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ABSTRACT
During the past two decades, research concerned with
the aetiology of psychopathology has generally
progressed along two separate paths: investigations that
have characterised the roles played by environmental
determinants such as childhood adversity in the
development of psychopathology, and those that have
focused on neurobiological processes involving genetic
and intracellular pathways. Epigenetic modifications,
functionally relevant changes to gene expression that do
not reflect changes in gene sequence, may explain how
environmental exposures ‘get under the skin’ to modify
the expression of genes and produce phenotypic
variability. The potential of epigenetic research to unify
two disparate strands of inquiry has contributed to
substantial, and growing, interest in epigenetics in
mental health research. However, there are several
challenges with which investigators must contend in
studies considering the role of epigenetic modifications
in psychopathology. These include the development of
causal models in study design, considerations about
sample size and generalisability, and robust
measurement of epigenetic modification. We employ
an epidemiological lens to discuss these challenges and
to provide recommendations for future studies in
this area.

UNDERSTANDING THE AETIOLOGY OF MENTAL
DISORDERS
Much of the literature considering the aetiology of
mental disorders remains divided between the
work of population health scientists who focus on
environmental determinants such as trauma, past
experience and neighbourhoods, on one hand, and
neurobiologists who focus on genetic pathways and
intracellular processes on the other. These parallel
lines of inquiry have left a gap in our understand-
ing of the aetiology of psychopathology. While the
importance of both genes and environments as
determinants of psychopathology is inarguable, the
extant work that has attempted to understand
gene–environment interactions in the production of
psychopathology has been largely limited to investi-
gations of statistical interactions from population
data rather than work that has explored the
mechanisms through which genes and environ-
ments may jointly produce pathology.
Little work has attempted to meaningfully unite

these two lines of thought, with a few notable
exceptions.1–4 A groundbreaking series of studies
by Meaney and colleagues nearly a decade ago sug-
gested the potential import of epigenetic mechan-
isms for explaining how environmental exposures
‘get under the skin’.3 4 Although these studies were
based on animal models, they offered the potential

for understanding how exogenous environmental
factors shape population health and disease.
Evidence that epigenetic modifications follow envir-
onmental exposure and may explain differences in
gene expression that accompany such exposures
has made epigenetic research a natural point of
convergence for population health scientists and
neurobiologists interested in the aetiology of
complex mental diseases. Therefore, epigenetic
mechanisms may help bridge the gap in our under-
standing about the role of environmental and
genetic influences on psychopathology and have
been greeted with suitable enthusiasm.5

What is already known about this subject

▸ The literature about the aetiology of mental
disorders remains divided between work
focused on environmental determinants such as
trauma, past experience and neighbourhoods,
on one hand, and neurobiological processes
involving genetic pathways and intracellular
processes, on the other. Evidence that
epigenetic modifications follow environmental
exposure and may explain differences in gene
expression that accompany such exposures has
made epigenetic research a natural point of
convergence for population health scientists
and neurobiologists interested in the aetiology
of complex mental diseases. Therefore,
epigenetic mechanisms may help bridge the
gap in our understanding about the role of
environmental and genetic influences on
psychopathology.

What this study adds

▸ Epigenetic mechanisms may help bridge the
gap in our understanding about the role of
environmental and genetic influences on
psychopathology.

▸ Methodological challenges to the analysis of
epigenetic mechanisms in psychopathology
include the development of causal models in
epigenetic studies, study design considerations
regarding sample size and generalisability, and
robust measurement of epigenetic modification.

▸ We employ an epidemiologic lens to dissect
these challenges and provide recommendations
for future research in this area.
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EPIGENETICS AND PSYCHOPATHOLOGY
Epigenetic modifications involve those mitotically heritable,
reversible alterations in gene expression occurring independ-
ently of changes in DNA sequence.6 While some classical defini-
tions have focused on intergenerational transfer of phenotype
independent of DNA sequence, the psychopathology literature
has concentrated more on processes mechanising alterations in
gene expression through the life course. We therefore focus here
on those processes as well. They occur via four principle
mechanisms: DNA methylation, alteration of chromatin struc-
ture via histone modification, RNA and protein products that
alter gene expression, and prion proteins.6

DNA methylation is the process by which methyl groups are
placed on the fifth position of pyramidine rings of cytosine-
guanine (CpG) dinucleotides,7 which are common in gene pro-
moter regions.8 The reaction is catalysed by a group of
enzymes, known as DNA methyltransferases.7 CpG methylation
at gene promoter regions impedes the binding of transcription
factors, and attracts methyl-binding proteins that ultimately
compact chromatin and suppress gene expression.9 Another
common epigenetic mechanism involves the alteration of his-
tones, proteins around which DNA is wrapped. Covalent modi-
fications of histones are involved in mediating changes in the
structure of chromatin to facilitate or impede access to DNA by
transcription factors, and therefore facilitate or impede expres-
sion.10 11 Predictably, epigenetic modification, including CpG
methylation and histone modification, is fundamental to cell dif-
ferentiation and specialisation throughout eukaryotic embryo-
genesis and development.12 A third mechanism involves
imprinting by non-coding RNAs and/or protein gene products.
In this circumstance, these macromolecules act to alter chroma-
tin structure, transcription, RNA splicing, editing and transla-
tion—ultimately shaping gene expression.13 The best-known
example of epigenetic alteration of gene expression by RNA is
the inactivation of secondary X-chromosomes in mammalian
females.13 Recent research has also identified a fourth epigenetic
mechanism. Prions are remarkably stable proteins that have the
capacity to alter protein folding by acting as conformational
templates. Prions can then act epigenetically by ‘sidestepping’
nucleic acid metabolism altogether to alter protein conform-
ation and therefore structure and function in the cell.14 While
epigenetic prions have yet to be demonstrated in humans,
research has demonstrated that prion proteins may play an
important role in yeast evolution.15

Epigenetic modification of gene expression remains active
beyond the initial phases of development in which these modifi-
cations are most well characterised. In fact, changes in gene
expression via epigenetic modification have been shown to
mediate the relationship between environmental stimuli and
physiological—and pathophysiological—change throughout the
life course.16 In this way, epigenetics may unite neurobiology
and population health around understanding how exposure to
social, environmental and contextual traumas may modify
physiological function to produce psychiatric disease in
populations.

Early research on epigenetic mechanisms in psychopathology
in humans has been promising.17 Studies have demonstrated epi-
genetic modification in the aetiology of autism,18 schizophre-
nia,19 bipolar disorder,19 20 depression,20 21 anxiety disorders22

and suicide.23 24 Other work has explicitly linked epigenetic
modifications to functional changes in gene expression.24 Ernst
and colleagues, for instance, studied postmortem brain tissue
from suicide completers and matched controls and found signifi-
cant differences in epigenetic modification at a locus of interest

in the frontal cortices of subjects who had completed suicide as
compared with controls, and that the frequency of modification
at specific sites were associated with downregulation of the
gene-product of interest.24

However, while there is a growing literature interested in the
roles of epigenetic modification in the aetiology of psychopath-
ology in humans, the design and analysis of studies in this area
are fraught with considerable epidemiological challenge.25 This
includes the development of causal models in study design;
sample considerations, including size and generalisability; and
the proper measurement of epigenetic modification. Using epi-
demiological principles to explore these challenges, we suggest
here directions for future research about the role of epigenetic
modification in the aetiology of psychopathology in humans.

CHALLENGES IN ANALYSING THE ROLE OF EPIGENETIC
CHANGE IN PSYCHOPATHOLOGY
Causal models in epigenetic studies
The first challenge in epigenetic studies of psychopathology is
the specification of causal models consistent with hypotheses
about how epigenetic modifications may contribute to the pro-
duction of phenotypes of interest. Causal models are heuristics
that formalise our thinking about the nature, directionality and
temporality of hypothesised relationships between covariates in
population data.26 In forcing us to formalise our hypotheses
prior to analysis, these models help us articulate our research
questions in light of current knowledge, as well as the limita-
tions of our data. While causal models are implicit in epigenetic
studies, they are rarely formalised. Rather than test formal
hypotheses, therefore, about how epigenetic modification may
be associated with either environmental exposures and/or out-
comes of interest, existing studies have been limited to explora-
tory analyses that do not adequately address current questions
in the field. As a potential guiding heuristic, we propose a direc-
ted acyclic graph for a generalised epigenetic pathway by which
an environmental exposure may operate via epigenetic modifica-
tion to produce an outcome of interest, shown in figure 1. The
graph demonstrates potential mediation and confounding
germane to causal inference in epigenetic studies, as well as the
temporal relationships in which these factors must be measured
and in which they must be accounted.

The paucity of well developed and articulated causal models
in epigenetic studies is endemic in this literature, and has had
several consequences. These include: (1) absent or inappropriate
specification of environmental exposures antecedent to epigen-
etic modification, (2) inappropriate adjustment for confounding
by environmental or genetic factors associated with both epigen-
etic modification and outcomes and (3) lack of attention paid to
the temporal relationship between epigenetic modification and
outcomes.

First, extant studies in the field have not incorporated data
about the environmental exposures that are thought to initiate
epigenetic change; in a recent review of the literature,27 only
three of 21 studies sought to assess the differential influence of
epigenetic modifications on psychiatric outcomes among indivi-
duals with a history of a common environmental stressor.23 28 29

Despite ample population data suggesting that psychopathology
is environmentally determined,30 our studies are not equipped
to address dominant hypotheses about the mediating role of epi-
genetic changes in these relationships because they have not
assessed epigenetic modification in relation to environmental
exposures known to predict these outcomes. Moreover, it may
not be sufficient to measure such exposures at one point in
time. For example, it is plausible that cumulative exposure, the
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most extreme level of exposure at any time point or exposure
level during a particularly sensitive point in the life course may
be more important in the aetiology of outcomes of interest, and
therefore, investigators should take care to operationalise expo-
sures of interest in several different ways.

Second, unmeasured confounders are pervasive in this literature
and challenge the validity of existing studies in the area.
Confounders are third variables that predict both exposure and
outcome but do not mediate the relationship between them.31 32 In
studies about the relation between epigenetic modification and psy-
chopathology it is plausible that environmental factors that both
cause epigenetic change and independently cause psychiatric out-
comes may confound the relationship in question. For example,
studies in animal models have demonstrated that maternal social
support during infancy, but also social support from others, includ-
ing fathers, siblings and extended family members throughout
youth, produces epigenetic changes that influence social behaviour
in adult life.33 Extending to observational studies about psychopath-
ology in humans where experimentation is not possible, it is neces-
sary, then, to differentiate the social influences of peer support in
later life from the influences of epigenetic modifications resulting
from maternal care or child maltreatment on outcomes of interest.

Along with environmental confounders, specific alleles may also
confound the relationship between epigenetic modification and
outcomes. In this regard, recent research has demonstrated the
existence of allele-specific methylation at up to 37% of heterozy-
gous loci.34 35 In this way, some alleles may be more likely than
others to be epigenetically modified, independent of environmen-
tal exposures or outcomes. If these alleles are also more likely to
occur at loci implicated in the aetiology of diseases in question,
independent of methylation status, such as the ‘s-type’ allele of the
serotonin transporter locus with respect to depression,36 failing to
adjust for genotype can result in spurious associations between epi-
genetic regulation and psychopathology.

Third, an irrevocable condition for causal inference is that expo-
sures must precede outcomes in epidemiological studies.31

Plausible causal models require explicitly articulated temporal rela-
tionships among environmental exposures, epigenetic modifica-
tions and outcomes of interest. However, to this point, the
literature in this area, relegated to cross-sectional studies, has mea-
sured epigenetic modification concurrently with outcomes of
interest, and in the case of postmortem brain studies, following
these outcomes. In this way, it is impossible to disentangle epigen-
etic modifications that may have resulted from outcomes

themselves from those modifications that may have caused them.
For example, a recent cross-sectional case-control analysis by
Uddin and colleagues contrasted methylation profiles from periph-
eral blood from a population of adults with a history of depression
with those of non-depressed adults.37 The study suggested differ-
ences in methylation profiles in genes involved in brain develop-
ment and tryptophan metabolism between cases and controls.37

However, given the cross-sectional design of the study, it is impos-
sible to ascertain the temporality of the relationship between these
methylation differences and depression. While it is plausible that
these changes are involved in the aetiology of depression, it is also
possible that they may be the result of depression itself. In this way,
the question of temporality between epigenetic modifications and
pathology remains a substantial challenge to understanding the
role of epigenetic modification in psychiatric disease.

Sample characteristics in epigenetic studies
A second important challenge to overcome in studies of epigen-
etic modification in the aetiology of psychopathology is limita-
tion by characteristics of the sample. Samples that are not
adequately sized or that are not representative pose particular
challenges to study validity. First, samples must be adequately
sized to afford the study sufficient power. Studies with small
samples, and therefore low power, increase the chances of Type II
error, or false negative findings. More insidiously, however, small
samples can also increase the chances of Type I error, increasing
the likelihood of false positive findings.38–40 The false discovery
rate (FDR), the proportion of significant findings in a field that
are actually the product of Type I error, given by equation 1, is a
function of the specified Type I error rate (α), the prior probabil-
ity that a hypothesis is correct, and the study power.

FDR ¼ að1� priorÞ
að1� priorÞ þ power � prior ð1Þ

As equation 1 demonstrates, FDR is inversely proportional to
the study power, suggesting that as sample size increases, and
power increases, the FDR (Type I error across studies) should
decline. In this way, sample size is a crucial consideration for
statistical validity in these studies.

Small sample sizes are a common problem in molecular epi-
demiological studies.41 However, the limitations imposed by small
samples size are particularly acute when considering epigenetic

Figure 1 A directed acyclic graph
illustrating a general framework for
causal models involving epigenetic
pathways relating an environmental
exposure and an outcome.
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studies because of the inherent potential for confounding by both
environmental factors as well as genotypes in these studies. In this
way, the requirement of adjusting for these multiple potential con-
founders increases the number of degrees of freedom used in
regression models, imposing a lower bound on tenable sample
sizes in epigenetic studies. Moreover, as mentioned above in our
discussion of causal models, testing epigenetic hypotheses implies
mediation analysis, requiring larger sample sizes than simple
exposure–outcome assessments in epidemiological studies.

A second consideration with respect to samples in epigenetic
studies is the degree to which they are representative of the
population in question, a key concern for both statistical and
external validity. With respect to statistical validity, studies that
oversample particular populations may allow for a high degree
of clustering or shared characteristics between individuals in
samples. These shared characteristics may violate the assumption
of independence of observations: the fundamental assumption
in most regression modelling techniques that the characteristics
of individuals that influence the likelihood of developing an
outcome are independent from one another.42 43 In this way,
analyses of data with a high degree of clustering may bias study
findings. Clustering also compounds the sample size problems
discussed above, as it decreases the effective sample size in
regression models,44 forcing investigators to recruit even larger
samples to ensure statistical validity. Moreover, samples that are
not representative with respect to geography, age distribution,
race and/or ethnicity, or baseline health may limit the external
validity of findings. Poor generalisability limits our capacity to
translate epigenetic findings into meaningful, population level
interventions.

Measuring epigenetic modification
A third challenge in epigenetic studies of psychopathology is the
appropriate measurement of epigenetic modification. There are
here several issues. The first concerns what to measure, the
second concerns where to measure, the third concerns when to
measure and the fourth how to measure epigenetic change with
respect to psychopathology.

The question of what to measure is crucial. As discussed
above, epigenetic modifications involve DNA methylation or
alteration of chromatin structure that either facilitates or
impedes access to DNA by transcription factors and their asso-
ciated complexes, ultimately modulating gene expression.6

However, some studies have only measured epigenetic modifica-
tion in the form of DNA methylation or histone modification,27

neglecting to measure gene expression profiles in the form of
RNA or protein gene products, assuming rather that epigenetic
modification should imply concomitant changes in gene expres-
sion. However, this assumption is not always met; in some cir-
cumstances, epigenetic changes may not be accompanied by
suspected alterations to gene expression.45 In this way, directly
measuring epigenetic modification without also measuring
changes in gene expression profiles is inappropriate.

With respect to the question of where to measure, studies
about epigenetic modification in the aetiology of psychiatric dis-
eases have measured markers of epigenetic modification in
several tissues, including peripheral blood cells,46 other periph-
eral tissues (such as buccal mucosal cells)47 and postmortem
brain cells.48 While all nucleated human cells host the full com-
plement of genetic material, different cells may alter gene
expression differently to best accomplish their particular func-
tion throughout the course of specialisation, activating some
genes while silencing others in line with physiological roles.10 11

Although the pathophysiology of psychiatric disease remains

largely unclear, it is known that psychiatric pathology—the cel-
lular changes that mechanise disease phenotypes—is localised
somewhere in the brain.49 For this reason, measuring epigenetic
modification in peripheral tissues, like peripheral blood cells or
buccal mucosa, without evidence that these peripheral changes
are pathognomonic and specific is problematic.

At the same time, however, the measurement of epigenetic
changes in postmortem brain tissue may also impose limitations
with respect to when to measure. First, postmortem brains can
only be harvested after death—and therefore after the occur-
rence of the outcome of interest. Hence, the measurement of
the epigenetic modification can only occur after the outcome
has already taken place, imposing a necessary limitation on our
ability to ascertain temporality of epigenetic exposure prior to
outcome, as discussed above. Second, the process of death often
involves acidosis secondary to hypoxaemia. Both acidosis and
hypoxaemia may contribute to the instability of genetic mater-
ial,50–52 which increases the potential for misclassification of
epigenetic modification and spurious findings. Third, limiting
studies to postmortem brains may introduce a source of selec-
tion bias into epigenetic studies because factors associated with
psychopathology may predict the cause of death, which in turn
is likely to predict the viability of brain tissue. This imposes con-
siderable limitations to internal validity. On a similar note, the
time-horizon of epigenetic changes is unclear; it is possible,
therefore, that epigenetic changes that may not induce concomi-
tant changes in gene expression may yet influence gene expres-
sion at a later point in the life course. In this regard, studies
should consider the downstream influences of epigenetic change
on gene expression and psychopathology at multiple points in
the life course in order to strengthen causal inference.

Last, the question of how to measure epigenetic modification
remains a challenge for investigators in this area. There are
many laboratory protocols for measuring epigenetic change. In
the case of DNA methylation alone, for example, there are
several available assays. These include methylated DNA immu-
noprecipitation;53 bisulfite reaction based DNA sequencing
methods, such as methylation-specific PCR and/or bisulfite
genomic sequencing PCR;54 55 Restriction Landmark Genomic
Scanning for Methylation techniques;56 and genome-wide
screens, such as CpG island microarrays.57 More recently, the
Reduced Representation Bisulfite Sequencing (RRBS) method
and the Illumina HumanMethylation450 beadchip (Illumina
450K) have come into more common use. While the sensitivity
and specificity of these approaches relative to one another, to
the best of our knowledge, remains unmeasured, one recent
study pursued a head-to-head comparison of two very similar
bisulfite sequence based assays in human embryonic stem cell
replicates and found a nearly 20% difference in methylated
CpG islands identified.58 Despite the more common use of the
RRBS and Illumina 450K protocols, there remains no gold
standard assay. In this way, differential use of assays may lead to
non-differential misclassification bias, ultimately increasing the
chances of Type II error in this literature.

Disease-discordant monozygotic twin studies
Investigators have advocated the use of disease-discordant
monozygotic twin analyses as a convenient study design for ana-
lyses regarding the role of epigenetic modifications in psycho-
pathology,59 and these studies have been used previously to
understand the aetiology of psychopathology.60 61 For example,
in one of the earliest studies using this design, Petronis and col-
leagues showed differences in methylation patterns of lympho-
cyte DRD2 in schizophrenia-discordant monozygotic twins.60
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While disease-discordant monozygotic twin studies pose a
unique study design because they control for confounding by
genotype as well as shared environment between twins raised
together,62 63 they remain subject to some of the limitations dis-
cussed above. First and principally, while in some circumstances,
epigenetic-discordance in the setting of disease-discordance may
imply epigenetic mechanisms in the aetiology of disease, the
relationship between epigenetic change and the outcome of
interest may still be confounded by differential environmental
exposures acting both to produce the epigenetic modifications
of interest but also independently to influence the likelihood of
the outcome. In this regard, while investigators have argued that
monozygotic twin studies can address ‘unknown confoun-
ders’,59 these studies only address several known sources of con-
founding, confounding by genotype and some sources of
confounding by shared environment. Moreover, while twins
raised together often share environmental exposures at the level
of the locality, the household and the family, experiences within
those environments may differ, and it may not be appropriate to
assume exchangeability across environmental exposures between
these twins. This is particularly true with respect to psychopath-
ology, where environmental exposures of interest—such as par-
ental affection or perceived stress—are impossible to aggregate
at the family or household level.

Second, the challenge of generalisability persists and may, in
fact, be more acute in the setting of monozygotic twin studies.
Generalisability is especially challenged in studies that consider
the aetiology of psychopathology, as it is plausible that this
population may face stressors and protective factors particular
to monozygotic twins; these include, for example, differences in
neonatal brain structure between twins and singletons.64

BRIDGING THE GAP: DIRECTIONS FOR EPIGENETIC
RESEARCH IN PSYCHOPATHOLOGY
With the potential to unite population health and neurobiology
around a coherent, unified approach to understanding how envir-
onmental exposures get under the skin to produce psychiatric
phenotypes, epigenetic approaches to psychopathology have tre-
mendous potential. However, as we outline above, realising this
potential is contingent upon moving beyond several methodo-
logical challenges in the field. Broadly, investigators must be
aware of the strengths and weaknesses of the study designs they
employ. While designs such as disease-discordant monozygotic
twin studies have useful properties that facilitate causal inference,
they do not solve all problems with confounding and may not be
generalisable to singletons. Care must be taken to interpret find-
ings accordingly.

More specifically, the first methodological challenge to
address is the specification and employment of causal models
consistent with hypotheses about how epigenetic modifications
may contribute to the production of phenotypes of interest. The
second challenge is obtaining samples of sufficient size and rep-
resentativeness to allow for meaningful statistical inference. And
the third challenge is answering the questions of where, when,
how and what to measure with respect to epigenetic changes in
these studies.

We offer here several directions for future work. Addressing
the first challenge regarding causal models in epigenetic studies
will fall on the shoulders of individual investigators—we would
do well to fully articulate causal models that formalise our
hypotheses and guide our study designs and analytic plans prior
to initiating studies. Furthermore, studies that consider only epi-
genetic phenomena in relation to outcomes may not be sufficient.
In order to truly test our hypotheses about the role of epigenetic

phenomena in explaining the mechanisms by which environmen-
tal exposures and social experiences shape psychiatric disease
risk, our studies will have to include data about those very factors
that may operate as antecedent exposures to epigenetic modifica-
tion or as confounders of the relationship between epigenetic
modification and outcomes.

Moreover, future studies will need to consider more deeply the
potentially confounding effects of genotype, as it is plausible that
there may be confounding by allele variant. Similarly, epigenetic
studies should measure epigenetic modification at more than one
point in time. In order to establish epigenetic modification as a
mediator between environmental exposure and an outcome of
interest, this modification must occur after the environmental
exposure and prior to the outcome. In this way, future studies
should employ prospective cohort designs that allow for regular,
periodic assessment of epigenetic modification in tissues of interest
to address the temporal relationship among environmental expo-
sures, epigenetic change and psychiatric outcomes.

We also considered the challenge of obtaining samples that
are adequate in size and representativeness. As in all studies, the
ideal cohorts would be large, diverse and population-
representative. Moving away from the convenience samples that
have characterised studies in the field, such cohorts would allow
for adequate powering of analyses and avoid problems of clus-
tering and interclass correlation. Large, diverse, representative
samples minimise problems of Type I and Type II errors that
have dogged molecular epidemiological studies,39 and improve
the generalisability of study findings. Moreover, as the extant
research has been relegated to small, selected samples, reprodu-
cing studies in different contexts and among different popula-
tions groups is needed to further generalise our understanding
of the role of epigenetic modifications in the aetiology of
psychopathology.

We considered the questions of where, when, how and what
to measure with respect to epigenetic change in the aetiology of
psychopathology. With respect to the question of what, it is
clear that simply measuring direct epigenetic modification (eg,
methylation or histone alteration) is inadequate; such changes
do not necessarily imply alteration in gene expression—the pre-
sumed mechanism by which they act. In this way, studies in this
area should both measure epigenetic change as well as relevant
gene expression profiles to assure that epigenetic modification
has had the expected effect on cell physiology. Similarly, with
respect to the question of how to measure epigenetic change,
research is needed to produce and validate gold standard mea-
sures of epigenetic modification. If and after such gold standards
are established, studies in this area would do well to adhere to
them in the absence of compelling reasons not to do so. In the
interim, however, as is required by many journals in the field,
findings should be validated across multiple assays to ensure that
they are robust and to minimise misclassification bias.

Addressing the questions of where and when to measure epigen-
etic modification is considerably more complex. In the ideal scen-
ario, we would obtain repeated measures of epigenetic
modifications from samples from any region of interest in the live
brain. However, given the obvious limitations to sampling live
brains among the general population, we are limited at this time to
either measuring brain tissue after death, or peripheral tissue in
live subjects, both of which have important drawbacks, as we
described above. There is, therefore, a direct trade-off between
measurement of the appropriatewhere and the appropriatewhen.

While, at this point, this trade-off is unavoidable in popula-
tion studies (save sampling the highly selected population of
neurosurgical patients, for whom only a limited sampling of
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tissues can be harvested), future work attempting to validate
postmortem brain epigenetic markers and/or to understand the
relationship between epigenetic modification in the peripheral
tissues with that in the brain may be fruitful. Moreover, future
work in brain imaging to identify functional magnetic resonance
images correlating to gene expression—and ideally epigenetic
modification—would allow us a real-time view of the role of
epigenetic modification in psychopathology. Access to suitable
proxies for epigenetic modification in real-time would also
allow for a life course understanding of the role of epigenetic
modification in psychiatric disease, which would move us well
beyond our current understanding of the role of epigenetic pro-
cesses in psychopathology.

There remain a number of important questions regarding the
role of epigenetic modifications in the aetiology of psychopath-
ology. While most of this work has focused on epigenetic modifi-
cations and subsequent pathology in the individual, an important
direction for future work will be the study of epigenetically-
mediated intergenerational transfer of psychopathology. In this
respect, promising research in animal models has demonstrated,
for example, that opioid and cannabinoid exposure in maternal
adolescence may influence addiction-like and anxiety-like behav-
iour in subsequent generations.65–67 Other work has demonstrated
how epigenetic alterations in the sperm of cocaine-sired fathers
may influence cocaine-resistance in male progeny.68 These studies
and others represent important departures for human studies
regarding the role of epigenetics in psychopathology.
Methodologically robust studies concerned with epigenetics in
human populations stand to make an important contribution to
our understanding of the aetiology of mental diseases by uniting
neurobiology and population health science.
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