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Abstract
Social determinants of health (SDoH) impact health and wellness. The link between SDoH and adverse health outcomes,
including symptom occurrence and severity, may be explained by an individual’s physiologic response to one or more SDoH.
One potential mechanism underlying this physiologic response linking SDoH and symptoms is the dynamic epigenome. The
purpose of this scoping review of the literature was to examine differential susceptibility for symptoms by identifying and
summarizing research linking SDoH and symptoms through epigenomic mechanisms. PubMed was searched to identify
empirical research where at least one SDoH was an independent or dependent variable, at least one symptom was investigated,
and the investigation included an epigenomic measure. Of the 484 articles initially retrieved, after thorough vetting, 41 articles
met eligibility. The most studied symptom was depressive symptoms followed by anxiety, cognitive function, sleep dysfunction,
and pain. The most frequently studied SDoH were: 1) stress, particularly early life stress and acculturative stress; and 2) trauma,
predominantly childhood trauma. DNA methylation and telomere length were the most studied epigenomic measures. Four
genes (SLC6A4, BDNF, NR3C1, OXTR) had evidence from multiple studies and across methodological approaches linking SDoH
to symptoms. This review supports the inclusion of epigenomic approaches to better understand the link between SDoH and
symptoms and provides evidence that SDoH impact telomere length and the methylation of genes involved in neurotransmitter
signaling, neuronal survival, behavior, inflammation and stress response.
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Introduction

Precision health, as defined by the Centers for Disease Control
and Prevention, has the goal of protecting health and wellness by
measuring factors such as genes, behaviors, and the environment,
and acting on those factors using interventions that are tailored
rather than using the same approach for everyone (Center for
Disease Control and Prevention, 2021). Precision health high-
lights that health and wellness are individualized and involve a
complex set of health determinants (e.g., behavior and lifestyle,
social and lived experiences, biological) (Dewell et al., 2020).
Identifying and understanding these interconnected determinants
and the resulting mechanisms that influence health has potential
to yield interventions to improve health of individuals, families,
and communities. Additionally, variability in physiologic re-
sponses to these determinants adds to this complexity. Nursing’s

holistic approaches toward clinical practice and research present
a unique opportunity to study these interconnected determinants
to improve precision health care.
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The comprehensive toll of symptoms across the lifespan,
across patient populations, and across symptoms is something
that has never been quantified. However, there are data available
for specific patient populations and symptoms that support the
significant negative impact of symptoms on health, wellness, and
quality of life. Depressive symptoms, more prevalent in young
and older adulthood (Sutin et al., 2013), are highly correlated
with wellbeing across the lifespan (Baselmans et al., 2018).
Greater anxiety symptom severity (Wilmer et al., 2021), chronic
pain (Hadi et al., 2019), poorer sleep quality (Lee et al., 2021),
subjective cognitive decline (Jenkins et al., 2021), nausea (Jung
et al., 2019), and fatigue (Bouvron et al., 2022; McCabe et al.,
2015) are correlated with poorer quality of life. In addition, the
presence of co-occurring symptoms and their impact on quality
of life is becoming more appreciated, particularly in cancer
survivors (Dodd et al., 2010).

Social determinants of health (SDoH) influence health and
wellness through many mechanisms including modifications
to the epigenome and telomere length. For example, physical
activity (Swiatowy et al., 2021) and smoking (Ambatipudi
et al., 2016; Joehanes et al., 2016) are known behaviors that
have an impact on DNA methylation, which in turn influ-
ences regulation of genes and levels of health influencing
proteins. Social determinants of health, as defined by the
World Health Organization, are “the conditions in which
people are born, grow, work, live, and age, and the wider set
of forces and systems shaping the conditions of daily life”
(World_Health_Organization, 2010). Social determinants of
health also contribute to health inequities (Crear-Perry et al.,
2021; Marmot et al., 2012; Penman-Aguilar et al., 2016). The
Centers for Disease Control and Prevention groups SDoH
into 5 domains: economic stability, education access and
quality, healthcare access and quality, neighborhood and
built environment, and social and community contexts.
Economic stability includes income, employment status, and
assets, plus conditions that may result from economic in-
stability such as food or housing insecurity. Related to
economic stability, the education access and quality domain
connects educational attainment and literacy with health and
wellbeing. Healthcare access and quality include insurance
status, health literacy, accessibility, and other topics specific
to navigating the healthcare system. The neighborhood/built
environment and social and community contexts are similar,
yet distinct. The neighborhood and built environment do-
main captures green spaces, safe drinking water, and other
tangible environmental conditions, and broader concepts
such as environmental justice and neighborhood cohesion.
The fifth domain, social and community contexts, includes
elements of communities such as civic engagement, aspects
of the social environment (e.g., racism, ageism), individual-
level characteristics (e.g., social capital), and experiences
(e.g., trauma) which influence health (Center for Disease
Control and Prevention, 2021).

The World Health Organization (WHO) conceptual
framework on Social Determinants of Health is an action-

oriented framework that takes a public health perspective and
presents the interactions between factors that impact health
inequities. The framework has 3 elements: 1) socioeconomic
and political context; 2) structural determinants and socio-
economic position; and 3) intermediary determinants
(World_Health_Organization, 2010). (Figure 1) Our inquiry
was conceptually grounded in portions of the WHO SDoH
framework, using the CDC’s 5 domains of SDoH to build
search terms, to examine differential susceptibility for
symptoms by identifying and summarizing research linking
structural and social determinants to symptoms through epi-
genomic mechanisms (intermediary determinant) and to
consider future directions for nursing science.

Methods

Literature Review

The literature review was conducted in June - August of 2021
and updated in April 2022. A comprehensive list of search
terms representing SDoH was crafted with input from the
University librarian (see Figure 2). The search was built in
numerous phases. PubMed was our search engine of choice
given its coverage of biomedical research and epigenomic
measures. Phase one created search terms in PubMed for the
CDC’s 5 SDoH domains (economic stability, neighborhood/
built environment, education access and quality, health care
access and quality, and social and community contexts). Phase
2 created the search terms in PubMed using the epigenomic
terms (DNA methylation, telomere, epigenetic, epigenomic).
DNA methylation and telomere were called out because they
are the most frequently used epigenomic-related measures in
the literature and the terms “epigenetic” and “epigenomic”
were included to capture other potential measures that may
have been used and not captured by “DNA methylation” and
“telomere”. Phase 3 created the search terms for the symptoms
of interest (pain, sleep, fatigue, anxiety, depression, cognitive
function, nausea). Symptoms were prioritized for this review
because they were identified as common data elements for
symptom research by the NINR supported centers of excel-
lence (Redeker et al., 2015). The search results for the 5 SDoH
factors, epigenomic terms, and symptoms were merged to-
gether into one PubMed search. Finally, we applied the
PubMed filters of human, title and abstract, and English
language.

The resulting abstracts (n = 484) were divided among the
authors for the initial review. Abstracts were reviewed ac-
cording to the following criteria: 1) at least one SDoH as an
independent or dependent variable, as we didn’t want to look
at those that used SDoH as a co-variate or confounder but
focus on those that actually looked at direct relationships; 2)
at least one symptom as an independent or dependent var-
iable; and 3) investigation of an epigenomic measure. Ab-
stracts were excluded that 1) did not include human subjects,
2) were written in a language other than English, or 3) were
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reviews, conference abstracts, or editorials. Full articles were
reviewed for abstracts that appeared to meet the inclusion/
exclusion criteria; full articles for which eligibility was not
able to be determined by abstract alone were also reviewed at
this phase. Data were extracted from included articles to note
the study populations, sample size, symptom(s) investigated,
tool for measuring symptom(s), SDoH(s) investigated, tool
for measuring SDoH(s), epigenomic measure used, and main
finding(s). MR, MKW, and YPC resolved any disputes about

inclusion after full article review. These data are presented in
Supplemental Table 1.

Ingenuity Pathway Analysis

Realizing that a cadre of genes were targeted for DNA
methylation measures or were found to explain the relation-
ship between SDoH and symptoms during discovery-based
analyses in the reviewed articles, Ingenuity Pathway Analysis

Figure 1. World health organization conceptual framework for action on the social determinants of health (World_Health_Organization,
2010).

Figure 2. Social determinants of health search terms.
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(IPA) was used to investigate known relationships among the
list of genes implicated in the included studies. Biological
relationships among the implicated genes could aid in inter-
pretation of these cumulative findings. Ingenuity pathway
analysis provides visualization of complex biological rela-
tionships and is available from Qiagen Corp We used the Path
Explorer tool within IPA to identify any direct or indirect
interactions between the genes using information from the
Ingenuity Knowledge Base. Next, we used the Overlay tool
within IPA to investigate known disease and function path-
ways associated with the included genes. Specifically, we
looked at disease pathways associated with depression and
anxiety, because those were the 2most commonly investigated
symptoms in the included studies.

Results

Literature Review: Identification, screening, and selection of
publications included for review are summarized in Figure 3.
Our initial literature search identified a total of 484 abstracts
for review. After omitting publications that did not include at
least one symptom, one SDoH variable, and one epigenomic
measurement, as well as publications that were not data-based
and publications that applied animal models, 64 publications

remained for review. After a secondary, deeper full-text
evaluation, 22 additional publications were omitted because
a SDoH termwasmentioned but not actually used as a variable
in the analyses, depression or anxiety being utilized as a
diagnosis rather than depressive and anxiety symptoms, and
use of parent/infant dyads where epigenomic analysis was
conducted using samples from offspring and not parent. This
selection process yielded a total of 41 eligible publications for
review. The 41 eligible publications spanned varying symp-
toms, SDoH, and epigenomic measures. Please refer to
Supplemental Table 1 for study-level findings.

Symptoms: In this review of the literature, the frequencies
of symptoms studied were 1) depressive symptoms, repre-
sented in 31 articles; 2) anxiety, represented in 12 articles
(often investigated with depressive symptoms in the same
study); 3) 9 for cognitive function; 4) 3 for sleep; and 5) 2 for
pain. Depressive symptoms were investigated within the
context of several SDoH including trauma, early life stressors
and early life adversity, discrimination and acculturative
stress, neighborhood conditions, economic hardship, educa-
tion, income, religiosity, and food insecurity. Telomere length
and DNA methylation of several genes including NR3C1,
SLC6A4, and BDNF were significantly associated with de-
pressive symptoms. Anxiety was investigated within the

Figure 3. Literature review process showing identification, selection, and inclusion of publications. IV = independent variable; DV =
dependent variable.
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context of several SDoH including trauma, early life stressors
and early life adversity, discrimination and acculturative
stress, pollution, economic hardship, education and income.
Telomere length and DNA methylation of several genes in-
cluding NR3C1, and SLC6A4 were significantly associated
with anxiety. Cognitive function was investigated within the
context of several SDoH including trauma, early life stressors,
housing type, poverty, education level and smoking. Telomere
length was significantly associated with cognitive function as
were smoking-related differentially methylated sites across the
genome. Sleep was investigated within the context of several
SDoH including trauma, early life stressors, and culturative
stress. DNA methylation of the AVP gene was significantly
associated with sleep disturbance. Pain was investigated
within the context of several SDoH including trauma and early
life stressors. Telomere length and DNA methylation of the
TRPA1 gene were significantly associated with pain.

SDoH: In this review of the literature, 61% of the articles
(25/41) focused on psychosocial stress, with many authors
evaluating particular stressors as a SDoH of interest, partic-
ularly trauma and childhood maltreatment, which fall under
the domain of social and community contexts. The most
commonly investigated SDoH was stress, accounting for 13
publications in total (Supplemental Table 1). The majority of
these publications evaluated stress levels in adulthood, with
one study focused on cumulative stress in adulthood, totaling
8 publications. Three publications included assessment of
early life stress, 2 measured acculturative stress, and one
measured work-related stress. Authors of 5 publications
conducted their studies among pregnant individuals, and there
were instances where more than one type of stress was
evaluated within a single publication. The second most fre-
quently studied SDoH was emotional trauma, a stress-related
exposure, which accounted for 9 publications: 7 focused on
childhood trauma, one measured trauma experienced in
adulthood, and one evaluated trauma related to war time
prisoner status. One publication evaluated childhood trauma
among pregnant individuals. Three additional publications
evaluated childhood maltreatment, which is also related to
both stress and trauma. Three reports published in the United
States addressed discrimination by utilizing the Everyday
Discrimination Scale. Socioeconomic status was not well
represented in our findings. Several validated clinical in-
struments were utilized for the measurements of stress and
trauma. The most common tool was the Childhood Trauma
Questionnaire, applied by the authors of 11 reports to assess
trauma or maltreatment experienced in childhood. The Per-
ceived Stress Scale was the most frequently applied scale to
assess stress in adulthood, applied by the authors of 4 reports.
Additional tools that were used include: Early Trauma In-
ventory, Acculturative Stress Scale, Antenatal Risk Ques-
tionnaire, Pregnancy Risk Monitoring System, Post-traumatic
Stress Diagnostic Scale, Trier Inventory of Chronic Stress, and
Wheaton Chronic Stress Inventory. Additional SDoH within
the social and community contexts domains that were

evaluated included racial discrimination, early/childhood
adversity, and religion.

Following social and community contexts, the remaining
SDoH domains, in order of frequency of investigation, rank as
follows: (2) economic stability (studies spanned income,
housing, and food insecurity), (3) neighborhood and built
environment (studies spanned air pollution, crime, smoking,
alcohol use, and toxin exposure), and (4) education access and
quality (Educational attainment). Our search did not produce
any studies that evaluated SDoH that fall under the health care
access and quality domain.

Epigenomic measures: The epigenomic measures retrieved
through the search were DNA methylation for 23 studies and
telomere length for 19 studies. Seventeen DNA methylation
studies were focused on a targeted candidate gene, and 6 were
epigenome-wide association studies (EWAS). Fifteen differ-
ent candidate genes were investigated, with 5 investigated in
more than one study. The glucocorticoid receptor (NR3C1)
was the most investigated candidate gene and was the target of
6 studies. The serotonin transporter (SLC6A4; 5HTT) and
brain derived neurotrophic factor (BDNF) were both the target
of 4 studies; the oxytocin receptor (OXTR) was the target of 3
studies; and FK506-binding protein 5 (FKPB5) was the target
of 2 studies. EWAS findings, using discovery-based analyses,
found 11 genes to be important to the relationship between
SDoH and symptoms, including 4 genes that were also the
target of candidate gene analyses (SLC6A4, BDNF, NR3C1,
OXTR). One EWAS study did not identify a gene of interest
but did find that DNA methylation markers of smoking were
associated with cognitive function; however, these DNA
methylation markers of smoking were more strongly corre-
lated with cognitive function scores than measures of
smoking. Genes with significant findings reported are pro-
vided in Supplemental Table 2.

Ingenuity Pathway Analysis

Ingenuity Pathway Analysis (Figure 4) revealed biological
pathway associations among MAOA, OXTR, FKPB5,
GRIN2B, AVPR1A, GRIN1, and NR3C1. NR3C1 had the most
associated pathways and had pathways connected to MAOA,
FKBP5, and GRIN1. We then assessed for pathways associ-
ated with anxiety and depression, because they were the 2
most commonly investigated symptoms in the included arti-
cles. Anxiety was associated with MAOB, NR3C2, GRIN1,
NR3C1, BDNF, SLC6A4, GRIN2B, FKBP5, OXTR, MAOA.
Depression was associated with NR3C2, MAOB, GRIN1, AVP,
NR3C1, BDNF, MAOA, SLC64A, OXTR, FKBP5, NOS1.

Discussion

In our review of the literature, we found that depressive
symptoms and anxiety were the most frequently studied
symptoms at the intersection of SDoH and epigenomics and
stress across the lifespan was the most frequently studied
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SDoH, followed by childhood trauma. Depression and anxiety
have both been independently associated with stress, and
numerous frameworks and studies linking the complex rela-
tionships between depression or anxiety and stress have been
published. Over the years, countless studies have character-
ized deleterious physical effects of stress (e.g., early life stress,
chronic stress, cumulative stress) on the body, including
changes in DNA methylation (Bakusic et al., 2017;
Chakravarty et al., 2014; Giurgescu et al., 2019; Kertes et al.,
2016; Smith et al., 2011, 2017).

Stress-related alterations in DNA methylation may explain
the deleterious downstream effects that the many forms of
racism have on historically excluded and marginalized indi-
viduals and communities and the resulting disparate outcomes
so commonly observed (Simons et al., 2021). Aberrant DNA
methylation can alter accessibility to DNA, resulting in altered
gene expression, which can lead to development of symptoms
and disease. Inappropriate DNA methylation can also result in
accelerated epigenetic aging and weathering. Numerous
studies have demonstrated an association between chronic
stress and changes in DNA methylation (Bakusic et al., 2017;
Chakravarty et al., 2014; Giurgescu et al., 2019; Kertes et al.,
2016; Smith et al., 2011, 2017). The weathering hypothesis is
one proposed explanation of how chronic stress exposures
present in an individual’s environment accelerate deterioration
of health via physiologic pathways (Geronimus, 1992).
Changes in DNA methylation are associated with aging, and
epigenetic age is considered a type of biological age that can
differ from one’s chronological age (Forde et al., 2019;
Hannum et al., 2013; Heinsberg et al., 2021; Horvath & Raj,

2018; Levine et al., 2018; Simons et al., 2016; Simons et al.,
2021; Simons et al., 2021). The weathering hypothesis sug-
gests that exposure to chronic stress can result in accelerated
biological aging (Noren Hooten et al., 2022; Palma-Gudiel
et al., 2020; Tajuddin et al., 2019). There is no common
conceptual model integrating stress as an exposure, stress as a
consequence of exposure, and the impact of stress on health
and behavior nor are there consistent and precise measures of
stress used across the lifespan, however what is well docu-
mented is that stress is a process that has physiologic (in-
cluding accelerated biologic aging) and psychologic
consequences (Epel et al., 2018). Differences in SDoH, such
as economic instability and social contexts, could be stressors
that result in biological aging occurring at a different rate than
chronological aging. Consequently, cumulative chronic stress
across the lifespan can result in accelerated biological aging
and the development of adverse health outcomes, including
the development of symptoms.

Authors of 3 reports included in our scoping review were
published in the United States and addressed discrimination
by utilizing the Everyday Discrimination Scale. One of these
studies (Chae et al., 2016) reported an association between
racial discrimination and shorter leukocyte telomere length
among participants with lower levels of depressive symptoms
among N = 92 African American individuals whose sex was
assigned male at birth. The additional 2 reports (Incollingo
Rodriguez et al., 2022; Santos et al., 2021) were conducted by
the same research group and investigated discrimination
among Latinx birthing parent populations (n = 150). Santos
et al. (2021) determined that discrimination was strongly

Figure 4. Results of ingenuity pathway analysis.
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associated with anxiety and depressive symptoms, particularly
among participants with hypermethylation of NR3C1. A
follow-up study in the same cohort (n = 15) reported that
acculturative stress, but not discrimination, predicted shorter
telomere length (Incollingo Rodriguez et al., 2022). Impor-
tantly, the authors discuss how the Everyday Discrimination
Scale was originally developed to assess discrimination ex-
perienced in Black populations and, therefore, may not be able
to accurately capture biological impact on telomere length in
Latinx populations.

Notably, our review reveals a large gap in the literature
around investigation of discrimination as a SDoH in the
context of epigenomic changes and symptoms. A better un-
derstanding of how racism, and the resulting discrimination,
change the epigenome and effects symptoms is important
because of the growing evidence that links racism to physi-
ologic stress and health inequities. Furthermore, as evidenced
by a recent call for funding from the National Institutes of
Health (https://grants.nih.gov/grants/guide/pa-files/PAR-22-
072.html: Measures and Methods to Advance Research on
Minority Health and Health Disparities-Related Constructs),
development and validation of tools for accurately measuring
an individual or populations’ lived experience, including
racism and discrimination, are also needed. It is important to
note that the weathering hypothesis was proposed as a
framework to account for disparate health outcomes by the
social construct of race in this call. Further, racial equity
frameworks (Crear-Perry et al., 2021; Nardi et al., 2020)
explain the ways in which intersecting levels of racism per-
petuate inequities that drive disparate health outcomes. Few
studies have begun to analyze the relationships between
weathering, biological aging, and symptoms, within the
context of SDoH (Forrester et al., 2019; Simons et al., 2016).
However, the inclusion of SDoH in symptom science is an
emerging area of science, reflected in the 2022 revised
Symptom Science Model (Kurnat-Thoma et al., 2022). This
change represents a growing appreciation of the influence of
social determinants on every aspect of health, partly illumi-
nated by the COVID-19 pandemic (Dennison Himmelfarb &
Baptiste, 2020; Scott et al., 2021).

Another established and growing area of stress biology re-
search applies allostatic load, an integrative framework for
understanding the embodiment of cumulative lifetime chronic
stress (McEwen, 2002; Seeman et al., 1997). Aggregate cycles of
allostasis, the mechanism by which the body maintains ho-
meostasis in response to stress, can result in systemic dys-
function, or “wear and tear,” termed allostatic load. Allostatic
load has been evaluated extensively as a health hazard, and high
allostatic load has been associated with adverse health outcomes
as well as an excess of chronic health conditions (Castagne et al.,
2018; Johnston-Brooks et al., 1998; Logan & Barksdale, 2008;
Parker et al., 2022; Zhang et al., 2021). Given that allostatic load
is cumulative in nature, it has been posited as a potential
mechanism responsible for associations between adverse
childhood experiences and development of disease later in life

(McEwen, 2002; Misiak et al., 2022). While allostatic load was
not explicitly explored in the studies included in this review, it
may be a mechanism by which early life stressors and trauma are
associated with epigenomic changes and depressive and anxiety
symptoms, representing an additional important area for future
investigations.

The search found that telomere and DNA methylation
measures were the only epigenomic measures used to date to
assess the relationship between SDoH and symptoms. A large
number of publications that were reviewed evaluated telomere
length as an epigenomic measure. Telomeres, non-coding
segments of DNA with specialized chromatin structures lo-
cated at the ends of chromosomes, shorten with each cell
division, and telomere length is known to shorten with
chronological aging (Turner et al., 2019). A large, growing
body of literature contain analyses that assess the relationship
between external environmental stressors and telomere length,
which is also considered a metric for accelerated aging
(Mathur et al., 2016; Oliveira et al., 2016). Various stressful
conditions have been associated with accelerated aging
measured via telomere length shortening in previous studies
(Cerveira de Baumont et al., 2021; Kim et al., 2017), and
several publications discuss the potential for telomere length
to serve as a biomarker for stress, progression of age-related
diseases, and mortality (Fasching, 2018; Kodali & Borrell,
2021; Lin & Epel, 2022; Schneider et al., 2022). Given that
stress and trauma were the most frequently studied SDoH
among the publications for this review, it is not surprising that
telomere length was so heavily investigated. It is, however,
important to note that discrepancies have been reported in the
literature when evaluating the relationship between stress and
telomere length (Coimbra et al., 2020; Sanders & Newman,
2013; Wang et al., 2018). These may be due to heterogeneity
of telomere length across leukocytes and tissues, variations in
rigor of statistical approach, limited sample sizes, the pre-
ponderance of ethnically/racially homogeneous samples in-
cluding mostly white participants, and publication bias.

The most frequently evaluated epigenomic measure in the
studies reviewed was DNA methylation, with 17 focusing on a
priori selected candidate genes and 6 using a discovery based
EWAS approach. The candidate genes selected reflected the
focus on depressive symptoms and stress, particularly early life
stress, representing the majority of studies captured by this re-
view. An EWAS approach does not select a prioriwhat genes to
target but instead evaluates the entire epigenome for differentially
methylated genes implicated in the relationship between SDoH
and symptoms. There were 4 genes [SLC6A4, BDNF, NR3C1,
OXTR] identified through the EWAS approach that overlapped
with the candidate gene studies. Significant findings for the same
genes using a targeted approach and an EWAS discovery-based
approach provides support that these 4 genes are impacting the
relationship between SDoH and symptoms.

SLC6A4, which was one of the most frequently targeted
candidate gene, was also implicated in an EWAS study, where
methylation of SLC6A4 mediated the relationship between
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neighborhood crime and occurrence of depressive symptoms
(Lei et al., 2015). This gene codes for a serotonin transporter
that plays an important role in the regulation of serotonin
signaling and has been implicated in depression and anxiety
(GeneCards, 2022). This review provides evidence that not
only is SLC6A4 involved in risk of depressive symptoms, but
that increased risk of depressive symptoms is mediated by
methylation of SLC6A4 in response to SDoH.

BDNF was also one of the most frequently targeted candidate
genes and was implicated, along with NR3C1, in and EWAS
study where methylation of BDNF and NR3C1 mediated the
relationship between childhood trauma and occurrence of de-
pressive symptoms (Peng et al., 2018). BDNF codes for a nerve
growth factor that promotes neuronal survival (GeneCards, 2022)
and may impact risk for symptoms through regulation of stress
responses. NR3C1 codes for a glucocorticoid receptor that
functions as a transcription factor that plays a primary role in
regulation of genes that respond to glucocorticoid, impacting
inflammatory responses, and has been implicated in stress-related
phenotypes such as post-traumatic stress disorder (GeneCards,
2022). This review provides evidence that not only is BDNF and
NR3C1 involved in risk of developing symptoms, but that the risk
is mediated by methylation of these genes in response to SDoH.

OXTR was also one of the most frequently targeted candidate
genes and was also implicated in an EWAS study where
methylation of OXTR interacted with history of abuse during
childhood to predict occurrence of psychiatric symptoms
(Smearman et al., 2016). Childhood trauma was also found to
impact DNA methylation patterns for OXTR was also the target
of a candidate gene DNA methylation study where childhood
trauma was also investigated (Robakis et al., 2020). OXTR is the
receptor for oxytocin which is a pituitary hormone found in
abundance at nerve endings and has been implicated in cognition,
adaptation, and behavior (GeneCards, 2022).

Our IPA evaluations confirm that these 4 genes (SLC6A4,
BDNF, NR3C1, OXTR) are instrumental in the biological
pathways involved with the development of depression and
anxiety. We conclude that their involvement in depressive
symptoms and anxiety are, at least partially, due to DNA
methylation in response to exposure to SDoH. The IPA
analysis also demonstrated relationships among NR3C1,
MAOA GRIN1, and FKBP5; AVPR1A and OXTR; and GRIN1
and GRIN2B. These genes, except for AVPR1A, were all
investigated in studies exploring childhood trauma/
maltreatment and depressive symptoms (Bustamante et al.,
2018; Engdahl et al., 2021; Peng et al., 2018; Smearman et al.,
2016; Weder et al., 2014). Adverse experiences in childhood
have previously been strongly associated with risk for de-
veloping depression in adulthood (Bustamante et al., 2018;
Peng et al., 2018; Weder et al., 2014). The included studies
highlight that the mechanism of developing depressive
symptoms in relation to childhood trauma may be related to
altered DNA methylation.

We also explored the depression and anxiety related pathways
within IPA to determine if genes identified from this review were

identified within these pathways. The anxiety pathway contained
MAOB, NR3C2, GRIN1, NR3C1, BDNF, SLC6A4, GRIN2B,
FKBP5, OXTR, MAOA. The depression pathway contained
NR3C2, MAOB, GRIN1, AVP, NR3C1, BDNF, MAOA, SLC64A,
OXTR, FKBP5, NOS1. Because depression and anxiety symp-
toms were investigated in the majority of the included articles,
association of the included genes and anxiety and depression is
not surprising; however, it does suggest that the mechanisms that
underlie the association between genes and clinical manifestation
of anxiety and depression may be modified by SDoH
(Bustamante et al., 2018; Engdahl et al., 2021; Peng et al., 2018;
Smearman et al., 2016; Weder et al., 2014). The IPA analyses
also identified several genes that were not investigated in the
publications included in this review, indicating additional can-
didate genes for investigation within the context of symptoms,
SDoH, and epigenomics.

We identified gaps in the literature by noting what was not
found during the scoping review. Symptom research with
respect to SDoH and epigenomics is an understudied area but
one that has potential for increasing our understanding of the
relationships between SDoH and the variability observed in
occurrence and severity of symptoms. Our search found that
the 5 domains of SDoH from the CDC were not equally
studied. Notably, our review did not produce any studies that
evaluated SDoH that fall under the health care access and
quality domain, indicating an area ripe for investigation,
particularly as valid and reliable instruments to assess across
the domains are developed and validated. As mentioned
previously, investigation of how racism, and the resulting
discrimination, change the epigenome and effects symptoms is
currently understudied. Additionally, there is a need to in-
crease diversity of participants in research studies focused on
SDoH, symptoms, and epigenomics to extend generalizability
of research findings.

This review has several strengths including the develop-
ment and utility of an exhaustive list of SDoH search terms.
However, there are notable weaknesses. The search was
limited to PubMed and limited to publications written in
English. The search was also limited to the study of DNA
methylation and telomeres and was limited to symptoms
prioritized as common data elements. Therefore, other omics-
based mechanisms (i.e., transcriptomic, proteomic, metab-
olomic) that could assist in understanding the link between
SDoH and symptoms were not evaluated, and this review was
not exhaustive for all symptoms.

This review found that a strength of studies investigating
epigenomics, symptoms and SDoH is that they were con-
ducted globally [Germany, Finland, Israel, Brazil, Singa-
pore, Scotland, Sweden, Australia, China, Netherlands,
Canada, Japan, Columbia, South Korea, Italy and the USA]
and that most of the studies conducted within the USA
focused on individuals historically excluded from bio-
medical research. Because SDoH can differ significantly by
country or regionally within a country, the findings of these
studies need to be interpreted within the context of the
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country/region investigated. Several studies conducted
across countries found that the impact of SDoH on de-
pressive symptoms was through epigenomic changes, in-
creasing support for this relationship.

In conclusion, the biologic underpinnings that explain
the relationship between SDoH and symptoms is a bur-
geoning area of research that requires more attention.
Prioritizing the WHO framework for health and wellness
requires a holistic view of patients, families, and com-
munities. This holistic view is also an essential component
of understanding how an individual’s lived experience,
including SHoD, impacts one’s overall health and their
symptom experiences. Nurses utilize this holistic view and
therefore are well poised to take on this research and then
translate it to clinical utility to impact nursing practice,
health systems, and patient health outcomes. This also lends
itself to the nursing discipline by capitalizing upon nurs-
ing’s diverse training and skill sets to conduct the science
and implement practice-based changes. A pared-down
version of the WHO framework addressed in this review
that focuses on SDoH and their biological links to health
and wellness, including development of symptoms, is
conceptualized in Figure 5. This review supports the in-
clusion of epigenomic measures to better understand the
link between SDoH and symptoms, and, based on the
conceptualization supported by this review, we conclude
that the relationship between SDoH and symptoms is at
least partially due to epigenomic modification to key genes
in response to SDoH.
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