. 

Zhang, H., Xu, G., Zhang, J., Murong, S., Mei, Y. and Tong, E. (2010). Mild
hypothermia reduces ischemic neuron death via altering the expression of p53 and
bcl-2. Neurol. Res. 32, 384-389. 

Zhao, R., Gish, K., Murphy, M., Yin, Y., Notterman, D., Hoffman, W. H., Tom, E.,
Mack, D. H. and Levine, A. J. (2000). Analysis of p53-regulated gene expression
patterns using oligonucleotide arrays. Genes Dev. 14, 981-993.

RESEARCH ARTICLE The Journal of Experimental Biology (2014) doi:10.1242/jeb.103614


	INTRODUCTION
	Fig./1. mRNA
	Protein and mRNA concentrations of p53 are not related
	Fig./2. Protein
	p53 protein is localized to the nucleus during winter
	Fig./3. mRNA
	p53 binds to DNA during winter
	Nuclear run-on assays suggest moderate recruitment of RNA polymerase II
	Fig./4. Immunohistochemical
	Target gene cellular mRNA concentrations are not consistent with p53
	Fig./5. Chromatin
	Fig./6. Summary
	Fig./7. Cellular
	Fig./8. Cellular
	Conclusions
	Rationale for investigation of known regulators of p53 in other
	Quantitative real-time PCR (qRT-PCR)
	Protein sample preparation
	Western blotting
	Mdm4, Mdm2 and RPL26 blotting

	Immunohistochemistry
	Chromatin immunoprecipitation
	Nuclear preparation
	qRT-PCR-based nuclear run-on assay
	Statistical analyses

