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INTRODUCTION

Attention deficit/hyperactivity disorder (ADHD) is a common neurodevelopmental disorder with a
heavy burden for individuals, families, and society (1). Although ADHD runs within families,
modeling causality in ADHD is a complex endeavor, and several models have been proposed
combining both genetic and environmental factors (2). Statistical heritability does not correspond to
heredity, and it does not describe the biological process by which a disorder emerges. Heritability
also includes Gene x Gene or Gene x Environment interactions, and, transgenerational or
developmental effect of epigenetic traces (3). DNA based transmission is not the exclusive mode
of inheritance in humans, as at least three other modes—epigenetic-, behavioral-, and symbol-
based—have been described (4). Like other inheritance systems, the symbolic system (e.g., the
language system) not only allows humans to transmit information to others but also allows humans
to communicate with themselves: symbolic communication is a way of thinking (4).Although how
and when environmental factors impact the brain of ADHD individuals remains unclear in most
cases, it is likely that several mechanisms occur: (i) direct toxic impact; (ii) genetic modulation of a
given environmental factor; (iii) environmental modulation of a given genetic effect; and/or (iv)
epigenetics modifications through both early and transgenerational constraints (5). In recent years,
the epigenetic perspective has aroused growing interest to improve understanding of ADHD and
identify potential biomarkers.

What Is Epigenetics?

The definition of epigenetics has evolved since the seminal works of Conrad H. Waddington and
Victor H. Denenberg in the sixties. According to Bird (6), epigenetics is the study of the inheritance
of alternative chromatin states in the absence of changes in the DNA sequence. The best described
epigenetic processes are the addition of methyl groups (CH3) to DNA (methylation) and
posttranslational modifications to histone proteins, such as methylation, phosphorylation or
acetylation (Figure 1). More recently, other epigenetic mechanisms have been described, such
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FIGURE 1 | Schematic representation of main epigenetic mechanisms. (A) Histone Modifications: These modifications involve: histone acetyltransferases (HATS),
histone deacetylases (HDACs), or histone methyltransferases [e.g., tri-methylation the 4th lysine residue of the histone protein (H3K4Me3) involving Polycomb (PRC1
and PRC2), Trithorax (TRx), and COMPASS (complex proteins associated with SET1)]. (B) DNA Methylation: transfer of a methyl group (CH3) onto the C5 position of
the cytosine to form 5-methylcytosine. In (A, B): H2B, H3, H4, H2A = Core histone. (C) microRNAs (regulatory RNAs) can affect alternative splicing and protein
expression. lllustration of biosynthesis: transcription of MIRNA gene by RNA polymerase Il or Il to form primary miRNA (Pri-miRNA), which are then cleaved and

Chromosome

as hydroxymethylation of DNA (7) investigated in
neurodevelopmental disorders or dopaminylation (H3Q5dop)
involved in cocaine-induced transcriptional plasticity in the
midbrain (8).

Epigenetic processes are involved in cell differentiation and in
the main neurobiological and cognitive processes in the brain,
and represent both a potential index of pathophysiological
mechanisms and a possible source of new biomarkers.
Epigenetic processes influence gene expression by acting
dynamically on the compacting of chromatin and, therefore,
on the accessibility of the transcriptional machinery. Unlike
relatively stable DNA (genome) sequences, the epigenome is
altered in a dynamic and sometimes reversible manner by
exposure to many intrinsic or extrinsic environmental factors.
Moreover, some changes induced in the early stages of life can
remain silent until their biological influence is triggered later in
life. Recently, a study examined the association between various
types of childhood adversity and genome-wide DNA
methylation in two large female population-based cohorts and
showed nine differentially methylated genomic regions (DMRs)

(9). Moreover, the authors showed that only one DMR was
associated with a measure of cumulative adversity, while the
other eight regions were associated with specific types of
adversity, namely parental mental illness, physical illness, or
death. This suggests that some parts of the methylome are
associated with distinct negative childhood experiences, while
other sites reflect more general exposure to adversity.

The inheritance of epigenetic markers during meiosis and
mitosis is complex, particularly for histone modifications
(chromatin heritability) because nucleosomes do not have a
duplication system based on a DNA model (7). The
hierarchical and three-dimensional organization of the genome
shows that epigenetic inheritance involves several layers. The
successive layers bring stability but are reversible. This allows
considerable plasticity and ultimately less deterministic
consequences. The variation in DNA sequences adds a degree
of complexity to the understanding of epigenetic mechanisms:
the variation in the chromatin state can influence the binding of a
transcription factor, and the polymorphism of the DNA
sequence can influence the chromatin states (7).
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How Important Is the Environment in
ADHD?

Environmental risk factors are numerous in understanding
ADHD causality (10). Epigenetics ofters a possible mechanism
for the interactions between environment, intrinsic signals,
regulation of gene activities, and the genes themselves.
Classifying environmental factors requires distinguishing risk
factors from protective factors and moderators from mediators.
Also, it implies distinguishing toxins, micro- and macro-level
factors according to their respective major impact level (subject's
distance) (5). Toxins usually impact the brain during the
perinatal period (smoking, alcohol). Environmental variables
may be passed on via intermediary variables; for example, the
correlation between cigarette consumption during pregnancy
and birth weight/intrauterine growth retardation. It may also
pass on through genetic modulations (e.g., polymorphism of
dopamine transporter) (3). Finally, transgenerational effects have
been described as the exposure of grandparents to certain
pollutants, which leads to a 30% increase in the risk of ADHD
in their grandchildren (11). However, these studies remain rare,
and their numerous methodological limitations mean that great
caution should be used in interpreting the results. The second
type of environmental factors includes individual and familial
factors, known as microenvironments. These include physical or
sexual abuse, lack of family discipline, use of extreme
punishment, poverty, minority status, an urban environment, a
family history of psychiatric disorders, and isolated parents.
Macro-environmental factors are more difficult to demonstrate
with clear evidence because they require cross-cultural or
longitudinal studies with a large number of participants to
control for confounding factors (2). Thus, the role of
environment in ADHD is essential. Given the complexity of
the links between environment, genetics, and epigenetics,
such integration work must necessarily include genetically
informed environmental studies and epigenetically informed
genetic studies.

DNA Methylation Changes in ADHD

Historically, a high level of DNA methylation has been associated
with repression of gene expression, but the most recent data have
shown that this association can vary depending on numerous
factors including the location of the methylation in the gene
sequence (12). DNA methylation can be mapped either at the
global level (overall level of methylcytosine -5mC- in the
genome, expressed as a percentage) or at the site-specific level
(candidate gene association studies) or genome-wide levels at
single nucleotide resolution.

It is difficult to study epigenetic effects on human behaviour
because epigenetic changes vary widely from one tissue to
another. In the brain alone, DNA methylation can vary
considerably from one region to another or from one system
to another. However, there are also cross-tissue correlation
patterns of individual-specific epigenetic marks so that DNA
methylation studies of peripheral tissue DNA in psychiatry are
generally considered informative (13). The existence of

age-linked changes of methylation profiles (the methylome-
based clock) constitutes an additional level of complexity.

The significance of DNA methylation in ADHD stems mainly
from studies (on humans and animals) which have shown
aberrant methylation profiles in the event of exposure to risk
factors strongly associated with ADHD such as lead, maternal
smoking or low birth weight (14).

Overall, studies on the association between DNA methylation
and ADHD symptoms based on the candidate gene approach
(mainly dopaminergic genes) are rare, with small numbers of
subjects, and have shown disappointing and often contradictory
results, comparable to SNP association studies (15). The most
robust results come from studies at the epigenome level, but
unfortunately, these studies are rare and mainly cross-sectional,
making it impossible to examine whether altered DNA
methylation models are a risk factor and/or a consequence of
ADHD or to establish the stability of the associations over time.

The first Epigenome-Wide Association Studies (EWAS)
identified altered methylation in new genes that were not
previously associated with ADHD such as MYT1L (encodes a
transcription factors whose expression, thus far, has been found
only in neuronal tissues) and VIPR2 (16). VIPR2 encodes a
receptor for vasoactive intestinal peptide, and is expressed
throughout the central and peripheral nervous system. It is
interesting to note that an alteration in methylation at the
VIPR2 gene was also identified in a study of 14 pairs of
monozygotic twins discordant for ADHD (17) and in a study
analyzing the associations between methylation profile, early
childhood malnutrition, and ADHD (18).

The only prospective study included 817 subjects and assessed
DNA methylation at birth and age 7 years, and trajectories of
ADHD symptoms (7-15 years) (19). The authors identified 13
genomic locations where the level of DNA methylation was
significantly predictive of the trajectories of ADHD symptoms
between 7 and 15 years of age. Among the loci identified
was ST3GAL3, one of the 12 significant loci of the largest
GWAS available to date for ADHD (20). ST3GAL3 (encodes
the Golgi enzyme B-galactoside-02,3-sialyltransferase-III)
mutations seem to be implicated in the development of higher
cognitive functions.

However, other EWAS have reported disappointing results.
For example, the first EWAS meta-analysis (21), based on three
population-based adult cohorts (N = 4.689) found different
methylated positions in one cohort, but the meta-analysis of all
the cohorts failed to detect any significant difference.

In order to better take into account the complexity of gene
regulation and the impact of the environment, so-called second
generation studies incorporating epigenetics and genetics have
been developed. A large integrated epigenetic/genetic study of
391 children with ADHD reported an association between
ADHD and DNA methylation levels at sites annotated to
VIPR2 and several novel differentially methylated positions,
although none of them were genome-wide significant (22).

Several limitations have been suggested to explain the
discordant results. First, the HumanMethylation450K matrix
(the most widely used one) captures only about 1.7% of all
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CpGs in the genome. The most recent study available used a
Beadchip kit (Infinium Methylation EPIC) to quantitatively
interrogate 850Kmethylation sites across the genome at single-
nucleotide resolution, but this failed to yield any significant
results after correction for multiple tests.

Second, a certain level of methylation without CpGs and the
presence of the oxidized form of 5-methylcytosine (5mC) and 5-
hydroxymethylcytosine (5hmC) have been shown, but most
common DNA methylation methods do not allow this distinction
to be made. Third, cellular heterogeneity within the samples or the
intrinsic variability of the methylation profiles are not considered.

Progress in the field of genome engineering has enabled
more precise site-specific intervention on methylation
processes versus the global approach at the genome level. Site-
specific methylome editing will become a key technique for
studying 5mC function/therapy. Indeed, it seems that DNA
methylation can be complementary if it involves both alleles or
non-complementary if it affects only one allele (allele-specific
methylation [ASM]), especially since the ASM regions seem
particularly sensitive to the effects of environment. Combining
data from GWAS and from two post-mortem studies on ASM
variants, a recent study examined the possible association
between SNPs that show ASM in multiple brain regions and
ADHD (23). The authors identified three genes, ARTN, C20rf82,
and PIDDI, previously implicated in psychiatric disorders, and
eight ASM tagSNPs, as significantly associated with ADHD. The
identified risk variants had an impact on DNA methylation levels
in the promoter regions, and were inversely correlated with
expression of the corresponding genes in the brain.

Ultimately, the methylation differences associated with
ADHD reported so far are generally small. Future work should
take into account not only the limits discussed below but also the
effects of gender or medication and the potential moderators of
the stability and/or change of methylation over time. Moreover,
it is likely that several methylation sites can interact together to
contribute to phenotypic variations. Thus, as with genetic
variations and polygenic scores, combinations of methylation
sites could be used to develop potential predictive signatures.

MicroRNAs in ADHD

MicroRNAs (miRNAs) have implications in post-transcriptional
regulation and are particularly abundant in the nervous system,
where they exert considerable influence on development and
neuroplasticity (24). The deregulation of miRNAs could be
involved in the pathophysiology of various neuropsychiatric
disorders including ADHD. While there is no consensus on
how the expression of these molecules is regulated, DNA
methylation seems to be key because the synthesis of miRNAs
can be regulated by DNA methylation and vice versa (25). The
available studies on the role of miRNAs in the pathophysiology
of ADHD are mainly of two types: (i) investigation of the role of
gene polymorphisms (SNP) within miRNAs or miRNA target
sites and (ii) investigation of circulating miRNAs (cimiRNAs).
In the largest association study focused on 134 miRNAs in
754 subjects with ADHD and 766 controls (26), the authors
found a significant association between the miR-34b/c locus and
ADHD, and an overexpression of the miR-34c-3p white blood

cells of ADHD subjects. In addition, having tested the effect of
SNPs within the ADHD-associated region on gene expression,
they found that rs4938923 in the promoter of the pri-miR-34b/c
is a tag for cis-expression quantitative trait loci for both miR-34b
and miR-34c, and that it affects the expression levels of 681
transcripts in trans, including genes that had already been
implicated in ADHD.

Circulating microRNAs are stable and easily quantifiable.
Pathological processes in the central nervous system can be
reflected in peripheral tissues (17). Many circulating miRNAs
(18a-5p, 22-3p, 24-3p, 106b-5p, 107, 155a-5p, let-7d) have been
associated with ADHD, including via next-generation
sequencing (27-29).

Although profiling miRNAs as a molecular signature of
ADHD is an interesting avenue to explore, there have not, to
date, been enough studies, and many uncertainties remain. The
available studies have not taken sufficient account of the fact that
miRNAs can overlap in different psychiatric disorders, as does
the distinction between adult and child ADHD. Moreover, the
studies have mainly involved a single miRNA rather than several,
which does not seem to correspond to the etiological complexity
of ADHD. Indeed, the synthesis of miRNAs can be regulated by
DNA methylation and vice versa, adding a new layer of
complexity to the post-transcriptional regulation of gene
expression (30). Finally, although the alteration of miRNAs in
the CNS is also reflected in peripheral tissues (31), one study has
recently found that the levels of microRNA 134 in plasma were
not correlated with the levels in the CNS (24); future studies are
needed to see if it is possible to use the expression of peripheral
miRNAs as a proxy for miRNA activity in the brain.

CONCLUDING REMARKS

We are aware that a major limitation of epigenetic markers is
that their variation may be secondary to the development of a
trait or may be a marker of environmental exposures. However,
the value of a biomarker is defined by its ability to predict the
state or the course of the disease, including its response to
treatment, regardless of its value for understanding the
pathophysiology. If the findings on epigenetic associations with
common environmental exposures are confirmed in ADHD, this
could have important consequences for public health policies.
Primary prevention actions could be undertaken to reduce
certain common environmental exposures, which would
eventually reduce the incidence of ADHD and other
neurodevelopmental disorders. The provision of easily
quantifiable biomarkers could help clinicians deal with
diagnostic process in complex cases by identifying vulnerable
subjects and those responsive to treatment.

AUTHOR CONTRIBUTIONS

All the authors contributed to the conceptualization and the
drafting of the paper and they critically reviewed the manuscript.

Frontiers in Psychiatry | www.frontiersin.org

June 2020 | Volume 11 | Article 579


https://www.frontiersin.org/journals/psychiatry
http://www.frontiersin.org/
https://www.frontiersin.org/journals/psychiatry#articles

Mirkovic et al.

Epigenetics and ADHD: New Perspectives?

REFERENCES

1.

2.

10.

11.

12.

13.

14.

15.

16.

17.

18.

Faraone SV. Attention deficit hyperactivity disorder and premature death.
Lancet (2015) 385:2132-3. doi: 10.1016/S0140-6736(14)61822-5

Cohen D. Probabilistic epigenesis: an alternative causal model for conduct
disorders in children and adolescents. Neurosci Biobehav Rev (2010) 34:119-
29. doi: 10.1016/j.neubiorev.2009.07.011

. Franke B, Faraone SV, Asherson P, Buitelaar ], Bau CHD, Ramos-Quiroga JA,

et al. The genetics of attention deficit/hyperactivity disorder in adults, a
review. Mol Psychiatry (2012) 17:960-87. doi: 10.1038/mp.2011.138

. Jablonka E, Lamb MJ. Précis of: evolution in four dimensions. Behav Brain Sci

(2007) 30:353-65. doi: 10.1017/S0140525X07002221

. Cohen D. The developmental being: Modeling a probabilistic approach to

Child Development and Psychopathology. In: Garralda E, Raynaud JP,
editors. “Brain, Mind, and developmental psychopathology in childhood”.
Plymouth: Jason Aronson (2012).

. Bird A. Perceptions of epigenetics. Nature (2007) 447:396-8. doi: 10.1038/

nature05913

. Cavalli G, Heard E. Advances in epigenetics link genetics to the environment

and disease. Nature (2019) 571:489-99. doi: 10.1038/s41586-019-1411-0

. Lepack AE, Werner CT, Stewart AF, Fulton SL, Zhong P, Farrelly LA, et al.

Dopaminylation of histone H3 in ventral tegmental area regulates cocaine
seeking. Science (2020) 368:197-201. doi: 10.1126/science.aaw8806

. Houtepen LC, Hardy R, Maddock J, Kuh D, Anderson EL, Relton CL, et al.

Childhood adversity and DNA methylation in two population-based cohorts.
Transl Psychiatry (2018) 8:266. doi: 10.1038/s41398-018-0307-3

Thapar A, Cooper M, Eyre O, Langley K. What have we learnt about the
causes of ADHD? J Child Psychol Psychiatry (2013) 54:3-16. doi: 10.1111/
j.1469-7610.2012.02611.x

Kioumourtzoglou M-A, Coull BA, O'Reilly EJ, Ascherio A, Weisskopf MG.
Association of Exposure to Diethylstilbestrol During Pregnancy With
Multigenerational Neurodevelopmental Deficits. JAMA Pediatr (2018)
172:670-7. doi: 10.1001/jamapediatrics.2018.0727

Keil KP, Lein P]. DNA methylation: a mechanism linking environmental
chemical exposures to risk of autism spectrum disorders? Environ Epigenet
(2016) 2:1-15. doi: 10.1093/eep/dvv012

Ma B, Wilker EH, Willis-Owen SAG, Byun H-M, Wong KCC, Motta V, et al.
Predicting DNA methylation level across human tissues. Nucleic Acids Res
(2014) 42:3515-28. doi: 10.1093/nar/gkt1380

Nigg JT. Where Do Epigenetics and Developmental Origins Take the Field of
Developmental Psychopathology? ] Abnorm Child Psychol (2016) 44:405-19.
doi: 10.1007/s10802-015-0121-9

Schuch V, Utsumi DA, Costa TVMM. Kulikowski LD and Muszkat M.
Attention deficit hyperactivity disorder in the light of the epigenetic
paradigm. Front Psychiatry (2015) 6:126. doi: 10.3389/fpsyt.2015.
00126

Wilmot B, Fry R, Smeester L, Musser ED, Mill ], Nigg JT. Methylomic
analysis of salivary DNA in childhood ADHD identifies altered DNA
methylation in VIPR2. J Child Psychol Psychiatry (2016) 57:152-60.
doi: 10.1111/jcpp.12457

Chen Y-C, Sudre G, Sharp W, Donovan F, Chandrasekharappa SC, Hansen N,
et al. Neuroanatomic, epigenetic and genetic differences in monozygotic twins
discordant for attention deficit hyperactivity disorder. Mol Psychiatry (2018)
23:683-90. doi: 10.1038/mp.2017.45

Peter CJ, Fischer LK, Kundakovic M, Garg P, Jakovcevski M, Dincer A, et al.
DNA Methylation Signatures of Early Childhood Malnutrition Associated
With Impairments in Attention and Cognition. Biol Psychiatry (2016) 80:765-
74. doi: 10.1016/j.biopsych.2016.03.2100

19.

20.

21.

22.

23.

24.

25.

26.

27.

28.

29.

30.

31.

Walton E, Pingault J-B, Cecil CAM, Gaunt TR, Relton CL, Mill J, et al.
Epigenetic profiling of ADHD symptoms trajectories: a prospective,
methylome-wide study. Mol Psychiatry (2017) 22:250-6. doi: 10.1038/
mp.2016.85

Demontis D, Walters RK, Martin J, Mattheisen M, Als TD, Agerbo E, et al.
Discovery of the first genome-wide significant risk loci for attention deficit/
hyperactivity disorder. Nat Genet (2019) 51:63-75. doi: 10.1038/s41588-018-
0269-7

van Dongen ], Zilhao NR, Sugden K, Hannon EJ, Mill J, Caspi A, et al.
Epigenome-wide Association Study of Attention-Deficit/Hyperactivity
Disorder Symptoms in Adults. Biol Psychiatry (2019) 86:599-607.
doi: 10.1016/j.biopsych.2019.02.016

Mooney MA, Ryabinin P, Wilmot B, Bhatt P, Mill J, Nigg JT. Large
epigenome-wide association study of childhood ADHD identifies peripheral
DNA methylation associated with disease and polygenic risk burden. Transl
Psychiatry (2020) 10:8. doi: 10.1038/s41398-020-0710-4

Pineda-Cirera L, Shivalikanjli A, Cabana-Dominguez J, Demontis D,
Rajagopal VM, Borglum AD, et al. Exploring genetic variation that
influences brain methylation in attention-deficit/hyperactivity disorder.
Transl Psychiatry (2019) 9:242. doi: 10.1038/s41398-019-0574-7

Zhang H-P, Liu X-L, Chen J-J, Cheng K, Bai S-J, Zheng P, et al. Circulating
microRNA 134 sheds light on the diagnosis of major depressive disorder.
Transl Psychiatry (2020) 10:95. doi: 10.1038/s41398-020-0773-2

Towler BP, Jones CI, Newbury SF. Mechanisms of regulation of mature
miRNAs. Biochem Soc Trans (2015) 43:1208-14. doi: 10.1042/BST20150157
Garcia-Martinez I, Sanchez-Mora C, Pagerols M, Richarte V, Corrales M,
Fadeuilhe C, et al. Preliminary evidence for association of genetic variants in
pri-miR-34b/c and abnormal miR-34c expression with attention deficit and
hyperactivity disorder. Transl Psychiatry (2016) 6:e879. doi: 10.1038/
tp.2016.151

Kandemir H, Erdal ME, Selek S, Ay OI, Karababa IF, Kandemir SB, et al.
Evaluation of several micro RNA (miRNA) levels in children and adolescents
with attention deficit hyperactivity disorder. Neurosci Lett (2014) 580:158-62.
doi: 10.1016/j.neulet.2014.07.060

Wang L-J, Li S-C, Lee M-J, Chou M-C, Chou W-], Lee S-Y, et al. Blood-
Bourne MicroRNA Biomarker Evaluation in Attention-Deficit/Hyperactivity
Disorder of Han Chinese Individuals: An Exploratory Study. Front Psychiatry
(2018) 9:227. doi: 10.3389/fpsyt.2018.00227

Wu LH, Peng M, Yu M, Zhao QL, Li C, Jin YT, et al. Circulating MicroRNA
Let-7d in attention-deficit/hyperactivity disorder. NeuroMol Med (2015) 17
(2):137-46. doi: 10.1007/s12017-015-8345-y

Fuso A, Raia T, Orticello M, Lucarelli M. The complex interplay between
DNA methylation and miRNAs in gene expression regulation. Biochimie
(2020) 13:50300-9084(20)30034-1. doi: 10.1016/j.biochi.2020.02.006.

Kim Y, Xia K, Tao R, Giusti-Rodriguez P, Vladimirov V, van den Oord E, et al.
A meta- analysis of gene expression quantitative trait loci in brain. Transl
Psychiatry (2014) 4:e459. doi: 10.1038/tp.2014.96

Conflict of Interest: The authors declare that the research was conducted in the

absence of any commercial or financial relationships that could be construed as a
potential conflict of interest.

Copyright © 2020 Mirkovic, Chagraoui, Gerardin and Cohen. This is an open-access
article distributed under the terms of the Creative Commons Attribution License
(CC BY). The use, distribution or reproduction in other forums is permitted, provided
the original author(s) and the copyright owner(s) are credited and that the original
publication in this journal is cited, in accordance with accepted academic practice. No
use, distribution or reproduction is permitted which does not comply with these terms.

Frontiers in Psychiatry | www.frontiersin.org

June 2020 | Volume 11 | Article 579


https://doi.org/10.1016/S0140-6736(14)61822-5
https://doi.org/10.1016/j.neubiorev.2009.07.011
https://doi.org/10.1038/mp.2011.138
https://doi.org/10.1017/S0140525X07002221
https://doi.org/10.1038/nature05913
https://doi.org/10.1038/nature05913
https://doi.org/10.1038/s41586-019-1411-0
https://doi.org/10.1126/science.aaw8806
https://doi.org/10.1038/s41398-018-0307-3
https://doi.org/10.1111/j.1469-7610.2012.02611.x
https://doi.org/10.1111/j.1469-7610.2012.02611.x
https://doi.org/10.1001/jamapediatrics.2018.0727
https://doi.org/10.1093/eep/dvv012
https://doi.org/10.1093/nar/gkt1380
https://doi.org/10.1007/s10802-015-0121-9
https://doi.org/10.3389/fpsyt.2015.00126
https://doi.org/10.3389/fpsyt.2015.00126
https://doi.org/10.1111/jcpp.12457
https://doi.org/10.1038/mp.2017.45
https://doi.org/10.1016/j.biopsych.2016.03.2100
https://doi.org/10.1038/mp.2016.85
https://doi.org/10.1038/mp.2016.85
https://doi.org/10.1038/s41588-018-0269-7
https://doi.org/10.1038/s41588-018-0269-7
https://doi.org/10.1016/j.biopsych.2019.02.016
https://doi.org/10.1038/s41398-020-0710-4
https://doi.org/10.1038/s41398-019-0574-7
https://doi.org/10.1038/s41398-020-0773-2
https://doi.org/10.1042/BST20150157
https://doi.org/10.1038/tp.2016.151
https://doi.org/10.1038/tp.2016.151
https://doi.org/10.1016/j.neulet.2014.07.060
https://doi.org/10.3389/fpsyt.2018.00227
https://doi.org/10.1007/s12017-015-8345-y
https://doi.org/10.1016/j.biochi.2020.02.006. 
https://doi.org/10.1038/tp.2014.96
https://www.frontiersin.org/journals/psychiatry
http://www.frontiersin.org/
https://www.frontiersin.org/journals/psychiatry#articles

	Epigenetics and Attention-Deficit/Hyperactivity Disorder: New Perspectives?
	Introduction 
	What Is Epigenetics?
	How Important Is the Environment in ADHD?
	DNA Methylation Changes in ADHD
	MicroRNAs in ADHD

	Concluding Remarks
	Author Contributions
	References



<<
  /ASCII85EncodePages false
  /AllowTransparency false
  /AutoPositionEPSFiles true
  /AutoRotatePages /PageByPage
  /Binding /Left
  /CalGrayProfile (Dot Gain 20%)
  /CalRGBProfile (sRGB IEC61966-2.1)
  /CalCMYKProfile (U.S. Web Coated \050SWOP\051 v2)
  /sRGBProfile (sRGB IEC61966-2.1)
  /CannotEmbedFontPolicy /Warning
  /CompatibilityLevel 1.4
  /CompressObjects /Tags
  /CompressPages false
  /ConvertImagesToIndexed true
  /PassThroughJPEGImages true
  /CreateJDFFile false
  /CreateJobTicket false
  /DefaultRenderingIntent /Default
  /DetectBlends true
  /DetectCurves 0.0000
  /ColorConversionStrategy /LeaveColorUnchanged
  /DoThumbnails false
  /EmbedAllFonts true
  /EmbedOpenType false
  /ParseICCProfilesInComments true
  /EmbedJobOptions true
  /DSCReportingLevel 0
  /EmitDSCWarnings false
  /EndPage -1
  /ImageMemory 1048576
  /LockDistillerParams false
  /MaxSubsetPct 1
  /Optimize true
  /OPM 1
  /ParseDSCComments true
  /ParseDSCCommentsForDocInfo true
  /PreserveCopyPage true
  /PreserveDICMYKValues true
  /PreserveEPSInfo true
  /PreserveFlatness false
  /PreserveHalftoneInfo false
  /PreserveOPIComments true
  /PreserveOverprintSettings true
  /StartPage 1
  /SubsetFonts true
  /TransferFunctionInfo /Apply
  /UCRandBGInfo /Preserve
  /UsePrologue false
  /ColorSettingsFile ()
  /AlwaysEmbed [ true
  ]
  /NeverEmbed [ true
  ]
  /AntiAliasColorImages false
  /CropColorImages false
  /ColorImageMinResolution 300
  /ColorImageMinResolutionPolicy /OK
  /DownsampleColorImages true
  /ColorImageDownsampleType /Bicubic
  /ColorImageResolution 300
  /ColorImageDepth -1
  /ColorImageMinDownsampleDepth 1
  /ColorImageDownsampleThreshold 1.50000
  /EncodeColorImages true
  /ColorImageFilter /DCTEncode
  /AutoFilterColorImages true
  /ColorImageAutoFilterStrategy /JPEG
  /ColorACSImageDict <<
    /QFactor 0.40
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /ColorImageDict <<
    /QFactor 0.15
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /JPEG2000ColorACSImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /JPEG2000ColorImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /AntiAliasGrayImages false
  /CropGrayImages false
  /GrayImageMinResolution 300
  /GrayImageMinResolutionPolicy /OK
  /DownsampleGrayImages true
  /GrayImageDownsampleType /Bicubic
  /GrayImageResolution 300
  /GrayImageDepth -1
  /GrayImageMinDownsampleDepth 2
  /GrayImageDownsampleThreshold 1.50000
  /EncodeGrayImages true
  /GrayImageFilter /DCTEncode
  /AutoFilterGrayImages true
  /GrayImageAutoFilterStrategy /JPEG
  /GrayACSImageDict <<
    /QFactor 0.40
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /GrayImageDict <<
    /QFactor 0.15
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /JPEG2000GrayACSImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /JPEG2000GrayImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /AntiAliasMonoImages false
  /CropMonoImages false
  /MonoImageMinResolution 1200
  /MonoImageMinResolutionPolicy /OK
  /DownsampleMonoImages true
  /MonoImageDownsampleType /Bicubic
  /MonoImageResolution 1200
  /MonoImageDepth -1
  /MonoImageDownsampleThreshold 1.50000
  /EncodeMonoImages true
  /MonoImageFilter /CCITTFaxEncode
  /MonoImageDict <<
    /K -1
  >>
  /AllowPSXObjects false
  /CheckCompliance [
    /None
  ]
  /PDFX1aCheck false
  /PDFX3Check false
  /PDFXCompliantPDFOnly false
  /PDFXNoTrimBoxError true
  /PDFXTrimBoxToMediaBoxOffset [
    0.00000
    0.00000
    0.00000
    0.00000
  ]
  /PDFXSetBleedBoxToMediaBox true
  /PDFXBleedBoxToTrimBoxOffset [
    0.00000
    0.00000
    0.00000
    0.00000
  ]
  /PDFXOutputIntentProfile ()
  /PDFXOutputConditionIdentifier ()
  /PDFXOutputCondition ()
  /PDFXRegistryName ()
  /PDFXTrapped /False

  /Description <<
    /ENU (T&F settings for black and white printer PDFs 20081208)
  >>
  /ExportLayers /ExportVisibleLayers
  /Namespace [
    (Adobe)
    (Common)
    (1.0)
  ]
  /OtherNamespaces [
    <<
      /AsReaderSpreads false
      /CropImagesToFrames true
      /ErrorControl /WarnAndContinue
      /FlattenerIgnoreSpreadOverrides false
      /IncludeGuidesGrids false
      /IncludeNonPrinting false
      /IncludeSlug false
      /Namespace [
        (Adobe)
        (InDesign)
        (4.0)
      ]
      /OmitPlacedBitmaps false
      /OmitPlacedEPS false
      /OmitPlacedPDF false
      /SimulateOverprint /Legacy
    >>
    <<
      /AddBleedMarks false
      /AddColorBars false
      /AddCropMarks false
      /AddPageInfo false
      /AddRegMarks false
      /BleedOffset [
        0
        0
        0
        0
      ]
      /ConvertColors /NoConversion
      /DestinationProfileName ()
      /DestinationProfileSelector /DocumentCMYK
      /Downsample16BitImages true
      /FlattenerPreset <<
        /ClipComplexRegions true
        /ConvertStrokesToOutlines false
        /ConvertTextToOutlines false
        /GradientResolution 300
        /LineArtTextResolution 1200
        /PresetName ([High Resolution])
        /PresetSelector /HighResolution
        /RasterVectorBalance 1
      >>
      /FormElements false
      /GenerateStructure true
      /IncludeBookmarks true
      /IncludeHyperlinks true
      /IncludeInteractive false
      /IncludeLayers false
      /IncludeProfiles false
      /MarksOffset 6
      /MarksWeight 0.250000
      /MultimediaHandling /UseObjectSettings
      /Namespace [
        (Adobe)
        (CreativeSuite)
        (2.0)
      ]
      /PDFXOutputIntentProfileSelector /DocumentCMYK
      /PageMarksFile /RomanDefault
      /PreserveEditing true
      /UntaggedCMYKHandling /LeaveUntagged
      /UntaggedRGBHandling /UseDocumentProfile
      /UseDocumentBleed false
    >>
    <<
      /AllowImageBreaks true
      /AllowTableBreaks true
      /ExpandPage false
      /HonorBaseURL true
      /HonorRolloverEffect false
      /IgnoreHTMLPageBreaks false
      /IncludeHeaderFooter false
      /MarginOffset [
        0
        0
        0
        0
      ]
      /MetadataAuthor ()
      /MetadataKeywords ()
      /MetadataSubject ()
      /MetadataTitle ()
      /MetricPageSize [
        0
        0
      ]
      /MetricUnit /inch
      /MobileCompatible 0
      /Namespace [
        (Adobe)
        (GoLive)
        (8.0)
      ]
      /OpenZoomToHTMLFontSize false
      /PageOrientation /Portrait
      /RemoveBackground false
      /ShrinkContent true
      /TreatColorsAs /MainMonitorColors
      /UseEmbeddedProfiles false
      /UseHTMLTitleAsMetadata true
    >>
  ]
>> setdistillerparams
<<
  /HWResolution [2400 2400]
  /PageSize [612.000 792.000]
>> setpagedevice


