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Abstract

Some Gene × Environment interaction (G×E) research has focused upon single candidate genes, whereas other related work has targeted
multiple genes (e.g., polygenic scores). Each approach has informed efforts to identify individuals who are either especially vulnerable to
the negative effects of contextual adversity (diathesis stress) or especially susceptible to both positive and negative contextual conditions
(differential susceptibility). A critical step in all such molecular G×E research is the selection of genetic variants thought to moderate envi-
ronmental influences, a subject that has not received a great deal of attention in critiques of G×E research (beyond the observation of small
effects of individual genes). Here we conceptually distinguish three phases of G×E work based on the selection of genes presumed to mod-
erate environmental effects and the theoretical basis of such decisions: (a) single candidate genes, (b) composited (multiple) candidate genes,
and (c) GWAS-derived polygenic scores. This illustrative, not exhaustive, review makes it clear that implicit or explicit theoretical assump-
tions inform gene selection in ways that have not been clearly articulated or fully appreciated.

Keywords: diathesis stress, differential susceptibility, G×E interaction, gene selection

(Received 6 March 2020; revised 12 May 2020; accepted 8 June 2020)

Introduction

Ever since the turn of the century, much attention has been paid
to Gene × Environment (G×E) interplay (Rutter, 2006). Such
interplay has been studied for one of two purposes: to illuminate
the differential influence of the environment on individuals who
differ in their genetic makeup (e.g., Caspi et al., 2002, 2003, 2005)
or to highlight the role the environment plays in determining
whether genetic differences are manifested in psychological and
behavioral functioning (e.g., Harden, Turkheimer, & Loehlin,
2007; Turkheimer, Haley, Waldron, D’Onofrio, & Gottesman,
2003). It is the former G×E interaction perspective—the one
that regards genes as moderating environmental influence, rather
than the environment moderating genetic influence—that is the
focus herein.

Multiple critiques of G×E research (as well as of genotype–
phenotype work) have emerged in recent years (e.g.,
Bakermans-Kranenburg & van IJzendoorn, 2015; Manuck &
McCaffery, 2014; Moffitt & Caspi, 2014; Moffitt, Caspi, &
Rutter, 2005, 2006; Salvatore & Dick, 2015). Perhaps most impor-
tant among the criticisms has been limited statistical power due to
both small samples and the extremely small effects of individual
genes vis-à-vis most phenotypes of interest to psychological and

behavioral scientists (e.g., psychopathology, educational achieve-
ment). Concern has also been expressed for multiple testing with-
out adjustment for chance results. Here, though, we raise an issue
that we believe has been under-discussed, if considered at all,
despite its apparent importance for the investigation of G×E
interaction—the selection of genes hypothesized to moderate
environmental effects and the associated theoretical assumptions
on which they are implicitly or explicitly based.

A critical—and perhaps most important first—step in molecu-
lar G×E studies involves the selection of genetic variants to inves-
tigate. Three distinct, even if overlapping, phases of such
molecular–genetic G×E inquiry can be distinguished, as well as
several subphases. Our goal in doing so is to illuminate often
unstated—or at least under-appreciated—conceptual assumptions
underlying each phase and subphase when it comes to selecting
putative moderating genes. The three major phases target (a) single
candidate genes and (b) composited (multiple) candidate genes,
sometimes based on the “biological plausibility” that they will be
involved in G×E interaction; and (c) polygenic scores based on
genome-wide association studies (GWAS). The goal of highlighting
what we regard as under-discussed issues raised by each of the
three approaches seems especially called for at a time when the pre-
vailing view seems to be that GWAS-based—and theory-free—
polygenic scores should be the strategy of choice when it comes
to studying molecular genetics and human development, including
G×E inquiry. Here we don’t so much reject that view as qualify it.

More specifically, we develop the argument that the selection
of genes across the three major phases just mentioned—and to
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be discussed in detail herein—has been implicitly or explicitly
guided by one or both of two contrasting theoretical frameworks:
diathesis stress (Monroe & Simons, 1991; Zuckerman, 1999) and
differential susceptibility (Belsky, 1997a, 1997b, 2005; Belsky,
Bakermans-Kranenburg, & van IJzendoorn, 2007; Belsky &
Pluess, 2009, 2013a, 2013b; Ellis, Boyce, Belsky, Bakermans-
Kranenburg, & van IJzendoorn, 2011). Thus, (a) we first outline
the two theoretical frameworks (implicitly or explicitly) guiding
much G×E inquiry before considering (b) their statistical implica-
tions when testing G×E interaction, and (c) examples of each of
phase (and subphase) of G×E research. In a fourth and final section
we discuss some issues of existing G×E research. This effort should
not be regarded as an exhaustive review of G×E literature, but
instead as an illustrative analysis of approaches adopted across the
aforementioned phases when selecting genetic variants for G×E
investigation.

G×E Theoretical Frameworks

The earliest G×E studies were guided by diathesis stress thinking,
which posits that some individuals are particularly likely to
develop problematically as a result of two conditions: their genetic
makeup and their exposure to adverse contextual conditions (e.g.,
negative life events, divorce). Genes, as well as other organismic
factors (e.g., temperament), may thus operate as “diatheses,” mak-
ing individuals especially vulnerable to negative effects of contex-
tual adversity (Monroe & Simons, 1991; Zuckerman, 1999). This
dual focus on contextual adversity and organismic vulnerability,
including genotype, which developmentalists discuss in terms of
“dual risk” rather than diathesis stress (Belsky & Pluess, 2009),
first emerged in an attempt to understand the etiology of psy-
chopathology. Such concern no doubt accounts for the focus on
putative “risk genes” and adverse experiences/exposures that pre-
dispose individuals to develop problematically.

Genes involved in G×E research informed by the diathesis
stress framework are typically selected based on either (a) an
inferential analysis of biological plausibility—for example, a par-
ticular gene is related to a neurotransmitter, which is related to
a phenotype—and/or (b) genotype–phenotype studies document-
ing a statistical association between some genetic variant and the
problematical functioning that is to be predicted (e.g., depression).
Although diathesis stress research has contributed to the under-
standing of genetic and environmental contributors to psychopa-
thology, the following question seems to rarely be considered:
Why would natural selection preserve genetic variants that contrib-
ute to carriers being especially vulnerable to the negative effects of
contextual adversity, especially in ways that might be expected to
undermine reproductive fitness (Belsky, 2005; Belsky et al., 2007;
Belsky & Pluess, 2013a, 2013b; Ellis et al., 2011)?

Differential susceptibility theory addressed this issue, thereby
generating an alternative conceptual framework for G×E studies.
Inspired by evolutionary thinking, differential susceptibility the-
ory stipulates that individuals vary along a continuum of suscept-
ibility to environmental influences due to their genetic makeup
(and/or other organismic factors; Belsky & Pluess, 2009, 2013a,
2013b). Thus some are more developmentally plastic or malleable
and others less so. This view is based on the argument that
because the future is uncertain, there is no way of knowing
whether development shaped by early-life experiences will pay
off—reproductively. When the future environment is consistent
with the childhood one, benefits should accrue to those shaped
by their early-life experiences because such individuals would

be especially likely to “fit” or ”match” the environment in
which they find themselves later in life. But when a mismatch
occurs between childhood and future environments—given that
the future is uncertain—such individuals highly susceptible to
early-life environmental effects should pay a (reproductive) cost
due to their being poorly prepared for their later-life contexts
(Belsky, 1997a, 1997b, 2005; Belsky et al., 2007; Belsky &
Pluess, 2009, 2013a, 2013b; Ellis et al., 2011).

Differential susceptibility theorizing is thus based on the idea
that, due to the inherent uncertainty of the future, nature has
“hedged its bet,” making some individuals more and others less
susceptible to developmental and other contextual influences.
What this implies, then, is that those individuals regarded as
most vulnerable to adverse effects of environment according to
diathesis-stress theorizing are the same ones who reap the most
benefit from supportive or enriched environments, or even just
benign ones (Belsky & van IJzendoorn, 2017). According to this
view, what diathesis-stress theorizing regards as “risk alleles”
(Burmeister, McInnis, & Zöllner, 2008), making individuals espe-
cially susceptible to the negative effects of adversity, are redefined
as more general “plasticity alleles,” making individuals especially
susceptible to environmental influences “for-better-and-for-worse”
(Belsky et al., 2007).

Given the evolutionary foundations of differential susceptibil-
ity theorizing (Belsky, 1999; Belsky & Pluess, 2009), we would be
remiss if we failed to acknowledge that the modern world—where
all the research cited herein has been undertaken—is no doubt
quite different in many respects from our ancestral one, including
just several hundred years ago.1 Most notably, the range of envi-
ronments that have been studied vis-à-vis G×E interaction is more
limited than many that once existed—and indeed were rather com-
mon. In populations studied today, powerful adverse conditions—
such as starvation, epidemic disease, war, and predation on
humans—are often absent, even if they remain all-too-common
in other populations that are not (yet) investigated. This raises the
very real possibility that available research captures a rather trun-
cated end of the stress continuum. This is a challenge for both
risk and susceptibility perspectives, even raising the possibility
that tests of these alternative G×E hypotheses in more challenging
environments could have greater power than the work cited herein
and in the general G×E literature.

Statistical implications of contrasting G×E models

From a statistical perspective, diathesis–stress models delineate
G×E interactions in an ordinal manner (Widaman et al., 2012).
That is, some individuals function more poorly than others as a
result of an adverse experience/exposure, but no better than others
in the absence of the adversity under investigation. In conse-
quence, graphical plots of such results—see Figure 1a—will be
ordinal in character, characterized by two (or more) simple
regression lines that will not cross within the observed range of
environmental measurement or will cross at the extreme end of
the observed environment variable (which may just reflect the
absence of the adversity under investigation and thus reflect
benign as well as supportive conditions).

In contrast, differential susceptibility models presume G×E
interactions will be disordinal in form (Widaman et al., 2012).
In this case, the power of the environmental parameter to predict

1Indeed, we were remiss until a helpful reviewer brought our attention to our
omission.
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the outcome of interest (e.g., psychological functioning) will vary
as a function of genotype, reflecting the fact that individuals car-
rying plasticity genes will function worse and better than others
in, respectively, adverse and supportive environments. Thus, a
graphical plot reflective of a disordinal G×E interaction—see
Figure 1b—will comprise two (or more) simple regression lines
crossing at or near the middle of the observed environment variable.

Figure 1 makes clear that it is the location of the crossover point
with respect to the environment variable that distinguishes disor-
dinal and ordinal forms of interaction and, thereby, the empirical
expectations of G×E findings consistent, respectively, with the dia-
thesis–stress and differential susceptibility models of Person ×
Environment interaction. In addition, the location of the crossover
point with respect to the environment variable is determined by the
predicted value of crossover point and the range of environmental
predictor. It is important to appreciate that the predicted value of
the crossover point is determined by the relative magnitude of the
main effect of the moderator to the interaction (Aiken & West,
1991; Cohen, Cohen, West, & Aiken, 2003, pp. 288–289).

As made mathematically explicit in Appendix A, the larger the
(main) effect of genotype—the would-be moderator—relative to
the tested G×E interaction, the larger the estimated absolute
value of the crossover point, with the interaction effect
unchanged. And the larger the estimated absolute value of the
crossover point, especially when paired with limited range of envi-
ronmental variable (i.e., from “adverse” to “not adverse” rather
than from “adverse” to “supportive/enrichening”), the greater
the chance the interaction detected will be ordinal in form.
That would make it consistent with the diathesis–stress model
of Person × Environment interaction.

Therefore, two factors need to be considered when it comes to
distinguishing ordinal (i.e., diathesis stress) and disordinal (i.e.,
differential susceptibility) forms of G×E interaction. One is the
predicted crossover point, as already noted, calculated by the
main effect of the moderator relative to the interaction effect;
the other is the location of the crossover point with respect to the
environmental variable, determined by the estimated value of
the crossover point and the range of the environment variable.
G×E work, then, which documents a significant main effect of
genotype, is most likely to prove consistent with the diathesis–
stress model, especially when the environmental predictor covers
only a limited range of the possible environment. In contrast, an
insignificant main effect of genotype, which is more likely to be
characteristic of a disordinal interaction, is more likely to prove
consistent with differential susceptibility theory, especially when
the environmental predictor covers full range of environment
(i.e., from “adverse” to “supportive/enriching”). This observation,
which does not hold 100% of the time (i.e., “more likely” rather
than “always”), will be returned to when GWAS derived polygenic
scores are discussed in the third major phase of G×E inquiry to be
considered below.

Phases of G×E Inquiry

Returning to the previously delineated phases of G×E inquiry
based on the selection of moderating genes, we begin by consider-
ing work using single candidate genes (Phase 1) before turning to
the typically later phases which rely on multiple genes, sometimes
based on prior G×E research and sometimes based on GWAS
findings. To repeat, our purpose is to highlight assumptions,
often unstated, central to the selection of genes in each of these
phases and, as a result, their influence on which G×E model
under consideration is most likely to receive empirical support.

Phase 1: Single candidate genes

Here we consider two distinct conceptualizations of single candidate
genes, the first emphasizing the risk they pose to wellbeing (i.e.,
“risk alleles”) and the second based on for-better-and-for-worse dif-
ferential susceptibility thinking (i.e., “plasticity alleles”).

Risk alleles
In the first (and continuing) phase of G×E research, studies relied
on a single candidate gene as a genetic moderator of an environ-
mental effect in predicting, typically, a psychiatric disorder or
symptoms of a disorder, including but not limited to antisocial
behavior, substance use, and depression. The earliest work of
this kind was based exclusively on diathesis stress thinking, as it
focused on contextual adversity (rather than the full range of envi-
ronment, from adverse to supportive) in predicting some form of
problematic functioning (rather than some index of competent
functioning, e.g., educational achievement), while relying on
genes thought to directly influence the outcome in question. In
such work, then, both the contextual condition and the genetic
factor are regarded as risk factors. Consider in this regard Caspi
and associates’ (2002) pioneering work testing the interplay of
childhood maltreatment and the monoamine oxidase A
(MAOA) polymorphism in predicting later antisocial behavior.
The MAOA gene, located on the X chromosome, encodes the
MAOA enzyme, which metabolizes neurotransmitters such as
norepinephrine, serotonin, and dopamine, rendering them inac-
tive (Shih, Chen, & Ridd, 1999). This study focused on a

Figure 1. Graphic representation of prototypic diathesis stress (a) and differential
susceptibility (b) models of Organism × Environment interaction.
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functional polymorphism in the promoter of the MAOA gene to
characterize genetic vulnerability to maltreatment because the
neurotransmitters just mentioned had all been linked to aggres-
sive behavior in humans and mice (e.g., Cases et al., 1995;
Manuck, Flory, Ferrell, Mann, & Muldoon, 2000; Rowe, 2001;
Shih & Thompson, 1999), thereby making this gene a “biologi-
cally plausible” candidate when investigating G×E interaction
and antisocial behavior.

Notably, Caspi and colleagues (2003) adopted the same
biological-plausibility approach in selecting a different polymor-
phism in their second G×E study informed by diathesis stress
thinking. These investigators hypothesized that the serotonin
transporter (5-HTT) gene—and the short allele of the specific
gene linked polymorphic region (serotonin transporter linked
polymorphic region (5-HTTLPR))—would operate as a second
risk factor, amplifying the effect of life stress, the first risk factor,
on depression. 5-HTTLPR was targeted based on its previously
documented influence on the reuptake of serotonin at brain syn-
apses (Lesch, Greenberg, Higley, Bennett, & Murphy, 2002) and
the role that this neurotransmitter plays in the etiology of depres-
sion (Tamminga, 2002). Specifically, Caspi and colleagues (2003)
focused on the short allele of 5-HTTLPR gene because it had been
linked to a decreased level of serotonin which, in turn, was
thought to undermine psychological wellbeing.

Plasticity alleles
Consideration of the findings emerging from the Caspi et al.
(2002; 2003; 2005) research and other diathesis-stress-informed
G×E, single candidate gene work (e.g., Eley et al., 2004; Grabe
et al., 2005; Kaufman et al., 2004; Sheese, Voelker, Rothbart, &
Posner, 2007) stimulated Belsky and Pluess (2009) to
re-consider—and re-interpret—the nature of the G×E interactions
being discerned. They noted that in many cases it appeared that
those individuals carrying putative “vulnerability genes” (Rutter,
2006) or “risk alleles” (Burmeister et al., 2008) not only proved
more susceptible to the negative effects of adversity, but also
seemed to do better than others when contextual adversity was
absent (e.g., not maltreated, few negative life events). In conse-
quence, multiple candidate genes that had been regarded as vul-
nerability factors or risk genes based on arguments of biological
plausibility and diathesis stress thinking appeared to operate as
more general plasticity factors, in line with differential susceptibil-
ity theorizing. Indeed, this possibility led Taylor and associates
(2006) to wonder what G×E findings would look like if en-
vironmental measurement ranged from negative to positive
rather than, as typical of most diathesis-stress-informed G×E
work, from adverse to not adverse. When these investigators
examined the same G×E interaction predicting depression that
Caspi and associates (2003) had, but included positive not just
negative life events in their environmental measurement, results
revealed for-better-and-for-worse responsiveness in the case of
5-HTTLPR short-allele carriers.

Consistent with these differential-susceptibility-related results
are those of other candidate G×E investigations focused on
5-HTTLPR, which sought to predict anxiety (Gunthert et al.,
2007; Stein, Schork, & Gelernter, 2008) and attention-deficit/
hyperactivity disorder (ADHD) (Retz et al., 2008) and/or evaluate
effects of negative life events (Gunthert et al., 2007), childhood
emotional abuse (Stein et al., 2008), and a generally adverse child-
rearing environment (Retz et al., 2008)—even if originally con-
ducted to test diathesis stress hypotheses. Notably, a priori tests
of differential susceptibility thinking using 5-HTTLPR as

the genetic moderator have also yielded results consistent with
this conceptual framework, though once again the
for-better-and-for-worse predictions were based on the results
of prior G×E studies, including ones based originally on diathesis
stress thinking, not primarily or exclusively on ideas about biolog-
ical plausibility. Consider in this regard studies focused on the
effects of prenatal maternal anxiety on infant negative emotional-
ity (Pluess et al., 2011); of positive parenting on children’s positive
mood (Hankin et al., 2011); and of prenatal depression on tem-
peramental dysregulation of infants (Babineau et al., 2014).
Perhaps even more noteworthy evidence in line with differential
susceptibility thinking emerged from Brody, Beach, Philibert,
Chen, and Murry’s (2009) randomized control trial (RCT)
which found that a multi-faceted family-based intervention pro-
gram for rural African-American teenagers disproportionately
benefited 5-HTTLPR short-allele carriers when it came to the pre-
vention of risky behavior. Once again, then, a long-regarded risk
gene was found to operate as an “opportunity” factor. (For a
review of such studies investigating genetic moderation of RCTs
of parenting interventions, see Belsky & van IJzendoorn, 2017.)

The 7-repeat variant of dopamine receptor D4 (DRD4) gene
provides another example of candidate G×E research based ini-
tially on biological plausibility and diathesis stress thinking that
served to stimulate tests of differential susceptibility theorizing
based on prior empirical findings (i.e., not biological plausibility
claims). The dopamine system is involved in attentional, motiva-
tional, and reward mechanisms (Robbins & Everitt, 1999). The
7-repeat DRD4 was originally considered a vulnerability factor due
to its statistical association with lower dopamine reception efficiency
(Robbins & Everitt, 1999) and psychological maladjustment (e.g.,
ADHD: Faraone, Doyle, Mick, & Biederman, 2001; high novelty-
seeking behavior: Kluger, Siegfried, & Ebstein, 2002). Such evidence
provided the basis for, initially, the biologically plausible, diathesis
stress hypothesis that maternal insensitivity would predict greater
externalizing behavior, especially in the case of those carrying the
7-repeat allele (Bakermans-Kranenburg & van IJzendoorn, 2006).
Results revealed, however, that this genetic variant functioned more
as a general plasticity than vulnerability factor; and the same proved
true when the same investigators turned their attention to the effects
of maternal unresolved loss or trauma on children’s attachment dis-
organization (Van IJzendoorn & Bakermans-Kranenburg, 2006). In
fact, these results served as the basis for Bakermans–Kranenburg
and associates’ (2008) RCT, which found that carriers of the 7-repeat
allele of DRD4 disproportionately benefited from a parenting inter-
vention designed to reduce child externalizing behavior. Related
thinking about this allelic variant led Beach, Brody, Lei, and
Philibert (2010) to discover that the same was true when they inves-
tigated the efficacy of a substance use intervention for rural
African-American adolescents.

Notably, not all G×E studies testing the differential susceptibil-
ity hypothesis selected candidate genes based on the
re-interpretation of findings from diathesis-stress-based studies,
but rather ones often based on biological plausibility arguments.
That is, some candidate G×E research testing differential suscept-
ibility thinking also relied on the claim of biological plausibility.
Consider in this regard Simons and colleagues’ (2013a, 2013b)
investigation of Gamma-Aminobutyric Acid Type A Receptor
Subunit Gamma1 gene (GABRG1) and social environmental fac-
tors in predicting substance use. These researchers selected the
GABRG1 polymorphism based on the observation that it is
expressed primarily in the amygdala and areas receiving innerva-
tion from the striatum such as the substantia nigra (Pirker,
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Schwarzer, Wieselthaler, Sieghart, & Sperk, 2000; Schwarzer et al.,
2001), with the former implicated in response to punishment
(Margules, 1971) and the latter in response to reward (Nazzaro,
Seeger, & Gardner, 1981), as well as to addiction (Hurd &
Herkenham, 1993). In a second candidate G×E study by
Simons and associates (2013a, 2013b) testing differential-
susceptibility thinking, the same biological-plausibility logic led
to a focus on GABA receptor subunit alpha-2 (GABRA2) and
its interaction with harsh parenting in predicting hostility toward
romantic partners.

To summarize, then, candidate gene work investigating G×E
interaction was initially guided by diathesis stress thinking, with
the genetic moderator selected based on arguments of biological
plausibility, including associations with the phenotype to be
explained, and conceptualized as a second risk factor (in addition
to the contextual one). Evolutionary reasoning coupled with evid-
ence from this initial body of diathesis-stress-informed G×E work
raised the prospect that individuals did not just vary in terms of
their susceptibility to the negative effects of adversity, but to both
negative and positive environmental exposures. Such thinking
stimulated both observational and experimental research testing
differential susceptibility theorizing, with the genes selected some-
times based on biological plausibility claims and sometimes just
on results of prior G×E research.

Phase 2: Initial multiple gene strategies

Developmental scholars studying effects of the environment on
development have long appreciated the empirical utility of look-
ing at the collective effect of multiple environmental parameters.
Indeed, the “cumulative risk” strategy is based on the view that it
is not so much a single adversity that undermines developmental
wellbeing, but the accumulation of risk factors. This led to the cre-
ation of cumulative risk scores, which simply reflect the number
of putative contextual risks to which a person is exposed. Thus,
investigators might have a list of 10 risk conditions (e.g., poverty,
single parent, maternal depression, child abuse) and score chil-
dren in terms of the total number which applies to them. This
score is then used to predict later development, with extensive
work showing that the more risks to which a child has been
exposed, the poorer the child’s development (e.g., Evans, Li, &
Whipple, 2013; Rutter, 1979, 1981; Sameroff, Seifer, Barocas,
Zax, & Greenspan, 1987).

It did not take long for G×E researchers to implement a related
approach involving combinations of individual candidate genes.
As we will see, this was initially done based simply on prior
candidate-gene findings rather than explicit “biological plausibil-
ity” claims, but soon thereafter would-be plasticity genes were
composited based on such biological-plausibility arguments.

Cumulative gene scores based on candidate-gene findings
Belsky and Beaver (2011) were the first to appreciate that the
cumulative-predictor approach could be applied to the study of
genetic moderation of environmental influences, making them
the first G×E investigators to rely on what they termed “cumula-
tive genetic plasticity” (based on five putative “plasticity alleles”:
the 10R of dopamine active transporter 1 (DAT1), the A1 of
DRD2, the 7-repeat of DRD4, the short allele of 5-HTTLPR,
and the 2R/3R of MAOA). Explicitly testing differential suscepti-
bility theory using what they considered a genetic plasticity score
—not a genetic risk score—these researchers observed that the
more putative plasticity alleles teenage boys carried, the more

and less self-regulated they were under, respectively, supportive
and unsupportive parenting conditions. Rauscher (2017) also
found evidence consistent with differential susceptibility thinking
upon relying on the exact same genetic plasticity score as Belsky
and Beaver (2011) when studying the financial success of siblings.
Just as notable, perhaps, was Stocker and colleagues’ (2016) suc-
cess in documenting differential susceptibility to environmental
influence when creating a similar multiple-gene index using
four putative plasticity genes each implicated in prior G×E
work yielding differential susceptibility like results (5-HTT,
DRD2, DRD4, and catechol-O-methyltransferase (COMT)).

Others have followed this same strategy of creating cumulative
genetic plasticity scores—based on prior candidate G×E findings—
to test the differential susceptibility hypothesis. Consider in this
regard Masarik and colleagues’ (2014) work using a five-gene
index (serotonergic-related genes: 5-HTTLPR; dopaminergic-related
genes: DRD2, DRD4, dopamine active transporter gene, DAT;
catechol-O-methyltransferase gene, COMT) to test the effect of par-
enting quality in childhood on romantic relations in adulthood;
Simons and associates’ (2011) study, which combined just two puta-
tive plasticity genes, DRD4 and 5-HTTLPR, to serve as moderators
when investigating the effect of favorable/adverse social environ-
ments on aggression among African-American adolescents; and,
as final examples, work which combined the same two polymor-
phisms to test the effect of life stress on life history strategies (e.g.,
future orientation, risky sexual behavior) of adolescents (Gibbons
et al., 2012) and prenatal maternal depression on infant negative
emotionality (Green et al., 2017).

Important to note is that in all cases just highlighted, there was
no explicit “biological plausibility” basis for combining genes.
Composited genes were chosen simply because they had been
found to operate, as single candidate genes, in differential suscept-
ibility fashion in prior G×E work and were available in the data
sets being used. To be clear, however, in this prior, foundational
work, the genes were selected for study on the basis of “biological
plausibility” claims.

Bio-plausibility-based cumulative gene strategies
As it turns out, biological-plausibility thinking also led to com-
bining candidate genes for use in G×E research. Indeed, theory
and evidence suggested that, whereas some genes were principally
considered serotonergic in character, others were dopaminergic,
meaning that these genes played important roles in the function-
ing, respectively, of these two different, even if related, neurotrans-
mitter subsystems. Thus, whereas serotonergic genes were
considered to play an especially important role in shaping sensi-
tivity to punishment and displeasure, dopaminergic genes were
thought to be particularly influential in the case of reward sensi-
tivity and sensation seeking (Carver, Johnson, & Joormann, 2008;
Frank, Moustafa, Haughey, Curran, & Hutchison, 2007).

Certain alleles of the relevant genes were thus hypothesized to
predispose some individuals to be more responsive to their envi-
ronment than others because they influence thresholds for sensing
pleasure or displeasure on the basis of environmental cues. That is,
due to genetic endowment, some individuals were considered to be
more readily shaped than others by environmental rewards or/and
punishments. This line of thinking led to the creation of distinct
serotonergic and/or dopaminergic composite scores.2

2It is not unusual to see investigators use the terminology of “risk” even when advanc-
ing general-plasticity rather than risk-factor hypotheses (e.g., Cook & Fletcher, 2015; Sun
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Investigators guided by diathesis stress thinking have relied on
biological plausibility arguments when using cumulative genetic
scores reflective of neurotransmitter processes, treating their
genetic composites as a risk factor amplifying the effects of con-
textual adversity. An example of such an approach can be found
in Vrshek–Schallhorn and associates’ (2015) attempt to predict
depression. These investigators selected five single nucleotide
polymorphisms (SNPs) located in serotonergic genes not only
because the serotonergic system is implicated in depression
(Booij, Van der Does, & Riedel, 2003; Fournier et al., 2010), but
because each of the five SNPs had been linked, individually, to
depression in genotype–phenotype research (Anttila et al., 2007;
Brummett et al., 2014; Drevets et al., 2007; Gao et al., 2012; Li,
Duan, & He, 2006). As such, the five composited SNPs were con-
ceptualized as a second risk factor in this dual-risk-related
investigation.

In diathesis-stress-informed work, although serotonergic genes
are often the focus when the outcomes being predicted are inter-
nalizing spectrum disorders (e.g., depression, anxiety), it is dopa-
minergic genes that are often selected when the outcomes to be
explained reflect externalizing problems (e.g., aggression, antiso-
cial behavior, substance abuse). And once more, this is due to
their hypothesized, biologically plausible role in shaping reward
sensitivity and attentional processes (Janssens et al., 2015).

In view of what has just been observed, it seems noteworthy
that meta-analysis indicates that dopaminergic polymorphisms
moderate environmental effects in a differential-susceptibility-related
manner (Bakermans-Kranenburg & van IJzendoorn, 2011). This
underscores the need to reconsider whether a dopaminergic poly-
genic score should be regarded as a general plasticity factor (poly-
genic plasticity score, PPS) rather than a risk factor (polygenic
risk score, PRS). One investigation underscoring this point was
carried out by Thibodeau, Cicchetti, and Rogosch (2015) who
composited five genetic variants in four dopaminergic genes
(i.e., DRD4, DRD2, DAT1, COMT) and evaluated the effect of
number of maltreatment subtypes (i.e., neglect, emotional mal-
treatment, physical abuse, and sexual abuse) on antisocial behav-
ior (i.e., aggression, delinquency, and disruptive peer behavior).
It turned out that the putative genetic risk index operated more
as a plasticity index. A similar, for-better-and-for-worse moderat-
ing role of dopaminergic genes also emerged when predicting (a)
adolescent delinquency using attachment to school (DRD4,
DRD2, DAT1; Fine et al., 2016), (b) adolescent externalizing prob-
lems using constructive and destructive interparental conflict
(DRD4, COMT, DAT1; Davies, Pearson, Cicchetti, Martin, &
Cummings, 2019), and (c) 9-year-old children’s telomere length
using social disadvantage (Mitchell et al., 2014).

Most recently, multiple genes known to be involved in the
functioning of the hypothalamus–pituitary–adrenal axis (HPA)
also have been composited in G×E research, this time based on
the role this system is considered to play in stress and depression.
Using three HPA axis genes (corticotropin releasing hormone
receptor 1 (CRHR1), FK506 binding protein 5 (FKBP5), and
nuclear receptor subfamily 3, group C, member 2 (NR3C2)),
Feurer and colleagues (2017) investigated the association between
interpersonal stress and depressive symptoms in early childhood.

Similarly, McKenna, Hammen, and Brennan (2020) created a
somewhat similar three HPA-gene index which was expected
to amplify the risk of prenatal stress on offspring depression at
age 20.

In sum, composited genetic scores used in G×E research have
been created on the basis of prior candidate G×E findings, mostly
in the absence of any arguments about biological plausibility, as
well as scores founded on biological plausibility arguments.
Notably, when such research was undertaken to test diathesis
stress hypotheses, genes were selected based on biological plausi-
bility arguments. When, however, candidate genes were combined
to test differential susceptibility thinking, it was sometimes based
on biological plausibility claims and other times simply based on
compositing genes found in prior candidate-gene work to moder-
ate some environmental effect in a for-better-and-for-worse
manner.

Phase 3: GWAS-derived polygenic scores

As failures to replicate both genotype–phenotype and G×E find-
ings emerged, the limits of focusing on single and even several
candidate genes—when creating genetic risk or plasticity scores—
came to be widely appreciated. GWAS studies reliant on many
thousands of cases played a critical role in highlighting the poten-
tial benefit of polygenic scores based on hundreds, even thou-
sands—and sometimes millions—of SNPs that proved to be
associated, even if very weakly, with a particular phenotype at a
statistically significant level after accounting for multiple testing.
Obviously, this raised questions about the practice of focusing
on single—or even just a few—candidate genes in both geno-
type–phenotype and G×E research. Here we consider the use,
then, of GWAS-derived polygenic scores in testing both diathesis
stress and differential susceptibility hypotheses.

Two critical points must be underscored—and are often
under-appreciated—when considering polygenic scores derived
from GWAS in G×E research. The first is that these are based
exclusively on SNPs and thus do not consider another form of
genetic variation, indeed, one that has proven popular—and
productive—in G×E research. Here we are referring to tandem
repeats (TRs), such as in the case of DRD4 in which “7-repeats”
have been distinguished from other variants of this polymor-
phism. This raises the question of the adequacy of GWAS results
for informing G×E inquiry.

The second critical point is that the identification of SNPs that
correlate with a psychological, behavioral or other “trait” or per-
sonal attribute is that they, collectively, reflect the cumulative
main effects of numerous individual genes vis-à-vis a particular
phenotype (after accounting for multiple testing). Consider in
this regard, the distinctive GWAS-derived PRS for obesity and
smoking created by Belsky, Moffitt, and Caspi (2013) which
predicted, respectively, rapid growth in early life and accelerated
progress from smoking initiation to heavy smoking. Critically
important to appreciate in all such work is that no concerns
regarding biological plausibility play a role in the polygenic scores
derived from such genome-wide inquiry. Genes considered to
influence a phenotype are identified—and composited—based
simply on the extent to which they correlate with the phenotype
in question.3

et al., 2018). A related conceptual error occurs when investigators testing—and finding
evidence of—differential susceptibility refer to the “for-better” side of the findings as
“protective.” But that term, like buffering, does not imply the beneficial effect central
to differential susceptibility theorizing, but rather the prevention of a negative one.
Indeed, it derives from diathesis stress/dual risk thinking.

3Problems related to ethnic variation in SNP frequencies may challenge the develop-
ment of SNP-based PRS/PPS because GWAS-identified SNPs are usually not variants that
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Diathesis stress
Although we will eventually question the wisdom of using these
kinds of GWAS-derived polygenic scores to test differential-
susceptibility hypotheses, this is clearly an appropriate way to pro-
ceed when testing predictions based on diathesis stress thinking.
To make clear this latter point, it helps to re-call that diathesis
stress thinking reflects a focus on “dual risk.” Thus, it is when
two risks or presumptive main effects, one contextual (e.g.,
child maltreatment) and the other organismic (e.g., genetic),
co-occur that the anticipated adverse effect of each is most likely
to be realized; one alone is much less likely to predict some prob-
lematic manner of functioning (e.g., depression, substance abuse).
And this is because, again, the effect of each is presumed to
amplify the effect of the other. Were this not the case, only addi-
tive main effects would be discerned, not a G×E interaction.

One good example of this dual-risk, polygenic approach to
testing diathesis stress thinking is found in the work of Peyrot
and associates (2014). These investigators first built on a GWAS
“discovery” study of more than 15,000 individuals which resulted
in the creation of a PRS for major depressive disorder. They then
used the resultant PRS algorithm with another sample, finding
that exposure to childhood trauma (i.e., Risk 1) coupled with
higher PRS (i.e., Risk 2) predicted depression in a study of
Dutch adults. Notably, these G×E results were extended in yet
another investigation of depression, this one of more than
150,000 individuals in the “discovery” sample, which also showed
that the same PRS interacted in a diathesis–stress manner with
personal life events (Colodro-Conde et al., 2018).

GWAS-derived polygenic scores also have proven useful in
testing diathesis–stress hypotheses concerning externalizing prob-
lems. Salvatore and Dick (2015) first identified 176,562 SNPs that
survived multiple testing in their association with externalizing
disorders in what, from a GWAS perspective, must be considered
a small sample of adults (n = 1,249). These SNPs, weighted by the
strength of their association with the phenotype in question in the
discovery sample, were then found to predict externalizing disor-
ders in a sample of 455 adolescents and young adults. Most
important for our purposes was the diathesis-stress finding indi-
cating that the link between PRS and externalizing disorders was
stronger when peers were substance users and/or parents failed to
monitor their offspring than when these contextual conditions
did not present. These results were replicated, in part, by Sadeh
and colleagues (2016) in their work with military veterans. As
hypothesized, a higher externalizing PRS predicted more external-
izing psychopathology and negative inhibitory control in interac-
tion with lifetime number of trauma experiences, though,
intriguingly, results proved more in line with differential suscept-
ibility than diathesis-stress theorizing.

Differential susceptibility
In recent years, investigators have adopted, perhaps unwisely, the
dual-risk approach to creating GWAS-derived polygenic scores
(i.e., SNPs directly associated with the outcome to be predicted
in G×E work) even when explicitly testing differential

susceptibility predictions. Consider, as an example, Sun et al.’s
(2018) work on childhood obesity, which relied on an 11-SNP
PRS—not a PPS—that had been found to predict child obesity
in GWAS discovery work with more than 35,000 individuals of
European ancestry (Felix et al., 2016). Even if the PRS in question
moderated the effect of cumulative stress (as indexed by cortisol
in hair) on child obesity in this study of 1,000 Chinese children,
one can wonder why a PRS based on genotype–phenotype asso-
ciations (i.e., main effects) would be expected to operate in differ-
ential susceptibility fashion, as it, in fact, did. Recall from our
earlier summary of statistical issues (along with Appendix A)
that using a moderator that exerts a main effect predisposes an
interaction to be ordinal in character, consistent with diathesis-
stress theorizing, even if that is not always the case. So the ques-
tion becomes, are PRS scores based on GWAS for the very pheno-
type being predicted in G×E work the most appropriate way to
test differential susceptibility thinking? We think not.

While the hypothesis-free GWAS approach—which in no way
considers claims of biological plausibility when compositing
genes—may be very well suited for detecting genetic variants to
be used in testing explicit diathesis–stress/dual-risk hypotheses,
one can question, as we just have, its utility for testing predictions
based on differential susceptibility thinking. And this is because
there is no reason to presume that GWAS-derived polygenic
scores—based as they are on main-effect associations linking
individual SNPs with the very phenotype to be explained in
G×E inquiry—should moderate an environmental predictor in a
for-better-and-for-worse manner. After all, interactions can
occur between two factors when one, or even both, do not directly
predict the outcome in question (Aiken & West, 1991). Thus, one
is forced to wonder why a moderator not presumed to function in a
dual-risk fashion, should even be selected for use in a G×E based on
genotype–phenotype associations in GWAS. Recall in this regard
comments made earlier about the statistical properties of disordinal
interactions characteristic of differential-susceptibility-related
results: they typically, even if not always, require that at least one
of the predictors does not exert a main effect!

These observations, as it turns out, do not imply that
GWAS-derived polygenic scores cannot be used to test
differential-susceptibility-related predictions in G×E work. But,
in order to do so, it would seem that the PPS—not PRS—should
be based on SNPs that are related to some index of plasticity
rather than, as in diathesis-stress work, the phenotype to be
explained. In light of this observation, recent work by Keers
and associates (2016) seems especially notable, as it implemented
a most original and creative approach to identifying genes related
to plasticity in order to test differential susceptibility theorizing;
we would be remiss if we did not make clear that the work to
be summarized was itself ‘theory-free” in design. These investiga-
tors first identified SNPs associated with phenotypic differences in
anxiety within 1,026 monozygotic (MZ) twin pairs, based on the
idea that identical twins who differed across this (or any other)
phenotype would be genetically different from twins who did
not differ from each other. Indeed, the thinking was that the for-
mer twins would prove phenotypically different because of their
sensitivity to the environment and their differential experiences
and exposures while growing up, whereas the latter would not
because of their limited sensitivity to the effects of any such dif-
ferences in developmental experiences or contextual exposures. In
other words, the GWAS-identified SNPs were presumed to be
plasticity, not risk factors, because genetic variants that increase
environmental sensitivity should increase discordance within

cause the outcome of interest, but only proxies that are correlated with the true “causal”
variants. For example, because patterns of linkage disequilibrium often vary across racial
and ethnic groups, a SNP that is in linkage disequilibrium and so provides a good marker
for a causal variant in this ethnicity may not be in linkage disequilibrium for another eth-
nicity. This creates a somewhat different, and more difficult situation for creating a PRS/
PPS than when the focus was on variation in number of tandem repeats where the allele
being measured was itself believed to be the causal element.
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MZ twin pairs on outcomes as they render each member of the
pair more responsive to the nonshared environment. Of note in
this regard is that behavior–genetic research consistently indicates
that nonshared environmental effects prove more powerful than
shared ones (Hughes & Plomin, 2000), though some of this differ-
ence is surely due to the (all-too-often unstated) fact that the esti-
mate of the nonshared environment parameter includes
measurement error.

With a PPS algorithm in hand—based on SNPs associated in
the discovery sample with greater versus lesser within-twin differ-
ences in anxiety—Keers and associates (2016) proceeded, using
two new samples, to address two G×E questions. The first was
whether this PPS for plasticity moderated the effect of parenting
on emotional symptoms in a manner consistent with differential
susceptibility. Once the results of this observational study yielded
evidence consistent with this expectation, these same investigators
turned to a treatment–response sample comprising children and
adolescents with anxiety disorders in order to address their sec-
ond plasticity-related question: Would the PPS help to explain
the differential efficacy of cognitive-behavioral therapy (CBT)?
It turned out that it did! Although Keers and associates did not
detect a moderating effect of PPS on overall response to treat-
ment, they did discern an interaction between PPS and treatment
intensity: children with high PPS benefited the most from individ-
ual CBT than less intensive forms of group or brief parent-let
CBT, whereas those with low PPS responded equally to each treat-
ment type.

Perhaps due to the relative recency of Keers et al.’s (2016)
approach to deriving a PPS based on GWAS with MZ twins, we
are aware of only a single other inquiry that has followed up on
their work. Lemery-Chalfant, Clifford, Dishion, Shaw, and
Wilson (2018) formed a PPS based on Keers et al.’s (2016)
GWAS and used it to evaluate genetic moderation of the efficacy
of a parenting intervention with high-risk 10-year-old suffering
from internalizing problems. Consistent with differential suscepti-
bility theorizing, children scoring highest on the PPS benefited
the most from the treatment, whereas their high-PPS-scoring coun-
terparts in the control group manifest the most internalizing symp-
toms. Clearly, more work of this kind is called for—in an attempt to
identify SNPs related to susceptibility to environmental effects—for
better and for worse.

Conclusion

As noted in the Introduction, many criticisms have been wielded
against molecular–genetic studies, be they of the genotype–phe-
notype or G×E variety. Here we have sought to illuminate an
issue that we regard as under-discussed, if considered at all, in

so much G×E research and commentary, namely, the selection
of genes presumed to moderate environmental effects. We have
relied upon two contrasting models of Organism × Environment
interaction to illuminate this issue: diathesis stress/dual risk and
differential susceptibility. Toward these ends, we have distin-
guished three major phases inquiry (see Table 1) when it comes
to selecting genes for inclusion in G×E studies: (a) single candi-
date genes and (b) multiple candidate genes, sometimes based
on the “biological plausibility” that they will be involved in
G×E interaction; and (c) polygenic scores based on GWAS.

The first two phases of inquiry, in which one or a few candi-
date genes are selected for reasons of biological plausibility, prior
genotype–phenotype findings, and/or the results of prior G×E
results, seem unlikely to illuminate the nature of G×E interaction
going forward, if only because of the now well-appreciated fact
that virtually no phenotype of interest to psychological and
behavioral scientists is influenced by such a limited number of
genes. GWAS convincingly shows that thousands of genes appear
important for understanding most phenotypes of interest. This
insight, then, would seem to apply not only to typical phenotypes
like antisocial behavior or educational achievement, but to devel-
opmental plasticity itself.

Based on our theoretical analysis, there is no reason to question
reliance on GWAS-derived PRSs to test diathesis-stress-motivated
G×E inquiry. This is because a PRS is based on the very phenotype
that is to be predicted in G×E research, thus making it a very good
organismic risk factor, in addition to the environmental predictor,
to use when testing a dual-risk hypothesis. So, according to this
way of thinking about G×E interplay, it is when risk factors amplify
the effect of one another that evidence consistent with diathesis
stress emerges.

But if the hypothesis to be evaluated, or at least entertained, is
derived from differential-susceptibility thinking, there seems to be
a fundamental problem with relying on GWAS findings that yield
polygenic scores based on the fact that their components individ-
ually predict the phenotype of interest. What is needed is a strat-
egy for identifying numerous genes that (likely) reflect
susceptibility to environmental influence. This could be done in
a theory-heavy way, based on ideas about the genetics of plasticity,
or a theory-free way using GWAS. Clearly, Keers et al. (2016) have
made an important contribution to this effort. One of the most
interesting questions still to be addressed will be whether any
identified plasticity SNPs will reflect sensitivity to environmen-
tal effects on specific outcomes or across diverse ones. One is
forced to wonder, for example, whether the SNPs Keers et al.
(2016) identified might—or might not—prove useful in testing
differential susceptibility hypotheses with outcomes other
than anxiety.

Table 1. Features of gene selection for three phases (and subphases) of Gene × Environment interaction (G×E) studies

Phase (and subphase) Number of genes Gene selection approach Underlying theoretical assumption

1a Single gene Biological-plausibility-based Diathesis stress

1b Single gene Re-interpretations of identified risk genes Differential susceptibility

2a Multiple genes Identified plasticity genes Differential susceptibility

2b Multiple genes Biological-plausibility-based Diathesis stress

3a Multiple (GWAS) Genes Data-driven GWAS-derived Diathesis stress

3b Multiple (GWAS) genes GWAS-derived plasticity genes Differential susceptibility

GWAS: genome-wide association studies
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To advance the field it will be critical to move beyond the kind
of G×E inquiry that has relied on exploratory tests of a G×E inter-
action, followed by inspection of slopes reflective of the predictor–
outcome relation for those who vary on the would-be PPS index.
Indeed, one must question why G×E studies based on diathesis
stress thinking were carried out in such an exploratory fashion.
If the prediction is that certain individuals, based on their genetic
makeup, will and will not be affected by a particular experience or
exposure, why conduct omnibus—and thus exploratory—tests of
whether two factors interact. Why not go directly to testing the fit
of the theoretically predicted results? By analogy, why conduct a
two-tailed test when a one-tailed test based on a directional
hypothesis is the statistical glove that better fits the theoretical
hand?

Indeed, the common practice of running exploratory analyses
even when strong theoretical ideas are being tested led to the
development recently of two statistical methods designed to eval-
uate explicit predictions; and each has proven useful in some G×E
research (e.g., diathesis stress: Belsky & Pluess, 2013a, 2013b; dif-
ferential susceptibility: Sun et al., 2018). Even though the method
of Roisman and associates (2012) is to be used following an
exploratory G×E result, it directly evaluates whether the G×E
effect is in line with differential susceptibility thinking based on
regions of significance (RoS) calculated through Johnson–
Nevman (J-N) technique (Hayes & Matthes, 2009) and the pro-
portion of interaction (POI) or proportion affected (PA) index.
The second approach eschews any exploratory test of G×E inter-
action, being designed to competitively compare alternative con-
ceptual models, most notably, the two central to this essay and
which have informed so much G×E inquiry: diathesis stress and
differential susceptibility (Belsky, Pluess, & Widaman, 2013;
Belsky & Widaman, 2018; Widaman et al., 2012). This competitive
and confirmatory model-testing approach is based on a
re-parameterized model comparison that evaluates, among other
things, the critically important crossover point of regression lines.
Ultimately, though, when a specific form of a G×E interaction—
ordinal or disordinal—is to be tested, derived as it is from the
underlying theoretical model guiding the work, the selection of
genes should also be guided by whether it is a diathesis stress/
dual risk hypothesis being tested or a differential susceptibility one.

Conflict of Interest. We have no conflict of interest to disclose.

Acknowledgment. This paper has benefited from the helpful suggestions of
two anonymous reviewers.

References

Aiken, L. S., & West, S. G. (1991). Multiple regression: Testing and interpreting
interactions. Newbury Park, CA: Sage.

Anttila, S., Huuhka, K., Huuhka, M., Rontu, R., Hurme, M., Leinonen, E., &
Lehtimäki, T. (2007). Interaction between 5-HT1A and BDNF genotypes
increases the risk of treatment-resistant depression. Journal of Neural
Transmission, 114, 1065–1068. http://dx.doi.org/10.1007/s00702-007-0705-9

Babineau, V., Green, C. G., Jolicoeur-Martineau, A., Bouvette-Turcot, A. A.,
Minde, K., Sassi, R., … Lydon, J. (2014). Prenatal depression and
5-HTTLPR interact to predict dysregulation from 3 to 36 months–A differ-
ential susceptibility model. Journal of Child Psychology and Psychiatry, 56,
21–29. https://doi.org/10.1111/jcpp.12246.

Bakermans-Kranenburg, M. J., & van IJzendoorn, M. H. (2006). Gene–envi-
ronment interaction of the dopamine D4 receptor (DRD4) and observed
maternal insensitivity predicting externalizing behavior in preschoolers.
Developmental Psychobiology: The Journal of the International Society for
Developmental Psychobiology, 48, 406–409. doi:10.1002/dev.20152

Bakermans-Kranenburg, M. J., & van IJzendoorn, M. H. (2011). Differential
susceptibility to rearing environment depending on dopamine-related genes:
New evidence and a meta-analysis. Development and Psychopathology, 23,
39–52. https://doi.org/10.1017/S0954579410000635.

Bakermans-Kranenburg, M. J., & van IJzendoorn, M. H. (2015). The hidden
efficacy of interventions: Gene× environment experiments from a differen-
tial susceptibility perspective. Annual Review of Psychology, 66, 381–409.
doi:10.1146/annurev-psych-010814-015407

Bakermans-Kranenburg, M. J., van IJzendoorn, M. H., Mesman, J., Alink, L.
R., & Juffer, F. (2008). Effects of an attachment-based intervention on daily
cortisol moderated by dopamine receptor D4: A randomized control trial
on 1-to 3-year-olds screened for externalizing behavior. Development and
Psychopathology, 20, 805–820. https://doi.org/10.1017/S0954579408000382.

Beach, S. R. H., Brody, G. H., Lei, M.-K., & Philibert, R. A. (2010). Differential
susceptibility to parenting among African American youths: Testing the
DRD4 hypothesis. Journal of Family Psychology, 24, 513–521.
doi:10.1037/a0020835

Belsky, J. (1999). Modern evolutionary theory and patterns of attachment. In
Cassidy, J., Shaver, P. R. (Eds.), Handbook of attachment: Theory, research,
and clinical applications. (pp. 141–161). New York, NY: Guilford Press.

Belsky, J. (1997a). Theory testing, effect-size evaluation, and differential
susceptibility to rearing influence: The case of mothering and
attachment. Child Development, 68, 598–600. doi:10.1111/j.1467-8624.
1997.tb04221.x

Belsky, J. (1997b). Variation in susceptibility to rearing influences: An evolutionary
argument. Psychological Inquiry, 8, 182–186. doi:10.1207/s15327965pli0803_3

Belsky, J. (2005). Differential susceptibility to rearing influences: An evolution-
ary hypothesis and some evidence. In B. Ellis & D. Bjorklund (Eds.), Origins
of the social mind: Evolutionary psychology and child development (pp. 139–
163). New York, NY: Guildford.

Belsky, J., Bakermans-Kranenburg, M. J., & van IJzendoorn, M. H. (2007). For
better and for worse: Differential susceptibility to environmental influences.
Current Directions in Psychological Science, 16, 300–304. https://doi.org/10.
1111/j.1467-8721.2007.00525.x.

Belsky, J., & Beaver, K. M. (2011). Cumulative-genetic plasticity, parenting and
adolescent self-regulation. Journal of Child Psychology and Psychiatry, 52,
619–626. https://doi.org/10.1111/j.1469-7610.2010.02327.x.

Belsky, D. W., Moffitt, T. E., & Caspi, A. (2013a). Genetics in population
health science: Strategies and opportunities. American Journal of Public
Health, 103, S73–S83. https://doi.org/10.2105/AJPH.2012.301139.

Belsky, J., & Pluess, M. (2009). Beyond diathesis stress: Differential susceptibil-
ity to environmental influences. Psychological Bulletin, 135, 885–908.
doi:10.1037/a0017376

Belsky, J., & Pluess, M. (2013a). Beyond risk, resilience, and dysregulation:
Phenotypic plasticity and human development. Development and
Psychopathology, 25, 1243–1261. https://doi.org/10.1017/S095457941300059X.

Belsky, J., & Pluess, M. (2013b). Genetic moderation of early child-care effects
on social functioning across childhood: A developmental analysis. Child
Development, 84, 1209–1225. https://doi.org/10.1111/cdev.12058.

Belsky, J., Pluess, M., & Widaman, K. F. (2013). Confirmatory and competitive
evaluation of alternative gene-environment interaction hypotheses. Journal
of Child Psychology and Psychiatry, 54, 1135–1143. https://doi.org/10.1111/
jcpp.12075.

Belsky, J., & van IJzendoorn, M. H. (2017). Genetic differential susceptibility to
the effects of parenting. Current Opinion in Psychology, 15, 125–130.
doi:10.1016/j.copsyc.2017.02.021

Belsky, J., & Widaman, K. (2018). Editorial Perspective: Integrating exploratory
and competitive–confirmatory approaches to testing person-x-environment
interactions. Journal of Psychology and Psychiatry, 59, 296–298. doi:10.1111/
jcpp.12824

Booij, L., Van der Does, A. J., & Riedel, W. J. (2003). Monoamine depletion in
psychiatric and healthy populations. Molecular Psychiatry, 8, 951–973.
http://dx.doi.org/10.1038/sj.mp.4001423.

Brody, G. H., Beach, S. R., Philibert, R. A., Chen, Y. F., & Murry, V. M. (2009).
Prevention effects moderate the association of 5-HTTLPR and youth risk
behavior initiation: Gene× environment hypotheses tested via a randomized
prevention design. Child Development, 80, 645–661. https://doi.org/10.1111/
j.1467-8624.2009.01288.x.

Development and Psychopathology 303

https://doi.org/10.1017/S0954579420000966 Published online by Cambridge University Press

http://dx.doi.org/10.1007/s00702-007-0705-9
http://dx.doi.org/10.1007/s00702-007-0705-9
https://doi.org/10.1111/jcpp.12246
https://doi.org/10.1111/jcpp.12246
https://doi.org/10.1017/S0954579410000635
https://doi.org/10.1017/S0954579410000635
https://doi.org/10.1017/S0954579408000382
https://doi.org/10.1017/S0954579408000382
https://doi.org/10.1111/j.1467-8721.2007.00525.x
https://doi.org/10.1111/j.1467-8721.2007.00525.x
https://doi.org/10.1111/j.1467-8721.2007.00525.x
https://doi.org/10.1111/j.1469-7610.2010.02327.x
https://doi.org/10.1111/j.1469-7610.2010.02327.x
https://doi.org/10.2105/AJPH.2012.301139
https://doi.org/10.2105/AJPH.2012.301139
https://doi.org/10.1017/S095457941300059X
https://doi.org/10.1017/S095457941300059X
https://doi.org/10.1111/cdev.12058
https://doi.org/10.1111/cdev.12058
https://doi.org/10.1111/jcpp.12075
https://doi.org/10.1111/jcpp.12075
https://doi.org/10.1111/jcpp.12075
http://dx.doi.org/10.1038/sj.mp.4001423
http://dx.doi.org/10.1038/sj.mp.4001423
https://doi.org/10.1111/j.1467-8624.2009.01288.x
https://doi.org/10.1111/j.1467-8624.2009.01288.x
https://doi.org/10.1111/j.1467-8624.2009.01288.x
https://doi.org/10.1017/S0954579420000966


Brummett, B. H., Babyak, M. A., Williams, R. B., Harris, K. M., Jiang, R.,
Kraus, W. E., … Siegler, I. C. (2014). A putatively functional polymorphism
in the HTR2C gene is associated with depressive symptoms in white females
reporting significant life stress. PLoS ONE, 9, e114451. http://dx.doi.org/10.
1371/journal.pone.0114451.

Burmeister, M., McInnis, M. G., & Zöllner, S. (2008). Psychiatric genetics:
Progress amid controversy. Nature Reviews Genetics, 9, 527–540. https://
doi.org/10.1038/nrg2381.

Carver, C. S., Johnson, S. L., & Joormann, J. (2008). Serotonergic function,
two-mode models of self-regulation, and vulnerability to depression:
What depression has in common with impulsive aggression. Psychological
Bulletin, 134, 912. doi:10.1037/a0013740

Cases, O., Seif, I., Grimsby, J., Gaspar, P., Chen, K., Pournin, S., … Shih, J. C.
(1995). Aggressive behavior and altered amounts of brain serotonin and
norepinephrine in mice lacking MAOA. Science, 268, 1763–1766.
doi:10.1126/science.7792602

Caspi, A., McClay, J., Moffitt, T. E., Mill, J., Martin, J., Craig, I. W., … Poulton,
R. (2002). Role of genotype in the cycle of violence in maltreated children.
Science, 297, 851–854. doi:10.1126/science.1072290

Caspi, A., Moffitt, T. E., Cannon, M., McClay, J., Murray, R., Harrington, H.,
… Poulton, R. (2005). Moderation of the effect of adolescent-onset cannabis
use on adult psychosis by a functional polymorphism in the
catechol-O-methyltransferase gene: longitudinal evidence of a gene X envi-
ronment interaction. Biological Psychiatry, 57, 1117–1127. doi:10.1016/
j.biopsych.2005.01.026

Caspi, A., Sugden, K., Moffitt, T. E., Taylor, A., Craig, I. W., Harrington, H.,…
Poulton, R. (2003). Influence of life stress on depression: moderation by a
polymorphism in the 5-HTT gene. Science, 301, 386–389. doi:10.1126/
science.1083968

Cohen, J., Cohen, P., West, S. G., & Aiken, L. S. (2003). Applied multiple regres-
sion/correlation analysis for the behavioral sciences (3rd ed). Mahwah, NJ:
Lawrence Erlbaum Associates Publishers.

Colodro-Conde, L., Couvy-Duchesne, B., Zhu, G., Coventry, W. L., Byrne, E.
M., Gordon, S., … Eaves, L. J. (2018). A direct test of the diathesis–stress
model for depression. Molecular Psychiatry, 23, 1590–1596. doi:10.1038/
mp.2017.130

Cook, J. C., & Fletcher, J. M. (2015). Understanding heterogeneity in the
effects of birth weight on adult cognition and wages. Journal of Health
Economics, 41, 107–116. doi:10.1016/j.jhealeco.2015.01.005

Davies, P. T., Pearson, J. K., Cicchetti, D., Martin, M. J., & Cummings, E. M.
(2019). Emotional insecurity as a mediator of the moderating role of dop-
amine genes in the association between interparental conflict and youth
externalizing problems. Development and Psychopathology, 31, 1–1126.
doi:10.1017/S0954579419000634.

Drevets, W. C., Thase, M. E., Moses-Kolko, E. L., Price, J., Frank, E., Kupfer, D.
J., & Mathis, C. (2007). Serotonin-1A receptor imaging in recurrent depres-
sion: Replication and literature review. Nuclear Medicine and Biology, 34,
865–877. doi:10.1016/j.nucmedbio.2007.06.008

Eley, T. C., Sugden, K., Corsico, A., Gregory, A. M., Sham, P., McGuffin, P., …
Craig, I. W. (2004). Gene–environment interaction analysis of serotonin
system markers with adolescent depression. Molecular Psychiatry, 9, 908–
915. doi:10.1038/sj.mp.4001546

Ellis, B. J., Boyce, W. T., Belsky, J., Bakermans-Kranenburg, M. J., & van
IJzendoorn, M. H. (2011). Differential susceptibility to the environment:
An evolutionary- neurodevelopmental theory. Development and
Psychopathology, 23, 7–28. doi:10.1017/S0954579410000611

Evans, G. W., Li, D., & Whipple, S. S. (2013). Cumulative risk and child devel-
opment. Psychological Bulletin, 139, 1342. doi:10.1037/a0031808

Faraone, S. V., Doyle, A. E., Mick, E., & Biederman, J. (2001). Meta-analysis of
the association between the 7-repeat allele of the dopamine D4 receptor
gene and attention deficit hyperactivity disorder. American Journal of
Psychiatry, 158, 1052–1057. https://doi.org/10.1176/appi.ajp.158.7.1052.

Felix, J. F., Bradfield, J. P., Monnereau, C., Van Der Valk, R. J., Stergiakouli, E.,
Chesi, A., … Mahajan, A. (2015). Genome-wide association analysis iden-
tifies three new susceptibility loci for childhood body mass index. Human
Molecular Genetics, 25, 389–403. https://doi.org/10.1093/hmg/ddv472.

Feurer, C., McGeary, J. E., Knopik, V. S., Brick, L. A., Palmer, R. H., & Gibb, B.
E. (2017). HPA axis multilocus genetic profile score moderates the impact

of interpersonal stress on prospective increases in depressive symptoms for
offspring of depressed mothers. Journal of Abnormal Psychology, 126, 1017.
https://doi.org/10.1037/abn0000316.

Fine, A., Mahler, A., Simmons, C., Chen, C., Moyzis, R., & Cauffman, E.
(2016). Relations between three dopaminergic system genes, school attach-
ment, and adolescent delinquency. Developmental Psychology, 52, 1893.
doi:10.1037/dev0000166

Fournier, J. C., DeRubeis, R. J., Hollon, S. D., Dimidjian, S., Amsterdam, J. D.,
Shelton, R. C., & Fawcett, J. (2010). Antidepressant drug effects and depres-
sion severity: A patient-level meta-analysis. Journal of the American Medical
Association, 303, 47–53. http://dx.doi.org/10.1001/jama.2009.1943.

Frank, M. J., Moustafa, A. A., Haughey, H. M., Curran, T., & Hutchison, K. E.
(2007). Genetic triple dissociation reveals multiple roles for dopamine in
reinforcement learning. Proceedings of the National Academy of Sciences,
104, 16311–16316. https://doi.org/10.1073/pnas.0706111104.

Gao, J., Pan, Z., Jiao, Z., Li, F., Zhao, G., Wei, Q., … Evangelou, E. (2012).
TPH2 gene polymorphisms and major depression—A metaanalysis. PLoS
ONE, 7, e36721. http://dx.doi.org/10.1371/journal.pone.0036721.

Gibbons, F. X., Roberts, M. E., Gerrard, M., Li, Z., Beach, S. R., Simons, R. L.,
… Philibert, R. A. (2012). The impact of stress on the life history strategies
of African American adolescents: Cognitions, genetic moderation, and the
role of discrimination. Developmental Psychology, 48, 722. doi:10.1037/
a0026599

Grabe, H. J., Lange, M., Wolff, B., Völzke, H., Lucht, M., Freyberger, H. J., …
Cascorbi, I. (2005). Mental and physical distress is modulated by a poly-
morphism in the 5-HT transporter gene interacting with social stressors
and chronic disease burden. Molecular Psychiatry, 10, 220–224. https://
doi.org/10.1038/sj.mp.4001555.

Green, C. G., Babineau, V., Jolicoeur-Martineau, A., Bouvette-Turcot, A. A.,
Minde, K., Sassi, R., … Steiner, M. (2017). Prenatal maternal depression
and child serotonin transporter linked polymorphic region (5-HTTLPR)
and dopamine receptor D4 (DRD4) genotype predict negative emotionality
from 3 to 36 months. Development and Psychopathology, 29, 901–917.
doi:10.1017/S0954579416000560

Gunthert, K. C., Conner, T. S., Armeli, S., Tennen, H., Covault, J., & Kranzler,
H. R. (2007). Serotonin transporter gene polymorphism (5-HTTLPR) and
anxiety reactivity in daily life: A daily process approach to
gene-environment interaction. Psychosomatic Medicine, 69, 762–768.
doi:10.1097/PSY.0b013e318157ad42

Hankin, B. L., Nederhof, E., Oppenheimer, C. W., Jenness, J., Young, J. F.,
Abela, J. R. Z., … Oldehinkel, A. J. (2011). Differential susceptibility in
youth: evidence that 5-HTTLPR x positive parenting is associated with pos-
itive affect ‘for better and worse’. Translational Psychiatry, 1, e44–e44.
doi:10.1038/tp.2011.44

Harden, K. P., Turkheimer, E., & Loehlin, J. C. (2007). Genotype by environ-
ment interaction in adolescents’ cognitive aptitude. Behavior Genetics, 37,
273–283. https://doi.org/10.1007/s10519-006-9113-4.

Hayes, A. F., & Matthes, J. (2009). Computational procedures for probing
interactions in OLS and logistic regression: SPSS and SAS implementations.
Behavior Research Methods, 41, 924–936. https://doi.org/10.3758/BRM.41.3.
924.

Hughes, C., & Plomin, R. (2000). Individual differences in early understanding
of mind: Genes, non-shared environment and modularity. Evolution and
the Human Mind: Modularity, Language, and Meta-cognition, 47–61.
doi:10.1017/CBO9780511611926.004

Hurd, Y. L., & Herkenham, M. (1993). Molecular alterations in the neostria-
tum of human cocaine addicts. Synapse, 13, 357–369. https://doi.org/10.
1002/syn.890130408.

Janssens, A., Van Den Noortgate, W., Goossens, L., Verschueren, K., Colpin,
H., De Laet, S., … Van Leeuwen, K. (2015). Externalizing problem behavior
in adolescence: Dopaminergic genes in interaction with peer acceptance and
rejection. Journal of Youth and Adolescence, 44, 1441–1456. https://doi.org/
10.1007/s10964-015-0304-2.

Kaufman, J., Yang, B. Z., Douglas-Palumberi, H., Houshyar, S., Lipschitz, D.,
Krystal, J. H., & Gelernter, J. (2004). Social supports and serotonin trans-
porter gene moderate depression in maltreated children. Proceedings of
the National Academy of Sciences, 101, 17316–17321. https://doi.org/10.
1073/pnas.0404376101.

X. Zhang and J. Belsky304

https://doi.org/10.1017/S0954579420000966 Published online by Cambridge University Press

http://dx.doi.org/10.1371/journal.pone.0114451
http://dx.doi.org/10.1371/journal.pone.0114451
http://dx.doi.org/10.1371/journal.pone.0114451
https://doi.org/10.1038/nrg2381
https://doi.org/10.1038/nrg2381
https://doi.org/10.1038/nrg2381
https://doi.org/10.1176/appi.ajp.158.7.1052
https://doi.org/10.1176/appi.ajp.158.7.1052
https://doi.org/10.1093/hmg/ddv472
https://doi.org/10.1093/hmg/ddv472
https://doi.org/10.1037/abn0000316
https://doi.org/10.1037/abn0000316
http://dx.doi.org/10.1001/jama.2009.1943
http://dx.doi.org/10.1001/jama.2009.1943
https://doi.org/10.1073/pnas.0706111104
https://doi.org/10.1073/pnas.0706111104
http://dx.doi.org/10.1371/journal.pone.0036721
http://dx.doi.org/10.1371/journal.pone.0036721
https://doi.org/10.1038/sj.mp.4001555
https://doi.org/10.1038/sj.mp.4001555
https://doi.org/10.1038/sj.mp.4001555
https://doi.org/10.1007/s10519-006-9113-4
https://doi.org/10.1007/s10519-006-9113-4
https://doi.org/10.3758/BRM.41.3.924
https://doi.org/10.3758/BRM.41.3.924
https://doi.org/10.3758/BRM.41.3.924
https://doi.org/10.1002/syn.890130408
https://doi.org/10.1002/syn.890130408
https://doi.org/10.1002/syn.890130408
https://doi.org/10.1007/s10964-015-0304-2
https://doi.org/10.1007/s10964-015-0304-2
https://doi.org/10.1007/s10964-015-0304-2
https://doi.org/10.1073/pnas.0404376101
https://doi.org/10.1073/pnas.0404376101
https://doi.org/10.1073/pnas.0404376101
https://doi.org/10.1017/S0954579420000966


Keers, R., Coleman, J. R., Lester, K. J., Roberts, S., Breen, G., Thastum, M., …
Nauta, M. (2016). A genome-wide test of the differential susceptibility
hypothesis reveals a genetic predictor of differential response to psycholog-
ical treatments for child anxiety disorders. Psychotherapy and
Psychosomatics, 85, 146–158. doi:10.1159/000444023

Kluger, A., Siegfried, Z., & Ebstein, R. (2002). A meta-analysis of the associa-
tion between DRD4 polymorphism and novelty seeking. Molecular
Psychiatry, 7, 712–717. doi:10.1038/sj.mp.4001082

Lemery-Chalfant, K., Clifford, S., Dishion, T. J., Shaw, D. S., & Wilson, M. N.
(2018). Genetic moderation of the effects of the family check-up interven-
tion on children’s internalizing symptoms: A longitudinal study with a
racially/ethnically diverse sample. Development and Psychopathology, 30,
1729–1747. https://doi.org/10.1017/S095457941800127X.

Lesch, K. P., Greenberg, M. D., Higley, J. D., Bennett, A., & Murphy, D. L.
(2002). Serotonin transporter, personality, and behavior: Toward dissection
of gene-gene and gene-environment interaction. In J. Benjamin, R.
P. Ebstein & R. H. Belmaker (Eds.), Molecular genetics and the human per-
sonality (pp. 109–136). Washington, DC: American Psychiatric Association.

Li, D., Duan, Y., & He, L. (2006). Association study of serotonin 2A receptor
(5-HT2A) gene with schizophrenia and suicidal behavior using systematic
meta-analysis. Biochemical and Biophysical Research Communications,
340, 1006–1015. http://dx.doi.org/10.1016/j.bbrc.2005.12.101.

Manuck, S. B., Flory, J. D., Ferrell, R. E., Mann, J. J., & Muldoon, M. F. (2000).
A regulatory polymorphism of the monoamine oxidase-A gene may be
associated with variability in aggression, impulsivity, and central nervous
system serotonergic responsivity. Psychiatry Research, 95, 9–23. https://doi.
org/10.1016/S0165-1781(00)00162-1.

Manuck, S. B., & McCaffery, J. M. (2014). Gene-environment interaction.
Annual Review of Psychology, 65, 41–70. https://doi.org/10.1146/annurev-
psych-010213-115100.

Margules, D. L. (1971). Alpha and beta adrenergic receptors in amygdala:
Reciprocal inhibitors and facilitators of punished operant behavior.
European Journal of Pharmacology, 16, 21–26. https://doi.org/10.1016/
0014-2999(71)90052-5.

Masarik, A. S., Conger, R. D., Donnellan, M. B., Stallings, M. C., Martin, M. J.,
Schofield, T. J., … Widaman, K. F. (2014). For better and for worse: Genes
and parenting interact to predict future behavior in romantic relationships.
Journal of Family Psychology, 28, 357–367. doi:10.1037/a0036818

McKenna, B. G., Hammen, C., & Brennan, P. A. (2020). HPA-axis multilocus
genetic profile score moderates the association between maternal prenatal
perceived stress and offspring depression in early adulthood. Development
and Psychopathology, 28, 1–13. https://doi.org/10.1017/S0954579419001639.

Mitchell, C., Hobcraft, J., McLanahan, S. S., Siegel, S. R., Berg, A., Brooks-Gunn,
J., … Notterman, D. (2014). Social disadvantage, genetic sensitivity, and
children’s telomere length. Proceedings of the National Academy of
Sciences, 111, 5944–5949. https://doi.org/10.1073/pnas.1404293111.

Moffitt, T. E., & Caspi, A. (2014). Bias in a protocol for a meta-analysis of
5-HTTLPR, stress, and depression. BMC Psychiatry, 14, 179. doi:10.1186/
1471-244X-14-179

Moffitt, T. E., Caspi, A., & Rutter, M. (2005). Strategy for investigating inter-
actions between measured genes and measured environments. Archives of
General Psychiatry, 62, 473–481. doi:10.1001/archpsyc.62.5.473

Moffitt, T. E., Caspi, A., & Rutter, M. (2006). Measured gene-environment
interactions in psychopathology: Concepts, research strategies, and implica-
tions for research, intervention, and public understanding of genetics.
Perspectives on Psychological Science, 1, 5–27. https://doi.org/10.1111/j.
1745-6916.2006.00002.x.

Monroe, S. M., & Simons, A. D. (1991). Diathesis-stress theories in the context
of life stress research: Implications for the depressive disorders.
Psychological Bulletin, 110, 406–425. doi:10.1037/0033-2909.110.3.406

Nazzaro, J. M., Seeger, T. F., & Gardner, E. L. (1981). Morphine differentially
affects ventral tegmental and substantia nigra brain reward thresholds.
Pharmacology Biochemistry and Behavior, 14, 325–331. https://doi.org/10.
1016/0091-3057(81)90398-1.

Peyrot, W. J., Milaneschi, Y., Abdellaoui, A., Sullivan, P. F., Hottenga, J. J.,
Boomsma, D. I., & Penninx, B. W. (2014). Effect of polygenic risk scores
on depression in childhood trauma. The British Journal of Psychiatry,
205, 113–119. https://doi.org/10.1192/bjp.bp.113.143081.

Pirker, S., Schwarzer, C., Wieselthaler, A., Sieghart, W., & Sperk, G. (2000).
GABAA receptors: Immunocytochemical distribution of 13 subunits in
the adult rat brain. Neuroscience, 101, 815–850. https://doi.org/10.1016/
S0306-4522(00)00442-5.

Pluess, M., Velders, F. P., Belsky, J., van IJzendoorn, M. H.,
Bakermans-Kranenburg, M. J., Jaddoe, V. W. V., … Tiemeier, H. (2011).
Serotonin transporter polymorphism moderates effects of prenatal maternal
anxiety on infant negative emotionality. Biological Psychiatry, 69, 520–525.
doi:10.1016/j.biopsych.2010.10.006

Rauscher, E. (2017). Plastic and immobile: Unequal intergenerational mobility
by genetic sensitivity score within sibling pairs. Social Science Research, 65,
112–129. https://doi.org/10.1016/j.ssresearch.2017.02.005.

Retz, W., Freitag, C. M., Retz-Junginger, P., Wenzler, D., Schneider, M.,
Kissling, C., … Rösler, M. (2008). A functional serotonin transporter pro-
moter gene polymorphism increases ADHD symptoms in delinquents:
interaction with adverse childhood environment. Psychiatry Research, 158,
123–131. doi:10.1016/j.psychres.2007.05.004

Robbins, T. W., & Everitt, B. J. (1999). Motivation and reward. In M. J. Zigmond,
F. E. Bloom, S. C. Landis, J. L. Roberts & L. R. Squire (Eds.), Fundamental
neuroscience (pp. 1246–1260). San Diego, CA: Academic Press.

Roisman, G. I., Newman, D. A., Fraley, R. C., Haltigan, J. D., Groh, A. M., &
Haydon, K. C. (2012). Distinguishing differential susceptibility from diathe-
sis–stress: Recommendations for evaluating interaction effects. Development
and Psychopathology, 24, 389–409. https://doi.org/10.1017/S0954579412000065.

Rowe, D. C. (2001). Biology and crime. Los Angeles, CA: Roxbury Publishing.
Rutter, M. (1979). Protective factors in children’s responses to stress and dis-

advantage. Annals of the Academy of Medicine, 8, 324.
Rutter, M. (1981). Stress, coping and development: Some issues and some

questions. Journal of Child Psychology and Psychiatry, 22, 323–356.
doi:10.1111/j.1469-7610.1981.tb00560.x

Rutter, M. (2006). Genes and behavior: Nature-nurture interplay explained.
London: Blackwell Publishing.

Sadeh, N., Wolf, E. J., Logue, M. W., Lusk, J., Hayes, J. P., McGlinchey, R. E.,…
Miller, M. W. (2016). Polygenic risk for externalizing psychopathology and
executive dysfunction in trauma-exposed veterans. Clinical Psychological
Science, 4, 545–558. doi:10.1177/2167702615613310

Salvatore, J. E., & Dick, D. M. (2015). Gene–environment interplay: Where we
are, where we are going. Journal of Marriage and Family, 77, 344–350.
doi:10.1111/jomf.12164

Sameroff, A. J., Seifer, R., Barocas, R., Zax, M., & Greenspan, S. (1987).
Intelligence quotient scores of 4-year-old children: Social-environmental
risk factors. Pediatrics, 79, 343–350.

Schwarzer, C., Berresheim, U., Pirker, S.,Wieselthaler, A., Fuchs, K., Sieghart,W., &
Sperk, G. (2001). Distribution of the major γ-aminobutyric acidA receptor sub-
units in thebasal ganglia andassociated limbic brainareas of the adult rat. Journal
of Comparative Neurology, 433, 526–549. https://doi.org/10.1002/cne.1158.

Sheese, B. E., Voelker, P. M., Rothbart, M. K., & Posner, M. I. (2007). Parenting
quality interacts with genetic variation in dopamine receptor D4 to influ-
ence temperament in early childhood. Development and Psychopathology,
19, 1039–1046. https://doi.org/10.1017/S0954579407000521.

Shih, J. C., Chen, K., & Ridd, M. J. (1999). Monoamine oxidase: from genes to
behavior. Annual Review of Neuroscience, 22, 197–217. doi:10.1146/
annurev.neuro.22.1.197

Shih, J. C., & Thompson, R. F. (1999). Psychiatric genetics 99 monoamine oxi-
dase in neuropsychiatry and behavior. American Journal Human Genetics,
65, 593–598.

Simons, R. L., Lei, M. K., Beach, S. R., Brody, G. H., Philibert, R. A., Gibbons,
F. X., & Gerrard, M. (2013a). Differential sensitivity to context: GABRG1
enhances the acquisition of prototypes that serve as intermediate pheno-
types for substance use. In J. MacKillop, M. R. Munafò & L. M. Mayo
(Eds.), Genetic influences on addiction: An intermediate phenotype approach
(pp. 303–325). Cambridge, MA: MIT Press.

Simons, R. L., Lei, M. K., Beach, S. R., Brody, G. H., Philibert, R. A., &
Gibbons, F. X. (2011). Social environment, genes, and aggression:
Evidence supporting the differential susceptibility perspective. American
Sociological Review, 76, 883–912. doi:10.1177/0003122411427580

Simons, R. L., Simons, L. G., Lei, M. K., Beach, S. R., Brody, G. H., Gibbons, F.
X., & Philibert, R. A. (2013b). Genetic moderation of the impact of

Development and Psychopathology 305

https://doi.org/10.1017/S0954579420000966 Published online by Cambridge University Press

https://doi.org/10.1017/S095457941800127X
https://doi.org/10.1017/S095457941800127X
http://dx.doi.org/10.1016/j.bbrc.2005.12.101
http://dx.doi.org/10.1016/j.bbrc.2005.12.101
https://doi.org/10.1016/S0165-1781(00)00162-1
https://doi.org/10.1016/S0165-1781(00)00162-1
https://doi.org/10.1016/S0165-1781(00)00162-1
https://doi.org/10.1146/annurev-psych-010213-115100
https://doi.org/10.1146/annurev-psych-010213-115100
https://doi.org/10.1146/annurev-psych-010213-115100
https://doi.org/10.1016/0014-2999(71)90052-5
https://doi.org/10.1016/0014-2999(71)90052-5
https://doi.org/10.1016/0014-2999(71)90052-5
https://doi.org/10.1017/S0954579419001639
https://doi.org/10.1017/S0954579419001639
https://doi.org/10.1073/pnas.1404293111
https://doi.org/10.1073/pnas.1404293111
https://doi.org/10.1111/j.1745-6916.2006.00002.x
https://doi.org/10.1111/j.1745-6916.2006.00002.x
https://doi.org/10.1111/j.1745-6916.2006.00002.x
https://doi.org/10.1016/0091-3057(81)90398-1
https://doi.org/10.1016/0091-3057(81)90398-1
https://doi.org/10.1016/0091-3057(81)90398-1
https://doi.org/10.1192/bjp.bp.113.143081
https://doi.org/10.1192/bjp.bp.113.143081
https://doi.org/10.1016/S0306-4522(00)00442-5
https://doi.org/10.1016/S0306-4522(00)00442-5
https://doi.org/10.1016/S0306-4522(00)00442-5
https://doi.org/10.1016/j.ssresearch.2017.02.005
https://doi.org/10.1016/j.ssresearch.2017.02.005
https://doi.org/10.1017/S0954579412000065
https://doi.org/10.1017/S0954579412000065
https://doi.org/10.1002/cne.1158
https://doi.org/10.1002/cne.1158
https://doi.org/10.1017/S0954579407000521
https://doi.org/10.1017/S0954579407000521
https://doi.org/10.1017/S0954579420000966


parenting on hostility toward romantic partners. Journal of Marriage and
Family, 75, 325–341. doi:10.1111/jomf.12010

Stein, M. B., Schork, N. J., & Gelernter, J. (2008). Gene-by-environment (sero-
tonin transporter and childhood maltreatment) interaction for anxiety
sensitivity, an intermediate phenotype for anxiety disorders.
Neuropsychopharmacology, 33, 312. https://doi.org/10.1038/sj.npp.1301422.

Stocker, C. M., Masarik, A. S., Widaman, K. F., Reeb, B. T., Boardman, J. D.,
Smolen, A., … Conger, K. J. (2017). Parenting and adolescents’ psycholog-
ical adjustment: Longitudinal moderation by adolescents’ genetic sensitivity.
Development and Psychopathology, 29, 1289–1304. doi:10.1017/
S0954579416001310

Sun, Y., Fang, J., Wan, Y., Hu, J., Xu, Y., & Tao, F. (2018). Polygenic differential
susceptibility to cumulative stress exposure and childhood obesity.
International Journal of Obesity, 42, 1177. https://doi.org/10.1038/s41366-
018-0116-z.

Tamminga, C. A. (2002). Partial dopamine agonists in the treatment of psy-
chosis. Journal of Neural Transmission, 109, 411–420. https://doi.org/10.
1007/s007020200033.

Taylor, S. E., Way, B. M., Welch, W. T., Hilmert, C. J., Lehman, B. J., &
Eisenberger, N. I. (2006). Early family environment, current adversity, the
serotonin transporter promoter polymorphism, and depressive symptomatol-
ogy. Biological Psychiatry, 60, 671–676. doi:10.1016/j.biopsych.2006.04.019

Thibodeau, E. L., Cicchetti, D., & Rogosch, F. A. (2015). Child maltreatment,
impulsivity, and antisocial behavior in African American children:
Moderation effects from a cumulative dopaminergic gene index. Development
and Psychopathology, 27, 1621–1636. doi:10.1017/S095457941500098X

Turkheimer, E., Haley, A., Waldron, M., D’Onofrio, B., & Gottesman, I. I.
(2003). Socioeconomic status modifies heritability of IQ in young children.
Psychological Science, 14, 623–628. https://doi.org/10.1046/j.0956-7976.2003.
psci_1475.x.

Van IJzendoorn, M. H., & Bakermans-Kranenburg, M. J. (2006). DRD4 7-repeat
polymorphism moderates the association between maternal unresolved
loss or trauma and infant disorganization. Attachment and Human
Development, 8, 291–307. https://doi.org/10.1080/14616730601048159.

Vrshek-Schallhorn, S., Stroud, C. B., Mineka, S., Zinbarg, R. E., Adam, E. K.,
Redei, E. E., … Craske, M. G. (2015). Additive genetic risk from five sero-
tonin system polymorphisms interacts with interpersonal stress to predict
depression. Journal of Abnormal Psychology, 124, 776. http://dx.doi.org/10.
1037/abn0000098.

Widaman, K. F., Helm, J. L., Castro-schilo, L., Pluess, M., Stallings, M. C., &
Belsky, J. (2012). Distinguishing ordinal and disordinal interactions.
Psychological Methods, 17, 615–622. https://doi.org/10.1037/a0030003.

Zuckerman, M. (1999). Vulnerability to psychopathology: A biosocial model.
Washington, DC: American Psychological Association.

Appendix A

A multiple regression model depicting a G × E interaction can be written as

Yi = B0 + B1X1i + B2X2i + B3(X1i · X2i )+ ei

where Yi represents scores of person i on the outcome variable, B0 is the inter-
cept, B1 represents marginal environment effects, B2 is the marginal genetic
effects, B3 is the G×E interaction effects above and beyond any additive com-
bination of their marginal effects, ei is stochastic error score. We can derive the
estimated crossover point on X1 (i.e., environment variable) by equating the
outcome scores (Yi) for two values of the genetic variable (i.e., X21, X22).
This will lead to

B0 + B1X1 + B2X21+ B3(X1 · X21)+ ei

= B0 + B1X1 + B2X22+ B3(X1 · X22)+ ei

B2X21+ B3(X1 · X21) = B2X22+ B3(X1 · X22)

X1 = −B2 X22 − X21( )
B3 X22 − X21( )

X1 = − B2

B3
= C

where C represents the crossover point (Aiken & West, 1991; Cohen et al.,
2003, pp. 288–289).

As can be seen, the estimated value of crossover point is determined by the
relative magnitude of the main effect of the moderator to the interaction
(Aiken & West, 1991; Cohen et al., 2003, pp. 288–289). The estimated cross-
over point coupled with the range of environmental predictor, in turn, deter-
mine the location of the crossover point with regard to the environmental
variable, thus distinguish disordinal and ordinal forms of statistical interaction.
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