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Background: The ratio between amygdala:hippocampal (AH) volume has been associated with multiple psychiatric
problems, including anxiety and aggression. Yet, little is known about its biological underpinnings. Here, we used a
methylome-wide approach to test (a) whether DNAmethylation in early life (birth, age 7) prospectively associates with
total AH volume ratio in early adulthood, and (b) whether significant DNA methylation markers are influenced by
prenatal risk factors. Methods: Analyses were based on a subsample (n = 109 males) from the Avon Longitudinal
Study of Parents and Children, which included measures of prenatal risk, DNAmethylation (Infinium Illumina 450k),
T1-weighted brain scans and psychopathology in early adulthood (age 18–21). Amygdala and hippocampus
measures were derived using Freesurfer 5.3.0. Methylation markers related to AH volume ratio across time were
identified using longitudinal multilevel modeling. Results: Amygdala:hippocampal volume ratio correlated positively
with age 18 psychosis-like symptoms (p = .007). Methylation of a probe in the gene SP6 associated longitudinally
with (a) higher AH volume ratio (FDR q-value = .01) and (b) higher stressful life events during pregnancy (p = .046).
SP6 is expressed in the hippocampus and amygdala and has been implicated in cognitive decline in Alzheimer’s
disease. The association between SP6 DNA methylation, AH volume ratio and psychopathology was replicated in an
independent dataset of 101 patients with schizophrenia and 111 healthy controls. Conclusions: Our findings
suggest that epigenetic alterations in genes implicated in neurodevelopment may contribute to a brain-based
biomarker of psychopathology. Keywords: DNA methylation; methylome-wide; amygdala; hippocampus;
longitudinal; Avon Longitudinal Study of Parents and Children.

Introduction
Structural alterations in amygdala and hippocam-
pus volume have been linked to a range of psychi-
atric problems, including anxiety, depression, and
aggressive behavior (Campbell, Marriott, Nahmias, &
MacQueen, 2004; Pardini, Raine, Erickson, & Loe-
ber, 2014; Schmaal et al., 2016). However, the effect
sizes reported so far have been small (Cohen’s
d < 0.2) and findings mixed with regard to the
directionality and stability of effects. For example,
when comparing patients with depression versus
controls, some studies have reported a volume
increase (Visser et al., 2014), others a decrease
(Matthies et al., 2012; Thijssen et al., 2015) and
others still only acute-disease state associations
(Ahdidan et al., 2011; Arnone et al., 2013).

Considering that these structures are both part of
the limbic system and are structurally and function-
ally connected, examining these subcortical struc-
tures in the context of one another may be more
informative than studying each region in isolation.
For instance, a study by Gerritsen et al. (2012) found
that a larger amygdala:hippocampal (AH) volume
ratio associated with more severe biases toward

negative memories (an important cognitive marker
of depression) in nondepressed controls, while only
weak associations were found when assessing each
structure separately. Specifically, compared with
persons without negative memory bias, persons with
negative memory bias had a 6.3% higher AH volume
ratio, but only a 2.2% larger amygdala volume and
3.7% smaller hippocampal volume. Similarly, an
increased AH volume ratio (rather than structure-
specific effects) was found to be correlated strongly
(r = .62) with severity of anxiety in medication-naive
first-episode patients with depression (MacMillan
et al., 2003). Both studies point toward medication-
independent effects, which seem to predate illness
onset and might hence be a marker of disease
vulnerability. In line with this, a study by Gilliam
et al. (2014) reported a weak association (r = .19)
between AH volume ratio and aggressive behavior
(but not depression) in a community sample of young
men. The study also found that AH volume ratio
mediated the association between maternal depres-
sion and later aggression, pointing to a potentially
important role of the early environment in AH
volume ratio and associated psychopathological
outcomes.

Despite these promising findings, little is currently
known about the biological underpinnings of an AHConflict of interest statement: No conflicts declared.
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volume ratio, as previous models of psychopathology
have primarily focused on the biological mechanisms
involved in hippocampal atrophy. For instance, the
‘neurotrophic hypothesis of depression’ postulates
that chronic hyperactivity of the hypothalamic–pitu-
itary–adrenal axis – often due to environmental
stress exposure – leads to increased glucocorticoid
levels that can downregulate the activity of growth
factors such as BDNF, which over time can result in
brain atrophy (Campbell & MacQueen, 2004). Con-
sidering that glucocorticoid receptor expression is
high in the hippocampus (Sapolsky, Krey, & McE-
wen, 1984), this region might be particularly dam-
aged. However, evidence suggests that the amygdala
may also be affected. For example, Govindarajan
et al. (2006) studied transgenic mice, which overex-
pressed BDNF, and observed (a) increased anxiety-
like behavior and spinogenesis of the amygdala and
(b) decreased depressive symptoms and hippocam-
pal atrophy. In line with these antagonistic findings,
Manna et al. (2015) reported BDNF levels in healthy
elderly individuals to be correlated positively with
mean diffusivity in the amygdala, but negatively with
that in the hippocampus. These findings suggest
that across certain imaging modalities hippocampal
deficiency in depression might be inversely linked to
amygdala deficits (i.e., a larger AH volume ratio).
That is, both structures form an interconnected
network, which jointly responds to changes in bio-
logical signals.

The mechanisms underlying environmental, stress-
related effects on an AH volume ratio remain unclear.
Epigenetic processes, such as DNA methylation,
have recently emerged as a candidate mechanism
for biological embedding. Epigenetic profiles of the
hippocampus and the amygdala have been examined
in healthy controls and in relation to a range of
psychiatric disorders such as schizophrenia and
depression. Taking a gene set enrichment approach
using methylome-wide data, Hass et al. (2015) found
altered epigenetic patterns in the hsa-miR-219a-5p

microRNA target gene set to correlate with hip-
pocampal volume in a schizophrenia sample. Methy-
lation in the serotonin transporter gene SLC6A4, a
risk locus for depression, has been found to associ-
ate with hippocampal grey matter volume and parts
of the amygdala in healthy controls (Dannlowski
et al., 2014). Similar effects have been observed in
patients with depression (Booij et al., 2015), where
methylation also related to childhood abuse. With
respect to prenatal risk factors, several longitudinal
studies have found that exposures such as parental
social risks, maternal adiposity, and smoking during
pregnancy influence offspring DNA methylation
(Cecil et al., 2014; Richmond et al., 2015; Sharp
et al., 2015). However, to our knowledge no study so
far has examined the prospective epigenetic corre-
lates of an AH volume ratio and how these may
connect to the early-life environment. Moreover,
given that DNA methylation is dynamic across the

life span, findings of any cross-sectional study might
only apply to the time period under investigation
(Martino et al., 2013). It is, therefore, not surprising
that in the few existing longitudinal epigenetic stud-
ies, most markers identified were not found to
consistently associate with prenatal exposures
across time points (Cecil et al., 2014; Richmond
et al., 2015; Rijlaarsdam et al., 2017; Sharp et al.,
2015). Considering that subcortical brain mat-
uration is a continuous process during development
(Østby et al., 2009), we were interested in DNA
methylation markers that are robustly and
longitudinally associated with AH volume ratio.
Consequently, in this study we employed a methy-
lome-wide approach to test (a) whether DNA methy-
lation in childhood (birth and age 7) prospectively
associates with total AH volume ratio in early adult-
hood, and (b) whether significant DNA methylation
markers are influenced by prenatal risk factors.

Methods
Participants

Participants were drawn from the Accessible Resource for
Integrated Epigenomics Studies (ARIES, www.ariesepigenomics.
org.uk, Relton et al., 2015), a study nested within the Avon
Longitudinal Study of Parents and Children (ALSPAC) that
contains DNA methylation data for a subset of 1,018 mother–
offspring pairs. ALSPAC is an ongoing epidemiological study of
children born from 14,541 pregnant women residing in Avon,
UK, with an expected delivery date between April 1991 and
December 1992 (85% of eligible population; Fraser et al.,
2013). Ethical approval for the study was obtained from the
ALSPAC Ethics and Law Committee and the Local Research
Ethics Committees. The original sample is representative of the
general population (Boyd et al., 2013). Please note that the
study website contains details of all the data that is available
through a fully searchable data dictionary: http://www.b
ris.ac.uk/alspac/researchers/data-access/data-dictionary/.

Subsample with brain magnetic resonance imag-
ing. A total of 507 male participants underwent brain MR
imaging between the age of 18–21 years (Mean � SD:
235.5 months � 10.1 months, range: 216–258 months). Only
male participants were scanned owing to the focus of the NIH
grant funding this work (R01MH085772-01A1; Axon, Testos-
terone and Mental Health during Adolescence). Participants
were selected based on their current domicile being within a 3-
hr journey (one-way) from the scanning site. We excluded 14
participants due to a failure to pass quality control of
FreeSurfer-based image-analysis pipeline (see below). For this
study, we included only youth from ARIES who had available
data on brain measures (age 18–21) as well as epigenetic data
at birth and at age 7. The final dataset consisted of 109
participants (all males).

Measures

DNA methylation data. Five hundred nanograms of
genomic DNA from blood (cord at birth; whole at age 7; ARIES
sample) was bisulfite-converted using the EZ-DNA methylation
kit (Zymo Research, Orange, CA). DNAm was quantified using
the Illumina HumanMethylation450 BeadChip (Illumina, San
Diego, CA) with arrays scanned using an Illumina iScan
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(software version 3.3.28). Initial data quality control was
conducted using GenomeStudio (version 2011.1, Illumina) to
determine the status of staining, extension, hybridization,
target removal, bisulfite conversion, specificity, nonpolymor-
phic, and negative controls. Samples and probes that survived
initial data quality control using GenomeStudio (version
2011.1, Illumina) and background detection p-value <.05 were
quantile normalized using the dasen function within the
wateRmelon package (wateRmelon_1.0.3; Pidsley et al., 2013)
in R and indexed by beta values (ratio of methylated signal
divided by the sum of the methylated and unmethylated
signal). Probes were removed if they were cross-reactive,
polymorphic, used for sample identification on the array or
had a SNP at the single base extension (n = 72,068). We also
removed participants with non-Caucasian or missing ethnicity
(based on self-reports; n = 61). As a final step, we regressed out
chip and cell type as detailed in Houseman et al. (2012) to
remove potentially confounding effects. The resulting dataset
consisted of a total of 407,462 probes and 828 samples (cord)
and 410,075 probes and 903 samples (age 7), before pruning for
brain measures (see below). For more information, see section
1.1 in Supporting information.

Brain MRI acquisition and preprocessing. Brain MR
images were acquired on a 3T magnet (GE, Chicago, IL) using
an 8-channel receiver-only head coil (GE). T1-weighted images
were obtained using a 3D fast spoiled gradient-echo sequence
using the following parameters: oblique-axial orientation
(plane passing through the anterior–posterior commissures),
1-mm isotropic, field of view 256 9 192 9 210 mm,
TR = 7.9 ms, TE = 3.0 ms, TI = 450 ms and Flip angle = 20°.
Segmentation and surface reconstruction quality were assured
by manual inspection of all raw brain MRI volumes, segmented
volumes in three planes and pial as well as inflated volumes.
Fourteen participants’ brain MRI data failed this quality
assurance and were removed from the analysis. Hippocampal,
amygdala and intracranial volume measures are a standard
output of the FreeSurfer 5.3.0 volumetric segmentation (Fischl
et al., 2002). For this study, we derived a measure of total AH
volume ratio by dividing total (i.e., left and right) amygdala
volume by total hippocampus volume.

Prenatal environmental risk. Prenatal environmental
risk scores were available for 102 participants and created
based on maternal reports on four conceptually distinct but
related risk domains: (a) Life events (e.g., death in family,
accident, illness), (b) Contextual risks (e.g., poor housing
conditions, financial problems), (c) Parental risks (e.g., par-
ental psychopathology, criminal involvement, and substance
use), and (d) Interpersonal risks (e.g., intimate partner vio-
lence, family conflict). For additional details on these measures
and the computation of the risk domain scores see Cecil et al.
(2014). Information on maternal tobacco smoking for all 109
participants was obtained by self-reported questionnaires in
early, mid, and late pregnancy. Maternal smoking was catego-
rized on the basis of all three questionnaires into ‘never
smoked during pregnancy,’ ‘quit as soon as pregnancy was
known,’ and ‘continued smoking during pregnancy’. Birth
complications (e.g., abruption, preterm rupture, cervical
suture) were recorded at the time of birth and available for
all 109 participants. Subcategories were dichotomized to
contrast mothers with complications (coded 1) versus those
without complications (coded 0) and summed across all three
categories to represent a combined birth complication factor.
For more information see Barker and Maughan (2009) and
Rijlaarsdam et al. (2016).

Psychiatric symptoms. Depression scores (for 90 par-
ticipants) from the Moods and Feelings Questionnaire (Angold,
Costello, Pickles, & Winder, 1987) and symptoms of emotional

problems, conduct problems and hyperactivity (for 96 partic-
ipants) – based on the Strength and Difficulty Questionnaire
(Goodman, 1997) – were available at age 16 as well as a
cumulative measure of psychosis-like symptoms (PLIKS, for
102 participants) at age 18, which was derived by summing the
presence (=1) or absence (=0) of suspected or definite symp-
toms across eight domains (auditory or visual hallucinations,
delusions of being spied on/of reference/of control, thoughts
of being broadcast, thought insertion/withdrawal) based on
self-report items.

Statistical analysis

All analyses were performed in R (version 3.0.1, R Development
Core Team 2008) using limma (version 3.18.13) with default
parameters.

Step 1: How do probes across time (birth and age
7) prospectively associate with AH volume ratio in
early adulthood?. To identify temporally predictive
markers, we ran a longitudinal (birth and age 7), methy-
lome-wide, multilevel model (eBayes estimation in limma) on
all DNA methylation probes present at both time points
(n = 407,368), controlling for intracranial volume. Correla-
tions between probes across time were estimated using the
duplicateCorrelation function in limma, which fits a mixed
linear model by REML individually for each probe and
returns a consensus correlation, which is a robust average
of the individual correlations between time-repeated probes
blocked by subjects. This was then used as an additional
input when fitting multiple linear models. Results were then
ranked using an empirical Bayes method to reduce the
probe-wise sample variances toward a common value and to
increase the degrees of freedom for the individual variances
(Smyth, 2004).

This procedure enabled us to (a) identify probes that are
associated with AH volume ratio across time (as opposed to one
time point only), (b) model methylation data at both time points
concurrently, accounting for correlation patterns between them,
and (c) increase power to detect effects. The genomic inflation
factor lambda and QQ plots were used to compare the methy-
lome-wide distribution of p-values with the expected null distri-
bution (Figure S1). Probes passing a false discovery rate (FDR)
correction threshold of q < .05 were considered significant.

Step 2: Do probes that prospectively associate with
AH volume ratio over time also associate with
prenatal risk factors?. As a second step, we analyzed
whether prenatal risk exposure (Life events, Contextual risks,
Parental risks, and Interpersonal risks) related to DNA methy-
lation probes that were significantly associated with AH
volume ratio (from step 1). We again used a mixed-model
longitudinal design, which allowed us to also investigate (a)
whether prenatal risk predicted methylation at one or both
time points (i.e., main effect of risk); (b) whether methylation
changed significantly over time (i.e., main effect of time), and
(c) whether risk exposure interacted with time to predict
methylation levels (i.e., risk 9 time). For significant markers,
we also tested for indirect effects between prenatal risk and AH
volume ratio via DNA methylation using the R package lavaan
(version 0.5-20; Rosseel, 2012). Last, we examined potentially
confounding effects of maternal smoking during pregnancy
and birth complications on DNA methylation in significant
probes at birth.

Relevance to brain tissue. To investigate the relevance
of the identified DNA methylation markers (as measured in
blood tissue) to temporal lobe brain tissue, we used data from
two published studies. First, we looked at CpG-specific
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correlation estimates using data from paired blood and tem-
poral lobe biopsy samples from 12 epilepsy patients. Blood and
living brain biopsy samples were obtained during neurosurgi-
cal treatment (i.e., both tissue samples were taken at the same
time). For further information, see Walton et al. (2015).
Second, we used data from matched DNA samples isolated
from premortem whole blood and postmortem entorhinal
cortex brain tissue from 71 individuals (http://epigenetics.
iop.kcl.ac.uk/bloodbrain).

Furthermore, to investigate whether genes annotated to our
top DNAmethylation probes are expressed in hippocampal and
amygdala tissue, we accessed data from the Allen Human
Brain Atlas (http://www.brain-map.org/).

Results
Does AH volume ratio relate to psychiatric
symptoms in early adulthood?

Amygdala:hippocampal volume ratio was not asso-
ciated with measures of depression, emotional prob-
lems, conduct problems, and hyperactivity at age 16,
but a larger AH volume ratio was related to increased
psychosis-like symptoms at age 18 (spearman’s
q = .224, p = .023, n = 102).

Which DNA methylation markers at cord and age 7
stably predict AH volume ratio in early adult-
hood?. Inspection of the QQ plot (Figure S1) indi-
cated that test statistics were not overinflated. The
most significant differentially methylated probe
(DMP), cg02219949, passed both FDR and Bonfer-
roni correction (p = 1.13 9 10�8; q = .005; n = 109;
Table 1, Figures 1 and 2A).

Higher methylation of this probe was positively
correlated with AH volume ratio across both time
points, after controlling for intracranial volume. This
finding remained significant in analyses examining
each time point separately and was driven by a
decrease in hippocampal volume (section 2.2 in
Supporting information). At birth, cg02219949 DNA
methylation (residualized for chip and cell type)
correlated with AH volume ratio (q = .374, p < .001)
after correction for intracranial volume. This was also
the case for cg02219949 DNA methylation at age 7
(q = .378, p < .001). Despite the association between
AH volume ratio and psychosis-like symptoms,

cg02219949 (at either time point or longitudinally)
was unrelated to these symptoms.

Cg02219949 is located in the first intron of Sp6
transcription factor (SP6), a gene implicated in early
development, cell proliferation, and previously associ-
ated with cognitive decline in Alzheimer Disease
(Nakamura et al., 2014; Scohy et al., 2000; Sherva
et al., 2014). Regional analysis of all 24 probes anno-
tated to SP6 revealed six DMPs with nominal effects,
three of which passed Bonferroni correction for 24
tests (section 2.3 in Supporting information). These
findings further support an association between SP6

methylation and AH volume ratio. Other DMPs of
interest, below multiple comparison corrections, were
located in genes such as KCNAB2 (cg13614083;
p = 5.34 9 10�6) and CACNA1B (cg02849279; p =
8.08 9 10�6), coding for a voltage-gated potassium
and calcium channel, respectively. Both channels
regulate neurotransmitter release and neuronal
excitability (Lipscombe, Allen, & Toro, 2013; Schultz,
Litt, Smith, Thayer, & McCormack, 1996), and

Table 1 Top 10 differentially methylated probes associated with amygdala:hippocampus volume ratio at birth and age 7

CpG probe Gene Chr Position Methylation change p-Value FDR (q)

cg02219949 SP6 17 45927392 1.36 1.13 9 10�8 .005
cg18384063 RECQL5 17 73625493 �0.32 2.83 9 10�6 .435
cg18180107 C4orf37 4 99064573 0.24 3.21 9 10�6 .435
cg08960815 GIMAP4 7 150264767 0.88 4.59 9 10�6 .467
cg07934552 – 11 32355483 0.30 6.80 9 10�6 .548
cg02849279 CACNA1B 9 140771661 0.40 8.08 9 10�6 .548
cg21242009 – 6 6894182 0.78 1.07 9 10�5 .625
cg13614083 KCNAB2 1 6085872 �0.27 1.62 9 10�5 .723
cg06291594 SULT1A4 16 29473557 �0.30 1.71 9 10�5 .723
cg25816357 GOLT1B 12 21670234 �0.28 1.91 9 10�5 .723
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Figure 1 Manhattan plot of methylome-wide DNA methylation
associations (birth and age 7) with amygdala:hippocampus
volume ratio (age 18–21), controlling for intracranial volume.
Red line indicates methylome-wide threshold at p < 1 9 10�7

[Colour figure can be viewed at wileyonlinelibrary.com]
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SULT1A3 (cg06291594; p = 5.10 9 10�6), involved in
dopaminemetabolismand response to glucocorticoids
(Bian et al., 2007; Sidharthan, Minchin, & Butcher,
2013). Interestingly, another DMP on chromosome 11
(cg07934552; p = 2.95 9 10�6) was found in the
proximity of binding sites for several transcription
factors, including NR3C1, which is also associated
with glucocorticoid response (Oberlander et al., 2008).

Does the prenatal risk environment predict AH
volume ratio-associated DNA methylation?. We
then investigated whether prenatal risks predicted
AH volume ratio-associated SP6cg02219949 methyla-
tion at birth and at age 7. Similar to the previous
analysis, we used longitudinal mixed modeling with
prenatal risk, time period (cord vs. age 7), and their
interaction as predictors for SP6cg02219949 methyla-
tion. Out of the four prenatal risk domains examined
(including Life events, Contextual risks, Parental
risks, and Interpersonal risks), we found that one
risk domain, Life events, was positively associated
with SP6cg02219949 methylation across time at a
nominal significance level [t(100) = 2.02, p = .046;
n = 102; Figure 2B], but the magnitude of correla-
tions at each time point was small (birth: q = .205,
p = .039; age 7: q = .202, p = .042).

While methylation did increase over time [t(100) =
�2.90, p = .005], there was no significant time 9

risk interaction [t(100) = 0.19, p = .849].
As a last step, we tested for a potential indirect

effect of SP6cg02219949 methylation on the association
between Life events and AH volume ratio. While Life
events were not directly linked to AH volume ratio
(p = .297), there was a trend effect for the indirect
path via SP6cg02219949 methylation at birth and age 7
(standardized path coefficient = .069, p = .053;
n = 102; section 2.4 in Supporting information).

Maternal smoking and birth complications might
have effects on offspring methylation. Hence, we also
investigated potentially confounding effects of smok-
ing and birth complications. SP6cg02219949 methyla-
tion at birth was not associated with maternal
smoking during pregnancy [F(105) = 2.00, p = .141,
n = 109] or birth complications [F(105) = 0.55,

p = .652, n = 109]. Furthermore, we found no asso-
ciation between gestational age or birth weight and
AH volume ratio or SP6cg02219949 DNA methylation at
either time point.

Replication in a schizophrenia study sample

In light of a link between AH volume ratio and
psychosis-like symptoms, we aimed to replicate the
current findings in a cross-sectional sample of
patients with schizophrenia (n = 101) versus con-
trols (n = 111) featuring measures of DNA methyla-
tion in blood and subcortical brain volumes (section
2.5 in Supporting information and Gollub et al.,
2013). Because DNA methylation was quantified
using the 27k Illumina array, two of the 24 CpGs
within the SP6 gene were available for analysis.

We observed a larger AH volume ratio in patients
compared to controls (bstand = 0.280, p = .040, con-
trolling for age, sex, and intracranial volume; See
Figure S6), supporting our initial results of an asso-
ciation between AH volume ratio and psychosis-like
symptoms. For one of the two available CpGs –
SP6cg27210136 – we observed a small, but significant
diagnosis-by-CpG interaction effect (bstand = 0.318,
p = .020). Specifically, while SP6cg27210136 DNA
methylation correlated positively with AH volume
ratio in patients, this correlation was negative in
healthy controls (see Figure S6).

Relevance to brain tissue. To investigate how
SP6cg02219949 DNA methylation in blood correlates to
that inbrain tissue,we lookedupSP6cg02219949blood–
brain correlation estimates based on two independent
resources (see Methods). DNA methylation in
SP6cg02219949 was moderately and significantly
(q = .62, p = .035) correlated between both tissue
types using data from paired blood and temporal lobe
biopsy samples. This was confirmed using a second
dataset from matched DNA samples isolated from
premortem whole blood and postmortem entorhinal
cortex brain tissue (q = .88, p < .001).

We then investigated whether SP6 is expressed in
hippocampal and amygdala brain tissue using data

Figure 2 Scatterplots. (A) SP6cg02219949 DNA methylation both at birth and at age 7 stably predicted amygdala:hippocampus volume ratio
at age 18. (B) Prenatal risk life events associated with SP6cg02219949 DNA methylation both at birth and at age 7. Birth: triangles, dotted
regression line; age 7: circles, solid regression line
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from the Allen Human Brain Atlas. SP6 was
expressed throughout the hippocampal formation
and the amygdala with highest expression values in
the CA3 and CA4 region of the hippocampus and the
basolateral and -medial nucleus of the amygdala
(Figure S7).

Discussion
Summary

In this study, we used amethylome-wide approach to
test (a) whether DNA methylation in childhood (birth
and age 7) prospectively associates with total AH
volume ratio in early adulthood, and (b) whether
significant DNA methylation markers are influenced
byprenatal risk factors.WhileAHvolume ratio related
to psychosis-like symptoms in early adulthood, we
found that at birthandage7,methylationof aprobe in
the first intron of the geneSP6 predicted increased AH
volume ratio after FDR correction. This probe was
nominally associated with increased stressful life
events during pregnancy and showed significant
convergence with brain tissue methylation.

DNA methylation and AH volume ratio

SP6 belongs to a family of transcription factors that
bind to DNA motifs often found in promoter, enhanc-
ing, and other control regions of many mammalian
genes (Scohy et al., 2000). SP6 is expressed in the
developing ectoderm, which differentiates later to
form the nervous system as well as tooth enamel and
epidermal tissue (Nakamura et al., 2004). Animal
studies have found that 20% of SP6 deficient mice
die within 2 month of age and those that survive are
smaller than the wildtype and also show basic
abnormalities in limb, skin, and tooth development
(Nakamura et al., 2008, 2014; Talamillo et al.,
2010). Interestingly, a polymorphism in SP6, located
in the same intron and 3,000 base pairs upstream of
the methylation probe identified in this study, was
associated with cognitive decline in an Alzheimer
disease cohort (p = 7.99 9 10�8; Sherva et al.,
2014). These studies support our finding of a poten-
tially important role of SP6 in early neurodevelop-
ment. In our study, SP6cg02219949 (at either time
point or longitudinally) was unrelated to psychosis-
like symptoms, despite an association of AH volume
ratio with these symptoms. This may indicate sub-
threshold effects due to the population design of our
study and young age of the participants. Also some-
what surprisingly, we found that AH volume ratio did
not – as hypothesized – relate to measures of
depression or mood disturbances, but instead to
psychosis-like symptoms. To our knowledge, no
study so far has investigated the link between AH
volume ratio and psychosis, although amygdala and
hippocampal volume reductions are well-replicated
findings in schizophrenia (van Erp et al., 2015).

Using a cross-sectional replication sample of
patients with schizophrenia and healthy controls,
we were able to further support the link between SP6

DNA methylation, AH volume ratio, and psychosis.
We believe that these results further underline the
advantage of using a brain-based measure
(especially in subclinical populations), which
might lie closer to the underlying biology than
behavioral correlates (Gottesman & Gould, 2003).
Furthermore, the fact that methylation levels were
found to be significantly correlated between blood
and brain tissue across two independent resources
supports the relevance of the identified marker to the
brain.

None of the other findings survived corrections for
multiple comparisons. However, some of the highest
ranking probes were associated with genes that may
be interesting candidates for follow-up studies.
KCNAB2 codes for a voltage-gated potassium chan-
nel regulating neurotransmitter release and neu-
ronal excitability. The protein is highly expressed in
the hippocampus (Proepper, Putz, Russell, Boeckers,
& Liebau, 2014) and deletion of the gene in mice
leads to aberrant excitability of neurons in the
amygdala and impairments in associative fear con-
ditioning (Perkowski & Murphy, 2011), a trait also
observed in depressed patients and to be predictive
of later aggressive behavior in children (Gao, Raine,
Venables, Dawson, & Mednick, 2010; Otto et al.,
2014).

SULT1A3 is also highly expressed in temporal struc-
tures such as the hippocampus (Salman, Kadlubar, &
Falany, 2009). This protein is involved in dopamine
metabolism (Sidharthan et al., 2013) and has been
showntorespondtoglucocorticoids (Bianet al.,2007).
Glucocorticoids play akey role in risk for psychological
syndromessuchasdepression, anxiety, andantisocial
behavior (Haller, 2014) and are also strongly respon-
sive to environmental factors such as stress (McEwen
et al., 2015). For instance, a study by Radtke et al.
(2015) reported that DNAmethylation in the glucocor-
ticoid receptor gene NR3C1 not only associated with
depressive or borderline personality disorder symp-
toms but was also moderated by childhood maltreat-
ment. Our findings that SUJLT1A3 and another
independent probe, located in the proximity of binding
sites for transcription factors including NR3C1,
showed a suggestive association with AH volume ratio
provides preliminary evidence for an involvement of
glucocorticoid signaling in brain-based phenotypes of
psychopathology.

DNA methylation and prenatal environmental risk

DNA methylation in SP6 was nominally associated
with one of the four prenatal risk domains examined
– stressful life events during pregnancy. Although
results have to be considered with caution and
warrant further validation, it is possible that they
may be due to the fact that life events were more
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commonly reported (i.e., higher incidence rates) than
other risk domains. Considering that we used an
epidemiological population sample, rates for items
such as parental psychopathology, partner violence,
or substance use were much lower compared to
stressful prenatal Life risks (such as death in the
family, accidents, or illness). However, it is also
possible that there are indeed distinct effects of
specific risk domains, which then impactDNAmethy-
lation in genes related to early development. A study
by van der Waerden, Gal�era, Saurel-Cubizolles, Sut-
ter-Dallay, and Melchior (2015) – investigating the
associations between environmental risk factors and
maternal depressive symptom trajectories – reported
that not all prenatal risk factors seem to impact
depression trajectories to the same degree. That is,
some variables were more uniquely associated with a
particular trajectory class than others. Whether
indeed prenatal life events exert distinct effects on
brain-related DNA methylation patterns will need to
be investigated further in future studies.

Limitations

Results should be interpreted in light of the following
limitations. First, the time frame investigated in this
study is large, spanning pregnancy to early adult-
hood. Although we found that DNA methylation in a
probe annotated to SP6 both at birth and at age 7
stably predicted AH volume ratio during early adult-
hood, future studies are needed to research the
precise molecular mechanisms in a time-sensitive
manner. Secondly, the observed effects of methyla-
tion on AH volume ratio were rather small, suggest-
ing that there are likely to be other influencing
factors (such as genetic effects) in AH volume ratio
development. Third, DNA methylation was measured
in blood. Although we could provide some evidence
that DNA methylation in SP6cg02219949 is correlated
between blood and brain tissue and that SP6 is
expressed in brain tissue, the functional relevance
especially with respect to gene expression remains to
be investigated in detail. Fourth, our analyses were
based on a homogenous sample of adolescent,
Caucasian males, and future studies should inves-
tigate how well our findings translate to different
populations, including females.

In summary, our findings suggest that environ-
mental risk exposure could lead to long-lasting
epigenetic alterations in genes important for neu-
rodevelopment that in turn may contribute to a
brain-based biomarker of psychopathology. These
results could help to identify intermediate biomark-
ers and potential targets for intervention.
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Key points

• We employed a prospective, epigenome-wide approach to study epigenetic correlates of a larger amygdala:
hippocampal (AH) volume ratio, which was linked to psychosis-like symptoms.

• The association between DNA methylation and AH volume ratio was replicated in a sample of patients with
schizophrenia and healthy controls.

• The study is highly novel in the use of (a) a longitudinal design where DNA methylation precedes brain
imaging measures, and (b) the examination of prenatal risk factors effects on DNA methylation.

• Our results point to genes related to neurodevelopmental functions, which may highlight the potential use of
epigenetics as biomarkers of brain-based correlates of psychopathology.

References
Ahdidan, J., Hviid, L.B., Chakravarty, M.M., Ravnkilde, B.,

Rosenberg, R., Rodell, A., . . . & Videbech, P. (2011). Longi-
tudinal MR study of brain structure and hippocampus
volume in major depressive disorder. Acta Psychiatrica
Scandinavica, 123, 211–219.

Angold, A., Costello, E., Pickles, A., & Winder, F. (1987). The
development of a questionnaire for use in epidemiological
studies of depression in children and adolescents. London:
Medical Research Council Child Psychiatry Unit.

Arnone, D., McKie, S., Elliott, R., Juhasz, G., Thomas, E.J.,
Downey, D., . . . & Anderson, I.M. (2013). State-dependent
changes in hippocampal grey matter in depression. Molec-
ular Psychiatry, 18, 1265–1272.

Barker, E.D., & Maughan, B. (2009). Differentiating
early-onset persistent versus childhood-limited conduct
problem youth. The American Journal of Psychiatry, 166,
900–908.

Bian, H.S., Ngo, S.Y.Y., Tan, W., Wong, C.H., Boelsterli, U.A., &
Tan, T.M.C. (2007). Induction of human sulfotransferase
1A3 (SULT1A3) by glucocorticoids. Life Sciences, 81, 1659–
1667.

Booij, L., Szyf, M., Carballedo, A., Frey, E.-M., Morris, D.,
Dymov, S., . . . & Frodl, T. (2015). DNA methylation of the
serotonin transporter gene in peripheral cells and stress-
related changes in hippocampal volume: A study in
depressed patients and healthy controls. PLoS One, 10,
e0119061.

Boyd, A., Golding, J., Macleod, J., Lawlor, D.A., Fraser, A.,
Henderson, J., . . . & Davey Smith, G. (2013). Cohort Profile:
The “children of the 90s” – The index offspring of the Avon
Longitudinal Study of Parents and Children. International
Journal of Epidemiology, 42, 111–127.

Campbell, S., & MacQueen, G. (2004). The role of the
hippocampus in the pathophysiology of major depression.
Journal of Psychiatry and Neuroscience, 29, 417–426.

Campbell, S., Marriott, M., Nahmias, C., & MacQueen, G.M.
(2004). Lower hippocampal volume in patients suffering
from depression: A meta-analysis. The American Journal of
Psychiatry, 161, 598–607.

Cecil, C.A.M., Lysenko, L.J., Jaffee, S.R., Pingault, J.-B.,
Smith, R.G., Relton, C.L., . . . & Barker, E.D. (2014). Envi-
ronmental risk, Oxytocin Receptor Gene (OXTR) methylation
and youth callous-unemotional traits: A 13-year longitudi-
nal study. Molecular Psychiatry, 19, 1071–1077.

Dannlowski, U., Kugel, H., Redlich, R., Halik, A., Schneider, I.,
Opel, N., . . . & Hohoff, C. (2014). Serotonin transporter gene
methylation is associated with hippocampal gray matter
volume. Human Brain Mapping, 35, 5356–5367.

Fischl, B., Salat, D.H., Busa, E., Albert, M., Dieterich, M.,
Haselgrove, C., . . . & Dale, A.M. (2002). Whole brain
segmentation: Automated labeling of neuroanatomical
structures in the human brain. Neuron, 33, 341–355.

Fraser, A., Macdonald-Wallis, C., Tilling, K., Boyd, A., Golding,
J., Davey Smith, G., . . . & Lawlor, D.A. (2013). Cohort profile:

The Avon Longitudinal Study of Parents and Children:
ALSPAC mothers cohort. International Journal of Epidemiol-
ogy, 42, 97–110.

Gao, Y., Raine, A., Venables, P.H., Dawson, M.E., & Mednick,
S.A. (2010). Reduced electrodermal fear conditioning from
ages 3 to 8 years is associated with aggressive behavior at
age 8 years. Journal of Child Psychology and Psychiatry, 51,
550–558.

Gerritsen, L., Rijpkema, M., van Oostrom, I., Buitelaar, J.,
Franke, B., Fern�andez, G., & Tendolkar, I. (2012). Amygdala
to hippocampal volume ratio is associated with negative
memory bias in healthy subjects. Psychological Medicine,
42, 335–343.

Gilliam, M., Forbes, E.E., Gianaros, P.J., Erickson, K.I.,
Brennan, L.M., & Shaw, D.S. (2014). Maternal depression
in childhood and aggression in young adulthood: Evidence
for mediation by offspring amygdala – Hippocampal volume
ratio. Journal of Child Psychology and Psychiatry, 56, 1083–
1091.

Gollub, R.L., Shoemaker, J.M., King, M.D., White, T., Ehrlich,
S., Sponheim, S.R., . . . & Andreasen, N.C. (2013). The MCIC
collection: A shared repository of multi-modal, multi-site
brain image data from a clinical investigation of schizophre-
nia. Neuroinformatics, 11, 367–388.

Goodman, R. (1997). The strengths and difficulties question-
naire: A research note. Journal of Child Psychology and
Psychiatry, 38, 581–586.

Gottesman, I., & Gould, T.D. (2003). The endophenotype concept
in psychiatry: Etymology and strategic intentions. The
American Journal of Psychiatry, 160, 636–645.

Govindarajan, A., Rao, B.S.S., Nair, D., Trinh, M., Mawjee, N.,
Tonegawa, S., & Chattarji, S. (2006). Transgenic brain-
derived neurotrophic factor expression causes both anxio-
genic and antidepressant effects. Proceedings of the National
Academy of Sciences of the United States of America, 103,
13208–13213.

Haller, J. (2014). The glucocorticoid/aggression relationship in
animals and humans: An analysis sensitive to behavioral
characteristics, glucocorticoid secretion patterns, and neu-
ral mechanisms. In K.A. Miczek & A. Meyer-Lindenberg
(Eds.), Neuroscience of aggression (pp. 73–109). Springer
Berlin Heidelberg. Available from: http://link.springer.c
om/chapter/10.1007/7854_2014_284 [last accessed 15
October 2015].

Hass, J., Walton, E., Wright, C., Beyer, A., Scholz, M., Turner,
J.A., . . . & Ehrlich, S. (2015). Associations between DNA
methylation and schizophrenia-related intermediate
phenotypes – A gene set enrichment analysis. Progress in
Neuro-Psychopharmacology and Biological Psychiatry, 59,
31–39.

Houseman, E.A., Accomando, W.P., Koestler, D.C.,
Christensen, B.C., Marsit, C.J., Nelson, H.H., . . . & Kelsey,
K.T. (2012). DNA methylation arrays as surrogate mea-
sures of cell mixture distribution. BMC Bioinformatics, 13,
86.

© 2017 The Authors. Journal of Child Psychology and Psychiatry published by John Wiley & Sons Ltd on behalf of Association for
Child and Adolescent Mental Health

1348 Esther Walton et al. J Child Psychol Psychiatr 2017; 58(12): 1341–50

http://link.springer.com/chapter/10.1007/7854_2014_284
http://link.springer.com/chapter/10.1007/7854_2014_284


Lipscombe, D., Allen, S.E., & Toro, C.P. (2013). Control of
neuronal voltage-gated calcium ion channels from RNA to
protein. Trends in Neurosciences, 36, 598–609.

MacMillan, S., Szeszko, P.R., Moore, G.J., Madden, R., Lorch,
E., Ivey, J., . . . & Rosenberg, D.R. (2003). Increased amyg-
dala: Hippocampal volume ratios associated with severity of
anxiety in pediatric major depression. Journal of Child and
Adolescent Psychopharmacology, 13, 65–73.

Manna, A., Piras, F., Caltagirone, C., Boss�u, P., Sensi, S.L., &
Spalletta, G. (2015). Left hippocampus–amygdala complex
macro- and microstructural variation is associated with
BDNF plasma levels in healthy elderly individuals. Brain and
Behavior, 5, e00334.

Martino, D., Loke, Y.J., Gordon, L., Ollikainen, M., Cruick-
shank, M.N., Saffery, R., & Craig, J.M. (2013). Longitudinal,
genome-scale analysis of DNA methylation in twins from
birth to 18 months of age reveals rapid epigenetic change in
early life and pair-specific effects of discordance. Genome
Biology, 14, R42.

Matthies, S., R€usch, N., Weber, M., Lieb, K., Philipsen, A.,
Tuescher, O., . . . & van Elst, L.T. (2012). Small amygdala –
high aggression? The role of the amygdala in modulating
aggression in healthy subjects. The World Journal of Biolog-
ical Psychiatry, 13, 75–81.

McEwen, B.S., Bowles, N.P., Gray, J.D., Hill, M.N., Hunter,
R.G., Karatsoreos, I.N., & Nasca, C. (2015). Mechanisms of
stress in the brain. Nature Neuroscience, 18, 1353–1363.

Nakamura, T., de Vega, S., Fukumoto, S., Jimenez, L., Unda,
F., & Yamada, Y. (2008). Transcription factor epiprofin is
essential for tooth morphogenesis by regulating epithelial
cell fate and tooth number. Journal of Biological Chemistry,
283, 4825–4833.

Nakamura, T., Unda, F., de-Vega, S., Vilaxa, A., Fukumoto, S.,
Yamada, K.M., & Yamada, Y. (2004). The Kr€uppel-like factor
epiprofin is expressed by epithelium of developing teeth, hair
follicles, and limb buds and promotes cell proliferation.
Journal of Biological Chemistry, 279, 626–634.

Nakamura, T., Yoshitomi, Y., Sakai, K., Patel, V., Fukumoto,
S., & Yamada, Y. (2014). Epiprofin orchestrates epidermal
keratinocyte proliferation and differentiation. Journal of Cell
Science, 127, 5261–5272.

Oberlander, T.F., Weinberg, J., Papsdorf, M., Grunau, R.,
Misri, S., & Devlin, A.M. (2008). Prenatal exposure to
maternal depression, neonatal methylation of human glu-
cocorticoid receptor gene (NR3C1) and infant cortisol stress
responses. Epigenetics, 3, 97–106.

Østby, Y., Tamnes, C.K., Fjell, A.M., Westlye, L.T., Due-
Tønnessen, P., & Walhovd, K.B. (2009). Heterogeneity in
subcortical brain development: A structural magnetic reso-
nance imaging study of brain maturation from 8 to 30 years.
The Journal of Neuroscience, 29, 11772–11782.

Otto, M.W., Moshier, S.J., Kinner, D.G., Simon, N.M., Pollack,
M.H., & Orr, S.P. (2014). De novo fear conditioning across
diagnostic groups in the affective disorders: Evidence for
learning impairments. Behavior Therapy, 45, 619–629.

Pardini, D.A., Raine, A., Erickson, K., & Loeber, R. (2014).
Lower amygdala volume in men is associated with childhood
aggression, early psychopathic traits, and future violence.
Biological Psychiatry, 75, 73–80.

Perkowski, J.J., & Murphy, G.G. (2011). Deletion of the mouse
homolog of KCNAB2, a gene linked to monosomy 1p36,
results in associative memory impairments and amygdala
hyperexcitability. The Journal of Neuroscience, 31, 46–54.

Pidsley, R., Wong, C.C.Y., Volta, M., Lunnon, K., Mill, J., &
Schalkwyk, L.C. (2013). A data-driven approach to prepro-
cessing Illumina 450K methylation array data. BMC Geno-
mics, 14, 293.

Proepper, C., Putz, S., Russell, R., Boeckers, T.M., & Liebau, S.
(2014). The Kvb2 subunit of voltage-gated potassium chan-
nels is interacting with ProSAP2/Shank3 in the PSD.
Neuroscience, 261, 133–143.

R Development Core Team. (2008). R: A language and environ-
ment for statistical computing. Vienna: R Foundation for
Statistical Computing.

Radtke, K.M., Schauer, M., Gunter, H.M., Ruf-Leuschner, M.,
Sill, J., Meyer, A., & Elbert, T. (2015). Epigenetic modifica-
tions of the glucocorticoid receptor gene are associated with
the vulnerability to psychopathology in childhood maltreat-
ment. Translational Psychiatry, 5, e571.

Relton, C.L., Gaunt, T., McArdle, W., Ho, K., Duggirala, A.,
Shihab, H., . . . & Davey Smith, G. (2015). Data resource
profile: Accessible resource for integrated epigenomic stud-
ies (ARIES). International Journal of Epidemiology, 44, 1181–
1190.

Richmond, R.C., Simpkin, A.J., Woodward, G., Gaunt, T.R.,
Lyttleton, O., McArdle, W.L., . . . & Relton, C.L. (2015).
Prenatal exposure to maternal smoking and offspring DNA
methylation across the lifecourse: Findings from the Avon
Longitudinal Study of Parents and Children (ALSPAC).
Human Molecular Genetics, 24, 2201–2217.

Rijlaarsdam, J., Cecil, C.A.M., Walton, E., Mesirow, M., Relton,
C.L., Gaunt, T., . . . & Barker, E.D. (2017). Prenatal
unhealthy diet, insulin-like growth factor 2 gene (IGF2)
methylation and attention deficit hyperactivity disorder
(ADHD) symptoms for early-onset conduct problem youth.
The Journal of Child Psychology and Psychiatry, 58, 19–27.

Rijlaarsdam, J., Pappa, I., Walton, E., Bakermans-Kranen-
burg, M.J., Mileva-Seitz, V.R., Rippe, R.C.A., . . . & van
IJzendoorn, M.H. (2016). An epigenome-wide association
meta-analysis of prenatal maternal stress in neonates: A
model approach for replication. Epigenetics, 11, 140–
149.

Rosseel, Y. (2012). lavaan: An R package for structural
equation modeling. Journal of Statistical Software, 48, 1–36.

Salman, E.D., Kadlubar, S.A., & Falany, C.N. (2009). Expres-
sion and localization of cytosolic sulfotransferase (SULT)
1A1 and SULT1A3 in normal human brain. Drug Metabolism
and Disposition, 37, 706–709.

Sapolsky, R.M., Krey, L.C., & McEwen, B.S. (1984). Glucocor-
ticoid-sensitive hippocampal neurons are involved in termi-
nating the adrenocortical stress response. Proceedings of the
National Academy of Sciences of the United States of
America, 81, 6174–6177.

Schmaal, L., Veltman, D.J., van Erp, T.G.M., S€amann, P.G.,
Frodl, T., Jahanshad, N., . . . & Hibar, D.P. (2016). Subcor-
tical brain alterations in major depressive disorder: Findings
from the ENIGMAMajor Depressive Disorder working group.
Molecular Psychiatry, 21, 806–812.

Schultz, D., Litt, M., Smith, L., Thayer, M., & McCormack, K.
(1996). Localization of two potassium channel beta subunit
genes, KCNA1B and KCNA2B. Genomics, 31, 389–391.

Scohy, S., Gabant, P., Van Reeth, T., Hertveldt, V., Dr�eze, P.-L.,
Van Vooren, P., . . . & Szpirer, C. (2000). Identification of
KLF13 and KLF14 (SP6), novel members of the SP/XKLF
transcription factor family. Genomics, 70, 93–101.

Sharp, G.C., Lawlor, D.A., Richmond, R.C., Fraser, A., Simp-
kin, A., Suderman, M., . . . & Relton, C.L. (2015). Maternal
pre-pregnancy BMI and gestational weight gain, offspring
DNA methylation and later offspring adiposity: Findings
from the Avon Longitudinal Study of Parents and Children.
International Journal of Epidemiology, 44, 1288–1304.

Sherva, R., Tripodis, Y., Bennett, D., Chibnik, L.B., Crane,
P.K., de Jager, P., . . . & Green, R.C. (2014). Genome wide
association study of the rate of cognitive decline in
Alzheimer’s disease. Alzheimer’s and Dementia, 10, 45–52.

Sidharthan, N.P., Minchin, R.F., & Butcher, N.J. (2013).
Cytosolic sulfotransferase 1A3 is induced by dopamine and
protects neuronal cells from dopamine toxicity: Role of D1
receptor-N-methyl-D-aspartate receptor coupling. The Jour-
nal of Biological Chemistry, 288, 34364–34374.

Smyth, G.K. (2004). Linear models and empirical Bayes
methods for assessing differential expression in microarray

© 2017 The Authors. Journal of Child Psychology and Psychiatry published by John Wiley & Sons Ltd on behalf of Association for
Child and Adolescent Mental Health

doi:10.1111/jcpp.12740 Epigenetic profiling of subcortical volumes 1349



experiments. Statistical Applications in Genetics and Molec-
ular Biology, 3, 1–25.

Talamillo, A., Delgado, I., Nakamura, T., de-Vega, S., Yoshit-
omi, Y., Unda, F., . . . & Ros, M.A. (2010). Role of Epiprofin, a
zinc-finger transcription factor, in limb development. Devel-
opmental Biology, 337, 363–374.

Thijssen, S., Ringoot, A.P., Wildeboer, A., Bakermans-Kranen-
burg, M.J., Marroun, H.E., Hofman, A., . . . & White, (2015).
Brain morphology of childhood aggressive behavior: A multi-
informant study in school-age children. Cognitive, Affective,
and Behavioral Neuroscience, 15, 564–577.

van der Waerden, J., Gal�era, C., Saurel-Cubizolles, M.-J.,
Sutter-Dallay, A.-L., & Melchior, M. (2015). Predictors of
persistent maternal depression trajectories in early child-
hood: Results from the EDEN mother–child cohort study in
France. Psychological Medicine, 45, 1999–2012.

van Erp, T.G.M., Hibar, D.P., Rasmussen, J.M., Glahn, D.C.,
Pearlson, G.D., Andreassen, O.A., . . . & Turner, J.A. (2015).

Subcortical brain volume abnormalities in 2028 individuals
with schizophrenia and 2540 healthy controls via the
ENIGMA consortium. Molecular Psychiatry, 21, 547–553.

Visser, T.A.W., Ohan, J.L., Whittle, S., Y€ucel, M., Simmons,
J.G., & Allen, N.B. (2014). Sex differences in structural
brain asymmetry predict overt aggression in early
adolescents. Social Cognitive and Affective Neuroscience,
9, 553–560.

Walton, E., Hass, J., Liu, J., Roffman, J.L., Bernardoni, F.,
Roessner, V., . . . & Ehrlich, S. (2015). Correspondence of
DNA methylation between blood and brain tissue and its
application to schizophrenia research. Schizophrenia Bul-
letin, 42, 406–414.

Accepted for publication: 1 March 2017
First published online: 8 May 2017

© 2017 The Authors. Journal of Child Psychology and Psychiatry published by John Wiley & Sons Ltd on behalf of Association for
Child and Adolescent Mental Health

1350 Esther Walton et al. J Child Psychol Psychiatr 2017; 58(12): 1341–50


