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Abstract: Autism Spectrum Disorder (ASD) comprises a heterogeneous group of neurodevelop-
mental disorders with a strong heritable genetic component. At present, ASD is diagnosed solely
by behavioral criteria. Advances in genomic analysis have contributed to numerous candidate
genes for the risk of ASD, where rare mutations and s common variants contribute to its suscepti-
bility. Moreover, studies show rare de novo variants, copy number variation and single nucleotide
polymorphisms (SNPs) also impact neurodevelopment signaling. Exploration of rare and common
variants involved in common dysregulated pathways can provide new diagnostic and therapeutic
strategies for ASD. Contributions of current innovative molecular strategies to understand etiology
of ASD will be explored which are focused on whole exome sequencing (WES), whole genome
sequencing (WGS), microRNA, long non-coding RNAs and CRISPR/Cas9 models. Some promising
areas of pharmacogenomic and endophenotype directed therapies as novel personalized treatment
and prevention will be discussed.

Keywords: autism spectrum disorder (ASD); genetic; copy number variation (CNV); epigenetic;
knockout models; endophenotypes; pharmacogenomics; biomarker

1. Introduction

Autism spectrum disorder (ASD) is a group of complex neurodevelopment disorders
involving behavioral difficulties and developmental delays that effect social communication
and interactions [1]. Over 78 years back, Leo Kanner [2] described clinically the syndrome of
early infantile autism in children aged two to eight years. Todate, the genetic heterogeneity
of this syndrome has eluded researchers and clinicians to pinpoint the underlying genetic
causes of impaired social interactions, restricted communications skills, and unusual
repetitive behaviors. According to the Center for Disease Control (www.cdc.gov/ncbddd/
autism/data.html, accessed on 2 July 2021), currently, the prevalence of ASD is 1 in
54 children and is more common among boys. Autism is a heterogeneous disorder with
a high heritability [3,4]. A meta-analysis of twin studies on ASD show high heritability
for monozygotic twins (MZ), with estimates ranging between 64–91% [5]. This study also
suggests that the ASD is due to strong genetic component [5]. Autism etiology has many
key players, including common genetic variants, inherited gene-disruptive mutations and
rare variants of large effect outside of the coding region [6–8]. A number of pathways
dysregulated in ASD, involve chromatin remodeling, RNA transcription and splicing,
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synaptic function, ion-channels, MAPK and calicium signaling [9–12]. This review will
provide current information on innovative technologies like WES, WGS, non-coding RNAs,
ASD models, pharmacogenomics and endophenotypes in ASD.

1.1. Diagnosis and Epidemiology

ASD is diagnosed by clinicians based on revised criteria of the Diagnostic and Statisti-
cal Manual of Mental Disorders V (DSM-V, 2013, ADA) [1]. ASD symptoms are noticeable
from early childhood and are associated with neural dysfunctions leading to ASD develop-
ment. ASD is more common in boys [13] and epidemiologic investigations have established
advanced parental age and preterm birth as ASD risk factors [14]. The de novo structural
mutations occur at a higher rate in ASD affected individuals as parental age increases [15].
At present, ASD is the most common serious developmental disorder in the USA and the
world [13]. The economic impact of ASD is staggering and with increasing prevalence,
the costs could reach USD 15 trillion by 2029 [16]. The last decade has seen considerable
progress in epidemiological research and, in the near future, a better understanding of ASD
etiology is certain with the development of new novel methods.

1.2. Multifactorial Inheritance

The occurrence risk pattern of ASD fits multi-factorial traits [17], as it is highly herita-
ble, with contributions from structural variants, common variants, rare inherited alleles
and de novo variants [6,9,18,19]. Moreover, other contributors to ASD are chromosomal
abnormalities, insertions, deletions, substitutions, and single nucleotide variation (SNV),
along with germline, somatic, de novo mutations [7,20,21]. CNVs, such as common and
rare, basically points to regions in genome with high and low frequencies of CNV respec-
tively. A large homogeneous Swedish epidemiological sample [6] showed that 14% of
affected subjects carry de novo copy number variants (dnCNV) and loss-of-function (LoF)
mutations, which account for 2.6% autism liability. These observations suggest that in
Sweden, about 60% of genetic variation account for the risk for autism [6]. Another large
Swedish cohort study showed that for an individual, the risk of autism is increased 10 fold,
if a full sibling has the diagnosis [22].

ASD is also strongly linked with other monogenic mendellian genetic diseases [for
example, Fragile X Syndrome (FMR1), Tuberous Sclerosis (TSC1, TSC2), and Rett Syndrome
(MECP2)] [23] and account for approximately 3–10% of cases [24]. Mendelian diseases
can arise due to genomic rearrangements (e.g., CNV) and produce complex traits such as
behaviors, or represent benign polymorphic changes [21] through diverse mechanisms
such as gene dosage, gene interruption, generation of a fusion gene, position effects, etc.

2. Genetics Studies

Twin and family studies point to genetic basis of ASD susceptibility and is a highly het-
erogeneous genetic disorder. There are over 100 ASD candidate genes, and Supplementary
Table S1 shows some 58 genes which are involved in transcription, DNA binding, cell
growth, post-synaptic density, NMDA glutamate receptor clustering and neuroprotection
(Supplementary Table S2). Currently, there are no biomarkers at the cellular and molecular
level for diagnostic and therapeutic interventions of ASD. ASD is characterized by rare
de novo and inherited CNVs which target protein coding genes involved in neuronal
development [25]. From a recent Swedish study, it was ascertained that genetic variation
accounts for roughly 60% of the variation in risk for autism [6], and rare variants explain
a smaller fraction of total heritability compared to common variants [6]. To date, most
early published studies, have focused on single-nucleotide polymorphism (SNP) using
microarray analysis. Microarrays have their weaknesses which include probe design, high
cost and low accuracy, and they only evaluate the identified SNPs in the genome.
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2.1. Candidate Genes and Linkage Studies

ASD candidate genes play a pivotal role in brain development, as they are involved
with key brain structures, neurotransmitters, or neuromodulators [26]. But many of the
candidate gene and linkage investigations are fraught with small sample size contributing
to low statistical power and fail to replicate findings. A number of studies have reviewed
the linkage and candidate gene studies [12,27,28]. Candidate genes which have been the
focus of ASD are: CACNAIC, GABAA receptor subunit, FOXP2, HOXA1, HOXB1, HTR2A,
MTHFR, RELN, RAY1/ST7, IMMP2L, SLC6A4, OXTR, UBE3A and WNT-2 [26–31]. More
recently, a role for de novo deleterious NCKAP1 variants was reported in neurodevel-
opmental delay/autism, as variants can affect the neuronal migration in early cortical
development [32]. POU3F2, was identified as ASD risk gene, and it is a key transcription
factor involved in neuronal differentiation, whose downstream target genes are strongly
enriched for known ASD genes and mutations [33].

A autism study identified significant linkage on chromosomes 6q27 (LOD = 2.94)
and 20p13 (LOD = 3.81) [34]. To replicate these results, genotyping showed significant
association with autism for a SNP on chromosome 5p15 (between SEMA5A and TAS2R1)
and SEMA5A showed decreased expression in autism brain tissue [34]. Linkage analy-
sis using 335 markers on 152 families support the evidence for a quantitative trait loci
(QTL) for language on chromosome 7q35 [35]. Further, a genome wide linkage screen
on 158 multiplex autism families gave evidence of linkage to chromosomes 17p11.2 and
19p13 [36].

Candidate and linkage studies show the low throughput nature of these analyses, but
also point to the fact that small sample sizes are not enough to understand the complex
nature of ASD genetics.

2.2. Chromosomal Loci and CNV

To date, more than 50 deletion and duplication syndromes associated with an autism
phenotype have been described and sex chromosomal aneuploidies have the highest
association with autism [37]. Genetic abnormalities of the chromosome 15q11-q13 region
are an important cause for ASD, which account for approximately 1% of cases [38]. ASD
susceptibility genes have been localized to various chromosomes, especially 2q, 5p, 7q,
15q, 17q and on chromosome X [16,28,39–41]. Structural variation of chromosomes which
comprises CNVs including deletion and duplication, translocation, and inversion have a
substantial role in ASD [42,43]. Moreover, ASD show association with CNVs that implicate
the postsynaptic genes including SHANK3, NLGN4, and NRXN1 and protocadherin family
member PCDH9 important in signaling at neuronal synaptic junctions. This study identified
two ASD risk loci 15q24 and 16p11.2, which overlap with mental retardation sites [42].
A study on European ancestry samples found numerous de novo and inherited events,
sometimes in combination within a given family. This implicates many novel ASD genes
including SHANK2, SYNGAP1, DLGAP2 and the X-linked DDX53-PTCHD1 locus [44]
and the enrichment analysis of CNVs showed involvement in cellular proliferation, and
GTPase/Ras signaling.

Analysis of dnCNVs from the Simons Simplex Collection (SSC) show 71 ASD risk
loci, including 6 CNV regions (1q21.1, 3q29, 7q11.23, 16p11.2, 15q11.2-13, and 22q11.2) and
65 risk genes [(FDR≤ 0.1) [including NRXN1 and SHANK3]] [43]. Recently, a meta-analysis
of CNVs from the ‘CNV’ module of Simons Foundation Autism Research Initiative (SFARI)
database, identified 105 “prominent CNV regions” specific to ASD, encompassing 537 genes
across 56 loci in 20 chromosomes [45]. Rare CNV regions in loci 4p16.3 and 9q34.3 showed
the highest cumulative scores and genes within these two CNV loci exhibited the highest
neuro-functional networks [45]. A similar analysis from AutDB database reports on eleven
genomic loci, along eight chromosomes and covering 166 genes [46]. This study finds the
highest CNV burden in ASD subjects on human chromosome 16p11.2 with 27 duplications
and 36 deletions. A recent study looked at 6 candidate genes related to ASD, viz. MTHFR
C677T, SLC25A12, OXTR, RELN, 5-HTTLPR, SHANK [47] and found MTHFR C667T variant
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to be a risk factor for the occurrence of ASD. A meta-analysis for MTHFR C677T confirmed
it as a susceptibility factor for ASD [48].

In conclusion, CNVs represents alterations of the normal number of gene copies and
include deletions, insertions, duplications and complex multi-site variants. The above
reviewed studies [42,43,45–48] show CNVs play an important role in ASD patients and
have three to five times more dnCNVs than other family members [42,44].

2.3. Genome-Wide Association Studies (GWASs)

Genome-wide association studies (GWAS) have identified potential contributions
of common variants of small effect to pathogenesis of ASD [34,49]. GWAS study on
an European ancestry cohort of 780 families showed chromosome locus 5p14.1 reached
genome wide significance for ASD [50]. Six sSNPs on chromosome 5p14.1 gave strong
signals between genes cadherin 10 (CDH10) and cadherin 9 (CDH9), and with the most
significant SNP being rs4307059 [50]. A larger GWAS study on European case-control
samples [51] looked at previously reported candidate genes SEMA5A (rs10513025) [39],
MACROD2 (rs4141463) [40,52] and MSNP1 (rs4307059) [50,53] and were unable to replicate
these GWAS signals.

A genome-wide significant (GWS) risk loci was detected at 10q24.32 and was associ-
ated with social skills [54] and this chromosomal location overlaps with several genes such
as PITX3 which encodes a transcription factor for neuronal differentiation and CUEDC2 in-
volved in the ubiquitination-proteasomal degradation pathway [54]. This study also found
association of ASD with several neurodevelopmental-related genes including EXT1, ASTN2,
ANO4, MACROD2, and HDAC4. More recently, a unique Danish population resource
under iPSYCH project [55], detected five genome-wide significant loci. The study identi-
fied 5 index SNPs: rs910805 (Chr 20); rs10099100 (Chr 8); rs201910565 (Chr 1); rs71190156
(Chr 20) and rs111931861 (Chr 7). Notably, a number of genes located in the identified loci
have previously been linked to ASD risk in studies of de novo and rare variants including
PTBP2, CADPS, and KMT2E. Moreover, the identified ASD-candidates in this study showed
the highest expression during fetal corticogenesis [55]. Gene-based association analysis on
primary ASD meta-analysis using MAGMA identified the top associated genes KIZ and
XRN2 (Chr 20), MFHAS1, XKR6, MSRA, and SOX7 (Chr 8). The other associated genes
were KCNN2, KANSL1, MACROD2, WNT3, MAPT, CRHR1, NTM, MMP12, and BLK [55].
Summary statistics from this meta-analysis [55] employed PASCAL scoring algorithm
with linkage disequilibrium (LD) information retrieved from 1000 Genomes European
panel [56], identified the following loci associated with ASD: XRN2, NKX2-4, PLK1S1,
KCNN2, NKX2-2, CRHR1-IT1, C8orf74 and LOC644172. Both the analysis by MAGMA and
PASCAL showed common loci to be XRN2, KIZ, and KCNN2 [55,56]. PASCAL maybe
used as a complementary gene-based analysis (GBA) approach as it discovered additional
ASD-associated genes.

GWAS approaches [34,40,54–57], have identified susceptible genes, but innate genetic
heterogeneity of ASD has provided a limited success in this application to pinpoint the
important variants for diagnostic and therapeutic guidance.

2.4. Whole Exome and Genome Sequencing

Recent advances in the development of next-generation sequencing (NGS) technolo-
gies provide researchers with unprecedented possibilities for genetic analyses to unravel
genetic causes of autism. Pathways of transcriptional regulation and chromatin remodeling
are affected by causative mutations in neurodevelopmental disorders (e.g., intellectual dis-
ability and autism) [58], and the following landmark approaches are helping to understand
the complex nature of ASD.

2.4.1. Whole Exome Sequencing

Whole Exome Sequencing (WES) is an approach to selectively sequence the coding
regions (exons) of a genome to uncover rare or common variants associated with a disorder
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or phenotype [59], as more than 98% of the human genome does not encode protein
sequences [60]. WES can help to detect mutations and de novo variants in ASD affected and
unaffected individuals. Review of WES studies in ASD, showed involvement of mutations
(frameshift, deletion, indel, missense, synonymous, nonsense, splice ste, 3′UTR) in over
100 genes in ASD [61]. By studying a cohort of consanguineous and/or multiplex families
with ASD, Yu and co-workers [62] found familial ASD associated with biallelic mutations
in disease genes (AMT, PEX7, SYNE1, VPS13B, PAH, POMGNT1). Genes implicated here
also include ones known to regulate or be regulated by synaptic activity (e.g., MECP2,
SYNE1). A population-based approach on 933 ASD cases and 869 controls [63], showed
that rare autosomal and X chromosome complete gene knockouts are important inherited
risk factors for ASD. There was a 2-fold increase in complete knockouts of autosomal genes
with low rates of loss of function (LoF) variation (≤5% frequency) in cases and this study
observed a significant 1.5-fold increase in rare hemizygous knockouts in males [63].

WES analysis of the Simons Simplex Collection (with 2508 affected children, 1911 un-
affected siblings and parents of each family) identified new de novo likely gene-disrupting
(LGD) mutations involved in this heterogeneous disorder [19]. This study identified
353 candidate LGD gene targets, and 27 genes recurrently hit by LGD events, which gave
credibility to the other studies showing a very complex genetic architecture of ASD. The
largest whole exome sequencing study (n = 35,584 total samples, 11,986 with ASD) iden-
tified 102 risk genes [64], and most were expressed and enriched early in excitatory and
inhibitory neuronal lineages. Of the 102 ASD genes, 60 were not discovered by previous
exome sequencing efforts and 30 are considered as “truly novel”, as they have not been
implicated in autosomal dominant neurodevelopmental disorders. This study observed
a 2-fold enrichment of de novo protein-truncating variants (PTVs) in highly constrained
genes in affected females vs. affected males [64]. The result of PTVs in females give cre-
dence to female protective model for ASD development. and implies risk variation has
larger effects in males than in females. The other salient finding from the results was that
among the five GWAS-significant ASD hits [55], KMT2E is implicated by both GWAS and
the list of 102 FDR ≤ 0.1 genes [64].

To identify genes with private gene disrupting and missense variants of interest
(VOI), Patowary and colleagues [65] looked at 26 families with affected first cousins
from the NIMH repository (https://www.nimhgenetics.org/, accessed on 1 August 2021).
The genes carrying VOIs were enriched for biological processes related to cell projection
organization and neuron development. Missense variants in one gene, CEP41, associated
significantly with ASD [65] and overexpression of CEP41 pathogenic alleles in zebrafish
model, showed that variants in embryos induces axonal defects and also affects cranial
neural crest (CNC) cell migration and exhibited deficits in social behavior. More recently,
Kim and co-workers [66] performed WES on 51 Korean families (n = 151 individuals)
to identify putative causal variants of ASD and identified 36 de novo variants, which
were confirmed by Sanger sequencing (27 missense, two silent, one nonsense, one splice
region, one splice site, one 5′ UTR, one intronic SNVs, and two frameshift deletions). A
retrospective study on 343 ASD patients using different genetic approaches of FMR1 testing,
chromosomal microarray (CMA) and/or WES, recommend WES as the first-tier approach
in the diagnosis of ASD patients [67].

WES studies have extended our in-depth knowledge on the rare de novo SNVs and
CNVs impacting protein coding genes leading to dysregulation of signaling pathways
controlling nervous system development, neuronal activity, synaptic homeostasis, immune
response, chromatin modification, transcription and translation [9–12].

2.4.2. Whole Genome Sequencing (WGS)

Whole Genome Sequencing (WGS), on the other hand, examines the whole genome for
SNVs, indels, SV and CNVs in coding and non-coding regions. Non-coding regions cover
almost 98% of the human genome [60] and this approach can provide detailed information
on cellular and molecular pathways dysregulated in ASD.

https://www.nimhgenetics.org/
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To understand the genetic etiology of ASD, Turner and colleagues [68], analyzed
the pattern of de novo mutations (DNMs) in 516 autism families (2064 individuals) to
investigate the combined effect of genetic and noncoding mutations underlying autism.
In their analysis, probands carry more gene-disruptive CNVs and SNVs resulting in
severe missense mutations and mapping to predicted fetal brain promoters and embryonic
stem cell enhancers. This study observed a twofold enrichment of missense variants and
included autism risk genes PTPN11, CACNA1G, TRIP12, PTK7, SUPT16H and SCN3A
indicating the importance of particularly severe de novo missense mutations. Moreover,
the well-established increase in de novo substitutions with paternal age was observed
with strong correlation between the number of de novo SNVs and indels and increase in
paternal age; and also for noncoding de novo SNVs and indels [68].

An analysis of whole-genome sequences on 5205 individuals, identified 18 new can-
didate genes for autism [69], including MED13 and PHF3. Many of the ASD-risk genes
identified were enriched in synaptic transmission, transcriptional regulation and RNA
processing functions. Moreover, in 11.2% of ASD cases, a molecular basis could be deter-
mined and 7.2% of these carried CNV/chromosomal abnormalities [69] highlighting the
importance of detecting all forms of genetic variation in ASD for diagnostic and therapeu-
tic interventions. Werling and co-workers [70] observed a median of 64 de novo single
nucleotide variants (SNVs) and 5 de novo indels per child across autosomes.No significant
enrichments were observed for either de novo or rare inherited structural variants (SVs),
though this study detected 171 de novo SVs [70]. Five predicted high-impact variants as de
novo were detected in WGS data on 119 individuals [71] along with two novel de novo
variants in the ASD gene SCN2A.

The emerging technologies such as WES and WGS can provide in-depth informa-
tion on individuals genome and lead to detection of new ASD genes, including potential
diagnostic and therapeutic targets for personalized therapies. Supplementary Table S1
shows some of the candidate risk genes from all the above-mentioned approaches. The
Database for Annotation, Visualization and Integrated Discovery (DAVID v6.8; https:
//david.ncifcrf.gov/, accessed on 2 August 2021) [72] was used to identify enriched
biological themes, particularly Gene Ontology (GO) terms associated with 58 genes
(Supplementary Table S1). Several genes (KMT2E, PHF3, KDM5B, KMT2C, CHD8, ILF2,
FOXP2, FOXP1, MED13L, MECP2, HOXA1, ADNP, HOXB1, ARID2) were annotated as
transcription regulators under biological processes (BP) category with 2.4-fold more than
expected with a p-value = 0.004. Similarly, DNA binding, a molecular functions (MF)
category, was 2.2-fold more than expected with 11 genes (MECP2, KDM5B, DEAF1, CHD8,
KMT2C, POGZ, ADNP, HOXB1, ARID2, ILF2, FOXP) and a p-value = 0.02. Also, a total of
21 genes (KMT2E, OXTR, DSCAM, NEGR1, NRXN1, PTEN, ANK2, CACNA1C, HTR2A,
SLC6A1, GRIN2B, SLC6A4, RELN, KCNMA1, KCNQ3, CEP41, ARID2, SHANK3, WNT2,
SHANK2, SCN1A) were found to be associated with nucleus cellular component (CC) with
1.9-fold (p = 0.002) (Supplementary Table S2).

3. Epigenetic Studies

Non-coding RNAs (ncRNAs) regulate gene expression at the transcriptional and
post-transcriptional level and are important to control epigenetic pathways essential for
targeting of histone modifying complexes, chromatin remodeling and DNA methylation.
This section will focus more on information on ncRNA especially microRNAs (miRs or
miRNAs) and long noncoding RNA (LncRNA), These non-coding RNAs exhibit tissue-
specific, cell-specific expression and are important in the development and functioning of
the brain.

3.1. MicroRNA Studies

miRNAs or miRs are approximately 18–25 nucleotides, noncoding transcripts that
control messenger RNA (mRNA) and protein levels by interacting with the 3′ untranslated
region (UTR) of specific mRNAs [73]. miRs can control the expression of approximately two-

https://david.ncifcrf.gov/
https://david.ncifcrf.gov/
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thirds of human mRNAs [74] and 70% of miRs are expressed in the central nervous system
(CNS), including the brain and spinal cord [75,76]. As of 2018, there are 38,589 miRNAs that
have been discovered (http://www.mirbase.org/, accessed on 17 July 2021 [77]. In addition,
several miR studies show that miRs exist in the extracellular fluids like saliva, urine, serum,
plasma [78]. These miRs could provide important potential biomarkers for prognostic and
diagnostic value; especially serum or plasma due to ease of specimen acquisition.

Over thirty publications were reviewed on miRs and ASD that were published in the
past 10–15 years; predominately in the previous 5 years. The focus was on human, not
animal or computational, miR manuscripts. Based on the author’s choice, only 15 papers
(Supplementary Table S3) [78–92] were used in this review. For example, in some cases,
only a small number of the ASD specimens showed miR differentiation in only a portion of
the human study samples. It was also difficult to ascertain whether the study specimens
were from adult and/or children in a small number of the studies.

This collection of papers examined miRs differentially expressed in post-mortem brain
tissue, lymphocyte and lymphoblastoid cells lines, saliva, serum, and whole blood. Of
these 15 manuscripts, specimens were derived from both children and adults.

As for miR technologies used in these miR biomarker discovery papers, whole genome
sequencing (WGS), miR arrays, and quantitative RT-PCR were used, and most were
validated by a secondary means to suggest a final, smaller number of differentiated miRs
expression profiles. Supplementary Table S3 represents a summary of these finding (study,
specimen, number of participants, final result for miRs, and reference). Supplementary
Figure S1 shows a heatmap of the miRNAs in ASD (up-regulated vs. down-regulated)
from brain, blood lymphocytes, WBC, mature WBC, serum and saliva.

In some cases, the same miRs were found to be expressed in different tissue sources, as
well as similar expression patterns were observed (up or down regulation). A few examples
of this are the miR-146a, miR-664-3p, miR-151a-3p, and miR-27a-3p (Supplementary Table S3
and Supplementary Figure S1). In two separate serum studies, two miRs (486-3p and 328-3p),
were down regulated in ASD. In addition, most of the children miR studies were done in
easily accessible specimens; saliva, whole blood, and serum. A comparison was made be-
tween ASD and miRs in children studies only. Several ASD differentiated miRs overlapped
in the children studies and all ASD miR studies in children were age 3–16 years. A study
detailing spatio-temporal miRNA expression in the developing human brain [93] showed
75 miRs differentially expressed across this developmental period within different brain
regions; prefrontal cortex, hippocampus, and cerebellum. The largest variation occurred
between infancy and early childhood. This work [93] also assessed for enrichment of
miRNA targets among genes previously implicated in various neurological and psychiatric
disorders that have significant genetic etiology, and found that the sex-biased targets were
enriched for Wnt signaling and transforming growth factor-beta (TGF-β) [93].

As a single miRNA can target approximately hundreds to thousands of mRNA tran-
scripts and a single mRNA transcript could be targeted by multiple miRNAs [94], so
studies dealing with functional miRNA-mRNA interactions in ASD will be of paramount
importance.

3.2. Long Noncoding RNA (lncRNA) Studies

Long noncoding RNAs (lncRNAs) are the type of non-protein coding transcripts,
which are more than 200 nucleotides in length [95,96]. LncRNAs are found throughout the
genome and have important roles in cellular functions, by interacting with DNA, RNA and
proteins, modulating chromatin structure and function, transcription of neighboring and
distant genes, and RNA splicing, stability and translation [97]. Moreover, lncRNAs can
regulate protein-coding mRNAs through the mechanism of miRNA sponges [98]. A total of
96,411 genes were generated from 173,112 human transcripts (http://www.noncode.org/,
accessed on 2 August 2021) [99]. LncRNAs have a role in assembly, maintenance, plasticity
and abnormality of neural circuitry [100] and can act as biomarkers for diagnostic and
therapeutic interventions in autism.

http://www.mirbase.org/
http://www.noncode.org/
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Human LncRNA microarray analysis on postmortem brain samples displayed over
200 differentially expressed LncRNAs in ASD [101]. The salient findings here were that
the number of lncRNAs differentially expressed within control brains was greater than
lncRNAs differentially expressed within autism brains (1375 lncRNAs versus 236 lncRNAs,
respectively) [101]. Interestingly, almost 50% of differentially expressed LncRNAs map
to within 50 Kilobases (Kb) of an annotated gene and they made a salient observation
that both LncRNA and mRNA transcriptome appear to be differentially expressed within
control brains compared to ASD brains [101]. This finding lends support to the functional
magnetic resonance imaging (fMRI) studies, which indicate failure in development of
cortical networks in high functioning individuals with autism [102] and the large differ-
ence observed in regional cortical differential gene expression between ASD cases and
controls [103].

Another LncRNA MSNP1AS was highly overexpressed in the postmortem cerebral
cortex of individuals with ASD [53]. This study also shows that MSNP1AS is antisense to
and can bind moesin (MSN) transcript, and overexpression of MSNP1AS causes a decrease
in moesin protein that regulates neuronal architecture [53]. DeWitt and colleagues [104]
showed MSNP1AS knockdown in human neuronal progenitor cells disrupted the expres-
sion of 318 genes, many of which are involved in chromatin organization and immune
response. It has been shown that LncRNA LOC389023, positioned in chromosome 2q14.1,
within the DPP10 gene [105], can regulate specific voltage-gated potassium channels
and alters their expression which controls neuronal functions. Few studies dealt with
LncRNAs in ASD using blood [106,107]. Peripheral leukocytes from ASD subjects identi-
fied thirteen synaptic LncRNAs (9 up-regulated and 4 down-regulated) and 19 synaptic
mRNAs (12 up-regulated and 7 down-regulated) [106], which are important in synaptic
vesicle transportation and cycling in ASD. Some of the LncRNA include STX8, SYP-AS1,
STXBP5-AS1, BDNF-AS, SHANK2-AS3, and HOXA- [106]. In another study, out of three
LncRNAs (NEAT1, PANDA, and TUG1), only NEAT1 and TUG1 showed significant upregu-
lation in ASD cases [107].

Epigenetic mechanisms can regulate cellular processes including differentiation, apop-
tosis, and metabolism; and clinical implications of dysregulated ncRNAs (miRNA and
LncRNA) in ASD could have potential for personalized therapies as diagnostic biomarkers
or indicators of prognosis.

4. Knockout Models

The generation of a relevant disease specific knockout model for autistic traits/behaviors
has been difficult because of the genetically heterogeneous nature of ASD. A number
of rodent models (knockout, humanized knock-in mice, and Cre-loxP) for rare varia-
tions (de novo and CNV) detected in ASD have been used to understand the etiology of
ASD [108–111]. Cadps2-knockout model showed decreased brain-derived neurotrophic
factor (BDNF) release from neocortical and cerebellar neurons [112]. CADPS2 has an
important role in BDNF secretion, as it regulates the exocytosis of synaptic and dense-
core vesicles in neurons. [112]. A conditional knockout model of TAOK2 gene using
Cre-loxP system [113], showed gene dosage- dependent abnormalities in brain size, neu-
ral connectivity, and reduced excitatory neurotransmission. Three de novo mutations in
TAOK2 gene has been reported by WGS and WES approach, and functional analysis show
these mutations differentially impact kinase activity, dendrite growth, and spine/synapse
development [113].

Human in-vitro models using induced pluripotent stem cell (iPSC)-derived neurons
and astrocytes are particularly valuable for ASD studies and there are a number of protocols
in use to differentiate iPSC into neurons [113,114]. Jinek and colleagues [114] developed the
CRISPR/Cas9 technology based on the RNA-programmed deoxyribonucleic acid (DNA)
cleaving activity of the Cas9 enzyme and this revolutionized the genome engineering
community to enable efficient site-specific genome editing to generate isogenic cell lines
from iPSCs [110,115,116]. The application of this technology to ASD-related genes can
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help us understand signaling pathways in ASD; but to date limited isogenic cell lines from
iPSCs have been generated [117–120].

Mutations in the CHD8 gene are associated with ASD [121], and WES studies in ASD
lend support to this finding [64]. CRISPR/Cas9 technology was used to knockout one
copy of CHD8 in a control iPSC line [118] and CHD8+/− iPSC model showed that CHD8
regulates multiple genes implicated in ASD pathogenesis. Identified genes influence brain
volume and are involved in cell communication, extracellular matrix and neurogenesis
that are critical for brain development [118]. Furthermore, RNA-seq was carried out
on CHD8+/− and isogenic control (CHD8+/+) cerebral organoids [119] and showed
upregulation of the DLX gene family, which encodes a transcription factor involved in
GABAergic interneuron differentiation. Additionally, genes expressed in CHD8 mutant
and wild-type organoids were enriched for pathways involved in neurogenesis, neuronal
differentiation, forebrain development, Wnt/β-catenin signaling and axon guidance [119].
The developmental disorder locus 1q21.1 is present in autism [122]. Notch signaling is
central to brain development and, NOTCH2NL deletion accelerates differentiation into
cortical neurons [120]. NOTCH2NL is an important neurodevelopmental gene, where
duplications are associated with macrocephaly and autism [120]. CRISPR/Cas9 gene
editing strategy was used to investigate the effect of 10 additional ASD-related genes (i.e.,
AFF2/FMR2, ANOS1, ASTN2, ATRX, CACNA1C, CHD8, DLGAP2, KCNQ2, SCN2A and
TENM1) on neuronal function [117]. Associations between genetic variants and phenotypes
were observed for KO of either of the genes AFF2/FMR2, ASTN2, ATRX, KCNQ2 and
SCN2A with significantly reduced spontaneous excitatory postsynaptic current frequencies
in iPSC-derived excitatory neurons. The results from KO studies show that ten ASD-risk
genes of varying function have similar transcriptional rewiring and electrophysiological
phenotypes in human iPSC-derived glutamatergic neurons [117].

The above outlined studies with CRISPR/Cas9 system, show this RNA-based genome-
editing tool has the potential to engineer pre-clinical models to understand the molecular
and cellular pathways in ASD, as it allows site-specific genome editing to generate isogenic
cell lines from iPSCs. Future, gene editing strategies will help us understand better,
the events at the molecular level of synaptic dysfunction, calcium signaling, chromatin
remodeling and transcriptional regulation.

5. Endophenotypes

Gottesman and Gould [123] define endophenotypes as “measurable components un-
seen by the unaided eye along the pathway between disease and distal genotype, have
emerged as an important concept in the study of complex neuropsychiatric diseases. An en-
dophenotype may be neurophysiological, biochemical, endocrinological, neuroanatomical,
cognitive, or neuropsychological (including configured self-report data) in nature”. ASD
associated with comorbidities such as aggression, intellectual disability, anxiety, epilepsy,
and sleep disorders. As ASD is clinically heterogeneous, endophenotypes of ASD can serve
as measurable markers as they will represent a more homogeneous spectrum of the disease.

The most reliable endophenotypes in ASD fall in following clinical subgroups: hor-
monal, biochemical, immunological, morphological, neurophysiological/neuroanatomical,
neuropsychological, and behavioral [124]. Studies which have described endopheno-
types of ASD are for hyperserotonemia [125], abnormalities of electroencepalography
(EEG) [126], neuroimaging [127], head circumference [128], immunological [129], and lan-
guage delay [130]. Moreover structural brain region pathophysiologies also constitute
endophenotypes, for example, white matter [131], and grey matter [132]. Endophenotypes
can help in overall stratification of patients in various sub-groups of clinical entities for
studies focused on quantitative genetic, targeted profiling, WES or WGS. Both, genetics
and endophenotypes data are very complex and designing such future studies on endophe-
notype stratified samples will yield molecular subgroups that are potentially linked to
different ASD clinical characteristics, and will aid in better patient care.
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6. Pharmacogenomics

Advances in the field of pharmacogenomics (PGx) will help realize the objective
of personalized medicine in ASD. The majority of PGx studies to date have focused on
commonly utilized medication classes for ASD such as antipsychotics, antidepressants and
stimulants [24,133]. ASD is a lifelong condition, and there is no pharmaceutical intervention
which can fully alleviate ASD symptoms. A disruption in cortical development [55,111]
is common to most patients with ASD). The core feature of disrupted social communi-
cation is unlikely to protect against psychiatric illness. While the etiologies of ASD are
manifold, it is remarkable that in selected cases psychotropic medicationscan improve
the quality of life. The goal of PGx is to give the right psychotropic at the right dose and
the dosing guidelines for the neurotypical population only gives approximations when
using psychotropic medications in autistic patients. There are only two medications with
FDA approval for treating autistic patient’s irritability, risperidone and aripiprazole. me-
tabolized by CYP2D6 and CYP3A4. SNPs in CYP2D6, and CYP3A4 genes that encode
enzymes responsible for risperidone and aripiprazole metabolism contribute substantially
to interindividual variability in dose requirement. The genetic polymorphisms of CYP2D6
are contributing to predicting dosing for risperidone and aripiprazole [133–135] and are
becoming important to improve the clinical outcome in autism. Both drugs are atypical
antipsychotic agents and with significant long-term considerations such as weight gain and
movement disorders [110]. Pre-emptive PGx testing for CYP2D6 and CYP3A4 genotypes
in ASD vulnerable populations can inform clinicians to dosing and treatment options for
risperidone and aripiprazole. The other agents commonly used include selective serotonin
inhibitors, mood stabilizing antiepileptic agents such as lamotrigine, stimulants as well as
alpha-receptor antagonist, and anxiolytic agents.

Non-core symptoms found in patients include irritability, aggressive behaviors, repet-
itive behaviors and mood related conditions. The complexity in identifying comorbid
psychiatric disorders is often limited by the limitations in communications. This conditions
like most of the rest of psychiatry are merely behavioral diagnoses and do not predict a
molecular cause. The use of pharmacogenomics testing in the general population is estab-
lished. While it also does not suggest a molecular cause PGx testing provides supportive
data to assist with treatment decisions. While there are a few PGx studies with ASD pa-
tients in general they follow the more established findings seen in neurotypical psychiatric
patients. Additionally, most of the studies that have been done suffer from low numbers of
subjects and limited genetic data. Some focus primarily on pharmacokinetic data while
others have limited pharmacodynamics data relating to receptors and transporters. Our
adult psychiatry clinic (UAMS) uses commercial laboratories with limited data to perform
PGx assays. It results in helping identify treatment refractory cases as well as in patients
with medication intolerability.

7. Conclusions and Future Perspective

ASD is highly heritable and heterogenous group of neurodevelopmental disorder
characterized by alterations in social interaction, communication, and repetitive behaviors.
The above listed studies show genetic heterogeneity in ASD. Large cohort studies using
WGS, miRNA, LncRNA has the potential for biomarker development. Carefully designed
studies incorporating PGx and endophenotype stratified patient population will help fur-
ther define the unique genetic underpinnings involved in cellular and molecular pathways
of ASD and help in personalized therapies. Finally, the introduction of genome editing
technology, CRISPR/Cas9 will help us better understand the impact of the mutations in
the neural circuitry which is important in molecular dysregulation of ASD.

Supplementary Materials: The following are available online at https://www.mdpi.com/article/
10.3390/jpm11090848/s1, Supplementary Table S1: Genes associated with risk of autism spectrum
disorder (ASD). Supplementary Table S2: Gene Ontology analysis of ASD genes from Table S1.
Supplementary Table S3: Comparison of publications on ASD and microRNAs (human based).
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Supplementary Figure S1: Heatmap showing differential expression of miRs in ASD from various
sample types (brain, blood lyphocytes, LCLs, serum and saliva).
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30. Wiśniowiecka-Kowalnik, B.; Nowakowska, B.A. Genetics and epigenetics of autism spectrum disorder-current evidence in the

field. J. Appl. Genet. 2019, 60, 37–47. [CrossRef]
31. Levitt, P.; Campbell, D.B. The genetic and neurobiologic compass points toward common signaling dysfunctions in autism

spectrum disorders. J. Clin. Investig. 2009, 119, 747–754. [CrossRef]
32. Guo, H.; Zhang, Q.; Dai, R.; Yu, B.; Hoekzema, K.; Tan, J.; Tan, S.; Jia, X.; Chung, W.K.; Hernan, R.; et al. NCKAP1 Disruptive

Variants Lead to a Neurodevelopmental Disorder with Core Features of Autism. Am. J. Hum. Genet. 2020, 107, 963–976. [CrossRef]
33. Huang, K.; Wu, Y.; Shin, J.; Zheng, Y.; Siahpirani, A.F.; Lin, Y.; Ni, Z.; Chen, J.; You, J.; Keles, S.; et al. Transcriptome-wide

transmission disequilibrium analysis identifies novel risk genes for autism spectrum disorder. PLoS Genet. 2021, 17, e1009309.
[CrossRef]

34. Weiss, L.A.; Arking, D.E. Gene Discovery Project of Johns Hopkins & the Autism Consortium; Daly, M.J.; Chakravarti, A. A
genome-wide linkage and association scan reveals novel loci for autism. Nature 2009, 461, 802–808.

35. Alarcón, M.; Cantor, R.M.; Liu, J.; Gilliam, T.C. Autism Genetic Research Exchange Consortium and Geschwind DH. Evidence for
a language quantitative trait locus on chromosome 7q in multiplex autism families. Am. J. Hum. Genet. 2002, 70, 60–71. [CrossRef]

36. McCauley, J.L.; Li, C.; Jiang, L.; Olson, L.M.; Crockett, G.; Gainer, K.; Folstein, S.E.; Haines, J.L.; Sutcliffe, J.S. Genome-wide and
Ordered-Subset linkage analyses provide support for autism loci on 17q and 19p with evidence of phenotypic and interlocus
genetic correlates. BMC Med. Genet. 2005, 6, 1. [CrossRef]

37. Ziats, C.A.; Patterson, W.G.; Friez, M. Syndromic Autism Revisited: Review of the Literature and Lessons Learned. Pediatr Neurol.
2021, 114, 21–25. [CrossRef] [PubMed]

http://doi.org/10.1371/journal.pone.0242773
http://doi.org/10.1371/journal.pone.0153329
http://www.ncbi.nlm.nih.gov/pubmed/27055244
http://doi.org/10.3390/ijms21218290
http://doi.org/10.1146/annurev.publhealth.28.021406.144007
http://doi.org/10.1146/annurev-publhealth-031816-044318
http://www.ncbi.nlm.nih.gov/pubmed/28068486
http://doi.org/10.1016/j.ajhg.2021.02.012
http://doi.org/10.1016/j.rasd.2019.101502
http://doi.org/10.3390/ijms17020180
http://doi.org/10.1126/science.aan2261
http://doi.org/10.1038/nature13908
http://doi.org/10.1016/B978-0-444-63233-3.00021-X
http://doi.org/10.1371/journal.pgen.0010049
http://doi.org/10.1001/jama.2014.4144
http://doi.org/10.1038/gim.2013.32
http://doi.org/10.2217/pgs-2016-0167
http://www.ncbi.nlm.nih.gov/pubmed/28244813
http://doi.org/10.1038/nature07458
http://doi.org/10.1542/peds.113.5.e472
http://doi.org/10.1017/S0033291721000192
http://doi.org/10.1186/s13229-015-0041-0
http://doi.org/10.1007/s13353-018-00480-w
http://doi.org/10.1172/JCI37934
http://doi.org/10.1016/j.ajhg.2020.10.002
http://doi.org/10.1371/journal.pgen.1009309
http://doi.org/10.1086/338241
http://doi.org/10.1186/1471-2350-6-1
http://doi.org/10.1016/j.pediatrneurol.2020.06.011
http://www.ncbi.nlm.nih.gov/pubmed/33189026


J. Pers. Med. 2021, 11, 848 13 of 16

38. Depienne, C.; Moreno-De-Luca, D.; Heron, D.; Bouteiller, D.; Gennetier, A.; Delorme, R.; Chaste, P.; Siffroi, S.-P.; Chantot-
Bastaraud, S.; Benyahia, B.; et al. Screening for genomic rearrangements and methylation abnormalities of the 15q11-q13 region
in autism spectrum disorders. Biol. Psychiatry 2009, 66, 349–359. [CrossRef] [PubMed]

39. Wassink, T.H.; Piven, J.; Patil, S.R.; Wassink, T.H. Chromosomal abnormalities in a clinic sample of individuals with autistic
disorder. Psychiatr. Genet. 2001, 11, 57–63. [CrossRef]

40. Anney, R.; Klei, L.; Pinto, D.; Regan, R.; Conroy, J.; Magalhaes, T.R.; Correia, C.; Abrahams, B.S.; Sykes, N.; Pagnamenta, A.T.; et al.
A genome-wide scan for common alleles affecting risk for autism. Hum. Mol. Genet. 2010, 19, 4072–4082. [CrossRef] [PubMed]

41. Sanders, S.J.; Ercan-Sencicek, A.G.; Hus, V.; Luo, R.; Murtha, M.T.; Moreno-De-Luca, D.; Chu, S.H.; Moreau, M.P.; Gupta, A.R.;
Thomson, S.A.; et al. Multiple recurrent de novo CNVs, including duplications of the 7q11.23 Williams syndrome region, are
strongly associated with autism. Neuron 2011, 70, 863–885. [CrossRef] [PubMed]

42. Marshall, C.R.; Noor, A.; Vincent, J.B.; Lionel, A.C.; Feuk, L.; Skaug, J.; Shago, M.; Moessner, R.; Pinto, D.; Ren, Y.; et al. Structural
Variation of Chromosomes in Autism Spectrum Disorder. Am. J. Hum. Genet. 2008, 82, 477–488. [CrossRef]

43. Sanders, S.J.; He, X.; Willsey, A.J.; Ercan-Sencicek, A.G.; Samocha, K.; Cicek, A.E.; Murtha, M.T.; Bal, V.; Bishop, S.L.; Dong, S.;
et al. Insights into Autism Spectrum Disorder Genomic Architecture and Biology from 71 Risk Loci. Neuron 2015, 87, 1215–1233.
[CrossRef]

44. Pinto, D.; Pagnamenta, A.T.; Klei, L.; Anney, R.; Merico, D.; Regan, R.; Conroy, J.; Magalhaes, T.R.; Correia, C.; Abrahams, B.S.;
et al. Functional impact of global rare copy number variation in autism spectrum disorders. Nature 2010, 466, 368–372. [CrossRef]

45. Ashitha, S.N.M.; Ramachandra, N.B. Integrated Functional Analysis Implicates Syndromic and Rare Copy Number Variation
Genes as Prominent Molecular Players in Pathogenesis of Autism Spectrum Disorders. Neuroscience 2020, 438, 25–40. [CrossRef]
[PubMed]

46. Menashe, I.; Larsen, E.C.; Banerjee-Basu, S. Prioritization of copy number variation loci associated with autism from AutDB–an
integrative multi-study genetic database. PLoS ONE 2013, 8, e66707. [CrossRef]

47. Wei, H.; Zhu, Y.; Wang, T.; Zhang, X.; Zhang, K.; Zhang, Z. Genetic risk factors for autism-spectrum disorders: A systematic
review based on systematic reviews and meta-analysis. J. Neural Transm. 2021, 128, 717–734. [CrossRef]

48. Li, Y.; Qiu, S.; Shi, J.; Guo, Y.; Li, Z.; Cheng, Y.; Liu, Y. Association between MTHFR C677T/A1298C and susceptibility to autism
spectrum disorders: A meta-analysis. BMC Pediatr. 2020, 2, 449. [CrossRef] [PubMed]

49. Xia, K.; Guo, H.; Hu, Z.; Xun, G.; Zuo, L.; Peng, Y.; Wang, K.; He, Y.; Xiong, Z.; Sun, L.; et al. Common genetic variants on 1p13.2
associate with risk of autism. Mol. Psychiatry 2013, 19, 1212–1219. [CrossRef]

50. Wang, K.; Zhang, H.; Ma, D.; Bucan, M.; Glessner, J.T.; Abrahams, B.S.; Salyakina, D.; Imielinski, M.; Bradfield, J.P.; Sleiman,
P.M.A.; et al. Common genetic variants on 5p14.1 associate with autism spectrum disorders. Nature 2009, 459, 528–533. [CrossRef]
[PubMed]

51. Torrico, B.; Chiocchetti, A.G.; Bacchelli, E.; Trabetti, E.; Hervás, A.; Franke, B.; Buitelaar, J.K.; Rommelse, N.; Yousaf, A.; Duketis,
E.; et al. Lack of replication of previous autism spectrum disorder GWAS hits in European populations. Autism. Res. 2017, 10,
202–211. [CrossRef]

52. Jones, R.M.; Cadby, G.; Blangero, J.; Abraham, L.J.; Whitehouse, A.J.; Moses, E.K. MACROD2 gene associated with autistic-like
traits in a general population sample. Psychiatr. Genet. 2014, 24, 241–248. [CrossRef]

53. Kerin, T.; Ramanathan, A.; Rivas, K.; Grepo, N.; Coetzee, G.A.; Campbell, D.B. A noncoding RNA antisense to moesin at 5p14.1
in autism. Sci. Transl. Med. 2012, 4, 128ra140. [CrossRef]

54. Autism Spectrum Disorders Working Group of The Psychiatric Genomics Consortium. Meta-analysis of GWAS of over 16,000 in-
dividuals with autism spectrum disorder highlights a novel locus at 10q24.32 and a significant overlap with schizophrenia.
Mol. Autism. 2017, 8, 21. [CrossRef] [PubMed]

55. Grove, J.; Ripke, S.; Als, T.D.; Mattheisen, M.; Walters, R.K.; Won, H.; Pallesen, J.; Agerbo, E.; Andreassen, O.A.; Anney, R.; et al.
Identification of common genetic risk variants for autism spectrum disorder. Nat. Genet. 2019, 51, 431–444. [CrossRef]

56. Alonso-Gonzalez, A.; Calaza, M.; Rodriguez-Fontenla, C.; Carracedo, A. Novel Gene-Based Analysis of ASD GWAS: Insight Into
the Biological Role of Associated Genes. Front. Genet. 2019, 10, 733. [CrossRef]

57. Robinson, E.B.; iPSYCH-SSI-Broad Autism Group; Pourcain, B.S.; Anttila, V.; Kosmicki, J.A.; Bulik-Sullivan, B.; Grove, J.; Maller,
J.; Samocha, K.; Sanders, S.J.; et al. Genetic risk for autism spectrum disorders and neuropsychiatric variation in the general
population. Nat. Genet. 2016, 48, 552–555. [CrossRef] [PubMed]

58. Perenthaler, E.; Yousefi, S.; Niggl, E.; Barakat, T.S. Beyond the Exome: The Non-coding Genome and Enhancers in Neurodevelop-
mental Disorders and Malformations of Cortical Development. Front. Cell. Neurosci. 2019, 13, 352. [CrossRef] [PubMed]

59. Biesecker, L.G. Exome sequencing makes medical genomics a reality. Nat. Genet. 2010, 42, 13–14. [CrossRef]
60. Consortium, E.P. An integrated encyclopedia of DNA elements in the human genome. Nature 2012, 489, 57. [CrossRef]
61. Sener, E.F.; Canatan, H.; Ozkul, Y. Recent Advances in Autism Spectrum Disorders: Applications of Whole Exome Sequencing

Technology. Psychiatry Investig. 2016, 13, 255–264. [CrossRef]
62. Yu, T.W.; Chahrour, M.; Coulter, M.E.; Jiralerspong, S.; Okamura-Ikeda, K.; Ataman, B.; Schmitz-Abe, K.; Harmin, D.A.; Adli, M.;

Malik, A.N.; et al. Using Whole-Exome Sequencing to Identify Inherited Causes of Autism. Neuron 2013, 77, 259–273. [CrossRef]
63. Lim, T.T.; Raychaudhuri, S.; Sanders, S.; Stevens, C.; Sabo, A.; MacArthur, D.G.; Neale, B.M.; Kirby, A.; Ruderfer, D.; Fromer, M.;

et al. Rare Complete Knockouts in Humans: Population Distribution and Significant Role in Autism Spectrum Disorders. Neuron
2013, 77, 235–242. [CrossRef] [PubMed]

http://doi.org/10.1016/j.biopsych.2009.01.025
http://www.ncbi.nlm.nih.gov/pubmed/19278672
http://doi.org/10.1097/00041444-200106000-00001
http://doi.org/10.1093/hmg/ddq307
http://www.ncbi.nlm.nih.gov/pubmed/20663923
http://doi.org/10.1016/j.neuron.2011.05.002
http://www.ncbi.nlm.nih.gov/pubmed/21658581
http://doi.org/10.1016/j.ajhg.2007.12.009
http://doi.org/10.1016/j.neuron.2015.09.016
http://doi.org/10.1038/nature09146
http://doi.org/10.1016/j.neuroscience.2020.04.051
http://www.ncbi.nlm.nih.gov/pubmed/32407977
http://doi.org/10.1371/journal.pone.0066707
http://doi.org/10.1007/s00702-021-02360-w
http://doi.org/10.1186/s12887-020-02330-3
http://www.ncbi.nlm.nih.gov/pubmed/32972375
http://doi.org/10.1038/mp.2013.146
http://doi.org/10.1038/nature07999
http://www.ncbi.nlm.nih.gov/pubmed/19404256
http://doi.org/10.1002/aur.1662
http://doi.org/10.1097/YPG.0000000000000052
http://doi.org/10.1126/scitranslmed.3003479
http://doi.org/10.1186/s13229-017-0137-9
http://www.ncbi.nlm.nih.gov/pubmed/28540026
http://doi.org/10.1038/s41588-019-0344-8
http://doi.org/10.3389/fgene.2019.00733
http://doi.org/10.1038/ng.3529
http://www.ncbi.nlm.nih.gov/pubmed/26998691
http://doi.org/10.3389/fncel.2019.00352
http://www.ncbi.nlm.nih.gov/pubmed/31417368
http://doi.org/10.1038/ng0110-13
http://doi.org/10.1038/nature11247
http://doi.org/10.4306/pi.2016.13.3.255
http://doi.org/10.1016/j.neuron.2012.11.002
http://doi.org/10.1016/j.neuron.2012.12.029
http://www.ncbi.nlm.nih.gov/pubmed/23352160


J. Pers. Med. 2021, 11, 848 14 of 16

64. Satterstrom, F.K.; Kosmicki, J.A.; Wang, J.; Breen, M.S.; De Rubeis, S.; An, J.-Y.; Peng, M.; Collins, R.; Grove, J.; Klei, L.; et al.
Large-Scale Exome Sequencing Study Implicates Both Developmental and Functional Changes in the Neurobiology of Autism.
Cell 2020, 180, 568–584. [CrossRef] [PubMed]

65. Patowary, A.; Won, S.Y.; Oh, S.J.; Nesbitt, R.R.; Archer, M.; Nickerson, D.; Raskind, W.H.; Bernier, R.; Lee, J.E.; Brkanac, Z. Family-
based exome sequencing and case-control analysis implicate CEP41 as an ASD gene. Transl. Psychiatry 2019, 9, 4. [CrossRef]
[PubMed]

66. Kim, N.; Kim, K.H.; Lim, W.-J.; Kim, J.; Kim, S.A.; Yoo, H.J. Whole Exome Sequencing Identifies Novel De Novo Variants
Interacting with Six Gene Networks in Autism Spectrum Disorder. Genes 2020, 12, 1. [CrossRef]

67. Arteche-López, A.; Rodríguez, M.G.; Calvin, M.S.; Quesada-Espinosa, J.; Rosales, J.L.; Milla, C.P.; Gómez-Manjón, I.; Mayoral,
I.H.; de la Fuente, R.P.; de Bustamante, A.D.; et al. Towards a Change in the Diagnostic Algorithm of Autism Spectrum Disorders:
Evidence Supporting Whole Exome Sequencing as a First-Tier Test. Genes 2021, 12, 560. [CrossRef]

68. Turner, T.; Coe, B.P.; Dickel, D.; Hoekzema, K.; Nelson, B.J.; Zody, M.C.; Kronenberg, Z.N.; Hormozdiari, F.; Raja, A.; Pennacchio,
L.A.; et al. Genomic Patterns of De Novo Mutation in Simplex Autism. Cell 2017, 171, 710–722. [CrossRef]

69. Yuen, R.K.C.; Merico, D.; Bookman, M.; Howe, J.L.; Thiruvahindrapuram, B.; Patel, R.V.; Whitney, J.; Deflaux, N.; Bingham, J.;
Wang, Z.; et al. Whole genome sequencing resource identifies 18 new candidate genes for autism spectrum disorder. Nat. Neurosci.
2017, 20, 602–611. [CrossRef]

70. Werling, D.M.; Brand, H.; An, J.-Y.; Stone, M.R.; Zhu, L.; Glessner, J.; Collins, R.L.; Dong, S.; Layer, R.M.; Markenscoff-
Papadimitriou, E.; et al. An analytical framework for whole-genome sequence association studies and its implications for autism
spectrum disorder. Nat. Genet. 2018, 50, 727–736. [CrossRef] [PubMed]

71. Callaghan, D.B.; Rogic, S.; Tan, P.P.C.; Calli, K.; Qiao, Y.; Baldwin, R.; Jacobson, M.; Belmadani, M.; Holmes, N.; Yu, C.; et al.
Whole genome sequencing and variant discovery in the ASPIRE autism spectrum disorder cohort. Clin. Genet. 2019, 96, 199–206.
[CrossRef] [PubMed]

72. Huang, D.W.; Sherman, B.T.; Lempicki, R.A. Systematic and integrative analysis of large gene lists using DAVID Bioinformatics
Resources. Nat. Protoc. 2009, 4, 44–57. [CrossRef] [PubMed]

73. Wang, K.; Yuan, Y.; Cho, J.H.; McCarty, S.; Baxter, D.; Galas, D.J. Comparing the MicroRNA spectrum between serum and plasma.
PLoS ONE 2012, 7, e41561. [CrossRef] [PubMed]

74. Friedman, R.C.; Farh, K.K.H.; Burge, C.B.; Bartel, D.P. Most mammalian mRNAs are conserved targets of miroRNAs. Genome. Res.
2009, 19, 92–105. [CrossRef]

75. Adlakha, Y.K.; Saini, N. Brain microRNAs and insights into biological functions and therapeutic potential of brain enriched
miRNA-128. Mol. Cancer 2014, 13, 33. [CrossRef] [PubMed]

76. Liu, N.K.; Xu, X.M. MicorRNA in central nervous system trauma and degenerative disorders. Physiol. Genom. 2011, 43, 571–580.
[CrossRef]

77. Available online: http://www.mirbase.org/ (accessed on 17 July 2021).
78. Vasu, M.M.; Anitha, A.; Thanseem, I.; Suzuki, K.; Yamada, K.; Takahashi, T.; Wakuda, T.; Iwata, K.; Tsujii, M.; Sugiyama, T.; et al.

Serum microRNA profiles in children with autism. Mol. Autism 2014, 5, 40. [CrossRef]
79. Nguyen, L.S.; Fregeac, J.; Bole-Feysot, C.; Cagnard, N.; Iyer, A.; Anink, J.; Aronica, E.; Alibeu, O.; Nitschke, P.; Colleaux, L. Role of

miR-146a in neural stem cell differentiation and neural lineage determination: Relevance for neurodevelopmental disorders.
Mol. Autism 2018, 9, 1–12. [CrossRef]

80. Mor, M.; Nardone, S.; Sams, D.S.; Elliott, E. Hypomethylation of miR-142 promoter and upregulation of microRNAs that target
the oxytocin receptor gene in the autism prefrontal cortex. Mol. Autism 2015, 6, 1–11. [CrossRef]

81. Ander, B.P.; Barger, N.; Stamova, B.; Sharp, F.R.; Schumann, C.M. Atypical miRNA expression in temporal cortex associated with
dysregulation of immune, cell cycle, and other pathways in autism spectrum disorders. Mol. Autism 2015, 6, 37. [CrossRef]

82. Sarachana, T.; Zhou, R.; Chen, G.; Manji, H.K.; Hu, V.W. Investigation of post-transcriptional gene regulatory networks associated
with autism spectrum disorders by microRNA expression profiling of lymphoblastoid cell lines. Genome Med. 2010, 2, 23.
[CrossRef] [PubMed]

83. Ghahramani Seno, M.M.; Hu, P.; Gwadry, F.G.; Pinto, D.; Marshall, C.R.; Casallo, G.; Scherer, S. Gene and miRNA expression
profiles in autism spectrum disorders. Brain Res. 2011, 1380, 85–97. [CrossRef] [PubMed]

84. Talebizadeh, Z.; Butler, M.G.; Theodoro, M.F. Feasibility and relevance of examining lymphoblstoid cell lines to study role of
microRNAs in autism. Autism. Res. 2008, 1, 240–250. [CrossRef] [PubMed]

85. Hicks, S.D.; Carpenter, R.L.; Wagner, K.E.; Pauley, R.; Barros, M.; Tierney-Aves, C.; Barns, S.; Greene, C.D.; Middleton, F. Saliva
MicroRNA Differentiates Children With Autism From Peers With Typical and Atypical Development. J. Am. Acad. Child Adolesc.
Psychiatry 2020, 59, 296–308. [CrossRef] [PubMed]

86. Hicks, S.; Ignacio, C.; Gentile, K.; Middleton, F.A. Salivary miRNA profiles identify children with autism spectrum disorder,
correlate with adaptive behavior, and implicate ASD candidate genes involved in neurodevelopment. BMC Pediatr. 2016, 16, 52.
[CrossRef]

87. Popov, N.; Minchev, D.; Naydenov, M.; Minkov, I.; Vachev, T. Investigation of circulating serum microRNA-328-3p and microRNA-
3135a expression as promising novel biomarkers for autism spectrum disorder. Balk. J. Med Genet. 2018, 21, 5–12. [CrossRef]
[PubMed]

88. Wu, D.; Xueqian, J.; Tao, C.; Fusheng, H. Development of autism by targeting ARID1B. PLoS ONE 2018, 29, 1431–1436.

http://doi.org/10.1016/j.cell.2019.12.036
http://www.ncbi.nlm.nih.gov/pubmed/31981491
http://doi.org/10.1038/s41398-018-0343-z
http://www.ncbi.nlm.nih.gov/pubmed/30664616
http://doi.org/10.3390/genes12010001
http://doi.org/10.3390/genes12040560
http://doi.org/10.1016/j.cell.2017.08.047
http://doi.org/10.1038/nn.4524
http://doi.org/10.1038/s41588-018-0107-y
http://www.ncbi.nlm.nih.gov/pubmed/29700473
http://doi.org/10.1111/cge.13556
http://www.ncbi.nlm.nih.gov/pubmed/31038196
http://doi.org/10.1038/nprot.2008.211
http://www.ncbi.nlm.nih.gov/pubmed/19131956
http://doi.org/10.1371/journal.pone.0041561
http://www.ncbi.nlm.nih.gov/pubmed/22859996
http://doi.org/10.1101/gr.082701.108
http://doi.org/10.1186/1476-4598-13-33
http://www.ncbi.nlm.nih.gov/pubmed/24555688
http://doi.org/10.1152/physiolgenomics.00168.2010
http://www.mirbase.org/
http://doi.org/10.1186/2040-2392-5-40
http://doi.org/10.1186/s13229-018-0219-3
http://doi.org/10.1186/s13229-015-0040-1
http://doi.org/10.1186/s13229-015-0029-9
http://doi.org/10.1186/gm144
http://www.ncbi.nlm.nih.gov/pubmed/20374639
http://doi.org/10.1016/j.brainres.2010.09.046
http://www.ncbi.nlm.nih.gov/pubmed/20868653
http://doi.org/10.1002/aur.33
http://www.ncbi.nlm.nih.gov/pubmed/19360674
http://doi.org/10.1016/j.jaac.2019.03.017
http://www.ncbi.nlm.nih.gov/pubmed/30926572
http://doi.org/10.1186/s12887-016-0586-x
http://doi.org/10.2478/bjmg-2018-0026
http://www.ncbi.nlm.nih.gov/pubmed/30984518


J. Pers. Med. 2021, 11, 848 15 of 16

89. Kichukova, T.M.; Popov, N.T.; Ivanov, I.S.; Vachev, T.I. Profiling of circulating serum MicroRNAs in Children with Autism
Spectrum Disorder using stem-loop qRT-PCR assay. Folia Med. 2017, 59, 43–52. [CrossRef]

90. Yu, D.; Jiao, X.; Cao, T.; Huang, F. Serum miRNA expression profiling reveals miR-486-3p may play a significant role in the
development of autism by targeting ARID1B. NeuroReport 2018, 29, 1431–1436. [CrossRef]

91. Vaccaro, T.D.S.; Sorrentino, J.M.; Salvador, S.; Veit, T.; Souza, D.; De Almeida, R.F. Alterations in the MicroRNA of the Blood of
Autism Spectrum Disorder Patients: Effects on Epigenetic Regulation and Potential Biomarkers. Behav. Sci. 2018, 8, 75. [CrossRef]
[PubMed]

92. Huang, F.; Long, Z.; Chen, Z.; Li, J.; Hu, Z.; Qiu, R.; Zhuang, W.; Tang, B.; Xia, K.; Jiang, H. Investigation of Gene Regulatory
Networks Associated with Autism Spectrum Disorder Based on MiRNA Expression in China. PLoS ONE 2015, 10, e0129052.
[CrossRef]

93. Ziats, M.N.; Rennert, O.M. Identification of differentially expressed microRNAs across the developing human brain.
Mol. Psychiatry 2014, 19, 848–852. [CrossRef]

94. Krek, A.; Grün, D.; Poy, M.N.; Wolf, R.; Rosenberg, L.; Epstein, E.J.; MacMenamin, P.; Da Piedade, I.; Gunsalus, K.C.; Stoffel, M.;
et al. Combinatorial microRNA target predictions. Nat. Genet. 2005, 37, 495–500. [CrossRef]

95. Jarroux, J.; Morillon, A.; Pinskaya, M. History, Discovery, and Classification of lncRNAs. Adv. Exp. Med. Biol. 2017, 1008, 1–46.
[CrossRef] [PubMed]

96. Kopp, F.; Mendell, J.T. Functional Classification and Experimental Dissection of Long Noncoding RNAs. Cell 2018, 172, 393–407.
[CrossRef] [PubMed]

97. Statello, L.; Guo, C.-J.; Chen, L.-L.; Huarte, M. Gene regulation by long non-coding RNAs and its biological functions. Nat. Rev.
Mol. Cell Biol. 2021, 22, 96–118. [CrossRef] [PubMed]

98. Tay, Y.; Rinn, J.; Pandolfi, P.P. The multilayered complexity of ceRNA crosstalk and competition. Nature 2014, 505, 344–352.
[CrossRef] [PubMed]

99. Available online: http://www.noncode.org/ (accessed on 2 August 2021).
100. Wang, A.; Wang, J.; Liu, Y.; Zhou, Y. Mechanisms of Long Non-Coding RNAs in the Assembly and Plasticity of Neural Circuitry.

Front. Neural Circuits 2017, 11, 76. [CrossRef] [PubMed]
101. Ziats, M.N.; Rennert, O.M. Aberrant Expression of Long Noncoding RNAs in Autistic Brain. J. Mol. Neurosci. 2012, 49, 589–593.

[CrossRef]
102. Minshew, N.J.; Keller, T.A. The nature of brain dysfunction in autism: Functional brain imaging studies. Curr. Opin. Neurol. 2010,

2, 124–130. [CrossRef] [PubMed]
103. Voineagu, I.; Wang, X.; Johnston, P.; Lowe, J.K.; Tian, Y.; Horvath, S.; Mill, J.; Cantor, R.M.; Blencowe, B.J.; Geschwind, D.H.

Transcriptomic analysis of autistic brain reveals convergent molecular pathology. Nature 2011, 474, 380–384. [CrossRef] [PubMed]
104. De Witt, J.J.; Hecht, P.M.; Grepo, N.; Wilkinson, B.; Evgrafov, O.V.; Morris, K.V.; Knowles, J.A.; Campbell, D.B. Transcriptional

Gene Silencing of the Autism-Associated Long Noncoding RNA MSNP1AS in Human Neural Progenitor Cells. Dev. Neurosci.
2016, 38, 375–383. [CrossRef]

105. Tushir, J.S.; Akbarian, S. Chromatin-bound RNA and the neurobiology of psychiatric disease. Neuroscience 2014, 264, 131–141.
[CrossRef] [PubMed]

106. Wang, Y.; Zhao, X.; Ju, W.; Flory, M.; Zhong, J.; Jiang, S.; Wang, P.; Dong, X.; Tao, X.; Chen, Q.; et al. Genome-wide differential
expression of synaptic long noncoding RNAs in autism spectrum disorder. Transl. Psychiatry 2015, 5, e660. [CrossRef]

107. Sayad, A.; Omrani, M.D.; Fallah, H.; Taheri, M.; Ghafouri-Fard, S. Aberrant expression of long non-coding RNAs in peripheral
blood of autistic patients. J. Mol. Neurosci. 2019, 67, 276–281. [CrossRef]

108. Kazdoba, T.M.; Leach, P.T.; Yang, M.; Silverman, J.L.; Solomon, M.; Crawley, J.N. Translational Mouse Models of Autism:
Advancing Toward Pharmacological Therapeutics. Curr. Top. Behav. Neurosci. 2016, 28, 1–52. [CrossRef]

109. Golden, C.E.; Buxbaum, J.; De Rubeis, S. Disrupted circuits in mouse models of autism spectrum disorder and intellectual
disability. Curr. Opin. Neurobiol. 2018, 48, 106–112. [CrossRef]

110. Pensado-López, A.; Veiga-Rúa, S.; Carracedo, Á.; Allegue, C.; Sánchez, L. Experimental Models to Study Autism Spectrum
Disorders: hiPSCs, Rodents and Zebrafish. Genes 2020, 11, 1376. [CrossRef] [PubMed]

111. Garcia-Forn, M.; Boitnott, A.; Akpinar, Z.; De Rubeis, S. Linking Autism Risk Genes to Disruption of Cortical Development. Cells
2020, 9, 2500. [CrossRef]

112. Sadakata, T.; Washida, M.; Iwayama, Y.; Shoji, S.; Sato, Y.; Ohkura, T.; Katoh-Semba, R.; Nakajima, M.; Sekine, Y.; Tanaka, M.; et al.
Autistic-like phenotypes in Cadps2-knockout mice and aberrant CADPS2 splicing in autistic patients. J. Clin. Investig. 2007, 117,
931–943. [CrossRef] [PubMed]

113. Richter, M.; Murtaza, N.; Scharrenberg, R.; White, S.H.; Johanns, O.; Walker, S.; Yuen, R.K.C.; Schwanke, B.; Bedürftig, B.; Henis,
M.; et al. Altered TAOK2 activity causes autism-related neurodevelopmental and cognitive abnormalities through RhoA signaling.
Mol. Psychiatry 2019, 24, 1329–1350. [CrossRef]

114. Jinek, M.; Chylinski, K.; Fonfara, I.; Hauer, M.; Doudna, J.A.; Charpentier, E. A Programmable dual-RNA-guided DNA
endonuclease in adaptive bacterial immunity. Science 2012, 337, 816–821. [CrossRef]

115. Hohmann, S.S.; Ilieva, M.; Michel, T.M. In vitro models for ASD-patient-derived iPSCs and cerebral organoids. Prog. Mol. Biol.
Transl. Sci. 2020, 173, 355–375. [CrossRef]

http://doi.org/10.1515/folmed-2017-0009
http://doi.org/10.1097/WNR.0000000000001107
http://doi.org/10.3390/bs8080075
http://www.ncbi.nlm.nih.gov/pubmed/30111726
http://doi.org/10.1371/journal.pone.0129052
http://doi.org/10.1038/mp.2013.93
http://doi.org/10.1038/ng1536
http://doi.org/10.1007/978-981-10-5203-3_1
http://www.ncbi.nlm.nih.gov/pubmed/28815535
http://doi.org/10.1016/j.cell.2018.01.011
http://www.ncbi.nlm.nih.gov/pubmed/29373828
http://doi.org/10.1038/s41580-020-00315-9
http://www.ncbi.nlm.nih.gov/pubmed/33353982
http://doi.org/10.1038/nature12986
http://www.ncbi.nlm.nih.gov/pubmed/24429633
http://www.noncode.org/
http://doi.org/10.3389/fncir.2017.00076
http://www.ncbi.nlm.nih.gov/pubmed/29109677
http://doi.org/10.1007/s12031-012-9880-8
http://doi.org/10.1097/WCO.0b013e32833782d4
http://www.ncbi.nlm.nih.gov/pubmed/20154614
http://doi.org/10.1038/nature10110
http://www.ncbi.nlm.nih.gov/pubmed/21614001
http://doi.org/10.1159/000453258
http://doi.org/10.1016/j.neuroscience.2013.06.051
http://www.ncbi.nlm.nih.gov/pubmed/23831425
http://doi.org/10.1038/tp.2015.144
http://doi.org/10.1007/s12031-018-1240-x
http://doi.org/10.1007/7854_2015_5003
http://doi.org/10.1016/j.conb.2017.11.006
http://doi.org/10.3390/genes11111376
http://www.ncbi.nlm.nih.gov/pubmed/33233737
http://doi.org/10.3390/cells9112500
http://doi.org/10.1172/JCI29031
http://www.ncbi.nlm.nih.gov/pubmed/17380209
http://doi.org/10.1038/s41380-018-0025-5
http://doi.org/10.1126/science.1225829
http://doi.org/10.1016/bs.pmbts.2020.04.019


J. Pers. Med. 2021, 11, 848 16 of 16

116. Tao, Y.; Zhang, S.-C. Neural Subtype Specification from Human Pluripotent Stem Cells. Cell Stem Cell 2016, 19, 573–586. [CrossRef]
[PubMed]

117. Deneault, E.; White, S.H.; Rodrigues, D.C.; Ross, P.J.; Faheem, M.; Zaslavsky, K.; Wang, Z.; Alexandrova, R.; Pellecchia, G.; Wei,
W.; et al. Complete Disruption of Autism-Susceptibility Genes by Gene Editing Predominantly Reduces Functional Connectivity
of Isogenic Human Neurons. Stem Cell Rep. 2018, 11, 1211–1225. [CrossRef]

118. Wang, P.; Lin, M.; Pedrosa, E.; Hrabovsky, A.; Zhang, Z.; Guo, W.; Lachman, H.M.; Zheng, D. CRISPR/Cas9-mediated
heterozygous knockout of the autism gene CHD8 and characterization of its transcriptional networks in neurodevelopment.
Mol. Autism 2015, 6, 55. [CrossRef] [PubMed]

119. Wang, P.; Mokhtari, R.; Pedrosa, E.; Kirschenbaum, M.; Bayrak, C.; Zheng, D.; Lachman, H.M. CRISPR/Cas9-mediated
heterozygous knockout of the autism gene CHD8 and characterization of its transcriptional networks in cerebral organoids
derived from iPS cells. Mol. Autism 2017, 8, 1–17. [CrossRef] [PubMed]

120. Fiddes, I.T.; Lodewijk, G.A.; Mooring, M.; Bosworth, C.M.; Ewing, A.D.; Mantalas, G.L.; Novak, A.M.; Bout, A.V.D.; Bishara, A.;
Rosenkrantz, J.L.; et al. Human-Specific NOTCH2NL Genes Affect Notch Signaling and Cortical Neurogenesis. Cell 2018, 173,
1356–1369. [CrossRef]

121. Bernier, R.; Golzio, C.; Xiong, B.; Stessman, H.A.; Coe, B.P.; Penn, O.; Witherspoon, K.; Gerdts, J.; Baker, C.; Vulto-van Silfhout,
A.T.; et al. Disruptive CHD8 mutations define a subtype of autism early in development. Cell 2014, 158, 263–276. [CrossRef]
[PubMed]

122. Bernier, R.; Steinman, K.; Reilly, B.; Wallace, A.S.; Sherr, E.H.; Pojman, N.; Mefford, H.C.; Gerdts, J.; Earl, R.; Hanson, E.; et al.
Clinical phenotype of the recurrent 1q21.1 copy-number variant. Genet. Med. 2016, 18, 341–349. [CrossRef] [PubMed]

123. Gottesman, I.I.; Gould, T.D. The Endophenotype Concept in Psychiatry: Etymology and Strategic Intentions. Am. J. Psychiatry
2003, 160, 636–645. [CrossRef]

124. Persico, A.M.; Sacco, R. Endophenotypes in Autism Spectrum Disorders. In Comprehensive Guide to Autism; Patel, V.B., Preedy,
V.R., Martin, C.R., Eds.; Springer: New York, NY, USA, 2014; pp. 77–95.

125. Gabriele, S.; Sacco, R.; Persico, A.M. Blood serotonin levels in autism spectrum disorder: A systematic review and meta-analysis.
Eur. Neuropsychopharmacol. 2014, 24, 919–929. [CrossRef]

126. Capal, J.K.; Carosella, C.; Corbin, E.; Horn, P.S.; Caine, R.; Manning-Courtney, P. EEG endophenotypes in autism spectrum
disorder. Epilepsy Behav. 2018, 88, 341–348. [CrossRef] [PubMed]

127. Mahajan, R.; Mostofsky, S.H. Neuroimaging endophenotypes in autism spectrum disorder. CNS Spectr. 2015, 20, 412–426.
[CrossRef] [PubMed]

128. Sacco, R.; Gabriele, S.; Persico, A.M. Head circumference and brain size in autism spectrum disorder: A systematic review and
meta-analysis. Psychiatry Res. Neuroimaging 2015, 234, 239–251. [CrossRef]

129. Careaga, M.; Rogers, S.; Hansen, R.L.; Amaral, D.G.; Van de Water, J.; Ashwood, P. Immune Endophenotypes in Children With
Autism Spectrum Disorder. Biol. Psychiatry 2017, 81, 434–441. [CrossRef]

130. Marrus, N.; Network, F.T.I.; Hall, L.P.; Paterson, S.J.; Elison, J.T.; Wolff, J.J.; Swanson, M.R.; Parish-Morris, J.; Eggebrecht, A.T.;
Pruett, J.R.; et al. Language delay aggregates in toddler siblings of children with autism spectrum disorder. J. Neurodev. Disord.
2018, 10, 1–16. [CrossRef]

131. Yamagata, B.; Itahashi, T.; Nakamura, M.; Mimura, M.; Hashimoto, R.-I.; Kato, N.; Aoki, Y. White matter endophenotypes and
correlates for the clinical diagnosis of autism spectrum disorder. Soc. Cogn. Affect. Neurosci. 2018, 13, 765–773. [CrossRef]

132. An, K.-M.; Ikeda, T.; Hirosawa, T.; Yaoi, K.; Yoshimura, Y.; Hasegawa, C.; Tanaka, S.; Saito, D.N.; Kikuchi, M. Decreased grey
matter volumes in unaffected mothers of individuals with autism spectrum disorder reflect the broader autism endophenotype.
Sci. Rep. 2021, 11, 1–11. [CrossRef]
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