
Sex differences in histone modifications in the neonatal mouse
brain

Houng-Wei Tsai, Patrick A. Grant, and Emilie F. Rissman*
Department of Biochemistry and Molecular Genetics; Program in Neuroscience; University of
Virginia School of Medicine; Charlottesville, Virginia USA

Abstract
Sex differences in neural development are established via a number of cellular processes (i.e.,
migration, death and survival). One critical factor identified is the neonatal rise in testosterone (T)
which activates gene transcription via androgen (AR) and, after aromatization to estradiol, estrogen
receptors (ERα and β). Recent evidence shows that AR and ERs interact with histone modifying
enzymes. Post-translational modifications of histones, including acetylation and methylation, are
involved in transcriptional regulation during normal development. Therefore, we hypothesized that
acetylation and/or methylation of histone H3 may underlie sexual differentiation, at least in some
regions of the brain. We measured levels of acetylated (H3K9/14Ac) and trimethylated (H3K9Me3)
H3 in whole neonatal mouse brains and in three regions: preoptic area + hypothalamus, amygdala
and cortex + hippocampus (CTX/HIP). Sex differences in H3K9/14Ac and H3K9Me3 (males >
females) were noted in the CTX/HIP on embryonic day 18, the day of birth, and six days later. To
determine if T mediates these changes in H3 modifications, pregnant dams received vehicle or T for
the final four days of gestation; pup brains were collected at birth. Methylation of H3 was sexually
dimorphic despite hormone treatment. In contrast, H3 acetylation in the CTX/HIP of females from
T-treated dams rose to levels equivalent to males. Thus, H3 modifications are sexually dimorphic in
the developing mouse CTX/HIP and acetylation, but not methylation, is masculinized in females by
T in utero. This is the first demonstration that histone modification is associated with neural sexual
differentiation.
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Introduction
Epigenetic mechanisms, i.e., DNA methylation and histone modification, are important for
normal development including imprinting, X-inactivation, cell differentiation and
transcription.1,2 The status of transcription (activation and silencing) is associated with
specific types of modifications at particular residues of histone tails.3 Environmental variables,
including stress, maternal behavior, environmental disruptors and nutrition affect neural
development and also influence sexual differentiation of the neonatal brain.4–6 Epigenetic
regulation provides a novel mechanism by which these environmental factors modify neural
development and/or adult function.7–9 For example, pup licking by rat dams in the first week
of life persistently determines glucocorticoid receptor (GR) expression in the hippocampus of
pups by altering DNA methylation and histone acetylation at the GR promoter.7 More globally,
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an X-linked gene product, MeCP2, recruits histone deacetylases (HDACs) to silence gene
expression, is transiently sexually dimorphic in the neonatal brain, and its disruption depresses
juvenile play behavior in males.10,11

Neural sexual differentiation occurs during late embryonic and early postnatal development
concurrent with increased testosterone (T) production by the neonatal testes. Testosterones
affects transcription via androgen receptors (AR) or, after it is aromatized, via estrogen
receptors (ERα and β).12 Steroid receptors access DNA in complexes with co-activators and
co-repressors, several of which have enzymatic activities for histone modification.13–15 For
example, CBP/p300 and LSD1, which are AR co-activators, possess histone acetyltransferase
and demethylase activities, respectively.16,17 In rodent brain, ERα, ERβ and AR are abundant
in the brain,18,19 particularly in the amygdala and hypothalamus, which contain structural sex
differences and are important for expression of sexually dimorphic behaviors.12 The
hippocampus and cortex regulate cognitive behaviors, many of which are sexually dimorphic.
20,21 Sex differences in steroid receptors and features of neuronal morphology have been
reported in the cortex, but the mechanisms that underlie these dimorphisms in these areas are
understudied.22–24

Here we tested the novel hypothesis that histone modifications are sexually dimorphic in the
developing mouse brain. In the CTX/HIP, we noted a sex difference (males > females) in levels
of H3K9/14Ac (associated with gene activation) and H3K9Me3 (associated with gene
silencing) as well as a developmental shift whereby the sex difference in acetylation began
earlier and ended sooner than the dimorphism in methylation. In female brains, prenatal T-
treatment masculinized H3K9/14Ac, but did not affect H3K9Me3 levels. Taken together, we
show that H3 histone modification is sexually dimorphic in some areas of the neonatal brain,
and prenatal T interacts with H3 acetylation to reverse this dimorphism.

Results
No sex differences in embryonic whole brains

No sex differences were noted in whole brains for any of the three embryonic ages (E12, E16
and E18). Levels of H3K9/14Ac, H3K9Me3 and H4 did not vary by sex at any age (Table 1).
When levels (H3K9/14Ac/H4 and H3K9Me3/H4) in males were expressed as the percentage
of the levels in females, again, no sex differences were noted.

Sex differences in acetylation and methylation in the neonatal CTX/HIP
Cortex + hippocampi dissected from neonatal mouse brains on E18, PN0 and PN6 revealed
sex differences that varied over development. On E18 [t(13) = 2.56, p < 0.025] and PN0 [t(12)
= 3.28, p < 0.008] male CXT/HIP contained higher levels of H3 acetylation than females, but
no sex differences were noted in PN6 tissues [t(12) = 1.09; Fig. 2]. Interestingly a sex effect
was noted for H3K9Me3 both in PN0 [t(12) = 2.97, p < 0.01] and PN6 CTX/HIP [t(12) = 2.44,
p < 0.03], but not at the earliest time point [E18; t(13) = 0.57; Fig. 2]. In all cases males had
higher levels of H3K9Me3 than did females (Fig. 2, Table 2). These temporal changes in global
H3 modifications suggest that hyperacetylation begins prior to and ends earlier than
hypermethylation of H3 in male CTX/HIP during the critical period for neural sexual
differentiation.

Lack of sex differences in histone modification in the preoptic/hypothalamus or AMY
Preoptic/hypothalamic and AMY tissues dissected from mouse brains collected on E18, PN0
and PN6 did not reveal any sex differences in levels of H3K9/14Ac, H3K9Me3, or H4 (Tables
3 and 4). In addition, when levels (H3K9/14Ac/H4 and H3K9Me3/H4) in males were expressed
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as the percentage of the levels in females, again, no sex differences were noted (Tables 3 and
4).

Prenatal testosterone affects acetylation but not methylation in the neonatal female CTX/HIP
Histone modifications in CTX/HIP tissues collected from PN0 pups were sexually dimorphic
(males > females), moreover, T exposure masculinized female levels of H3K9/14Ac, but did
not affect H3K9Me3 (Fig. 3). Total levels of H3K9/14Ac, H3K9Me3 and H4 did not vary by
sex of the neonate and/or hormone treatment (Table 5). When levels of H3K9/14Ac/H4 and
H3K9Me3/H4 were expressed as a percentage of the vehicle treated females, we noted
significant effects of sex [F(1,35) = 5.76; p < 0.02 and F(1,34) = 7.56; p < 0.01 respectively]
for each modification. No independent effects of hormone treatment were noted [F(1,35) =
1.35 for H3K9/14Ac and F(1,34) = 2.26 for H3k9Me3], nor was an interaction detected for the
H3K9Me3 data [F(1,34) = 0.56]. However, an interaction between sex of the neonate and
hormone treatment was found for the H3K9/14Ac modification [F(1,35) = 4.02; p < 0.05]. The
interaction was caused by the control female group which had significantly lower levels of
H3K9/14Ac as compared to any of the other groups (p < 0.05).

Discussion
We report, for the first time, that H3K9/14Ac and H3K9Me3; two epigenetic marks that are
nearly mutually exclusive and respectively are typically associated with increased and
decreased gene transcription, are sexually dimorphic in the developing CTX/HIP. It is worth
noting that the sex differences we found are on the order of 30% which, given the heterogeneity
of brain tissue, is remarkable and could represent up to 30% of the epigenome. Our CTX/HIP
dissections included many subregions, but the major areas, the hippocampus, cortex and the
dentate gyrus, have well documented functions in cognition, many of which are sexually
dimorphic and modified by steroid hormones.20,28,29 Moreover, sex differences documented
in CTX/HIP include differences in cell numbers, thickness of cortical layers, numbers of spines
and electrophysiological properties.24,30 Interestingly, the neonatal CTX/HIP contains steroid
receptors and steroid synthesizing enzymes,13,23,31,32 and neural structures in CTX/HIP can
be modified by not only steroid hormones,20,28,29 but also the environment.9,33,34

Our studies also revealed a developmental timeline in the CTX/HIP such that the sex difference
in H3K9/14Ac was detected on embryonic day 18 and again on the day of birth; however six
days later, the same trend was present but failed to reach significance. On the other hand,
H3K9Me3 was only sexually dimorphic after birth. If we take the most parsimonious view of
the functions of histone acetylation and methylation perhaps transcription in the male CXT/
HIP is elevated due to increase acetylation (relative to the female brain) prior to birth, followed
by a period of decreased transcription, caused by enhanced methylation, again relative to
females. In the male mouse neonatal T exhibits two peaks in plasma, one during the final three
days of gestation (E17–19) and the second surge is directly after birth.35–37 Interestingly, our
T treatment (on gestational days 16–19) only masculinized H3K9/14Ac levels in neonatal
females, suggesting that H3 acetylation might be primarily mediated by the prenatal rise in T.
In contrast, H3K9Me3 is dimorphic after birth but male-like levels of H3K9Me3 cannot be
mimicked in females by prenatal T treatment. This does not rule out the possibility that
H3K9Me3 might be regulated by the second T surge coincident with parturition. If this is the
case, T treatment during late gestation was not timed correctly to masculinize H3K9Me3 in
females. Our findings suggest that perhaps there are at least two critical periods for histone
modification in the CTX/HIP.

The prenatal and neonatal rise in T activates AR and/or ERs (after aromatization to estradiol)
to control the development of sexual dimorphisms in brain structures and behaviors.12,38
Ligand-bound AR and ERs regulate target gene transcription via interactions with a variety of
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coactivators and corepressors.16,39 Many of them contain enzymatic activity for histone
modification and/or interact with histone modifying enzymes. The best studied is CBP/p300,
a histone acetyltransferase and general coactivator for AR and ERs.40 In vitro studies indicate
that liganded steroid receptors are present together with CBP, acetylated histones, and RNA
polymerase, on the promoters of active AR- and ER-target genes, suggesting that histone
acetylation might play an important role in upregulation of steroid receptor-mediated gene
expression.41–43 Levels of CBP in the rat hypothalamus are higher in male neonates than in
females, and knockdown of CBP in the hypothalamus of males by anti-sense oligonucleotides
causes behavioral feminization, suggesting that CBP might be critical for the control of sexual
differentiation in that region.44 Unfortunately other brain regions were not included in that
study, but it is possible that CBP mediates the effects we report in the CTX/HIP.

Steroid receptors also interact with the enzymes responsible for histone methylation which
regulate gene transcription. In particular the H3K9 methylation is associated with
transcriptional repression.26 The H3K9 methyltransferase, G9a, functions as either a
coactivator or corepressor with steroid receptors.45 A new member of the JmjC containing
demethylase family, s-JMJD1C, is found in adult male rat brain in AR-rich regions such as the
anterior hypothalamus and baso-medial amygdala but also is detected in the cerebellum, cortex
and hippocampus.46 Castration results in reduced expression of immuno-positive s-JMJD1C
in cells in the cortex and amygdala. Yet, despite the presence of these steroid cofactors, in our
study H3K9Me3 was unaffected by prenatal T manipulation.

While the early neonatal hormonal environment is the factor we know the most about, some
behavioral sex differences can be attributed to sex chromosome complement47–49 and
dimorphisms in the density of vasopressin fibers in the lateral septum depends in part on XX
versus XY sex chromosome compliment.47,50,51 Interestingly, neural tube defects in p53-
null mice are more severe in XX than in XY individuals regardless of gonadal sex.52 Several
X- and Y-chromosome genes are involved in histone modification, such as the H3 demethylases
Jarid1C and Jarid1D.53 Recent data show that Jarid1C is present in mouse CTX/HIP, and is
expressed in a sexually dimorphic pattern in brain which maps to sex chromosome complement
(XX > XY), not to gonadal sex.54 This gene escapes X-inactivation and may be one of the
genes that modify trimethylation on H3. Also well known is the X-chromosome gene, MeCP2,
which is active during development and classically is thought of as a gene silencer that binds
to methylated cytosine residues on DNA and recruits binding proteins including Sin3A and
histone deactylases.55 Two time points in neonatal rat brains were examined for sex differences
in MeCP2.10 Unfortunately neither the cortex nor hippocampus was included in the analysis,
but in amygdala relative MeCP2 mRNA and protein levels were higher in female pups as
compared to males on the day after birth (PN1).

Given that the classic sex differences in brain structure reside in the amygdala, preoptic area
and hypothalamus, it is surprising that histone modifications were only sexually dimorphic in
the CTX/HIP. The explanation could be as simple as a missing time point, the heterogeneity
of cell types in these regions may mask important variation within subpopulations, or subtle
gene specific, rather than global, changes are occurring. Our data in whole brains did not reveal
sex differences in either H3K9/14Ac or H3K9Me3. Yet, in subdivided tissue regions sex
differences in H3K9/14Ac were clear at E18. Considering that the sexually dimorphic cell
populations in the amygdala, preoptic area and hypothalamus only represent a very small
fraction of the cells that reside in these areas, it is likely that a finer dissection of these regions
will yield significant sex differences in histone modifications. Alternatively it may be that the
CTX/HIP is particularly sensitive to epigenetic modification. Much of the work conducted on
epigenetics and behavior has focused on the hippocampus and involves learning and memory.
8,9,56 Synaptic plasticity is regulated by epigenetic mechanisms and is essential for learning
and memory in adults.57–59 Perhaps the confluence of experience, hormones and sex
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differences make these regions unique and especially susceptible to epigenetic mechanisms.
59,60

Accumulating evidence implicates that histone modifications are also involved in many aspects
of brain development including; neurogenesis, synapse formation, cell differentiation and cell
migration.61–64 Several genes (i.e., MECP2, FMR1, ATRX and JARID1C) implicated in
neurobehavioral disease by human patient data as well as mouse models validate the
importance of acetylation and methylation for normal neuronal development.53,65–68 One
striking aspect of neurobehavioral diseases is their sexually dimorphic incidence rates; i.e.,
autism spectrum disorders (males > females), attention deficit/hyperactivity disorder (males >
females) and Rhett syndrome (females > males).69 To date there is no satisfactory explanation
of why these disorders are so biased toward one sex or the other. Perhaps the confluence of
genes and hormones acting during selected times in development make the CTX/HIP
particularly susceptible to errors in transcription regulated by histone modifications thereby
loading disorders to one sex over the other. We propose that sex differences in histone
modification are involved in development of normal cognitive function and disruptions of these
processes may underlie some neurodevelopmental behavioral diseases.

Materials and Methods
Animals

All mice used in this study were in a C57BL/6J background strain. Mice were housed in
constant conditions under a 12:12 photoperiod (lights on at 0600 h). Food (Harlan Teklad
Mouse/Rat Sterilizable Diet #7012) and water were provided ad libitum. All of the
experimental procedures were approved by University of Virginia Animal Use and Care
Committee and were performed according to the ALAC guidelines.

Experiment 1: characterization of H3 acetylation and methylation in embryonic brain
Adult female mice were paired with fertile males and checked each morning for the presence
of mating plugs. The day the plug was found was designated as embryonic day 0 (E0). On E12,
E16 and E18, embryos were quickly removed from deeply anesthetized pregnant dams between
11:00 and 14:00 h and kept in Dulbecco’s phosphate-buffered saline on ice. Whole brains were
removed and immediately frozen at −80°C until processed for histone extraction and
immunoblotting. Other tissues from these embryos were collected for sex determination.
Sample sizes for each group are detailed in Table 1 (10–17 per group).

Experiment 2: quantification of H3 acetylation and methylation in specific neural regions
On E18, the day of birth (PN0), and 6 days after birth (PN6), brains were removed and rapidly
dissected under a dissecting microscope into specific regions including: the preoptic area and
hypothalamus areas, amygdala (AMY) and cortex along with the hippocampus (CTX/HIP).
The tissues were later processed for histone extraction and immunoblotting for H3K9/14Ac
and H3K9Me3. Sample sizes for each group are detailed in Tables 2–4 and Figure 2 (between
6–10 per group).

Experiment 3: effect of testosterone propionate (TP) on H3 acetylation and methylation in
the CTX/HIP

Timed pregnant female mice were similarly prepared as described in Experiment 1. Starting
on E16, females received daily sc injections of vehicle (0.05 ml sesame oil) or testosterone
propionate (TP, 2 μg). On the day of birth (PN0), within 2 hours after birth, pups were collected
and brains were dissected as described in Experiment 2. Tissues from the CTX/HIP were stored

Tsai et al. Page 5

Epigenetics. Author manuscript; available in PMC 2009 April 8.

N
IH

-PA Author M
anuscript

N
IH

-PA Author M
anuscript

N
IH

-PA Author M
anuscript



at −80°C till processing for histone extraction and immunoblotting. Sample sizes for each group
are detailed in Table 5 and Figure 3 (between 8–10 per group).

Genotyping
Genomic DNA was extracted from tails and limbs using Sigma REDExtract-N-AmpTM Tissue
PCR Kit as described in the manufacturer’s protocol (Sigma, St. Louis, MO). For sex
determination, DNA was amplified by PCR for the YMT2/B sequence (a member of the Ssty
family present on the long arm of Y chromosome).25 Our methods have been described
(Gatewood et al., 2006).

Histone extraction
Mouse brain tissues were first homogenized in cold modified RIPA buffer (0.05 M Tris, 0.9%
NaCl, 5 mM EDTA, pH = 7.4) with protease inhibitor cocktail (Sigma), PMSF (1 mM) and
DTT (1 mM). Using sterile syringes, brain tissues were homogenized by drawing and ejecting
5–10 times through the needles of different sizes (from 20G to 27G), followed by centrifugation
at 8,000 g for 20 min at 4°C. The pellets containing nuclei were resuspended with 0.4 N sulfuric
acid and continuously mixed for 1 h at 4°C. The samples were centrifuged at 10,000 g for 10
min at 4°C, the supernatant was separated, and trichloroacetic acid (18 μl per 200 μl sample)
added. After precipitation overnight, the pellets were centrifuged at 16,100 g for 10 min at 4°
C, followed by washing with 0.1% HCl-acetone and acetone. Pellets were dried using a Speed-
Vac and later reconstituted with RIPA buffer (0.05 M Tris, 0.9% NaCl, 5 mM EDTA, 1%
NP-40 and 0.25% sodium deoxycholate, pH = 7.4) with protease inhibitor cocktail, PMSF, and
DTT. The lysate protein concentrations for each sample were determined by BCA
(bicinchoninic acid) Protein Assays (Pierce Chemical Co., Rockford, IL).

Immunoblotting
Samples (5 μg protein each) were subjected to electrophoresis on either 14 or 16%
polyacrylamide-SDS gels and transferred to nitrocellulose. The membranes were blocked in
Tris-buffered saline with 0.1% Tween containing 10% milk at 4°C overnight. After blocking,
blots were rinsed with TBST and incubated with the primary antibodies against acetylated
(K9/14 H3; Millipore-Upstate in Temecula, CA #06–599; 1:5,000) or trimethylated (K9;
Millipore-Upstate #07–523; 1:5,000) histone H3 for 1 h at room temperature. We selected
H3K9/14Ac and H3K9Me3 because these modification are associated with changes in gene
transcription.26,27 After rinsing, blots were incubated for 1 h in a horseradish peroxidase
(HRP)-conjugated donkey anti- rabbit IgG secondary antibody (1: 10,000; Amersham
Pharmacia Biotech, Arlington Heights, IL), followed by detection on X-ray film (Kodak X-
OMAT, Kodak Co., Rochester, NY) with SuperSignal® West Pico Chemiluminescent
Substrate (Pierce Chemical Co.,). In experiment 3, the same blots were re-probed with the
antibody against total H4 (Millipore-Upstate, #07–108).

Coomassie staining
After transferring, the gels were fixed in a fixative with 25% isopropanol and 10% acetic acid.
Gels were stained with 10% acetic acid containing 0.01% BioRad R-250 Coomassie Brilliant
Blue R-250 (Hercules, CA) and destained with 10% acetic acid. The intensity of total H4 on
individual films and total histone on gels were measured by densitometry and analyzed with
ImageQuant (Molecular Dynamics, Inc., Sunnyvale, CA).

Validation
Whole brain was collected from an intact male C57BL/6J mouse, homogenized and the nuclei
were isolated and separated from the cytosol, followed by histone extraction. On an
untransferred gel separated histone proteins, including both H3 and H4, were visualized below
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the size of 15 kD in the nuclear extract by Coomassie blue staining (Fig. 1). On western blots,
modified H3 and total H4 were detected only in nuclear, but not cytosolic extracts (Fig. 1).

Statistical analyses
To normalize each individual sample, the densities of H3K9/14Ac and H3K9Me3 were
normalized with the band density of H4 (stained by Coomassie Blue in experiments 1 and 2)
or detected by western blot (experiment 3). All the samples from each experiment could not
be run on the same gel. Therefore, to reduce inter-gel variation, the normalized histone levels
in individual samples were standardized to the mean level of females in the same developmental
stage (experiment 1) and (experiment 2) or the female control group (experiment 3) and each
sample was expressed as a percentage of the female (set as 100%). Unfortunately, one limitation
of this design is that it does not permit the direct comparison of tissues from different
developmental stages since we did not run samples from all ages on all gels. In experiments 1
and 2, raw data for H3K9/14Ac, H3K9Me3, and H4 were quantified along with mean relative
levels of modified histone. All data were analyzed by Student’s t-tests with sex as the single
factor. In experiment 3 raw data for total H3K9/14Ac, H3K9Me3, H4 and the mean relative
levels of each histone modification were analyzed by two-way ANOVAs where the two factors
were sex and hormone treatment; this analysis was accompanied by Bonferroni’s paired
comparisons where appropriate.
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Abbreviations
T  

testosterone

ERα  
estrogen receptor α

ERβ  
estrogen receptor β

H3K9/14Ac  
acetylated histone 3 residues K9 and 14

H3K9Me3  
trimethylated histone 3 residue K9

CTX/HIP  
cortex and hippocampus

GR  
glucocorticoid receptor

HDACS  
histone deacetylases

AR  
androgen receptor

E  
embryonic day
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PN  
postnatal day

TP  
testosterone proprionate
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Figure 1.
Representative immunoblots showing detection of H3K9/14Ac, H3K9Me3 and H4 in the
nuclear (N) but not in the cytosolic (C) extract of the mouse whole brain. Nuclear (5 μg) and
cytosol lysates (25 μg) were separated on polyacrylamide-SDS gels, transferred to
nitrocellulose membranes, and immunoblotted for H3K9/14Ac and H3K9Me3 as well as total
H4 as described in the Materials and Methods section. In the left panel, nuclear and cytosolic
proteins and recombinant histone H3 and H4 were stained with Coomassie Blue (CB). In the
western blot on the right the H4 was from the same recombinant source.
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Figure 2.
H3K9/14Ac and H3K9Me3 in the cortex/hippocampus of male and female mouse embryos
and pups. (A) Top shows a gel and set of representative immunoblot from PN0 males and
females. The top row is a western blot showing H3K9/14Ac bands and the bottom row is
Coomassie for total H4 from the same individuals. In the graph below we present mean optical
densities (±SEM) of H3K9/14Ac in the cortex/hippocampus of male and female embryos and
pups were normalized to levels of H4 and expressed as the percentage of females (as 100%).
(B) Top shows a representative immunoblot from PN0 males and females. The top row is a
western blot showing H3K9Me3 bands and the bottom row is Coomassie for total H4 from the
same individuals. Below are mean optical densities (±SEM) of H3K9Me3 in the cortex/
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hippocampus of male and female embryos and pups were normalized to levels of H4, and
expressed as the percentage of females (as 100%). *Females have significantly less protein
than males at these time points, p < 0.05. Sample sizes are show in the base of each histogram.
E18 = embryonic day 18, PN0 = day of birth, PN6 = postnatal day 6, M = male, F = female.
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Figure 3.
Testosterone propionate (TP) increased H3K9/14Ac, but not H3K9Me3 in the cortex/
hippocampus of female mouse pups. (A) Top shows a set of representative immunoblot from
PN0 males and females. The western blots on the top row show H3K9/14Ac bands and the
bottom row is total H4 from the same individuals. Mean optical densities (±SEM) of
H3K9/14Ac in the cortex/hippocampus of vehicle (V) and TP-treated male (M) and female (F)
neonates were normalized to levels of H4, and expressed as the percentage of V-treated F
controls (100%). *Females whose dams received vehicle during gestation had significantly
lower levels of H3K9/14Ac as compared with the other three groups (p < 0.05). (B) Top shows
a representative immunoblot from PN0 males and females. The western blots on the top row
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show H3K9Me3 bands and the bottom row is total H4 from the same individuals. Mean optical
densities (±SEM) of 3mH3 in the cortex/hippocampus of V and TP-treated M and F neonates
were normalized to levels of H4, and expressed as the percentage of V-treated females (as
100%). **Females have significantly less H3K9Me3 than males, p < 0.05. Sample sizes are
shown in each histogram.
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