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Abstract

Background: Proper neuronal function requires tight control of gene dosage, and failure of this process underlies
the pathogenesis of multiple neuropsychiatric disorders. The SHANK3 gene encoding core scaffolding proteins at
glutamatergic postsynapse is a typical dosage-sensitive gene, both deletions and duplications of which are
associated with Phelan-McDermid syndrome, autism spectrum disorders, bipolar disorder, intellectual disability, or
schizophrenia. However, the regulatory mechanism of SHANK3 expression in neurons itself is poorly understood.

Results: Here we show post-transcriptional regulation of SHANK3 expression by three microRNAs (miRNAs), miR-7,
miR-34a, and miR-504. Notably, the expression profiles of these miRNAs were previously shown to be altered in
some neuropsychiatric disorders which are also associated with SHANK3 dosage changes. These miRNAs regulated
the expression of SHANK3 and other genes encoding actin-related proteins that interact with Shank3, through
direct binding sites in the 3′ untranslated region (UTR). Moreover, overexpression or inhibition of miR-7 and
miR-504 affected the dendritic spines of the cultured hippocampal neurons in a Shank3-dependent manner.
We further characterized miR-504 as it showed the most significant effect on both SHANK3 expression and
dendritic spines among the three miRNAs. Lentivirus-mediated overexpression of miR-504, which mimics its
reported expression change in postmortem brain tissues of bipolar disorder, decreased endogenous Shank3
protein in cultured hippocampal neurons. We also revealed that miR-504 is expressed in the cortical and
hippocampal regions of human and mouse brains.

Conclusions: Our study provides new insight into the miRNA-mediated regulation of SHANK3 expression, and
its potential implication in multiple neuropsychiatric disorders associated with altered SHANK3 and miRNA
expression profiles.
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Background
Accumulating evidence from both human and animal
model studies suggests that genetic variants are critical
risk factors for various neuropsychiatric disorders [1].
Copy number variations (CNVs), deletions and duplica-
tions, are structural variations in the genome that cause
gene dosage changes. Interestingly, there are some loci
in the human genome, such as 15q11-13, 16p11.2, and

22q13.3, both deletions and duplications in which are as-
sociated with neuropsychiatric disorders [2–4]. This sug-
gests that the correct dosage of some genes within these
loci is critical for normal brain function, and that there
should be some regulatory mechanism in the brain to
tightly control the expression of these dosage-sensitive
genes.
The SHANK3 (also called ProSAP2) gene, which en-

codes for core scaffolding proteins at the postsynaptic
density (PSD) of glutamatergic synapses [5], is a typical
dosage-sensitive gene in chromosome 22q13.3. Deletions
and point mutations of SHANK3 are associated with
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Phelan-McDermid syndrome, autism spectrum disorders
(ASDs), intellectual disability, schizophrenia and bipolar
disorder [6–8]. Moreover, its duplications are linked to
Asperger syndrome, attention deficit hyperactivity dis-
order, schizophrenia and bipolar disorder [9–12]. Recent
cell culture and animal model studies have revealed the
molecular and cellular pathophysiology of the neuro-
psychiatric disorders caused by altered SHANK3 dosage
[12–19]. In contrast, however, the regulatory mechanism
that underpins the tight control of SHANK3 expression
in neurons itself remains largely unknown.
MicroRNAs (miRNAs) are small non-coding RNAs that

bind to the 3′ untranslated regions (3′UTRs) of target
mRNAs and downregulate mRNA expression by reducing
mRNA stability or by inhibiting translation [20]. As crit-
ical post-transcriptional regulators of gene expression,
miRNAs are involved in widespread biological processes
of the nervous system, in both physiological and patho-
logical conditions, including neuronal development, syn-
apse formation and plasticity, and neurodegeneration
[21–24]. Furthermore, recent studies revealed altered
miRNA expression profiles in postmortem brains or blood
samples of patients with various neuropsychiatric disor-
ders, including ASDs, schizophrenia, bipolar disorder and
major depression [25–28]. In many cases, however, the
causative roles of altered miRNA expression in neuro-
psychiatric disorders are not clear, because the key target
genes and neuronal mechanisms affected by the miRNAs
have not been identified. We reasoned that if there are
miRNA target genes mediating pathogenesis, dosage-
sensitive genes involved in neuronal function could be the
most reasonable targets. Therefore, by investigating the
relationship between the miRNAs and dosage-sensitive
genes associated with the same type of neuropsychiatric
disorder, we might gain some insight, not just into the
pathogenesis of the disorder, but also into the miRNA-
mediated regulation of dosage-sensitive genes.
In this study, we examine this possibility for the

SHANK3 gene and report post-transcriptional regulation
of SHANK3 expression by three miRNAs, miR-7, miR-
34a, and miR-504, which were previously shown to be
altered in some neuropsychiatric disorders that could
also be caused by SHANK3 dosage changes. We also
show that these miRNAs regulate neuronal dendritic
spines in a Shank3-dependent manner, which might pro-
vide some insight into the pathogenic mechanisms of
neuropsychiatric disorders with altered miRNA expres-
sion profiles.

Results
miR-7, miR-34a, and miR-504 directly regulate the
expression of SHANK3
Using the TargetScan prediction tool (Release 6.2, http://
www.targetscan.org/vert_61/), we identified ~30 putative

miRNA families that have evolutionarily conserved
binding sites in the human SHANK3 3′UTR (Additional
file 1: Table S1). Following a literature search, we nar-
rowed down this list of miRNAs based on their neuronal
expression, and their expression changes in the neuro-
psychiatric disorders which are also associated with
SHANK3 dosage changes. Finally, we chose three miR-
NAs, miR-7, miR-34a, and miR-504 because of their
strong 8-mer type binding sites [20] in the SHANK3 3′
UTR. The expression of miR-7, miR-34a and miR-504
were reported to be altered in the postmortem brains,
fibroblasts, or blood samples of patients with schizo-
phrenia, depression, or bipolar disorder (Additional
file 1: Table S2) [29–34]. Recently, Zhang et al. claimed
that the miR-7/SHANK3 axis could be involved in schizo-
phrenia pathogenesis, showing an inverse correlation be-
tween the expression levels of miR-7 and SHANK3 [35].
However, neither the direct binding of miR-7 to the
SHANK3 3′UTR nor its functional effect on neuronal
synapses have been reported.
Including poorly conserved binding sites, two to three

binding sites in the SHANK3 3′UTR for each of the
three miRNAs were predicted by TargetScan (Fig. 1a).
To validate these binding sites, we performed luciferase
assays using constructs containing the SHANK3 3′UTR
with or without mutations for the binding sites (Fig. 1b–d).
Expression of miR-7 decreased the luciferase activity of the
wild-type SHANK3 3′UTR construct in HEK293T cells,
indicating that miR-7 inhibited its expression (Fig. 1b).
Between the two putative miR-7 binding sites in the
SHANK3 3′UTR (523–530 and 1, 080–1, 086), muta-
tion of the first (523–530) abolished the effect of miR-7
on luciferase activity (Fig. 1b). Furthermore, the expres-
sion of rat Shank3 3′UTR, where the second miR-7
binding site of human 3′UTR is not conserved, was still
reduced by miR-7 in the luciferase assay (Fig. 1b), indi-
cating that the first site in the SHANK3 3′UTR is the
only functional target site for miR-7. Expression of
miR-34a or miR-504 also decreased the luciferase activ-
ity of the wild-type SHANK3 3′UTR construct in
HEK293T cells (Fig. 1c and d). Additional luciferase as-
says using the SHANK3 3′UTR constructs with single
or multiple mutations in the putative binding sites re-
vealed that each miRNA had a single functional target
site in the SHANK3 3′UTR (549–556 for miR-34a, and
1, 713-1, 720 for miR-504) (Fig. 1c and d).
The validated target sites for miR-7, miR-34a, and

miR-504 were highly conserved across different species
(Fig. 1e). However, the miR-34a target site was not con-
served in mouse and rat, and consistently, the expression
of miR-34a did not affect the luciferase activity of the rat
Shank3 3′UTR construct in HEK293T cells (Fig. 1f ).
When expressed at a fixed total amount, miR-7, miR-34a,
and miR-504 in combination decreased the luciferase
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activity of SHANK3 3′UTR more efficiently than each
miRNA alone, suggesting their synergistic effect (Fig. 1g).
The three miRNAs, either alone or together, did not
change the mRNA levels of the SHANK3 3′UTR lucifer-
ase construct (Fig. 1h). We also investigated whether the
three miRNAs could regulate the expression of SHANK1
or SHANK2, the two other members in the SHANK gene
family. TargetScan predicted that the SHANK2 3′UTR

contained conserved miR-7, but not miR-34a or miR-504,
binding sites. However, miR-7 did not change the expres-
sion of SHANK2 3′UTR in luciferase assays (Fig. 1i),
which might be, at least partly, due to the difference in the
secondary structures of SHANK3 and SHANK2 3′UTRs
(Additional file 1: Figure S1). Together, these results sug-
gest that miR-7, miR-34a, and miR-504 directly bind to
the SHANK3 3′UTR and downregulate its expression.

Fig. 1 Validation of miR-7, miR-34a, and miR-504 binding sites in the SHANK3 3′UTR by luciferase assays in HEK293T cells. a TargetScan prediction
of the miRNA binding sites in the human SHANK3 3′UTR. The underlines indicate evolutionarily conserved binding sites. b miR-7 decreased the
luciferase activity of the wild-type (hWT), but not the first binding site-mutant (hM), SHANK3 3′UTR. The luciferase activity of the rat Shank3 3′UTR
(rWT), containing only the first binding site, was still reduced by miR-7. RL, Renilla luciferase; FL, firefly luciferase. c Mutation of the second
miR-34a binding site (M2) blocked its repressive effect on the expression of the SHANK3 3′UTR. d Mutation of the second miR-504 binding site
(M2) blocked its repressive effect on the expression of the SHANK3 3′UTR. e The validated functional miRNA binding sites in the SHANK3 3′UTR
(left), and their base-pairings with the three miRNAs (middle). The sequence alignment across species for each miRNA binding site (right). f miR-34a
did not affect the expression of the rat Shank3 3′UTR. g miR-7, miR-34a, and miR-504 synergistically decreased the expression of the SHANK3 3′UTR.
h miR-7, miR-34a, and miR-504 did not affect the mRNA levels of the SHANK3 3′UTR. i miR-7 did not affect the expression of the human SHANK2 3′UTR
that contains two putative miR-7 binding sites. All data are presented as mean ± SEM. Statistical analyses are in Additional file 1: Table S3
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miR-7, miR-34a, and miR-504 potentially regulate other
targets in the Shank3 interactome
It is not uncommon for a single miRNA to regulate the
expression of multiple proteins participating in the same
pathway or interacting with each other [36]. Previously,
we generated a comprehensive Shank3 protein interac-
tome by combining yeast two-hybrid screening with
mouse brain in vivo immunoprecipitation followed by
mass-spectrometry analysis [12]. Therefore, we searched
for proteins in the Shank3 interactome that might also
be regulated by miR-7, miR-34a, or miR-504.
We first pooled the putative human target genes for

each of the three miRNAs from six prediction tools
(total 8,246 targets for miR-7, 4,635 for miR-34a, and
3,392 for miR-504), and then compared these lists with
338 Shank3 interactome genes [12]. When we picked
those targets suggested by more than two prediction
tools, 79, 67, and 46 genes in the Shank3 interactome
were revealed as putative targets for miR-7, miR-34a,
and miR-504, respectively (Fig. 2a). Gene ontology (GO)
analysis of these genes suggested actin and cytoskeletal
protein binding as the major molecular function (Fig. 2a).
Indeed, many genes in the actin-related subnetwork of
the Shank3 interactome [12] were predicted as putative
targets for the miRNAs (Fig. 2b). To validate these
actin-related targets, we first narrowed the gene list
down to 11 genes (13 gene-miRNA pairs) which were
predicted by more than three different tools. We per-
formed luciferase assays in HEK293T cells with constructs
containing the 3′UTRs of the genes, and found that 6 of
the 13 gene-miRNA pairs showed decreased luciferase ac-
tivity after miRNA overexpression (Fig. 2c). We further
mutated the putative miRNA binding sites in the 3′UTRs
of PFN2 and SPTBN2, the two genes most downregulated
by miR-7 and miR-504, respectively, and found that the
mutations abolished the effect of the miRNAs in the lucif-
erase assays (Fig. 2d and e). The validated target sites in
the PFN2 and SPTBN2 3′UTRs were highly conserved
across different species (Fig. 2f). These results suggest that
miR-7, miR-34a, and miR-504 could also potentially regu-
late the expression of some Shank3-interacting proteins,
especially those involved in actin regulation.

miR-7 and miR-504 regulate dendritic spines of cultured
hippocampal neurons
Based on the results from HEK293T cells, we investi-
gated the roles of the three miRNAs in neurons. We first
repeated the luciferase assays in cultured mouse hippo-
campal neurons by co-transfecting the miRNAs and
luciferase constructs. Consistent with the results from
HEK293T cells (Fig. 1), miR-7, miR-34a, and miR-504
decreased the luciferase activity of the wild-type, but not
the respective binding site-mutant, SHANK3 3′UTR
constructs (Fig. 3a and b).

Shank3 overexpression increases while its knockdown
decreases the number of dendritic spines in cultured
neurons [14, 37]. Thus, we tested whether the miRNAs
targeting SHANK3 3′UTR could also affect dendritic
spines. We transfected enhanced green fluorescent pro-
tein (EGFP)-expressing plasmid with control miRNA,
miR-7, or miR-504 into cultured mouse hippocampal
neurons, and immunostained the neurons with GFP
antibody to visualize dendritic protrusions. We did not
include miR-34a in the experiment because there is no
miR-34a target sequence in the mouse Shank3 3′UTR
(Fig. 1e and f). However, overexpression of miR-34a was
shown to alter dendritic protrusions in cultured mouse
neurons by regulating the expression of other synaptic
proteins [38]. We found that both miR-7 and miR-504
overexpression decreased dendritic spine density, but
neither of the miRNAs affected filopodia (Fig. 3c). To
understand whether the spine changes were due to the
miRNA-mediated decrease in Shank3 expression, we
designed rescue experiments using the full-length rat
Shank3-expressing constructs with or without the 3′
UTR. We reasoned that only the construct without 3′
UTR could rescue the spine phenotype, as it has no
miRNA binding site and thus resistant to miRNA over-
expression. Indeed, in HEK293T cells, miR-7 and miR-
504 reduced the expression of Shank3 proteins from the
construct with the 3′UTR, but did not affect the con-
struct without the 3′UTR (Fig. 3d). We transfected cul-
tured hippocampal neurons with control miRNA, miR-7,
or miR-504 in combination with the two Shank3 con-
structs. When co-transfected with control miRNA,
Shank3 expression, regardless of the presence of the 3′
UTR, caused a significantly higher dendritic spine dens-
ity compared to that observed with EGFP expression
alone (Fig. 3e). However, only the Shank3 construct
without the 3′UTR could rescue the decreased spine
density in response to miR-7 or miR-504 overexpression
(Fig. 3e). Consistently, the expression of Shank3 construct
with 3′UTR, but not that without 3′UTR, was decreased
by miR-7 and miR-504 in cultured neurons measured by
immunostaining (Additional file 1: Figure S2).
As miR-7, miR-34a, and miR-504 are expressed in

mouse hippocampal neurons [39–41], we decided to test
the effect of inhibition of endogenous miRNAs on
SHANK3 expression and dendritic spines. Transfection
of locked-nucleic acid (LNA) inhibitors against each of
the miRNAs increased the luciferase activity of wild-
type, but not the respective binding site-mutant,
SHANK3 3′UTR constructs, suggesting that endogenous
miR-7, miR-34a, and miR-504 could regulate SHANK3
expression (Fig. 3f and g). Moreover, opposite to the
miRNA overexpression, miR-7 or miR-504 inhibition in-
creased spine density in cultured mouse hippocampal
neurons (Fig. 3h). In the case of miR-504 inhibition, the
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density of the filopodia was decreased (Fig. 3h). To
understand whether Shank3 expression was required for
the spine changes observed after miR-7 or miR-504 in-
hibition, we co-transfected a previously validated siRNA
targeting mouse Shank3 [12]. We found that Shank3
siRNA alone resulted in lower spine density compared
to that observed with control siRNA, and that it also
blocked the increase in spine density in response to
miR-7 or miR-504 inhibition (Fig. 3i).
Recently, an endogenous circular RNA that has more

than 70 binding sites for miR-7 was identified [42, 43].
This circular RNA can indirectly increase the expression

of other miR-7 targets by sequestering miR-7, and was
thus named as a circular RNA sponge for miR-7 (ciRS-7)
[42]. Indeed, in HEK293T cells, ciRS-7 expression partially
blocked the inhibitory effect of miR-7 on the luciferase ac-
tivity of the wild-type, but not the miR-7 binding-mutant
SHANK3 3′UTR construct (Fig. 3j). As ciRS-7 and miR-7
were detected in neuronal tissues including the hippo-
campus [42, 43], we examined the effect of ciRS-7 over-
expression on dendritic spines. We found that cultured
hippocampal neurons transfected with ciRS-7 showed
increased spine density compared to the neurons trans-
fected with control plasmid (ciRS-7-ir) (Fig. 3k), which

Fig. 2 Regulation of Shank3-interacting actin-related proteins by miR-7, miR-34a, and miR-504. a Summary of the process identifying putative miR-7,
miR-34a, and miR-504 targets in the Shank3 interactome (top), and the GO analysis of the putative targets (bottom). b Actin-related subnetwork of the
Shank3 interactome with color codes for the putative miRNA targets. c miR-7, miR-34a, and miR-504 decreased the expression of the 3′UTRs of some
Shank3-interacting proteins in luciferase assays. d Mutation of the miR-7 binding site blocked its repressive effect on the expression of the human
PFN2 3′UTR. e Mutation of the miR-504 binding site blocked its repressive effect on the expression of the human SPTBN2 3′UTR. f The sequence
alignments across species for the miR-7 and miR-34a binding sites in the PFN2 and SPTBN2 3′UTRs, respectively. All data are presented as mean ± SEM.
Statistical analyses are in Additional file 1: Table S3
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was the same phenotype as that observed in response to a
miR-7 LNA inhibitor (Fig. 3h). Taken together, these re-
sults suggest that miR-7, miR-34a, and miR-504 could
regulate SHANK3 expression in cultured mouse hippo-
campal neurons, and that miR-7 and miR-504 could regu-
late dendritic spines in a Shank3-dependent manner.

Human and mouse brain expression patterns of miR-504
We decided to further characterize miR-504, as it most
significantly downregulated SHANK3 levels and changed
dendritic spines among the three miRNAs we tested
(Figs. 1 and 3). Notably, expression of miR-504 was
shown to be increased in the dorsolateral prefrontal

Fig. 3 miR-7 and miR-504 regulate dendritic spines of cultured hippocampal neurons in a Shank3-dependent manner. a miR-7, miR-34a, or miR-504
overexpression decreased the luciferase activity of wild-type SHANK3 3′UTR in cultured mouse hippocampal neurons. b miR-7, miR-34a, and miR-504
did not affect the luciferase activity of the mutant SHANK3 3′UTR constructs in cultured neurons. c Overexpression of miR-7 or miR-504 decreased the
density of dendritic spines in cultured mouse hippocampal neurons (n = 16–30). d Representative western blot images show that overexpression of
miR-7 or miR-504 decreased the expression of the rat Shank3 construct with the 3′UTR, but not of that without the 3′UTR, in HEK293T cells. EGFP
expressing plasmid was co-transfected as an internal control. Notably, we observed decreased expression of EGFP when miR-7 was cotransfected.
Nevertheless, after normalization with EGFP, the expression of Shank3 with 3′UTR, but not that without 3′UTR, was significantly decreased by miR-7.
e Co-transfection of the Shank3 construct without the 3′UTR, but not that with the 3′UTR, rescued the decreased dendritic spine density by miR-7 or
miR-504 overexpression (n = 20–30). f LNA-inhibitor against miR-7, miR-34a, or miR-504 increased the expression of co-transfected SHANK3 3′UTR in
cultured mouse hippocampal neurons. g LNA-inhibitor against miR-7, miR-34a, and miR-504 did not affect the expression of the mutant SHANK3 3′UTR
in cultured neurons. h LNA-inhibitor against miR-7 or miR-504 increased dendritic spines in cultured neurons (n = 18–20). i Co-transfection of Shank3
siRNA blocked the increase of dendritic spines in response to miR-7 or miR-504 inhibition (n = 16–20). j ciRS-7 partially blocked the repressive effect of
miR-7 on the expression of wild-type SHANK3 3′UTR in HEK293T cells. Neither miR-7 nor ciRS-7 changed the expression of miR-7 binding-mutant
SHANK3 3′UTR. ciRS-7-ir is a control plasmid that does not express the circular RNA. k Overexpression of ciRS-7 increased dendritic spines in cultured
mouse hippocampal neurons (n = 15–20). Scale bar, 10 μm. All data are presented as mean ± SEM. Statistical analyses are in Additional file 1: Table S3
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cortex from postmortem brains of bipolar disorder [32],
and in the nucleus accumbens in a rat model of depres-
sion induced by maternal deprivation followed by
chronic unpredictable stress [44]. These reports, to-
gether with our results from spine analysis, prompted us
to test the effect of miR-504 overexpression on endogen-
ous Shank3 levels. We used a lentivirus expressing
TurboGFP together with control miRNA or miR-504.
Consistent with our results from the luciferase assays,
infection of the virus expressing miR-504 decreased
Shank3 proteins in cultured hippocampal neurons con-
firmed by western blot experiments (Fig. 4a and b). The
expression of other synaptic proteins, Shank2 and PSD-
95, were not significantly changed by miR-504 (Fig. 4b).
Although miR-504 was detected in some brain regions

including the cortex [32], hippocampus [41], and nu-
cleus accumbens [44], its overall expression pattern in
the brain has not been characterized. To understand
this, we first investigated the regional expression pattern
of miR-504 in human brain by performing bioinformatic
analyses on the developing human brain miRNA se-
quencing data from the BrainSpan database (http://
www.brainspan.org). We found that miR-504 was de-
tected throughout all brain regions, with the highest
median value of reads per million mapped reads
(RPM) found in the hippocampus (HIP), and the low-
est median value found in the cerebellar cortex
(CBC) (Fig. 4c). In terms of the expression rank of
miR-504 among all the 1,883 miRNAs available for
each brain region, the primary somatosensory cortex
(S1C) and cerebellar cortex showed the highest and
lowest values, respectively (Fig. 4c). To directly
visualize miR-504 expression, we next performed in
situ hybridization of miR-504 in the brains of 3- and
8-week-old mice. Similar to the expression pattern in
human brains, strong miR-504 signals were detected
in the cortex and hippocampus from both stages
(Fig. 4d). In the cerebellum, the signal was mainly
detected in the Purkinje cells (Fig. 4d). Together,
these results suggest that the increased expression of
miR-504 observed in postmortem brains of bipolar
disorder and in a rat model of depression, might pos-
sibly lead to a decrease in Shank3 protein in some
brain regions.

Discussion
Fine-tuning of dosage-sensitive SHANK3 should require
tight control of the entire process of gene expression,
from transcription to post-translational modification.
Therefore, it is possible that abnormalities in the regula-
tory processes of SHANK3 expression result in patho-
genic outcomes similar to those observed with genetic
mutations of SHANK3 itself. One such example is the
DNA methylation of SHANK3, which is critical for

tissue-specific control of SHANK3 expression [45–47].
Recently, Zhu et al. found that DNA methylation of the
intragenic CpG islands of SHANK3 was significantly in-
creased in postmortem brain tissues of ASD patients,
which could be associated with altered expression and
alternative splicing of SHANK3 in ASD brains [48]. In
the present study, we tried to propose and test an
additional example by investigating miRNA-dependent
regulation of SHANK3 expression. We found that miR-
7, miR-34a, and miR-504, three miRNAs with altered
expression profiles in multiple neuropsychiatric disor-
ders, directly regulate SHANK3 expression. Moreover,
these miRNAs potentially regulate other targets interact-
ing with Shank3 in actin-regulatory pathway. Consistently,
both gain- and loss-of-function experiments showed
that miR-7 and miR-504 control actin-rich dendritic
spines. Importantly, these dendritic spine changes were
dependent on Shank3, suggesting that Shank3 functions
as a core protein among the actin-related miR-7 and miR-
504 targets in regulating dendritic spines. Together,
our results provide new insight into the miRNA-
mediated regulation of SHANK3 expression, and its
potential implications for multiple neuropsychiatric
disorders with altered expression profiles of miR-7,
miR-34a, and miR-504.
According to the recent study from Wang et al. there

are at least ten Shank3 isoforms from the usage of intra-
genic promoters and alternative splicing [49]. Although
each isoform has brain region- and development-specific
expression pattern, six out of ten major Shank3 isoforms
have sterile alpha motif (SAM) domain at the C-terminus,
which is encoded by the last exon containing the 3′UTR
sequence. Moreover, using 3′-end sequencing and identi-
fying polyA signal hexamers, Epstein et al. showed that
Shank3 3′UTR has only one polyadenylation site, whereas
Shank1 and Shank2 3′UTR could have more than one
polyadenylation sites [50]. Together, these results suggest
that miR-7, miR-34a, and miR-504 could commonly regu-
late the expression of at least six major Shank3 isoforms
(a, a[E10-12S V], c, d, e, and f ) (Additional file 1:
Figure S3) [8, 49]. However, the in vivo effects of
miRNAs on Shank3-related brain function could be
various, because of the specific spatiotemporal expres-
sion of each miRNA. The combinatorial analysis on
the brain expressions of SHANK3 isoforms and the
miRNAs targeting SHANK3 will help us better under-
stand this regulatory process. Furthermore, other tar-
gets of the miRNAs and their roles in synaptic
function need to be more characterized.
Among the three miRNAs, we further characterized

the most potent miR-504. It is tempting to speculate
that increased expression of miR-504 in the prefrontal
cortex of bipolar disorder [32] might contribute to
pathogenesis, at least partly, by downregulating SHANK3
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expression and dendritic spines as we demonstrated in
the cultured hippocampal neurons. Indeed, deletions of
SHANK3 gene have been identified in some patients di-
agnosed with bipolar disorder [51–53]. Bipolar disorder
is a devastating mental illness that causes recurrent
mood swings between depression and mania. Although
the detailed pathophysiology of bipolar disorder remains
largely unknown, both decreased and elevated activity of
the prefrontal cortex have been detected in patients [54],
suggesting that precise control of neuronal activity is
critical for preventing bipolar disorder. Supporting this
idea, we also reported manic-like behavior in the trans-
genic mice overexpressing Shank3 as well as in the pa-
tients with SHANK3 duplications [12, 55]. Therefore,
both deletions and duplications of SHANK3 could be as-
sociated with bipolar disorder by disturbing neuronal
homeostasis.

In addition to SHANK3, miR-504 also regulates the ex-
pression of the dopamine D1 receptor gene (DRD1) [56],
expression or activity of which is associated with mul-
tiple neuropsychiatric disorders including mood disor-
ders [57]. Moreover, maternal deprivation followed by
chronic unpredictable stress increases miR-504 expres-
sion in the rat nucleus accumbens where the miR-504
levels are positively correlated with the severity of
depression-like behavior after stress [44]. These results
suggest that miR-504 might be an important regulator of
gene expression in some cortical and limbic regions as-
sociated with mood disorders, an idea that is also partly
supported by our results for the human and mouse brain
distribution of miR-504. Generation and behavioral
characterization of animal models with altered miR-504
expression in these brain regions could help us test this
intriguing hypothesis.

Fig. 4 Lentiviral overexpression of miR-504 in cultured neurons, and expression analysis of miR-504 in human and mouse brain. a Representative
images of live neurons infected with lentivirus expressing TurboGFP together with miR-504. Scale bar, 100 μm. b Representative western blot
images and quantification showing that lentiviral overexpression of miR-504 decreased endogenous Shank3, but not Shank2 and PSD-95, proteins
in cultured hippocampal neurons. c Box plots showing the expression distribution of miR-504 in 16 human brain regions. The black line in each
box indicates the median value. The lower and upper hinges of each box indicate the lower and upper quartile values, respectively. The whiskers
of each box indicate the most extreme data values within 1.5 times of the interquartile range. The open circles indicate the data values beyond
the whisker limits. The number in parentheses associated with each brain region is the expression rank of miR-504 among all the 1,883 miRNAs
available for the brain region. OFC, orbital prefrontal cortex; DFC, dorsolateral prefrontal cortex; VFC, ventrolateral prefrontal cortex; MFC, medial
prefrontal cortex; M1C, primary motor (M1) cortex; S1C, primary somatosensory (S1) cortex; IPC, posterior inferior parietal cortex; A1C, primary
auditory (A1) cortex; STC, superior temporal cortex; ITC, inferior temporal cortex; V1C, primary visual (V1) cortex; HIP, hippocampus; AMY, amygdala;
STR, striatum; MD, mediodorsal nucleus of the thalamus; CBC, cerebellar cortex. d In situ hybridization of miR-504 in mouse brains. miR-504 signals
were detected in neurons of cortex and hippocampus, and in Purkinje cells of cerebellum from 3- and 8-week-old mice. The probe against scrambled
miRNA (miR-SCR) was used as a negative control. CB, cerebellum; CTX, cortex; DG, dentate gyrus; GL, granular layer; ML, molecular layer; PL, Purkinje cell
layer. Scale bar, 500 μm. All data are presented as mean ± SEM. Statistical analyses are in Additional file 1: Table S3
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Conclusions
In this study, we showed post-transcriptional regulation
of SHANK3 expression in neurons by three miRNAs,
miR-7, miR-34a, and miR-504. We propose that similar
approaches could be applied to other dosage-sensitive
genes and miRNAs commonly associated with some
neuropsychiatric disorders, which could provide new
insights into the molecular basis of pathophysiology,
and potentially into novel diagnostic and therapeutic
approaches.

Methods
Luciferase assay
The 3′UTR regions of human SHANK3 (NM_033517.1,
104-1,815), rat Shank3 (NM_021676.1, 100-1, 853),
and human ABI2 (NM_005759.5, 1-1, 036), ARPC5
(NM_005717.3, 371-1, 184), BAIAP2 (NM_017450.2,
1-602), DBNL (NM_001122956.1, 31-782), DSTN
(NM_001011546.1, 1-703), ITSN1 (NM_001001132.1,
1-897), MAP1A (NM_002373.5, 55-1,386), PFN2
(NM_053024.3, 9-1,506), SHANK2 (NM_012309.3,
948-4,643), SPTBN2 (NM_006946.2, 1-555), SYNPO
(NM_007286.5, 1, 238-2090), andWASF1 (NM_001024934.1,
41-643) were PCR amplified from brain cDNA libraries
and subcloned into the psiCHECK-2 vector (Promega).
Mutagenesis reactions of the 3′UTR constructs were
performed using the QuikChange XL Site-Directed
Mutagenesis Kit (Agilent Technologies) to change the
three nucleotides of the miRNA seed match regions
(position 4 to 6) into complementary sequences.
HEK293T cells in 24-well plates were transfected with
30 ng of psiCHECK-2 construct plus 20 pmol of
miRNA duplex (miRIDIAN Dharmacon) using Lipo-
fectamine 2000 (Invitrogen). To test the effect of a
circular RNA sponge for miR-7, 200 ng of ciRS-7-ir
or ciRS-7 plasmids (kindly gifted from Dr. Jorgen
Kjems) were co-transfected with 30 ng of psiCHECK-
2 SHANK3 3′UTR and 6 pmol of miR-7 duplex. After
24 h, luciferase activities were measured using the
Dual Luciferase Reporter Assay System (Promega).

RNA extraction and quantitative real-time reverse
transcription PCR
Total RNA was extracted from HEK293T cells in 24-
well plates using a miRNeasy minikit (Qiagen) accord-
ing to the manufacturer’s instructions. 1 μg of DNase-
treated total RNA was used to synthesize cDNA using
the Quantitect Reverse Transcription Kit (Qiagen).
Quantitative real-time reverse transcription PCR (qRT-
PCR) experiments were performed using the CFX96
Touch Real-Time PCR Detection System (Bio-Rad
Laboratories) with PerfeCta SYBR Green FastMix, ROX
(Quanta Biosciences). The primers for the qRT-PCR
reactions are as follows:

Renilla luciferase gene forward 5′-CGAAGAGGGCG
AGAAAATGG-3′
reverse 5′-ACTCCTCAGGCTCCAGTTTC-3′
firefly luciferase gene forward 5′-GCATTTCTCAGCC
TACCGTG-3′
reverse 5′-CAGCTTCTTCTGCACGTTCA-3′

Bioinformatics
The secondary structures of SHANK3 and SHANK2 3′
UTRs were predicted by RNAfold (http://rna.tbi.univie.ac.at/
cgi-bin/RNAfold.cgi). To identify the putative miR-7,
miR-34a, and miR-504 targets in the Shank3 interactome,
we first pooled all the putative targets for each miRNA
from six different prediction tools (TargetScan [http://
targetscan.org/], MiRANDA [http://www.microrna.org/
microrna/home.do], PicTar2 [http://pictar.mdc-berlin.de/],
DIANA-microT [http://diana.cslab.ece.ntua.gr/microT/],
miRDB [http://mirdb.org/miRDB/], and EIMMo3 [http://
www.mirz.unibas.ch/ElMMo3/]). These lists (8,246 targets
for miR-7, 4,635 for miR-34a, and 3,392 for miR-504) were
compared with the 388 proteins in the Shank3 interac-
tome. The targets predicted by more than two different
prediction tools were further considered for gene ontology
(GO) analysis using DAVID software (version 6.7)
(https://david.ncifcrf.gov/).
To understand the human brain distribution of miR-

504, the miRNA sequencing data of the developing hu-
man brain were downloaded from the BrainSpan data-
base (http://www.brainspan.org). This dataset contains
216 samples spatially covering 16 brain regions and tem-
porally spanning developmental periods from 4 months
to 23 years of age. Reads were normalized to reads per
million mapped reads (RPM) using the formula:

R ¼ 106C
NL

where C is the number of reads mapped to one
miRNA, N is the total number of mapped reads in the
sample, and L is the length of the miRNA. To explore
the regional expression pattern of miR-504, the dataset
was divided into 16 brain regions, with the samples from
the same brain region being grouped together. To obtain
the expression rank of miR-504 among all the 1,883
miRNAs for each brain region, the median value of each
miRNA across all the samples in the brain region was
computed, and the resulting median values of all miR-
NAs were ranked in descending order.

Hippocampal neuron culture, transfection, and
immunostaining
Hippocampal neurons were prepared from postnatal day
1 mice of C57BL/6 J background, and cultured as de-
scribed previously [36]. At 7 days in vitro (DIV 7),
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neurons on each coverslip in 24-well plates were trans-
fected with 200 ng of pEGFP-C1 (Clontech), 30 pmol of
miRNA duplex, and 200 ng of pcDNA3.1 (as filler,
Invitrogen) or HA-Shank3 (with or without 3′UTR)
plasmids using Lipofectamine 2000. For inhibition of en-
dogenous miRNAs, neurons were transfected with
200 ng of pEGFP-C1, and 50 pmol of LNA-inhibitor
(miRCURY EXIQON) or 800 ng of ciRS-7-ir/ciRS-7
plasmids. 30 pmol of Shank3 siRNA (Ambion, s81603)
was co-transfected for the rescue experiments. At DIV
14, transfected neurons were fixed with 4 % formalde-
hyde/4 % sucrose in phosphate-buffered saline (PBS),
and permeabilized with 0.2 % Tx-100 in PBS. PBS with
0.1 % BSA and 3 % horse serum was used for blocking
and antibody incubation. Rabbit GFP (1:500, Abcam,
ab290) and mouse HA (1:300, Santa Cruz) antibodies
were used for immunostaining.

Lentiviral infection of cultured hippocampal neurons
Lentiviral particles expressing TurboGFP together
with the mature form of a control miR (Dharmacon,
S05-005000-01) or miR-504 (shMIMIC Dharmacon,
VSM6213-213638367) under a CAG promoter were ap-
plied to cultured hippocampal neurons (DIV 1, multipli-
city of infection of 5) prepared from embryonic day 18
rats. At DIV 14, neurons were processed for western blot
experiments.

Western blot and antibodies
HEK293T cells were briefly washed with ice-cold PBS
and lysed in RIPA buffer (25 mM Tris–HCl pH 7.6,
150 mM NaCl, 1 % NP-40, 1 % sodium deoxycholate,
0.1 % SDS) with freshly added protease inhibitor cocktail
(Roche). After 20 min incubation on ice, the lysates were
centrifuged at 12,000 g for 20 min. The proteins in the
supernatant were quantified and boiled with Laemmli
sample buffer. For cultured neurons, 2x Laemmli sample
buffer was directly applied after a brief wash with ice-
cold PBS. Rabbit Shank3 (1:1000, Santa Cruz, H-160),
rabbit Shank2 (1:500, #1136) [58], mouse PSD-95
(1:1000, NeuroMab, K28/43), and mouse β-actin (1:5000,
Abcam, ab6276) antibodies were used for western blot
experiments.

In situ hybridization
The 3 and 8 week-old male C57BL/6 mice were deeply
anesthetized, and then perfused with PBS, followed by
4 % paraformaldehyde (PFA) in PBS. Subsequently, iso-
lated brains were post-fixed in 4 % PFA overnight, and
then cryoprotected in 30 % sucrose in PBS. Brains were
sectioned (14 μm thickness) on slide glasses, and then
air-dried. The sections were fixed with 4 % PFA for
20 min and subsequently washed with PBS. The acetyl-
ation reaction (with 0.25 % acetic anhydride in 0.1 M

RNase-free triethanolamine-HCl, pH 8.0) was performed
for 10 min at room temperature (RT). After washing
with PBS, the brain sections were incubated in
hybridization buffer for 2 h at 60 °C, followed by over-
night hybridization with 60 ng/ml DIG-labeled ribop-
robe against miR-504 (Exiqon, 38654-15) at 60 °C. On
the next day, the brain sections were washed with
buffers in the following order: 50 % formamide, 0.2X sa-
line sodium citrate (SSC), PBST (0.1 % Tx-100 in 0.1 M
PBS), 0.2X SSC, and PBST at 60 °C. After blocking with
10 % sheep serum in PBST for 1 h, anti-DIG-AP (1:2000;
Roche) was applied to the brain sections overnight at
RT. After washing with PBST and PBS, brain slices
were incubated in nitro blue tetrazolium/5-bromo-4-
chloro-3-indolyl-phosphate (NBT/BCIP) developing
solution for 8 h to overnight. To stop the reaction,
brain sections were incubated in tap water. After de-
hydration, brain sections were air-dried, incubated
with xylene, and mounted with Permount (Fisher Sci-
entific). Images were acquired with BX53F microscope
(Olympus).

Image acquisition and statistical analysis
For western blot experiments, images were acquired
either with an LAS 4000 (GE Healthcare) or by devel-
oping on films followed by scanning, and quantified
with an ImageJ software package. For immunostaining
of cultured neurons, all z-stack images were acquired
with a LSM780 (Zeiss) confocal microscope under the
same parameter settings, and dendritic protrusions
were analyzed using ImageJ. The dendritic spines were
defined as protrusions with heads, and filopodia were de-
fined as protrusions without head and having a length
at least twice the width. All data were presented as
mean ± SEM. Statistical significance was determined
by Student’s t-test or one-way ANOVA with post hoc
Tukey’s multiple comparisons using GraphPad Prism
6. *P < 0.05, **P < 0.01, ***P < 0.001.

Additional file

Additional file 1: Table S1. The putative miRNA families targeting the
SHANK3 3′UTR predicted by TargetScan (release 6.2). The number of
binding sites for each miRNA family, and the binding type (8mer, 7mer-m8,
or 7mer-1A) are described. Table S2. Altered expression profiles of miR-7,
miR-34a, and miR-504 in multiple neuropsychiatric disorders. Table S3.
Summary of statistical analyses for the experiments. Figure S1. The secondary
structures of SHANK3 (a) and SHANK2 (b) 3′UTRs predicted by RNAfold
(http://rna.tbi.univie.ac.at/cgi-bin/RNAfold.cgi) according to the minimum free
energy. The color code represents base-pair probabilities. Figure S2.
The expression of Shank3 construct with 3′UTR, but not that without
3′UTR, was significantly decreased by miR-7 and miR-504 in mouse
cultured neurons. Statistical analyses are in Additional file 1: Table S3.
Figure S3. The ten major Shank3 isoforms (Wang et al. Molecular
Autism 2014, 5:30) (a), and the nucleotide sequence of the last exon
(exon 22) of Shank3 gene (b). The Shank3 isoforms containing SAM
domain at the C-terminus are labeled with red color. (DOCX 3382 kb)

Choi et al. Molecular Brain  (2015) 8:74 Page 10 of 12

dx.doi.org/10.1186/s13041-015-0165-3
http://rna.tbi.univie.ac.at/cgi-bin/RNAfold.cgi


Abbreviations
A1C: primary auditory A1 cortex; AMY: Amygdale; ASDs: autism spectrum
disorders; ciRS-7: circular RNA sponge for miR-7; CBC: cerebellar cortex;
CNVs: copy number variations; DFC: dorsolateral prefrontal cortex;
DG: dentate gyrus; GL: granular layer; GO: gene ontology; HIP: hippocampus;
IPC: posterior inferior parietal cortex; ITC: inferior temporal cortex;
LNA: locked-nucleic acid; MFC: medial prefrontal cortex; M1C: primary motor
M1 cortex; miRNAs: microRNAs; MD: mediodorsal nucleus of the thalamus;
ML: molecular layer; OFC: orbital prefrontal cortex; PSD: postsynaptic density;
PL: purkinje cell layer; S1C: primary somatosensory S1 cortex; SAM: sterile
alpha motif; STC: superior temporal cortex; STR: striatum; V1C: primary visual
V1 cortex; VFC: ventrolateral prefrontal cortex.

Competing interests
The authors declare that they have no competing interests.

Authors’ contributions
SY.C. and K.H. conceived of the experiments, SY.C., K.P., J.Y.K., J.R.R, H.K.
conducted experiments, SY.C., K.P., J.Y.K., J.R.R, H.K. analyzed the results, Z.L.,
WK.K., W.S., H.K. discussed the project and provided reagents, K.H. wrote the
paper. All authors reviewed the manuscript. All authors read and approve
the final manuscript.

Acknowledgments
This work was supported by a Korea University Grant (K1512711), and by
the Brain Research Program through the National Research Foundation
of Korea (NRF) funded by the Ministry of Science, ICT & Future Planning
(NRF-2015M3C7A1028790).

Author details
1Department of Biological Sciences, Korea Advanced Institute of Science and
Technology, Daejeon 305-701, South Korea. 2Center for Synaptic Brain
Dysfunctions, Institute for Basic Science, Daejeon 305-701, South Korea. 3Jan
and Dan Duncan Neurological Research Institute at Texas Children’s Hospital,
Houston 77030, USA. 4Department of Pediatrics, Baylor College of Medicine,
Computational and Integrative Biomedical Research Center, Houston, 77030,
USA. 5Department of Anatomy and Division of Brain Korea 21 Biomedical
Science, College of Medicine, Korea University, Seoul 136-705, South Korea.
6HPC-enabled Convergence Technology Research Division, Korea Institute of
Science and Technology Information, Daejeon 305-701, South Korea.
7Department of Neuroscience and Division of Brain Korea 21 Biomedical
Science, College of Medicine, Korea University, Seoul 136-705, South Korea.

Received: 10 September 2015 Accepted: 9 November 2015

References
1. Sullivan PF, Daly MJ, O’Donovan M. Genetic architectures of psychiatric

disorders: the emerging picture and its implications. Nat Rev Genet. 2012;
13(8):537–51. doi:10.1038/nrg3240.

2. Toro R, Konyukh M, Delorme R, Leblond C, Chaste P, Fauchereau F, et al.
Key role for gene dosage and synaptic homeostasis in autism spectrum
disorders. Trends Genet. 2010;26(8):363–72. doi:10.1016/j.tig.2010.05.007.

3. Ramocki MB, Zoghbi HY. Failure of neuronal homeostasis results in
common neuropsychiatric phenotypes. Nature. 2008;455(7215):912–8. doi:
10.1038/nature07457.

4. Lin GN, Corominas R, Lemmens I, Yang X, Tavernier J, Hill DE, et al.
Spatiotemporal 16p11.2 protein network implicates cortical late mid-fetal
brain development and KCTD13-Cul3-RhoA pathway in psychiatric diseases.
Neuron. 2015;85(4):742–54. doi:10.1016/j.neuron.2015.01.010.

5. Sheng M, Kim E. The Shank family of scaffold proteins. J Cell Sci. 2000;113(Pt
11):1851–6.

6. Guilmatre A, Huguet G, Delorme R, Bourgeron T. The emerging role of
SHANK genes in neuropsychiatric disorders. Dev Neurobiol. 2014;74(2):113–22.
doi:10.1002/dneu.22128.

7. Grabrucker AM, Schmeisser MJ, Schoen M, Boeckers TM. Postsynaptic
ProSAP/Shank scaffolds in the cross-hair of synaptopathies. Trends Cell Biol.
2011;21(10):594–603. doi:10.1016/j.tcb.2011.07.003.

8. Jiang YH, Ehlers MD. Modeling autism by SHANK gene mutations in mice.
Neuron. 2013;78(1):8–27. doi:10.1016/j.neuron.2013.03.016.

9. Durand CM, Betancur C, Boeckers TM, Bockmann J, Chaste P, Fauchereau F,
et al. Mutations in the gene encoding the synaptic scaffolding protein
SHANK3 are associated with autism spectrum disorders. Nat Genet. 2007;
39(1):25–7. doi:10.1038/ng1933.

10. Moessner R, Marshall CR, Sutcliffe JS, Skaug J, Pinto D, Vincent J, et al.
Contribution of SHANK3 mutations to autism spectrum disorder. Am J Hum
Genet. 2007;81(6):1289–97. doi:10.1086/522590.

11. Failla P, Romano C, Alberti A, Vasta A, Buono S, Castiglia L, et al.
Schizophrenia in a patient with subtelomeric duplication of chromosome
22q. Clin Genet. 2007;71(6):599–601. doi:10.1111/j.1399-0004.2007.00819.x.

12. Han K, Holder Jr JL, Schaaf CP, Lu H, Chen H, Kang H, et al. SHANK3
overexpression causes manic-like behaviour with unique pharmacogenetic
properties. Nature. 2013;503(7474):72–7. doi:10.1038/nature12630.

13. Peca J, Feliciano C, Ting JT, Wang W, Wells MF, Venkatraman TN, et al.
Shank3 mutant mice display autistic-like behaviours and striatal dysfunction.
Nature. 2011;472(7344):437–42. doi:10.1038/nature09965.

14. Durand CM, Perroy J, Loll F, Perrais D, Fagni L, Bourgeron T, et al. SHANK3
mutations identified in autism lead to modification of dendritic spine
morphology via an actin-dependent mechanism. Mol Psychiatry. 2012;17(1):
71–84. doi:10.1038/mp.2011.57.

15. Bozdagi O, Sakurai T, Papapetrou D, Wang X, Dickstein DL, Takahashi N,
et al. Haploinsufficiency of the autism-associated Shank3 gene leads to
deficits in synaptic function, social interaction, and social communication.
Mol Autism. 2010;1(1):15. doi:10.1186/2040-2392-1-15.

16. Wang X, McCoy PA, Rodriguiz RM, Pan Y, Je HS, Roberts AC, et al. Synaptic
dysfunction and abnormal behaviors in mice lacking major isoforms of
Shank3. Hum Mol Genet. 2011;20(15):3093–108. doi:10.1093/hmg/ddr212.

17. Kouser M, Speed HE, Dewey CM, Reimers JM, Widman AJ, Gupta N, et al.
Loss of predominant Shank3 isoforms results in hippocampus-dependent
impairments in behavior and synaptic transmission. J Neurosci. 2013;33(47):
18448–68. doi:10.1523/JNEUROSCI.3017-13.2013.

18. Lee J, Chung C, Ha S, Lee D, Kim DY, Kim H, et al. Shank3-mutant mice lacking
exon 9 show altered excitation/inhibition balance, enhanced rearing, and spatial
memory deficit. Front Cell Neurosci. 2015;9:94. doi:10.3389/fncel.2015.00094.

19. Schmeisser MJ, Ey E, Wegener S, Bockmann J, Stempel AV, Kuebler A, et al.
Autistic-like behaviours and hyperactivity in mice lacking ProSAP1/Shank2.
Nature. 2012;486(7402):256–60. doi:10.1038/nature11015.

20. Bartel DP. MicroRNAs: target recognition and regulatory functions. Cell.
2009;136(2):215–33. doi:10.1016/j.cell.2009.01.002.

21. McNeill E, Van Vactor D. MicroRNAs shape the neuronal landscape. Neuron.
2012;75(3):363–79. doi:10.1016/j.neuron.2012.07.005.

22. Sun AX, Crabtree GR, Yoo AS. MicroRNAs: regulators of neuronal fate. Curr
Opin Cell Biol. 2013;25(2):215–21. doi:10.1016/j.ceb.2012.12.007.

23. Schratt G. microRNAs at the synapse. Nat Rev Neurosci. 2009;10(12):842–9.
doi:10.1038/nrn2763.

24. Salta E, De Strooper B. Non-coding RNAs with essential roles in
neurodegenerative disorders. Lancet Neurol. 2012;11(2):189–200. doi:10.
1016/S1474-4422(11)70286-1.

25. Mellios N, Sur M. The Emerging Role of microRNAs in Schizophrenia and Autism
Spectrum Disorders. Front Psychiatry. 2012;3:39. doi:10.3389/fpsyt.2012.00039.

26. Xu B, Hsu PK, Karayiorgou M, Gogos JA. MicroRNA dysregulation in
neuropsychiatric disorders and cognitive dysfunction. Neurobiol Dis. 2012;
46(2):291–301. doi:10.1016/j.nbd.2012.02.016.

27. Geaghan M, Cairns MJ. MicroRNA and Posttranscriptional Dysregulation in
Psychiatry. Biol Psychiatry. 2014. doi:10.1016/j.biopsych.2014.12.009.

28. Issler O, Chen A. Determining the role of microRNAs in psychiatric disorders.
Nat Rev Neurosci. 2015;16(4):201–12. doi:10.1038/nrn3879.

29. Bavamian S, Mellios N, Lalonde J, Fass DM, Wang J, Sheridan SD, et al.
Dysregulation of miR-34a links neuronal development to genetic risk factors for
bipolar disorder. Mol Psychiatry. 2015;20(5):573–84. doi:10.1038/mp.2014.176.

30. Garbett KA, Vereczkei A, Kalman S, Brown JA, Taylor WD, Faludi G, et al.
Coordinated messenger RNA/microRNA changes in fibroblasts of patients
with major depression. Biol Psychiatry. 2015;77(3):256–65. doi:10.1016/j.
biopsych.2014.05.015.

31. Beveridge NJ, Gardiner E, Carroll AP, Tooney PA, Cairns MJ. Schizophrenia is
associated with an increase in cortical microRNA biogenesis. Mol Psychiatry.
2010;15(12):1176–89. doi:10.1038/mp.2009.84.

32. Kim AH, Reimers M, Maher B, Williamson V, McMichael O, McClay JL, et al.
MicroRNA expression profiling in the prefrontal cortex of individuals
affected with schizophrenia and bipolar disorders. Schizophr Res. 2010;
124(1-3):183–91. doi:10.1016/j.schres.2010.07.002.

Choi et al. Molecular Brain  (2015) 8:74 Page 11 of 12

http://dx.doi.org/10.1038/nrg3240
http://dx.doi.org/10.1016/j.tig.2010.05.007
http://dx.doi.org/10.1038/nature07457
http://dx.doi.org/10.1016/j.neuron.2015.01.010
http://dx.doi.org/10.1002/dneu.22128
http://dx.doi.org/10.1016/j.tcb.2011.07.003
http://dx.doi.org/10.1016/j.neuron.2013.03.016
http://dx.doi.org/10.1038/ng1933
http://dx.doi.org/10.1086/522590
http://dx.doi.org/10.1111/j.1399-0004.2007.00819.x
http://dx.doi.org/10.1038/nature12630
http://dx.doi.org/10.1038/nature09965
http://dx.doi.org/10.1038/mp.2011.57
http://dx.doi.org/10.1186/2040-2392-1-15
http://dx.doi.org/10.1093/hmg/ddr212
http://dx.doi.org/10.1523/JNEUROSCI.3017-13.2013
http://dx.doi.org/10.3389/fncel.2015.00094
http://dx.doi.org/10.1038/nature11015
http://dx.doi.org/10.1016/j.cell.2009.01.002
http://dx.doi.org/10.1016/j.neuron.2012.07.005
http://dx.doi.org/10.1016/j.ceb.2012.12.007
http://dx.doi.org/10.1038/nrn2763
http://dx.doi.org/10.1016/S1474-4422(11)70286-1
http://dx.doi.org/10.1016/S1474-4422(11)70286-1
http://dx.doi.org/10.3389/fpsyt.2012.00039
http://dx.doi.org/10.1016/j.nbd.2012.02.016
http://dx.doi.org/10.1016/j.biopsych.2014.12.009
http://dx.doi.org/10.1038/nrn3879
http://dx.doi.org/10.1038/mp.2014.176
http://dx.doi.org/10.1016/j.biopsych.2014.05.015
http://dx.doi.org/10.1016/j.biopsych.2014.05.015
http://dx.doi.org/10.1038/mp.2009.84
http://dx.doi.org/10.1016/j.schres.2010.07.002


33. Lai C-Y, Yu S-L, Hsieh MH, Chen C-H, Chen H-Y, Wen C-C, et al. MicroRNA
expression aberration as potential peripheral blood biomarkers for
schizophrenia. PLoS One. 2011;6(6):e21635.

34. Smalheiser NR, Lugli G, Zhang H, Rizavi H, Cook EH, Dwivedi Y. Expression
of microRNAs and other small RNAs in prefrontal cortex in schizophrenia,
bipolar disorder and depressed subjects. PLoS One. 2014;9(1):e86469.

35. Zhang J, Sun XY, Zhang LY. MicroRNA-7/Shank3 axis involved in
schizophrenia pathogenesis. J Clin Neurosci. 2015;22(8):1254–7. doi:10.1016/
j.jocn.2015.01.031.

36. Han K, Gennarino VA, Lee Y, Pang K, Hashimoto-Torii K, Choufani S, et al.
Human-specific regulation of MeCP2 levels in fetal brains by microRNA
miR-483-5p. Genes Dev. 2013;27(5):485–90. doi:10.1101/gad.207456.112.

37. Roussignol G, Ango F, Romorini S, Tu JC, Sala C, Worley PF, et al. Shank
expression is sufficient to induce functional dendritic spine synapses in
aspiny neurons. J Neurosci. 2005;25(14):3560–70. doi:10.1523/JNEUROSCI.
4354-04.2005.

38. Agostini M, Tucci P, Steinert JR, Shalom-Feuerstein R, Rouleau M, Aberdam
D, et al. microRNA-34a regulates neurite outgrowth, spinal morphology, and
function. Proc Natl Acad Sci U S A. 2011;108(52):21099–104. doi:10.1073/
pnas.1112063108.

39. Agostini M, Tucci P, Killick R, Candi E, Sayan BS, di Val Cervo Rivetti P, et al.
Neuronal differentiation by TAp73 is mediated by microRNA-34a regulation
of synaptic protein targets. Proc Natl Acad Sci U S A. 2011;108(52):21093–8.
doi:10.1073/pnas.1112061109.

40. Doxakis E. Post-transcriptional regulation of alpha-synuclein expression by
mir-7 and mir-153. J Biol Chem. 2010;285(17):12726–34. doi:10.1074/jbc.
M109.086827.

41. Chen CL, Liu H, Guan X. Changes in microRNA expression profile in
hippocampus during the acquisition and extinction of cocaine-induced
conditioned place preference in rats. J Biomed Sci. 2013;20:96. doi:10.1186/
1423-0127-20-96.

42. Hansen TB, Jensen TI, Clausen BH, Bramsen JB, Finsen B, Damgaard CK, et al.
Natural RNA circles function as efficient microRNA sponges. Nature. 2013;
495(7441):384–8. doi:10.1038/nature11993.

43. Memczak S, Jens M, Elefsinioti A, Torti F, Krueger J, Rybak A, et al. Circular
RNAs are a large class of animal RNAs with regulatory potency. Nature.
2013;495(7441):333–8. doi:10.1038/nature11928.

44. Zhang Y, Zhu X, Bai M, Zhang L, Xue L, Yi J. Maternal deprivation enhances
behavioral vulnerability to stress associated with miR-504 expression in
nucleus accumbens of rats. PLoS One. 2013;8(7):e69934. doi:10.1371/journal.
pone.0069934.

45. Ching TT, Maunakea AK, Jun P, Hong C, Zardo G, Pinkel D, et al.
Epigenome analyses using BAC microarrays identify evolutionary
conservation of tissue-specific methylation of SHANK3. Nat Genet.
2005;37(6):645–51. doi:10.1038/ng1563.

46. Beri S, Tonna N, Menozzi G, Bonaglia MC, Sala C, Giorda R. DNA methylation
regulates tissue-specific expression of Shank3. J Neurochem.
2007;101(5):1380–91. doi:10.1111/j.1471-4159.2007.04539.x.

47. Maunakea AK, Nagarajan RP, Bilenky M, Ballinger TJ, D’Souza C, Fouse SD,
et al. Conserved role of intragenic DNA methylation in regulating
alternative promoters. Nature. 2010;466(7303):253–7. doi:10.1038/
nature09165.

48. Zhu L, Wang X, Li XL, Towers A, Cao X, Wang P, et al. Epigenetic dysregulation
of SHANK3 in brain tissues from individuals with autism spectrum disorders.
Hum Mol Genet. 2014;23(6):1563–78. doi:10.1093/hmg/ddt547.

49. Wang X, Xu Q, Bey AL, Lee Y, Jiang YH. Transcriptional and functional
complexity of Shank3 provides a molecular framework to understand the
phenotypic heterogeneity of SHANK3 causing autism and Shank3 mutant
mice. Mol Autism. 2014;5:30. doi:10.1186/2040-2392-5-30.

50. Epstein I, Tushev G, Will TJ, Vlatkovic I, Cajigas IJ, Schuman EM. Alternative
polyadenylation and differential expression of Shank mRNAs in the synaptic
neuropil. Philos Trans R Soc Lond B Biol Sci. 2014;369(1633):20130137.
doi:10.1098/rstb.2013.0137.

51. Vucurovic K, Landais E, Delahaigue C, Eutrope J, Schneider A, Leroy C, et al.
Bipolar affective disorder and early dementia onset in a male patient with
SHANK3 deletion. Eur J Med Genet. 2012;55(11):625–9. doi:10.1016/j.ejmg.
2012.07.009.

52. Denayer A, Van Esch H, de Ravel T, Frijns JP, Van Buggenhout G, Vogels A,
et al. Neuropsychopathology in 7 Patients with the 22q13 Deletion
Syndrome: Presence of Bipolar Disorder and Progressive Loss of Skills. Mol
Syndromol. 2012;3(1):14–20.

53. Verhoeven WM, Egger JI, Willemsen MH, de Leijer GJ, Kleefstra T.
Phelan-McDermid syndrome in two adult brothers: atypical bipolar
disorder as its psychopathological phenotype? Neuropsychiatr Dis Treat.
2012;8:175–9. doi:10.2147/NDT.S30506.

54. Maletic V, Raison C. Integrated neurobiology of bipolar disorder. Front
Psychiatry. 2014;5:98. doi:10.3389/fpsyt.2014.00098.

55. Choi S-Y, Han K. Emerging role of synaptic actin-regulatory pathway in
the pathophysiology of mood disorders. Animal Cells Syst (Seoul).
2015;19(5):283–8.

56. Huang W, Li MD. Differential allelic expression of dopamine D1 receptor
gene (DRD1) is modulated by microRNA miR-504. Biol Psychiatry. 2009;65(8):
702–5. doi:10.1016/j.biopsych.2008.11.024.

57. Beaulieu JM, Gainetdinov RR. The physiology, signaling, and pharmacology
of dopamine receptors. Pharmacol Rev. 2011;63(1):182–217. doi:10.1124/pr.
110.002642.

58. Han W, Kim KH, Jo MJ, Lee JH, Yang J, Doctor RB, et al. Shank2 associates
with and regulates Na+/H+ exchanger 3. J Biol Chem. 2006;281(3):1461–9.
doi:10.1074/jbc.M509786200.

Submit your next manuscript to BioMed Central
and take full advantage of: 

• Convenient online submission

• Thorough peer review

• No space constraints or color figure charges

• Immediate publication on acceptance

• Inclusion in PubMed, CAS, Scopus and Google Scholar

• Research which is freely available for redistribution

Submit your manuscript at 
www.biomedcentral.com/submit

Choi et al. Molecular Brain  (2015) 8:74 Page 12 of 12

http://dx.doi.org/10.1016/j.jocn.2015.01.031
http://dx.doi.org/10.1016/j.jocn.2015.01.031
http://dx.doi.org/10.1101/gad.207456.112
http://dx.doi.org/10.1523/JNEUROSCI.4354-04.2005
http://dx.doi.org/10.1523/JNEUROSCI.4354-04.2005
http://dx.doi.org/10.1073/pnas.1112063108
http://dx.doi.org/10.1073/pnas.1112063108
http://dx.doi.org/10.1073/pnas.1112061109
http://dx.doi.org/10.1074/jbc.M109.086827
http://dx.doi.org/10.1074/jbc.M109.086827
http://dx.doi.org/10.1186/1423-0127-20-96
http://dx.doi.org/10.1186/1423-0127-20-96
http://dx.doi.org/10.1038/nature11993
http://dx.doi.org/10.1038/nature11928
http://dx.doi.org/10.1371/journal.pone.0069934
http://dx.doi.org/10.1371/journal.pone.0069934
http://dx.doi.org/10.1038/ng1563
http://dx.doi.org/10.1111/j.1471-4159.2007.04539.x
http://dx.doi.org/10.1038/nature09165
http://dx.doi.org/10.1038/nature09165
http://dx.doi.org/10.1093/hmg/ddt547
http://dx.doi.org/10.1186/2040-2392-5-30
http://dx.doi.org/10.1098/rstb.2013.0137
http://dx.doi.org/10.1016/j.ejmg.2012.07.009
http://dx.doi.org/10.1016/j.ejmg.2012.07.009
http://dx.doi.org/10.2147/NDT.S30506
http://dx.doi.org/10.3389/fpsyt.2014.00098
http://dx.doi.org/10.1016/j.biopsych.2008.11.024
http://dx.doi.org/10.1124/pr.110.002642
http://dx.doi.org/10.1124/pr.110.002642
http://dx.doi.org/10.1074/jbc.M509786200

	Abstract
	Background
	Results
	Conclusions

	Background
	Results
	miR-7, miR-34a, and miR-504 directly regulate the �expression of SHANK3
	miR-7, miR-34a, and miR-504 potentially regulate other targets in the Shank3 interactome
	miR-7 and miR-504 regulate dendritic spines of cultured hippocampal neurons
	Human and mouse brain expression patterns of miR-504

	Discussion
	Conclusions
	Methods
	Luciferase assay
	RNA extraction and quantitative real-time reverse �transcription PCR
	Bioinformatics
	Hippocampal neuron culture, transfection, and immunostaining
	Lentiviral infection of cultured hippocampal neurons
	Western blot and antibodies
	In situ hybridization
	Image acquisition and statistical analysis

	Additional file
	Abbreviations
	Competing interests
	Authors’ contributions
	Acknowledgments
	Author details
	References



