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of HTR1B in ALKBH5‑m6A dependent epigenetic 
mechanisms
Xiulin Wu1, Lianzhong Liu2, Xing Xue1, Xuhang Li1, Kexin Zhao1, Jiahang Zhang1, Wenshi Li1, Wei Yao1, 
Shuang Ding1, Chen Jia1 and Fan Zhu1,3*    

Abstract 

Background  Abnormalities in the 5-HT system and synaptic plasticity are hallmark features of schizophrenia. Previ-
ous studies suggest that the human endogenous retrovirus W family envelope (ERVWE1) is an influential risk factor 
for schizophrenia and inversely correlates with 5-HT4 receptor in schizophrenia. To our knowledge, no data describes 
the effect of ERVWE1 on 5-HT neuronal plasticity. N6-methyladenosine (m6A) regulates gene expression and impacts 
synaptic plasticity. Our research aims to systematically investigate the effects of ERVWE1 on 5-HT neuronal plasticity 
through m6A modification in schizophrenia.

Results  HTR1B, ALKBH5, and Arc exhibited higher levels in individuals with first-episode schizophrenia compared 
to the controls and showed a strong positive correlation with ERVWE1. Interestingly, HTR1B was also correlated 
with ALKBH5 and Arc. Further analyses confirmed that ALKBH5 may be an independent risk factor for schizophre-
nia. In vitro studies, we discovered that ERVWE1 enhanced HTR1B expression, thereby activating the ERK-ELK1-Arc 
pathway and reducing the complexity and spine density of 5-HT neurons. Furthermore, ERVWE1 reduced m6A 
levels through ALKBH5 demethylation. ERVWE1 induced HTR1B upregulation by improving its mRNA stability 
in ALKBH5-m6A-dependent epigenetic mechanisms. Importantly, ALKBH5 mediated the observed alterations in 5-HT 
neuronal plasticity induced by ERVWE1.

Conclusions  Overall, HTR1B, Arc, and ALKBH5 levels were increased in schizophrenia and positively associated 
with ERVWE1. Moreover, ALKBH5 was a novel risk gene for schizophrenia. ERVWE1 impaired 5-HT neuronal plasticity 
in ALKBH5-m6A dependent mechanism by the HTR1B-ERK-ELK1-Arc pathway, which may be an important contribu-
tor to aberrant synaptic plasticity in schizophrenia.
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Introduction
Schizophrenia, characterized by positive, negative, and 
cognitive symptoms [1], is a severe psychiatric illness 
with a lifetime morbidity of approximately 1% [2]. Gener-
ally, schizophrenia manifests in late adolescence or early 
adulthood, leading to unemployment rates of 80–90% [3], 
which causes high levels of family burden. Understanding 
the underlying mechanisms of schizophrenia is crucial 
for effective treatment. Recent genome-wide association 
studies (GWAS) have successfully identified common 
genetic variations in genes encoding synaptic proteins, 
glutamate receptors, dopamine receptors, and 5-hydrox-
ytryptamine (5-HT, also known as serotonin) receptors 
that are associated with schizophrenia [4, 5]. Further-
more, postmortem studies have provided evidence that 
disturbances in 5-HT receptors are involved in the patho-
genesis of schizophrenia [6].

5-HT1B receptor (HTR1B), one subfamily of 5-HT 
receptors, regulates 5-HT release from the 5-HT termi-
nals and memory processing. Higher transcript levels of 
HTR1B have been reported in schizophrenia [6, 7]. As a 
G-protein-coupled receptor (GPCR), HTR1B activates 
the extracellular signal-regulated kinase (ERK) signal 
pathway in the postsynaptic membrane [8–10]. Activated 
ERK plays an essential role in regulating the synthesis of 
Activity regulated cytoskeleton associated protein (Arc) 
[11–13], a protein primarily enriched in the postsynap-
tic membrane that is critical for maintaining synaptic 
plasticity [14, 15]. Dysregulation of synaptic plasticity, 
characterized by structural changes, including decreased 
dendritic arbor complexity and reduced dendritic spine 
density [16], participates in the pathophysiology of schiz-
ophrenia. In addition to HTR1B, other 5-HT receptors, 
including HTR1A [7], HTR2A [7], HTR3 [17], HTR4 
[18, 19], and HTR6 [20] are associated with schizophre-
nia. Intriguingly, our recent study demonstrates that 
ERVWE1, a significant risk factor in schizophrenia, can 
inhibit HTR4 expression and contribute to the etiology of 
schizophrenia [18].

Human endogenous retroviruses (HERVs) are relics 
of infectious retroviruses in our ancestors, constituting 
approximately 8% of the human genome [21]. A HERV 
provirus structure consists of gag, pro, pol, env, and 
two long terminal repeats (LTRs), which harbor regula-
tory functions including promoter, enhancer, or primer-
binding sites [22]. HERVs have long been regarded as 
“genomic dark matter”. However, accumulating evidence 
now reveals their involvement in various biological pro-
cesses, such as antiviral immunity, cellular differentiation, 
cellular gene expression, and genomic recombination 
through viral proteins, promoter and enhancer elements 
derived from the long retroviral terminal repeats, or 
HERV-derived long non-coding RNA (lncRNA) [23, 

24]. Many factors, including viral infection [25–27], 
drugs [28], and epigenetic modifications [29], can acti-
vate HERV elements. HERV-W, one HERV family, is also 
known as multiple sclerosis (MS) associated retrovirus 
(MSRV). The envelope protein of HERV-W, referred to 
as ERVWE1, Syncytin-1, or HERV-W env, plays a role in 
embryonic trophoblast formation, immunomodulatory 
activity during pregnancy, and embryonic innate antivi-
ral immunity [30]. Significant expression of ERVWE1 has 
been observed in various diseases, including cancers [31, 
32], autoimmune diseases [33], and neuropsychiatric dis-
orders [34, 35]. Notably, data from our lab has confirmed 
that ERVWE1 contributes to the occurrence and pro-
gression of schizophrenia by increasing the expression of 
schizophrenia-associated genes [35], activating ion chan-
nels [18], modulating mitochondrial respiratory chain 
function [36], impairing synaptic function and spine 
development [37, 38], and inducing neuroinflammatory 
abnormalities [39–42].

Epigenetic modifications, which participate in energy 
metabolism [43], neuronal differentiation [44], synap-
tic transmission [45], and immune responses [46], play 
a meaningful role in the etiology and pathophysiology 
of schizophrenia [47]. Among epigenetic modifications, 
RNA modification has emerged as an important regula-
tory layer of gene expression. One reversible RNA meth-
ylation modification, known as m6A modification, is the 
most common post-transcriptional mRNA modification 
in mammals, adding a new dimension to our understand-
ing of post-transcriptional regulation of gene expression. 
Quite a few findings indicate that m6A can regulate gene 
expression by influencing mRNA metabolism, stability, 
and translation [48]. The installation of m6A modifica-
tion is mediated by “writers”, METTL3/14/16, WTAP, 
KIAA1429 (VIRMA), RBM15/15B, and ZC3H13, rec-
ognized by “readers” proteins, such as YTHDF1/2/3, 
YTHDC1/2, and IGF2BP1/2/3, and obliterated by 
“eraser” including ALKBH5 and FTO [49]. Abnormali-
ties in m6A modification are associated with cancers [50] 
and neurological diseases [51]. However, no literature 
reports have explored whether ERVWE1 undergoes m6A 
modification, which could potentially influence synaptic 
plasticity.

Herein, higher levels of HTR1B, Arc, and ALKBH5 
were detected in schizophrenia patients compared with 
the healthy controls and had a positive correlation with 
ERVWE1. Interestingly, HTR1B also showed positive 
correlations with ALKBH5 and Arc in schizophrenia. 
Further analysis revealed that ALKBH5 was a possible 
independent risk factor for schizophrenia. Addition-
ally, in vitro studies revealed that ERVWE1 upregulated 
HTR1B expression and impaired 5-HT neuronal plas-
ticity through the ERK-ELK1-Arc signaling pathway. 
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Moreover, our results demonstrated that ERVWE1 led 
to a decrease in the global m6A level. The upregulation 
of HTR1B induced by ERVWE1 depended on ALKBH5-
mediated demethylation. Importantly, ALKBH5 was 
involved in the impairment of 5-HT neuronal plastic-
ity caused by ERVWE1. Mechanistically, ERVWE1 
upregulated HTR1B through ALKBH5-mediated m6A-
dependent epigenetic modifications, contributing to the 
impairment of 5-HT neuronal plasticity by activating the 
ERK-ELK1-Arc signal pathway in schizophrenia. Our 
findings revealed a novel risk gene in schizophrenia and a 
new mechanism by which ERVWE1 regulated 5-HT neu-
ronal plasticity through epigenetic modifications, provid-
ing insights into the role of ERVWE1 in the etiology of 
schizophrenia through the RNA modification pathway.

Results
Bioinformatics analysis demonstrated abnormality 
of the HTR1B signal pathway in the brain of schizophrenia
Schizophrenia is a common psychiatric disorder with 
a complex etiology. Extensive research has shown that 
dysregulation of several neurotransmitters, including 
dopamine [38], glutamate [52], and 5-HT [53] may con-
tribute to the development of schizophrenia. Microar-
ray analysis is commonly used to identify differentially 
expressed genes (DEGs) and signal pathways. In this 
study, we utilized the GSE53987 dataset to analyze DEGs 
in the postmortem prefrontal cortex (BA46) of indi-
viduals with schizophrenia and healthy controls. GOCC 
(Gene Ontology Cell Component) analysis revealed that 
the DEGs were mainly associated with synapses (Fig. 1A). 
Furthermore, GOBP (Gene Ontology Biological Process) 
analysis indicated that these DEGs were involved in post-
synaptic signal transduction, mRNA modification, and 
5-HT receptor signal pathway (Fig.  1B). KEGG (Kyoto 
Encyclopedia of Genes and Genomes) analysis further 
demonstrated that the DEGs were enriched in the Ras 
signaling pathway, 5-HTergic synapse, and RNA degra-
dation (Fig.  1C). There are seven types of 5-HT recep-
tors (HTR1-7) [54]. Importantly, the analysis of DEGs 
revealed an  elevated level of HTR1B in the prefrontal 
cortex (PFC) (BA46) of individuals with schizophrenia 
compared to healthy controls (p = 0.034) (Fig. 1D), while 
the expression of HTR2A was significantly decreased 
(p = 0.005) (Additional file  1: Fig. S1A). However, we 
did not observe a significant pattern of gene expression 
alteration in other 5-HT receptors, including HTR1A 
(p = 0.15), HTR2B (p = 0.089), HTR5A (p = 0.3), HTR6 
(p = 0.083), and HTR7 (p = 0.24) (Additional file  1: Fig. 
S1B–F). These findings support the presence of aberrant 
expression of 5-HT receptors in schizophrenia.

Based on the abnormalities observed in the Ras path-
way in our KEGG analysis, we investigated whether 

alterations in 5-HT receptors were associated with raf1 
and ERK2, two critical members of the Ras pathway. The 
correlation heatmap results revealed a significant positive 
association between HTR1B and raf1, as well as ERK2 
(Fig.  1E, p < 0.05, correlation coefficient = 0.6, and 0.61, 
respectively). As our GOBP analysis indicated abnormal 
mRNA modification in schizophrenia, we also examined 
the correlation between HTR1B and m6A modification-
related genes, which are the most prevalent mRNA modi-
fication. Intriguingly, we discovered a positive correlation 
between HTR1B and the m6A demethylase ALKBH5 
in schizophrenia patients (p < 0.05, correlation coeffi-
cient = 0.52, Fig. 1F), suggesting that aberrant expression 
of HTR1B might be associated with m6A demethylation. 
In conclusion, we proposed that HTR1B was subjected to 
m6A modification and associated with the ERK pathway 
in schizophrenia based on our bioinformatics analysis.

Aberrant expression of HTR1B, Arc, and ALKBH5 displayed 
a strong positive correlation with ERVWE1 in the blood 
of first‑episode schizophrenia
Given the bioinformatics findings indicating abnormal-
ities in 5-HT receptors in the brains with schizophre-
nia, we investigated the levels of 5-HT receptors in the 
blood of first-episode schizophrenia. We observed a 
significant increase in both the mRNA expression level 
(p < 0.05, Additional file 1: Fig. S2A) and plasma protein 
concentration of HTR1B (p < 0.001, Fig. 2A and Table 1) 
in first-episode schizophrenia. However, there were no 
significant differences in the mRNA expression levels of 
HTR1A (p = 0.17), HTR2A (p = 0.09), HTR6 (p = 1.0), 
and HTR7 (p = 0.476) (Additional file  1: Fig. S2B–E) 
between schizophrenia patients and healthy controls. 
Furthermore, both the mRNA and protein levels of 
the 5-HT transporter (SERT) (p < 0.001 in mRNA level 
and p < 0.001 in protein level, Additional file 1: Fig. S2F, 
Fig.  2B, and Additional file  1: Table  S1) and the 5-HT 
synthesis enzymes tryptophan hydroxylase-2 (TPH2) 
(p < 0.05 in mRNA and p < 0.001 in protein levels, Addi-
tional file  1: Fig. S2G, Fig.  2C, and Additional file  1: 
Table S2) were significantly lower in first-episode schiz-
ophrenia patients compared to the healthy controls. 
Additionally, we found a decrease in 5-HT levels in 
schizophrenia (p < 0.001, Fig.  2D and Additional file  1: 
Table S3), indicating dysregulation of the 5-HT system 
in schizophrenia. HTR1B is known to play a critical 
role in synaptic plasticity [55]. To assess whether the 
increase in HTR1B expression is associated with syn-
aptic plasticity, we measured the level of Arc, a plastic-
ity-related gene. We observed a significant increase in 
both the mRNA (p < 0.01, Additional file  1: Fig. S2H) 
and protein (p < 0.001, Fig.  2E and Table  2) levels of 
Arc in schizophrenia. Moreover, our bioinformatics 
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analysis revealed a positive correlation between HTR1B 
and ALKBH5. Consistently, we found elevated levels of 
ALKBH5 in both the whole peripheral blood mRNA 
(p < 0.01, Additional file 1: Fig. S2I) and plasma protein 
(p < 0.001, Fig.  2F and Table  3) in schizophrenia, indi-
cating m6A modification dysfunction in schizophrenia.

In line with our previous studies [18, 35–40], we found 
higher levels of ERVWE1 in schizophrenia patients 
(Fig. 2G, H and Additional file 1: Table S4). Subsequent 
analysis revealed several positive correlations between 
ERVWE1 and HTR1B (p = 0.01, r = 0.65, Additional file 1: 
Fig. S2J), Arc (p = 0.03, r = 0.57, Additional file  1: Fig. 
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Fig. 1  Higher expression of HTR1B in schizophrenia was associated with ERK2 and m6A modification in GSE53987. A, B Partial visualization of GO 
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analysis for DEGs. D Boxplot of HTR1B expression in the prefrontal cortex (BA46) of schizophrenia patients (n = 15) and healthy controls (n = 19), 
p-value by Wilcoxon (Mann-Withney). E Correlation heat map analysis among 5-HT receptors, raf1 and ERK2, red and blue represent positive 
and negative correlation, *p < 0.05 by Spearman. F Correlation matrix analysis of HTR1B and m6A modification-related genes, red represents positive 
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Fig. 2  Abnormal 5-HTergic systems and HTR1B signal pathway in the blood of schizophrenia. A-F The concentrations of HTR1B, SERT, TPH2, 5-HT, 
Arc, and ALKBH5 in the plasma of schizophrenia patients (n = 44) and controls (n = 37) by ELISA (p < 0.001 by median and nonparametric analysis). 
G The mRNA level of ERVWE1 in the whole peripheral blood of schizophrenia patients (n = 15) and healthy controls (n = 14) by RT-qPCR (p < 0.001 
by median and nonparametric analysis). H Differences in ERVWE1 protein expression in schizophrenia patients (n = 44) and controls (n = 37) by ELISA 
(p < 0.001 by median and nonparametric analysis). I–N Correlation of ERVWE1 protein level with HTR1B (r = 0.81, p < 0.001, n = 44), Arc (r = 0.77, 
p < 0.001, n = 44), ALKBH5 (r = 0.78, p < 0.001, n = 44), 5-HT (r = – 0.57, p < 0.001, n = 44), SERT (r = – 0.41, p < 0.01, n = 44), and TPH2 (r = − 0.33, p = 0.03, 
n = 44) protein levels in the plasma of schizophrenia patients by Spearman. O–Q Correlation analysis of plasma HTR1B with plasma 5-HT (r =  − 0.6, 
p < 0.001, n = 44), Arc (r = 0.6, p < 0.001, n = 44), and ALKBH5 (r = 0.7, p < 0.001, n = 44) in schizophrenia by Spearman. Dots depict schizophrenia 
patients. Data are mean ± SD, but a few are overlapping and cannot be separated on the graph
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S2K), and ALKBH5 (p < 0.01, r = 0.78, Additional file  1: 
Fig. S2L) in the mRNA levels of schizophrenia patients, 
as determined by Spearman’s correlation. Furthermore, 
the median analysis demonstrated that the plasma pro-
tein level of HTR1B (+) (HTR1B > 4138.3903  pg/mL) 
was detected in 29 out of 31 ERVWE1 (+) patients 
(ERVWE1 > 2043.8078  pg/mL), while the plasma pro-
tein level of HTR1B (−) (HTR1B ≤ 4138.3903  pg/
mL) was detected in 8 out of 13 ERVWE1 (−) patients 

(ERVWE1 ≤ 2043.8078), suggesting a consistent expres-
sion pattern of HTR1B and ERVWE1 in schizophre-
nia patients (Table  4). Consistent with the correlation 
analysis in mRNA levels, we found ERVWE1 had a posi-
tive correlation with HTR1B (p < 0.001, r = 0.81, Fig. 2I), 
Arc (p < 0.001, r = 0.77, Fig.  2J), and ALKBH5 (p < 0.001, 
r = 0.78, Fig.  2K) in the protein levels of schizophre-
nia patients, in which correlation coefficient all reached 
0.7 or above, implying that there was a very robust corre-
lation among them. Furthermore, we showed that higher 
level of ERVWE1 inversely correlated with 5-HT level 
(p < 0.001, r = −  0.57, Fig.  2L) in schizophrenia patients. 
However, ERVWE1 had weak negative correlations with 
SERT and TPH2 in schizophrenia patients (Fig. 2M, N). 
Strikingly, plasma HTR1B concentration also correlated 
significantly with plasma 5-HT, Arc, and ALKBH5 con-
centration in schizophrenia patients (r = −  0.6 in 5-HT, 
r = 0.6 in Arc, r = 0.7 in ALKBH5, Fig.  2O–Q), indicat-
ing that HTR1B was associated with m6A modification 
in schizophrenia. Additionally, the univariate and mul-
tivariate analyses showed that ALKBH5 was an inde-
pendent risk factor for schizophrenia (Table  5). Taking 
together, higher levels of HTR1B and ALKBH5 in the 
blood of schizophrenia patients positively correlated with 
ERVWE1, and ALKBH5 was a novel schizophrenia risk 
gene.

ERVWE1 could upregulate HTR1B and Arc expression
To further investigate the relationship between ERVWE1 
and HTR1B in schizophrenia, we transfected ERVWE1 
into the human neuroblastoma cell line SH-SY5Y (Addi-
tional file  1: Fig. S3A, B), which is commonly used to 
study neuropsychiatric disorders [56], to gain a deeper 
understanding of their association. ERVWE1 significantly 
increased the protein level of HTR1B in SH-SY5Y cells 
(Fig. 3A). HTR1B is known to activate the ERK pathway 
[9, 10], so we aimed to establish the role of HTR1B in the 
ERK-ELK1-Arc pathway. As expected, HTR1B amplifica-
tion enhanced the levels of p-ERK1/2 (Thr202/Tyr204) 
and p-ELK1 (S383) and Arc protein, while not affecting 
ERK1/2 and ELK1 levels (Additional file 1: Fig. S4A, B), 
indicating that HTR1B activation regulated p-ERK1/2 

Table 1  The concentration of HTR1B in the plasma of healthy 
controls and schizophrenia patients

Healthy controls (n = 37, pg/mL) schizophrenia patients (n = 44, 
pg/mL)

Mean 3841.2973 Mean 5291.7273

Median 3844 Median 5234

Std. Deviation 891.05633 Std. Deviation 1413.24114

Skewness − 0.123 Skewness 0.731

Sta. Error of Skewness 0.388 Sta. Error of Skewness 0.357

Range 3420 Range 5560

Minimum 2064 Minimum 3024

Maximum 5484 Maximum 8584

Table 2  The concentration of Arc in the plasma of healthy 
controls and schizophrenia patients

Healthy controls (n = 37, pg/mL) schizophrenia patients (n = 44, 
pg/mL)

Mean 2007.2278 Mean 3703.5844

Median 1590.8571 Median 3522.2857

Std. Deviation 1005.01614 Std. Deviation 1288.2449

Skewness 0.942 Skewness 0.48

Sta. Error of Skewness 0.388 Sta. Error of Skewness 0.357

Range 3702.86 Range 5268.57

Minimum 699.43 Minimum 1419.43

Maximum 4402.29 Maximum 6688

Table 3  The concentration of ALKBH5 in the plasma of healthy 
controls and schizophrenia patients

Healthy controls (n = 37, pg/mL) schizophrenia patients (n = 44, 
pg/mL)

Mean 728.8378 Mean 1460.7727

Median 651 Median 1316

Std. Deviation 289.36122 Std. Deviation 601.56381

Skewness 0.941 Skewness 0.934

Sta. Error of Skewness 0.388 Sta. Error of Skewness 0.357

Range 1290 Range 2860

Minimum 186 Minimum 321

Maximum 1476 Maximum 3181

Table 4  The consistency of ERVWE1 and HTR1B concentration in 
schizophrenia patients

ERVWE1 (+): the expression of ERVWE1 above 2043.8078 pg/mL; ERVWE1 (–): 
the expression of ERVWE1 below 2043.8078 pg/mL; HTR1B (+): the expression 
of HTR1B above 4138.3903 pg/mL; HTR1B (–): the expression of HTR1B below 
4138.3903 pg/mL

Schizophrenia 
patients

ERVWE1 (+) ERVWE1 (-) Consistency ratio

HTR1B (+) 29 5 84%

HTR1B (–) 2 8
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(Thr202/Tyr204), p-ELK1 (S383) and Arc expression. 
Conversely, HTR1B knockdown using HTR1B specific 
siRNA suppressed the phosphorylation of ERK1/2 and 
ELK1, as well as reduced Arc expression (Additional 
file 1: Fig. S4C, D), suggesting that HTR1B could activate 
the ERK-ELK1-Arc pathway. Considering that ERVWE1 
upregulated HTR1B, we investigated the effects of 
ERVWE1 on the ERK-ELK1-Arc pathway. Our results 
demonstrated that ERVWE1 promoted the activation 
of the ERK-ELK1-Arc pathway (Fig.  3B). Remarkably, 
depletion of HTR1B by RNA interference abolished the 
upregulation of p-ERK1/2, p-ELK1, and Arc induced by 
ERVWE1 in SH-SY5Y cells (Fig. 3C and Additional file 1: 
Fig. S5), confirming that HTR1B was a key mediator of 
the ERK-ELK1-Arc pathway in response to ERVWE1.

HTR1B is one of the 5-HT receptors and can be 
expressed in 5-HTergic neurons and non-5-HTergic 
neurons. To study the effect of ERVWE1 on 5-HTergic 
neurons, we isolated the dorsal raphe nucleus (DRN), 
which has a high proportion of 5-HTergic neurons, 
from Sprague–Dawley rats (P0-P7) for further study 
(Fig.  3D). To confirm the presence of cultured neurons 
containing 5-HT neurons, we labeled TPH2, a marker 
specific to 5-HT neurons, and found that almost 90% of 
neurons were TPH2+ neurons (Fig. 3E). We also geneti-
cally expressed ERVWE1 in the DRN neurons (Addi-
tional file  1: Fig. S6A) and validated that ERVWE1 led 
to an increase in HTR1B, p-ERK1/2, p-ELK1, and Arc 
in 5-HT neurons using western blot (Fig.  3F, G). Simi-
larly, the immunofluorescence density of HTR1B and 
Arc qualitatively increased (Additional file  1: Fig. S6B 
and Fig. 3H, I), suggesting that ERVWE1 could enhance 

HTR1B and Arc levels in 5-HT neurons. Importantly, the 
increased expression of p-ERK, p-ELK1, and Arc induced 
by ERVWE1 was abolished in HTR1B-deficient neurons 
(Fig.  3J and Additional file  1: Fig. S6C), indicating the 
involvement of HTR1B in the ERVWE1-regulated path-
way. Overall, ERVWE1 elevated HTR1B expression and 
upregulated Arc by activating the ERK-ELK1-Arc signal 
pathway.

ERVWE1 decreased dendritic complexity and spine density 
in 5‑HT neurons
Arc, which is enriched in neuronal dendrites, has been 
extensively reported to be associated with weak synap-
tic plasticity [14, 57, 58]. We genetically overexpressed 
ERVWE1 in DRN neurons for several days, achieving a 
transfection efficiency of approximately 40% (Additional 
file  1: Fig. S7). Our results demonstrated that ERVWE1 
decreased the complexity of 5-HT neurons, as indi-
cated by immunostaining with MAP2 (a typical neu-
ronal marker) using a confocal microscope (Fig.  4A). 
Compared to the control groups, ERVWE1 significantly 
reduced the numbers of dendritic branches (Fig.  4B, C) 
and the total length of dendrites (Fig. 4D) in 5-HT neu-
rons, while the average length of dendrites showed no 
significant changes (Fig.  4E). Additionally, we observed 
a decrease in the soma size of 5-HT neurons (Fig.  4F). 
These findings suggested that the high level of ERVWE1 
was associated with a reduction in dendritic arborization, 
leading to decreased complexity of 5-HT neurons.

Alterations in spine density have been linked to synap-
tic plasticity, and it has been shown that reduced spine 
density is associated with schizophrenia, possibly due to 
excessive spine pruning during late childhood or ado-
lescence [59]. Therefore, we investigated the effect of 
ERVWE1 on dendritic spine architecture. ERVWE1 sig-
nificantly reduced the total spine density of 5-HT neu-
rons compared to the controls (Fig.  4G, H). Based on 
their morphology, dendritic spines can be categorized 
into four subtypes: mushroom, stubby, thin, and filo-
podia (Fig.  4I). In the presence of ERVWE1, there was 
a significant decrease in density of all four spine types 
(Fig. 4J). However, the proportion of spine subtypes did 
not change (Fig.  4K). Our findings indicated that the 
increased levels of ERVWE1 in 5-HT neurons were asso-
ciated with lower spine density. In conclusion, ERVWE1 
played a critical role in dendritic morphogenesis, sug-
gesting that ERVWE1 might contribute to schizophrenia 
by affecting synaptic plasticity.

HTR1B involvement in ERVWE1 regulated neuronal 
complexity and spine density
Our cytological experiment revealed that ERVWE1 
upregulated the expression of HTR1B and Arc. 

Table 5  Univariate and multivariate analysis of risk factors for 
schizophrenia

NS, p > 0.05

NA not adopted

Characteristics Univariate (p) Multivariate

OR 95% CI p

Lower Upper

Gender 0.873 NA

Age 0.619 NA

Smoking 0.996 NA

BMI 0.480 NA

Education 0.608 NA

ERVWE1 protein 
level

0.001 3.725 1.156 11.995 0.028

ALKBH5 protein 
level

 < 0.001 20.244 5.589 73.325  < 0.001

HTR1B protein level 0.002 NS

Arc protein level  < 0.001 NS
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Remarkably, the deficiency of HTR1B inhibited the ele-
vated immunoreactivity of Arc induced by ERVWE1 in 
5-HT neurons (Fig.  5A, B). Considering the impact of 
ERVWE1 on 5-HT plasticity, we investigated the role of 
HTR1B in regulating 5-HT plasticity. Surprisingly, the 
loss of HTR1B expression resulted in a more pronounced 
increase in the numbers of dendritic branches (Fig. 5C–
E), and the total length of dendrites (Fig.  5F), while the 
average dendritic length showed no significant changes 
(Fig.  5G) compared to the group exposed to ERVWE1 
alone. Moreover, applying short-interfering HTR1B res-
cued the reduction of 5-HT neuron soma size caused 
by ERVWE1 (Fig.  5H). These findings suggested that 
ERVWE1 impaired 5-HT neuronal plasticity through 
HTR1B mediation.

Immunolabeling of FITC Phalloidin in 5-HT neurons 
revealed that ERVWE1 decreased the total spine den-
sity, and this effect was absent when HTR1B was silenced 
(Fig. 5I, J). Further analysis of individual dendritic spine 
classes confirmed that HTR1B deficiency prevented the 
decrease in spine density mediated by ERVWE1 not only 
in mature spines (mushroom and stubby spines) but also 
in immature spines (thin and filopodia spines) (Fig. 5K). 
However, there were limited changes in the proportion 
of spines (Fig. 5L), indicating the involvement of HTR1B 
in the reduction of spine density induced by ERVWE1. 
The consistent results suggested that ERVWE1 weakened 
5-HT plasticity by activating the HTR1B signal pathway 
to regulate Arc expression in schizophrenia.

ERVWE1 induced HTR1B upregulation 
in an ALKBH5‑m6A‑dependent manner
Clinical results revealed a positive correlation between 
ERVWE1 and ALKBH5, an important demethylase of 
m6A modification. Therefore, we investigated the effect 
of ERVWE1 on m6A modification. We observed a signifi-
cant decrease in the overall level of m6A methylation in 
SH-SY5Y cells treated with ERVWE1, as demonstrated 
by dot blot and RNA methylation quantification analy-
sis (Fig.  6A, B). RT-qPCR and western blot showed a 
substantial increase in ALKBH5 levels upon exposure 
to ERVWE1 (Fig. 6C, D). Although ERVWE1 decreased 
YTHDC2 expression, ALKBH5 showed the highest 
abundance. Additionally, we conducted a Dual-Lucif-
erase Reporter Assay to explore how ERVWE1 regulated 
ALKBH5 expression. We found that ERVWE1 could 
enhance ALKBH5 promoter activity (Fig. 6E), suggesting 
that ERVWE1 increased ALKBH5 expression by modu-
lating its promoter activity. Interestingly, we found that 
ALKBH5 dynamically regulated global m6A levels when 
it was overexpressed or disrupted (Additional file 1: Fig. 
S8A, B). Additionally, the dot blot and RNA methyla-
tion quantification analysis demonstrated that ALKBH5 

deficiency rescued the decreased m6A level induced by 
ERVWE1 (Fig. 6F, G), indicating that ERVWE1 reduced 
m6A levels through ALKBH5-mediated demethylation.

Subsequently, we performed methylated RNA immu-
noprecipitation qPCR (Me-RIP-qPCR) to investigate 
whether HTR1B mRNA underwent m6A modification. 
Our results showed that HTR1B was a direct target of 
m6A modification (Fig.  6H). Importantly, ERVWE1 
reduced the HTR1B mRNA m6A level, suggesting that 
ERVWE1 upregulated HTR1B expression by alter-
ing the m6A modification level (Fig.  6H). Moreover, 
ALKBH5 facilitated HTR1B expression, but depletion of 
ALKBH5 by RNA interference led to a decline in HTR1B 
protein levels in SH-SY5Y cells (Additional file  1: Fig. 
S8C-E). To explore whether ALKBH5 directly bound to 
HTR1B transcripts, we observed a significant increase 
in the enrichment of ALKBH5 in HTR1B mRNA in the 
presence of ERVWE1 using RIP-qPCR (Fig.  6I), dem-
onstrating that ERVWE1-regulated HTR1B mRNA 
m6A modification was mediated by ALKBH5. Further-
more, the loss of ALKBH5 significantly attenuated the 
ERVWE1-induced upregulation of HTR1B and down-
stream proteins p-ERK1/2, p-ELK1, and Arc (Fig. 6J and 
Additional file 1: Fig. S8F), indicating the participation of 
ALKBH5 in the upregulation of HTR1B by ERVWE1. In 
summary, ERVWE1 altered HTR1B expression by regu-
lating ALKBH5-mediated m6A demethylation.

ERVWE1 increased HTR1B expression by maintaining 
its mRNA stability through ALKBH5‑induced m6A 
demethylation
M6A modification plays a role in regulating messen-
ger RNA stability [60]. To investigate whether ERVWE1 
enhances HTR1B expression by regulating its mRNA sta-
bility, we assessed the mRNA half-life of HTR1B under 
Actinomycin D treatment, which blocks de novo RNA 
synthesis. ERVWE1 significantly increased the stability of 
HTR1B mRNA (Fig. 7A). Similarly, ALKBH5 augmenta-
tion prolonged the stability of HTR1B mRNA, whereas 
depletion of ALKBH5 resulted in a distinct decline in 
stability (Fig. 7B, C). Strikingly, interfering with ALKBH5 
abolished the ERVWE1-induced enhancement of HTR1B 
mRNA stability (Fig.  7D), indicating that ERVWE1 
influenced HTR1B mRNA stability through ALKBH5. 
Analysis using the SRAMP website (http://​www.​cuilab.​
cn/​sramp) and RMBase v2.0 (https://​rna.​sysu.​edu.​cn/​
rmbase/​index.​php) revealed the presence of several high 
confidence predicted or empirical m6A modification, pri-
marily located in the CDS (coding sequences) (Additional 
file 1: Fig. S9A, B). We selected the three highest confi-
dence m6A sites (198, 572, 1212) distributed across the 
sequences and mutated those sites, termed CDS-Mut198, 
CDS-Mut572, CDS-Mut1212, and CDS-Mut198-572 

http://www.cuilab.cn/sramp
http://www.cuilab.cn/sramp
https://rna.sysu.edu.cn/rmbase/index.php
https://rna.sysu.edu.cn/rmbase/index.php
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Fig. 3  ERVWE1 upregulated HTR1B leading to ERK-ELK1-Arc signaling pathway activation. A Representative western blot result of HTR1B in SH-SY5Y 
cells. B ERVWE1 increased p-ERK1/2, p-ELK1, and Arc protein levels in SH-SY5Y cells. C The relative protein levels of ERK1/2, p-ERK1/2, ELK1, p-ELK1, 
and Arc when co-transfected with ERVWE1 (or empty plasmid) and siHTR1B (or siNC) in SH-SY5Y cells. D The diagrammatic drawing for 5-HT neurons 
isolated from the DRN of newborn Sprague–Dawley Rats (P0–P7). E TPH2 immunostaining showed the percentage of 5-HT neurons in DRN neurons 
(n = 5 rats per group). F, G Western blot results of HTR1B and downstream proteins expression levels after transfection with ERVWE1 in DRN neurons. 
H, I Immunofluorescence staining with Arc in DRN neurons. J DRN neurons were transfected with ERVWE1 and siHTR1B. Data are mean ± SD. 
Statistical analysis: Student’s t-test and one-way ANOVA (ns p > 0.05, *p < 0.05, **p < 0.01, ***p < 0.001). All experiments were repeated 3 times
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(Fig.  7E). Subsequently, we conducted a reporter lucif-
erase assay and observed that ALKBH5 enhanced lucif-
erase activity in both HTR1B CDS wild type (WT) and 
Mut1212, but had no effect on Mut198, Mut572, and 
Mut198-572 (Additional file  1: Fig. S10A, B). Moreover, 

ERVWE1 increased luciferase activity in the HTR1B WT 
and Mut1212, but not in Mut198, Mut572, and Mut198-
572 (Fig.  7F). Intriguingly, ALKBH5 silencing almost 
completely abolished the ERVWE1-induced luciferase 
activity in HTR1B CDS WT and Mut1212 groups, while 
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the luciferase activity showed no change in Mut198 and 
Mut572 groups, suggesting potential methylation modi-
fied sites at positions 198 and 572 (Fig.  7G). This find-
ing was further confirmed by mutation of both 198 and 
572 sites (Fig. 7G). Taken together, sites 198 and 572 are 
likely functional m6A-modified sites in the CDS regions 
of HTR1B.

Next, we assessed the half-life of HTR1B mRNA and 
observed that mutation of sites 198 or 572 sites, but not 
1212 site, prolonged the half-life of HTR1B mRNA tran-
scripts compared to WT in SH-SY5Y cells (Fig. 7H), indi-
cating that 198 and 572 sites were the m6A modification 
motifs in HTR1B mRNA. Mutation of both sites 198 and 
572 further validated these results (Fig.  7H). ERVWE1 
indeed perpetuated HTR1B mRNA stability in CDS WT 
groups (Fig. 7I). However, there were no changes in the 
Mut198 or Mut572 groups (Fig. 7J, K). ERVWE1 length-
ened the half-life of HTR1B in the Mut1212 group (Addi-
tional file  1: Fig. S10C), demonstrating that ERVWE1 
enhanced HTR1B stability dependent on two sites 198 
and 572. This finding was also confirmed in Mut198-572 
groups (Fig. 7L). To further support the result, we meas-
ured the protein expression levels of HTR1B in SH-SY5Y 
cells and discovered that mutations in the site 198, 572, 
or both 198 and 572 could reinforce HTR1B expres-
sion compared to WT-types (Fig. 7M). In CDS WT and 
Mut1212 cells, ERVWE1 significantly augmented HTR1B 
protein levels (Fig. 7N and Additional file 1: Fig. S10D). 
There was no difference in HTR1B expression in Mut198, 
Mut572, or Mut198-572 (Fig.  7N). These results sug-
gested that ERVWE1 regulated HTR1B mRNA stability 
via the m6A-modified sites 198 and 572. In conclusion, 
ERVWE1 upregulated HTR1B expression by increasing 
its mRNA stability dependent on 198 and 572 sites.

ALKBH5 participated in the regulation of synaptic 
plasticity by ERVWE1 in 5‑HT neurons
Based on the significant impact of ALKBH5 demeth-
ylation on ERVWE1-induced HTR1B upregulation, 
we investigated whether ERVWE1-impaired synaptic 

plasticity was mediated by ALKBH5. Immunofluores-
cence results showed that the increased immunoreac-
tivity of Arc induced by ERVWE1 was reduced when 
cells were treated with siALKBH5 oligos compared to 
siRNA controls (Additional file 1: Fig. S11A, B). Further-
more, we analyzed the morphology of 5-HT dendrites 
and observed that ERVWE1 decreased the number of 
dendritic branches (Fig.  8A–C) and the total length of 
dendrites (Fig. 8D), but not the average dendritic length 
(Fig.  8E). However, knockdown of ALKBH5 reversed 
the decrease in 5-HT neuronal complexity induced by 
ERVWE1 (Fig.  8A–E). In addition, ALKBH5 also regu-
lated the soma size of 5-HT neurons (Fig.  8F). These 
results indicated that ALKBH5 influenced the complexity 
of 5-HT neurons regulated by ERVWE1.

Moreover, we observed that ERVWE1 significantly 
decreased the total spine density in 5-HT neurons, while 
the total spine density returned to normal levels after 
knocking down ALKBH5 in ERVWE1 overexpressed cells 
(Fig.  8G, H). Notably, both mature spines (mushroom 
or stubby) and immature spines (thin or filopodia) were 
regulated by ALKBH5 compared with the control groups 
(Fig. 8I). In contrast, there were no significant differences 
in the proportion of these four subtypes (Fig. 8J), indicat-
ing that ERVWE1-regulated 5-HT neuronal plasticity was 
mediated by ALKBH5. In summary, ERVWE1 impaired 
synaptic plasticity in 5-HT neurons in an ALKBH5-m6A-
dependent manner.

Discussion
The etiology of schizophrenia is complex. Our lab’s data 
have demonstrated that ERVWE1 is the underlying path-
ogenic factor responsible for schizophrenia [35]. Further 
studies indicate that ERVWE1 increases the expression 
of schizophrenia risk genes, such as Brain derived neu-
rotrophic factor (BDNF) [35] and Cytoplasmic poly-
adenylation element binding protein 1(CPEB1) [36]. An 
in-depth study finds that ERVWE1 upregulates BDNF 
expression by increasing the phosphorylation of Glyco-
gen synthase kinase 3β (GSK3β) at Ser9 [61]. Moreover, 

Fig. 6  ERVWE1 reduced the global m6A level dependent ALKBH5 contributed to HTR1B upregulation. A, B The global m6A level was measured 
by A dot blot, and B the EpiQuik m6A RNA Methylation Quantification Kit (Colorimetric) in ERVWE1 expressed groups in SH-SY5Y cells. Methylene 
blue (MB) was leveraged as a control. C The relative mRNA levels of methyltransferase (METTL3 and METTL14), demethylases (ALKBH5 and FTO), 
and reader proteins (YTHDC1, YTHDC2, YTHDF1, YTHDF2, and YTHDF3) in the control and ERVWE1 groups by RT-qPCR in SH-SY5Y cells. D The 
western blot results of METTL3, METTL14, ALKBH5, FTO, and YTHDC2 in SH-SY5Y cells. E ALKBH5 promoter activity as measured by Promega 
Dual-Luciferase Reporter Assay. F, G The global m6A levels were measured by dot blot and the EpiQuik m6A RNA Methylation Quantification 
Kit after co-transfection with ERVWE1 (or empty plasmid) and siALKBH5 (or siNC) in SH-SY5Y cells. H m6A level of HTR1B was determined 
by Me-RIP-qPCR assay after overexpression of ERVWE1 in SH-SY5Y cells. I ERVWE1 increased the enrichment of ALKBH5 in HTR1B mRNA 
by RIP-qPCR analysis in SH-SY5Y cells. J The expression levels of HTR1B and downstream proteins were detected by western blot when ERVWE1 
was co-transfected with siALKBH5 or siNC in SH-SY5Y cells. Data are mean ± SD. Statistical analysis: Student’s t-test (two groups) and one-way 
ANOVA (three groups) (ns p > 0.05, *p < 0.05, **p < 0.01, ***p < 0.001). All experiments were repeated 3 times

(See figure on next page.)
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ERVWE1 activates the TRPC3 channel, leading to an 
influx of Ca2+ [62] by inhibiting Disrupted in schizophre-
nia 1 (DISC1) and subsequently triggering the activa-
tion of Small-conductance calcium-activated potassium 

type 2 channel (SK2) [18] and type 3 channel (SK3) [63]. 
ERVWE1 can also inhibit complex I activity, thereby 
impacting the mitochondrial respiratory chain in schizo-
phrenia [36]. Intensive analysis indicates that ERVWE1 
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induces human leukemia antigen-A*0201-restricted 
cytotoxic T lymphocytes [42] and promotes neuroinflam-
mation through increasing NO production and enhanc-
ing microglial migration [64]. Additionally, ERVWE1 
interacts with toll-like receptors 3 or 4, which are pat-
tern recognition receptors, thereby increasing interleu-
kin-6 (IL-6) and C-reactive protein (CRP), or IL-10 and 
tumor necrosis factor-α (TNF-α), and ultimately induc-
ing an innate immune response [40, 65]. ERVWE1 also 
triggers an antiviral innate immune response and causes 
neuronal apoptosis by increasing Interferon beta (IFN-β) 
expression via the linc01930/cGAS/STING pathway [39]. 
Recently, we have shown that ERVWE1 triggers hyperac-
tivity in dopaminergic neurons via mediating dopamine 
synthesis, reuptake, and transport and enhancing sodium 
influx [38]. Besides, ERVWE1 affects hippocampal neu-
ron dendritic morphology and decreases spine density 
by inhibiting the Wnt/JNK non-canonical pathway [37]. 
In brief, ERVWE1 is a significant  risk factor for schizo-
phrenia. In this paper, we demonstrated that ALKBH5 
and HTR1B were increased in first-episode schizophre-
nia and displayed a strong correlation with ERVWE1. 
ALKBH5 was a new risk gene for schizophrenia, and it is 
significantly related to HTR1B in schizophrenia patients. 
Further studies established that ERVWE1 impaired 
5-HT plasticity through the HTR1B signal pathway in an 
ALKBH5-m6A-dependent manner in schizophrenia.

The GSE53987 samples are obtained from the post-
mortem prefrontal cortex of individuals with schizo-
phrenia and healthy controls. This brain region exhibits a 
significant differential expression of genes in schizophre-
nia [66, 67]. Lanz and his colleagues identify inflamma-
tory abnormalities in schizophrenia using the GSE53987 
[66]. However, our bioinformatics analysis demonstrated 
altered expression of the 5-HT systems in the PFC of 
individuals with schizophrenia. We observed an increase 
in HTR1B mRNA expression in GSE53987, which is con-
sistent with the findings of Lopez-Figueroa [6]. Addi-
tionally, our results also revealed a decrease in HTR2A 
expression in the PFC of individuals with schizophrenia, 

which is in line with a meta-analysis of postmortem study 
[6]. Additionally, our bioinformatics analysis did not find 
a significant difference in HTR1A expression between 
individuals with schizophrenia and healthy controls. 
However, Lopez-Figueroa and Selvaraj observe an altera-
tion in HTR1A mRNA levels in the prefrontal cortex of 
individuals with schizophrenia [6, 68]. The inconsistent 
results can be attributed to factors such as sample size 
and exposure to antipsychotic medications.

The heterogeneity and complexity of schizophrenia 
make diagnosis challenging. Consequently, blood bio-
markers have emerged as a promising tool for aiding in 
diagnosis and predicting clinical outcomes in schizo-
phrenia due to significant advancements in proteomics 
[69]. A recent study reports that the level of N-methyl-
D-aspartate (NMDA) glutamate receptor [70], dopa-
mine receptors (DRD1-4), and HTR3 may potentially 
serve as peripheral biomarkers for schizophrenia [17]. 
In our study, we reported a higher level of HTR1B in 
the blood of first-episode schizophrenia patients com-
pared to healthy controls, suggesting that HTR1B may 
serve as a potential new blood biomarker for schizophre-
nia. However, we did not observe any differences in the 
mRNA expression of HTR1A and HTR2A in schizophre-
nia, consistent with the findings of Wysokinski and col-
leagues [17]. Furthermore, one study demonstrates that 
elevated HTR1A expression is found in blood leukocytes 
of male antipsychotic-free patients with schizophrenia, 
whereas decreased HTR1A level is observed in female 
antipsychotic-free patients [71], suggesting that gender 
may be a crucial factor influencing HTR1A expression 
in acute schizophrenic patients. Moreover, we observed 
increased expression of the plasticity-related gene Arc 
in first-episode schizophrenia patients. Previous stud-
ies have reported alterations in the expression of plas-
ticity-associated genes such as BDNF, NGF, VEGF, and 
NRG1 in the blood of individuals with schizophrenia [7, 
72], which may provide new evidence for synaptic plas-
ticity dysfunction in schizophrenia. Aberrant expres-
sions of METTL3 and FTO have been associated with 

(See figure on next page.)
Fig. 7  ERVWE1 upregulated HTR1B via enhancing its mRNA stability. A–D The mRNA half-life (t1/2) of HTR1B in SH-SY5Y cells after transfection 
with A ERVWE1, B ALKBH5, C siALKBH5 or siCtrl, and co-transfection with D ERVWE1 (or control) and siALKBH5(or siNC) by Actinomycin D (5 µg/mL) 
treatment. Cells were harvested at 0, 3, and 6 h. The expression level was normalized to that at “0 h”, and GAPDH was used as a control. The mRNA 
decay rate was analyzed by nonlinear regression curve fitting (one-phase decay model). E Putative m6A modification sites in the coding sequence 
of HTR1B and synonymous mutations. F, G Relative luciferase activity of HTR1B with either wild-type or mutant m6A sites after co-transfection 
with ERVWE1 or control vector (F) and tri-transfection with ERVWE1 (or control) and siALKBH5 (or siNC) vectors (G) in SH-SY5Y cells. H The 
decay of HTR1B mRNA in SH-SY5Y cells with CDS-WT and CDS-mutant. I–L Decay of HTR1B mRNA with ERVWE1 overexpression versus control 
in the HTR1B-CDS-WT and mutant m6A sites groups in SH-SY5Y cells. M The protein level of HTR1B after mutation of m6A sites in SH-SY5Y cells. 
N The protein level of HTR1B between pcDNA3.1 and pcDNA3.1-ERVWE1 group after transfected with mutation plasmids in the SH-SY5Y. Data 
are mean ± SD. Statistical analysis: Student’s t-test or one-way ANOVA (ns p > 0.05, *p < 0.05, **p < 0.01, ***p < 0.001). All experiments were repeated 
3 times
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Alzheimer’s or Parkinson’s disease [51]. However, there 
is no study reporting the role of m6A modification in 
schizophrenia to date. Here, we reported that ALKBH5, 

an important demethylase of m6A, was significantly 
increased in the blood of schizophrenia. Importantly, fur-
ther analysis revealed that ALKBH5 was an independent 
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risk factor for schizophrenia. Previous study reports that 
ALKBH5 of peripheral blood immune cells is a prospec-
tive biomarker for the diagnosis of non-small cell lung 
cancer [73]and targeting ALKBH5 may be a promis-
ing therapeutic method for gastric cancer patients [74]. 
Additionally, ALK-04, a small-molecule ALKBH5 inhibi-
tor, enhanced the efficacy of cancer immunotherapy [75]. 
Therefore, we proposed that ALKBH5 and HTR1B may 
serve as potential blood biomarkers for diagnosing and 
individualizing pharmacotherapy for patients with schiz-
ophrenia, highlighting a novel avenue for therapeutic 
targeting.

Since our clinical data indicated a strong positive cor-
relation between HTR1B and ERVWE1, we conducted a 
series of in vitro experiments to examine the regulation 
of HTR1B expression by ERVWE1. HTR1B, located on 
the presynaptic and postsynaptic terminals of seroton-
ergic neurons, couples through G (ialpha2), leading to a 
decrease in cellular cAMP (Cyclic adenosine monophos-
phate) levels [9]. It also activates the ERK signal pathway, 
which plays a role in regulating synaptic plasticity in the 
postsynaptic membrane [8–10]. The canonical ERK sign-
aling pathway involves the activation of Ras-Raf-MEK-
ERK-ELK1 kinases through cascade phosphorylation of 
downstream proteins, and it appears to be important in 
neurodevelopment [76]. Both hypoactivation and hyper-
activation of Ras signaling can impair synaptic plasticity 
[77]. Deletion of MEK1/2 leads to reduced expression of 
Arc [78]. A recent study reveals that an ERK1/2 inhibi-
tor blocks the upregulation of BDNF induced by MK-801, 
which mimics schizophrenia-like symptoms in healthy 
individuals [79], suggesting that ERK1/2 plays a critical 
role in schizophrenia. In this article, we reported that 
ERVWE1 amplified the expression of HTR1B, p-ERK1/2, 
p-ELK1, and Arc in SH-SY5Y cells and 5-HT neurons, 
indicating that ERVWE1 could upregulate Arc expres-
sion through the ERK cascade, thus potentially partici-
pating in the development of schizophrenia.

De novo synthesized Arc mRNA can be rapidly trans-
ported to dendrites and enriched in the postsynaptic 
density [80]. Arc can interact with synaptic proteins, 
including AMPAR, CaMKIIβ, or presenilin 1, which are 
essential components in the formation of stable synap-
tic plasticity [81, 82]. Dysfunction in synaptic plasticity 
includes abnormalities in synaptic plasticity-associated 
genes, dendrite morphology, and spine density. The com-
plexity of neurons (including branching numbers and 
length), which is associated with synapse formation and 
loss, has been implicated in the etiology of schizophrenia 
[83]. Our results demonstrated that ERVWE1 profoundly 
affected the complexity of 5-HT neurons, resulting in 
a significant decrease in dendrite length and branch-
ing number. Increasing evidence suggests that dendrite 

morphological abnormalities contribute to schizophrenia 
[84, 85]. Studies using postmortem human tissue have 
indicated a decrease in soma size rather than neuron 
loss in the PFC of schizophrenia [86]. Interestingly, we 
found that ERVWE1 reduced the soma size of 5-HT neu-
rons. Additionally, a decrease in spine density has been 
observed in schizophrenia subjects in multiple brain 
regions including the frontal and temporal neocortex [16] 
and the dorsolateral prefrontal cortex of patients with 
schizophrenia [87]. The prevailing hypothesis of reduced 
spine density is that it increases the pruning of existing 
synapses, particularly large or mature spines. However, 
a recent study has suggested a loss of small spines in 
schizophrenia [88]. Our results revealed that ERVWE1 
reduced spine density not only in mature spines (mush-
room and stubby) but also in immature spines (thin and 
filopodia). Additionally, our previous study has shown 
that ERVWE1 can reduce spine density in hippocampal 
neurons by inhibiting the Wnt/JNK non-canonical path-
way in schizophrenia, leading to abnormalities in neu-
ronal development [37]. Spine development is regulated 
by multiple factors and is a complex biological process. 
It is possible that ERVWE1 may also negatively impact 
DRN spine development via the Wnt/JNK non-canonical 
pathway. All of these findings likely hold an important 
key to understanding ERVWE1’s role in pathogenesis, 
as synaptic plasticity impairments are a leading cause of 
cognitive dysfunction in schizophrenia.

Our results suggested that HTR1B was involved in the 
expression of Arc induced by ERVWE1. Arc plays a role 
in impaired synaptic plasticity by regulating AMPAR 
endocytosis [58] or disperses AMPA receptors by mod-
ulating the postsynaptic density (PSD) phase separa-
tion [14]. We also observed that HTR1B was involved 
in the impaired plasticity of 5-HT neurons induced 
by ERVWE1. The HTR1B agonist CP93129 has been 
shown to significantly decrease the spine density in CA1 
pyramidal neurons [89]. Intriguingly, data from our lab 
has demonstrated that ERVWE1 activates the SK2 chan-
nel by inhibiting HTR4, which is involved in the devel-
opment of schizophrenia [18]. Furthermore, the HTR4 
agonist RS67333 significantly promotes synaptic plastic-
ity, including an increase in total dendritic length, the 
number of primary dendrites, and dendritic branching 
[90]. Although both HTR1B and HTR4 are 5-HT recep-
tors, they belong to different subfamilies and have dis-
tinct functions. Therefore, we proposed that ERVWE1 
impaired the plasticity of 5-HT neurons by activating the 
HTR1B signaling pathway to regulate synaptic plasticity-
associated gene expression in schizophrenia.

A series of studies suggest that epigenetic modifica-
tions, such as histone modifications, DNA methylation, 
or RNA methylation, regulate ERVs and control ERVs 
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elements silently [22, 91]. However, as is known to us, 
only two articles have reported the impact of ERVs 
on epigenetic modifications. One study shows that 
ERV-derived enhancers increase H3K27ac and reduce 
H3K9me3, thereby controlling the transcriptional pro-
gram of trophoblast syncytialization [92]. Another 
study reports that HERV-H-derived lncRNAs regulate 
H3K27ac modification [93]. Nevertheless, there is no lit-
erature reporting that HERV proteins contribute to epi-
genetic modifications, particularly RNA modification. 
M6A modification is a primary RNA epigenetic regula-
tory mechanism that controls gene expression in eukary-
otic mRNA [94]. Infection with exogenous viruses, such 
as Dengue virus, Zika virus, West Nile virus, Hepatitis 
C virus, and SARS-CoV-2 variants, can alter the m6A 
modification of host mRNAs [95, 96]. Additionally, virus 
proteins Hepatitis B virus X [97] and HIV-1 envelope 
[98] regulate m6A levels of cellular RNA. Here, we first 
reported that the endogenous viral protein, ERVWE1, 
reduced the global m6A levels of cellular RNA. M6A 
modification requires the coordination of “writers”, 
“erasers”, and “reader” proteins in those processes [99]. 
We discovered that ERVWE1 could enhance ALKBH5 

promoter activity, thereby increasing the expression of 
the m6A demethylase ALKBH5. Furthermore, our pre-
vious study indicates that ERVWE1 interacts with tran-
scription factors (TFs) such as Yin Yang 1 (YY1) [37]. It 
is possible that ERVWE1 facilitates TF binding to the 
ALKBH5 promoter, ultimately contributing to ALKBH5 
upregulation. Additionally, ALKBH5 was involved in 
ERVWE1 mediated-m6A modification. Knockdown of 
ALKBH5 could counteract the decrease in global m6A 
levels regulated by ERVWE1. Our study provides the first 
evidence that HERVs could regulate m6A modification 
suggesting that ERVWE1 has the potential to affect the 
m6A modification of host cell transcripts.

In addition, our bioinformatics and clinical results 
showed a strong positive correlation between HTR1B and 
ALKBH5. Further studies demonstrated that HTR1B was 
a direct target of m6A modification and ALKBH5 was 
involved in ERVWE1-induced upregulation of HTR1B 
by removing m6A modification. ALKBH5 functions as an 
RNA m6A demethylase [100]. Recent research has shown 
that ALKBH5 impacts mRNA stability and expres-
sion [101]. Similarly, we found that ERVWE1 enhanced 
HTR1B mRNA stability by reducing its mRNA m6A 
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level through ALKBH5. Most studies have revealed that 
ALKBH5 enhances the mRNA stability of target genes 
[102, 103], particularly at m6A-modified sites within the 
translated regions (coding sequence) [104]. Our results 
demonstrated that ERVWE1 enhanced HTR1B stabil-
ity and expression through an ALKBH5-m6A methyla-
tion-dependent mechanism within the HTR1B coding 
sequence. However, few studies have reported a nega-
tive correlation between ALKBH5 and mRNA stabil-
ity when the m6A-modified sites are near stop codons 
[105], as the m6A sites in the 3′-UTRs (3′-untranslated 
region) generally lead to decreased mRNA stability. We 
first identified that ALKBH5 influenced mRNA stability 
in schizophrenia.

The widespread distribution of m6A modification 
throughout the mammalian brain highlights its impor-
tance as a post-transcriptional regulator in the nerv-
ous system. It plays a role in the regulation of various 
neuronal activities and functions, including spine out-
growth, neurite extension, axon guidance, and synapse 
formation [106]. Reduced levels of m6A modification 
can negatively impact synaptic function [107], leading 
to impaired synaptic translation of Glua1 mRNAs, and 
weakened neuronal activity. ALKBH5 is present at active 
synaptic ribosomes and synapses during short-term plas-
ticity, indicating its involvement in synaptic maturation 
and providing evidence for its role in synaptic plastic-
ity [108]. However, the precise influence of ALKBH5 
on synaptic plasticity needs to be better understood. 
Our study suggested that ALKBH5 participated in the 
regulation of 5-HT complexity and spine density modu-
lated by ERVWE1. Additionally, selective knockdown of 
YTHDC1 and YTHDF3 results in impairments in imma-
ture spine morphology and dampened excitatory synap-
tic transmission [109], highlighting the roles of m6A on 
synaptic plasticity. Taken together, ERVWE1 impaired 
neuronal plasticity in schizophrenia by activating the 
HTR1B signaling pathway in an m6A-dependent man-
ner, and ALKBH5 was involved in these processes.

Although progress has been made in the potential eti-
ology of schizophrenia, the prospect of treatment of 
schizophrenia has not kept up. Most antipsychotics tar-
get the receptors or transporters of dopamine, glutamate, 
and serotonin, but they have side effects, and their effec-
tiveness in treating cognitive symptoms in schizophrenia 
patients is limited [110]. Immunotherapy is a hot field in 
the research of schizophrenia. To our knowledge, mono-
clonal antibodies immunotherapy targeted human IFN-
γ-1b [111] and IL-6R [112] in schizophrenia are ongoing, 
particularly IL-6R monoclonal antibody has significant 
improvements in cognition. The effects of monoclonal 
antibody therapy are different, so it is necessary to iden-
tify biological targets with schizophrenia risk genes. Both 

this paper and our previous research show that ERVWE1 
is higher in patients with schizophrenia, and it is a risk 
gene for schizophrenia [18, 35–40, 113]. GNbAC1 is 
a humanized IgG4 monoclonal antibody designed to 
antagonize the surface domain of the ERVWE1 protein 
[114]. It has been reported that GNbAC1 could be used 
to treat MS patients. Nowadays, GNbAC1 is being tested 
in a phase II trial. Additionally, GNbAC1 also develops 
as a new therapeutic approach for type 1 diabetes [115]. 
Therefore, we proposed that a monoclonal antibody tar-
geting ERVWE1 might be a novel therapy for schizophre-
nia patients.

Conclusions
We observed higher levels of HTR1B, Arc, and ALKBH5 
in individuals with schizophrenia. Importantly, HTR1B, 
Arc, and ALKBH5 had a strong positive correlation with 
ERVWE1 in schizophrenia patients. ALKBH5 may be 
an independent risk factor for schizophrenia. In vitro 
experiments indicated that ERVWE1 increased ALKBH5 
expression by enhancing its promoter activity, which 
subsequently reduced the m6A modification of HTR1B 
mRNA. The decreased m6A level of HTR1B enhanced 
the stability of HTR1B mRNA, resulting in HTR1B 
upregulation and activating the ERK1/2-ELK1-Arc sig-
nal pathway. This activation led to impairments in 5-HT 
neuronal plasticity. This finding may provide a novel cel-
lular and molecular mechanism for the involvement of 
ERVWE1 in the etiology of schizophrenia and open new 
possibilities for drug development targeting ERVWE1 
and ALKBH5 to treat schizophrenia patients (Fig. 9).

Materials and methods
Blood samples
Blood samples from first-episode schizophrenia patients 
(including 15 whole peripheral blood samples and 44 
plasma samples) and healthy controls (including 14 
whole peripheral blood samples and 37 plasma sam-
ples) were recruited from Wuhan Mental Health Center. 
Consent/permission had been obtained from the par-
ticipants. There were no significant differences in age, 
education, body mass index (BMI), gender, and smoking 
status between schizophrenia patients and healthy indi-
viduals (Additional file  1: Tables S5, S6). We used the 
Diagnostic and Statistical Manual of Mental Disorders 
(Fifth Edition) to diagnose patients with schizophrenia. 
Exclusion criteria were comorbid psychiatric diagnoses, 
acute infectious, or inflammatory. Additionally, healthy 
controls should not have any neurological or psychiat-
ric diseases. We collected blood samples using Ethyl-
enediaminetetraacetic acid (EDTA)-coated tubes and 
centrifuged at 3,000 r/min for 10  min to obtain plasma 
for ELISA. Meanwhile, we added TRIzol LS reagent 
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(Invitrogen, 10296010, USA) to whole blood to isolate 
total RNA for RT-qPCR. All blood samples were stored at 
− 80 ℃ until analysis.

Statistical analysis
Median and nonparametric analyses were used for the 
analysis of clinical results by SPSS 20. Correlation analy-
sis was performed using online software (http://​sange​
rbox.​com/), and p values were analyzed by Spearman. 
One-way analysis of variance (ANOVA) and student’s 
t-test were used for statistical analyses using GraphPad 
Prism 8.0. A p < 0.05 was considered statistically signifi-
cant. Data were shown as mean ± SD (standard devia-
tion). All experiments were repeated more than 3 times.
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MEK	� Mitogen-activated protein
METTL3/14/16	� Methyltransferase 3/14/16
MS	� Multiple sclerosis
MSRV	� Multiple sclerosis associated retrovirus
NGF	� Nerve growth factor
NMDA	� N-methyl-D-aspartate
NO	� Nitric oxide
NRG1	� Neuregulin 1

PFC	� Prefrontal cortex
PSD	� Postsynaptic density
Raf	� Zinc fingers and homeoboxes 2
Ras	� Rat sarcoma
RBM15/15B	� RNA binding motif protein 15/15B
SK	� Small-conductance calcium-activated potassium
STING	� Stimulator of interferon genes
TFs	� Transcription factors
TNF-α	� Tumor necrosis factor-α
TRPC3	� Transient receptor potential canonical 3
VEGF	� Vascular endothelial growth factor
WTAP	� WT1 associated protein
YTHDC1/2	� YTH N6-methyladenosine RNA binding protein C1/2
YTHDF1/2/3	� YTH N6-methyladenosine RNA binding protein F1/2/3
YY1	� Yin Yang 1
ZC3H13	� Zinc finger CCCH-type containing 13
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Additional file 1: Table S1. The concentration of SERT in the plasma of 
healthy controls and schizophrenia patients. Table S2. The concentration 
of TPH2 in the plasma of healthy controls and schizophrenia patients. 
Table S3. The concentration of 5-HT in the plasma of healthy controls 
and schizophrenia patients. Table S4. The concentration of ERVWE1 in 
the plasma of healthy controls and schizophrenia patients. Table S5. 
Comparison of the whole peripheral blood samples demographic data 
between the healthy controls and recent-onset schizophrenia patients. 
Table S6. Comparison of the plasma samples demographic data between 
the healthy controls and recent-onset schizophrenia patients. Table S7. 
Primer sequences used in real-time quantitative PCR (RT-qPCR). Table S8. 
Primer sequences used in plasmid constructs and siRNA. Table S9. 
Antibodies used in western blot. Fig S1. 5-HT receptors abnormality in 
the prefrontal cortex (BA46) of schizophrenia by GSE53987. A-F Boxplot 
of 5-HT receptors expression in schizophrenia (n = 15) vs healthy controls 
(n = 19), A Boxplot of HTR2A expression, B Boxplot of HTR1A expression, 
C Boxplot of HTR2B expression, D Boxplot of HTR5A expression, E Boxplot 
of HTR6 expression, F Boxplot of HTR7 expression. p-valve was analyzed 
by wilcoxon (Mann-Withney). Data shown are the mean ± SD. Fig S2. 
mRNA expression level of 5-HTergic systems, Arc, and ALKBH5 in the 
whole peripheral blood of schizophrenia patients and healthy controls. 
A-I Respectively represent the mRNA expression levels of HTR1B, HTR1A, 
HTR2A, HTR6, HTR7, SERT, TPH2, Arc, and ALKBH5 in the whole peripheral 
blood of schizophrenia patients (n = 15) and healthy controls (n = 14) by 
RT-qPCR (p-value by median and nonparametric analysis). J-L Correlation 
of ERVWE1 mRNA level with HTR1B (p = 0.01, r = 0.65), Arc (p = 0.03, r = 
0.57), and ALKBH5 (p < 0.01, r = 0.78) mRNA levels in schizophrenia by 
Spearman. Dots depict schizophrenia patients, but a few are overlapping 
and cannot be separated on the graph. Data shown are the mean ± SD. 
Fig S3. ERVWE1 overexpressed in the SH-SY5Ycells. A The representative 
western blot results of ERVWE1. B Protein expression level of ERVWE1. Data 
shown are the mean ± SD and represent three independent experiments. 
Statistical analysis: Student’s t-test (*p < 0.05). Fig S4. HTR1B activated ERK-
ELK1-Arc signal pathway in the SH-SY5Y cells. A-D Representative western 
blot results for ERK1/2, p-ERK1/2, ELK1, p-ELK1, and Arc proteins in the 
SH-SY5Y cells after transfection with HTR1B expressed vectors and siRNA 
oligo respectively. Data shown are the mean ± SD and represent three 
independent experiments. Statistical analysis: Student’s t-test (ns p > 0.05, 
*p < 0.05, **p < 0.01). Fig S5. ERVWE1 activated HTR1B signal pathway 
in SH-SY5Y cells. The protein expression levels of ERVWE1 and HTR1B 
were detected in cells co-transfected with ERVWE1 and siHTR1B. Data 
shown are the mean ± SD and represent three independent experiments. 
Statistical analysis: one-way ANOVA (*p < 0.05, **p < 0.01). Fig S6. ERVWE1 
activated HTR1B signal pathway in DRN neurons. A Transfection efficiency 
of ERVWE1 in DRN neurons by western blot. B Immunofluorescence stain-
ing with HTR1B in DRN neurons. C The western blot results of ERVWE1 and 
HTR1B were detected by applying siHTR1B and ERVWE1. Data shown are 
the mean ± SD and represent three independent experiments. Statistical 
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analysis: Student’s t-test and one-way ANOVA (*p < 0.05, **p < 0.01). Fig 
S7. The transfection efficiency of ERVWE1 in the DRN neurons. Scale bars 
= 25 μm. Fig S8. ALKBH5 regulated m6A modification in SHSY5Y. A, B 
RNA dot blot analysis of m6A levels. A ALKBH5 expressed cells vs control 
cells, B siALKBH5 cells and siNC cells. Methylene blue staining served as 
a loading control. C-E Western blot results of ALKBH5 and HTR1B. C, D 
ALKBH5 overexpression, E ALKBH5 knockdown. F The western blot results 
of ERVWE1 and ALKBH5 were detected when ERVWE1 co-transfected with 
siALKBH5 or siNC control. Data shown are the mean ± SD and represent 
three independent experiments. Statistical analysis: Student’s t-test 
and one-way ANOVA (*p < 0.05, **p < 0.01, ***p < 0.001). Fig S9. m6A 
modification sites predictor of HTR1B mRNA. A SRAMP. High and very high 
confidences were considered as a candidate site. B RMBase v2.0. Score 
above 400 was considered as a candidate site. Fig S10. ERVWE1 reduced 
the m6A level of HTR1B by 198 and 574 sites. A Schematic illustration of 
HTR1B with either wild-type or mutant m6A sites luciferase activity plas-
mids constructs. B Relative luciferase activity of HTR1B-CDS wild-type and 
mutant m6A sites after co-transfection with ALKBH5 expressing plasmid 
or control plasmid in SH-SY5Y cells. C Decay of HTR1B mRNA with ERVWE1 
overexpression versus control in the HTR1B-CDS-Mut1212 groups in SH-
SY5Y cells. D The relative protein levels of ERVWE1 in SH-SY5Y cells. Data 
shown are the mean ± SD and represent three independent experiments. 
Statistical analysis: Student’s t-test (ns p > 0.05, *p < 0.05, ***p < 0.001). Fig 
S11. ALKBH5 participated in ERVWE1-induced Arc upregulation in DRN 
neurons. A Immunofluorescence staining with Arc in DRN neurons. B The 
relative intensity of Arc. Data shown are the mean ± SD and represent 
three independent experiments. Statistical analysis: one-way ANOVA (**p 
< 0.01).

Acknowledgements
This work was supported by the National Natural Science Foundation of China 
(Nos. 82272321 and 81971943), the Fundamental Research Funds for the Cen-
tral Universities (2042023kf0230), and the Stanley Foundation from the Stanley 
Medical Research Institute (SMRI), United States (No.06R-1366). We acknowl-
edge the Medicine Research Center for Structural Biology of Wuhan University 
for providing confocal microscopy (Leica-LCS-SP8-STED).

Author contributions
FZ and XW designed research studies and wrote the manuscript. XW, XX, XL, 
KZ, and JZ conducted experiments. XW, WL, and WY acquired data. XW, SD, 
and CJ analyzed data. FZ and LL provided reagents.

Funding
This work was supported by the National Natural Science Foundation of China 
(Nos. 82272321 and 81971943), the Fundamental Research Funds for the Cen-
tral Universities (2042023kf0230), and the Stanley Foundation from the Stanley 
Medical Research Institute (SMRI), United States (No.06R-1366).

Availability of data and materials
All relevant data are available from the authors.

Declarations

Ethics approval and consent to participate
The blood sample collection in this study has been approved by the Medical 
Ethics Committee of Wuhan Mental Health Center (KY2019.02.06). Informed 
consent has been obtained from the legal guardian before drawing blood.

Consent for publication
All authors have been involved in writing the manuscript and consented to 
publication.

Competing interests
The authors have declared that no competing interests exists.

Author details
1 State Key Laboratory of Virology, Department of Medical Microbiology, 
School of Basic Medical Sciences, Wuhan University, Wuhan 430071, China. 

2 Wuhan Mental Health Center, Wuhan 430071, China. 3 Hubei Province Key 
Laboratory of Allergy & Immunology, Wuhan University, Wuhan 430071, China. 

Received: 27 July 2023   Accepted: 7 November 2023

References
	 1.	 Owen MJ, Sawa A, Mortensen PB. Schizophrenia. Lancet. 

2016;388:86–97.
	 2.	 Saha S, Chant D, Welham J, McGrath J. A systematic review of the preva-

lence of schizophrenia. PLoS Med. 2005;2:e141.
	 3.	 Marwaha S, Johnson S. Schizophrenia and employment—a review. Soc 

Psychiatry Psychiatr Epidemiol. 2004;39:337–49.
	 4.	 Hall J, Trent S, Thomas KL, O’Donovan MC, Owen MJ. Genetic risk for 

schizophrenia: convergence on synapticpathways involved in plasticity. 
Biol Psychiatry. 2015;77:52–8.

	 5.	 Schizophrenia Working Group of the Psychiatric Genomics Consortium. 
Biological insights from 108 schizophrenia-associated genetic loci. 
Nature. 2014;511:421–7.

	 6.	 Lopez-Figueroa AL, Norton CS, Lopez-Figueroa MO, Armellini-Dodel D, 
Burke S, Akil H, et al. Serotonin 5-HT1A, 5-HT1B, and 5-HT2A receptor 
mRNA expression in subjects with major depression, bipolar disorder, 
and schizophrenia. Biol Psychiatry. 2004;55:225–33.

	 7.	 Mohammadi A, Rashidi E, Amooeian VG. Brain, blood, cerebrospi-
nal fluid, and serum biomarkers in schizophrenia. Psychiatry Res. 
2018;265:25–38.

	 8.	 Cao L, Xu CB, Zhang Y, Cao YX, Edvinsson L. Secondhand cigarette 
smoke exposure causes upregulation of cerebrovascular 5-HT(1) 
(B) receptors via the Raf/ERK/MAPK pathway in rats. Acta Physiol. 
2013;207:183–93.

	 9.	 Lin SL, Setya S, Johnson-Farley NN, Cowen DS. Differential coupling 
of 5-HT(1) receptors to G proteins of the G(i) family. Br J Pharmacol. 
2002;136:1072–8.

	 10.	 Mendez J, Kadia TM, Somayazula RK, El-Badawi KI, Cowen DS. Differen-
tial coupling of serotonin 5-HT1A and 5-HT1B receptors to activation 
of ERK2 and inhibition of adenylyl cyclase in transfected CHO cells. J 
Neurochem. 1999;73:162–8.

	 11.	 Nikolaienko O, Eriksen MS, Patil S, Bito H, Bramham CR. Stimulus-evoked 
ERK-dependent phosphorylation of activity-regulated cytoskeleton-
associated protein (Arc) regulates its neuronal subcellular localization. 
Neuroscience. 2017;360:68–80.

	 12.	 Panja D, Dagyte G, Bidinosti M, Wibrand K, Kristiansen AM, Sonenberg 
N, et al. Novel translational control in Arc-dependent long term poten-
tiation consolidation in vivo. J Biol Chem. 2009;284:31498–511.

	 13.	 Huang F, Chotiner JK, Steward O. Actin polymerization and ERK phos-
phorylation are required for Arc/Arg3.1 mRNA targeting to activated 
synaptic sites on dendrites. J Neurosci. 2007;27:9054–67.

	 14.	 Chen X, Jia B, Araki Y, Liu B, Ye F, Huganir R, et al. Arc weakens synapses 
by dispersing AMPA receptors from postsynaptic density via modulat-
ing PSD phase separation. Cell Res. 2022;32:914–30.

	 15.	 Goo B, Sanstrum BJ, Holden D, Yu Y, James NG. Arc/Arg3.1 has an 
activity-regulated interaction with PICK1 that results in altered spatial 
dynamics. Sci Rep. 2018;8:14675.

	 16.	 Moyer CE, Shelton MA, Sweet RA. Dendritic spine alterations in schizo-
phrenia. Neurosci Lett. 2015;601:46–53.

	 17.	 Wysokinski A, Kozlowska E, Szczepocka E, Lucka A, Agier J, Brzezinska-
Blaszczyk E, et al. Expression of dopamine D(1–4) and serotonin 
5-HT(1A–3A) receptors in blood mononuclear cells in schizophrenia. 
Front Psychiatry. 2021;12:645081.

	 18.	 Wu X, Yan Q, Liu L, Xue X, Yao W, Li X, et al. Domesticated HERV-W env 
contributes to the activation of the small conductance Ca(2+)-acti-
vated K(+) type 2 channels via decreased 5-HT4 receptor in recent-
onset schizophrenia. Virol Sin. 2023;38:9–22.

	 19.	 Suzuki T, Iwata N, Kitamura Y, Kitajima T, Yamanouchi Y, Ikeda M, et al. 
Association of a haplotype in the serotonin 5-HT4 receptor gene (HTR4) 
with Japanese schizophrenia. Am J Med Genet B Neuropsychiatr Genet. 
2003;121B:7–13.



Page 22 of 24Wu et al. Cell & Bioscience          (2023) 13:213 

	 20.	 de Bruin NM, Kruse CG. 5-HT6 receptor antagonists: potential efficacy 
for the treatment of cognitive impairment in schizophrenia. Curr Pharm 
Des. 2015;21:3739–59.

	 21.	 Bannert N, Kurth R. Retroelements and the human genome: new 
perspectives on an old relation. Proc Natl Acad Sci USA. 2004;101(Suppl 
2):14572–9.

	 22.	 Jakobsson J, Vincendeau M. SnapShot: Human endogenous retrovi-
ruses. Cell. 2022;185:400.

	 23.	 Mao J, Zhang Q, Cong YS. Human endogenous retroviruses in develop-
ment and disease. Comput Struct Biotechnol J. 2021;19:5978–86.

	 24.	 Larsson E, Andersson G. Beneficial role of human endogenous retrovi-
ruses: facts and hypotheses. Scand J Immunol. 1998;48:329–38.

	 25.	 Canli T. A model of human endogenous retrovirus (HERV) activation in 
mental health and illness. Med Hypotheses. 2019;133:109404.

	 26.	 Liu C, Liu L, Wang X, Liu Y, Wang M, Zhu F. HBV X Protein induces 
overexpression of HERV-W env through NF-kappaB in HepG2 cells. Virus 
Genes. 2017;53:797–806.

	 27.	 van der Kuyl AC. HIV infection and HERV expression: a review. Retrovi-
rology. 2012;9:6.

	 28.	 Liu C, Chen Y, Li S, Yu H, Zeng J, Wang X, et al. Activation of elements in 
HERV-W family by caffeine and aspirin. Virus Genes. 2013;47:219–27.

	 29.	 Gao Y, Yu XF, Chen T. Human endogenous retroviruses in cancer: expres-
sion, regulation and function. Oncol Lett. 2021;21:121.

	 30.	 Mi S, Lee X, Li X, Veldman GM, Finnerty H, Racie L, et al. Syncytin is a 
captive retroviral envelope protein involved in human placental mor-
phogenesis. Nature. 2000;403:785–9.

	 31.	 Zhou Y, Liu L, Liu Y, Zhou P, Yan Q, Yu H, et al. Implication of human 
endogenous retrovirus W family envelope in hepatocellular carcinoma 
promotes MEK/ERK-mediated metastatic invasiveness and doxorubicin 
resistance. Cell Death Discov. 2021;7:177.

	 32.	 Yu HL, Zhao ZK, Zhu F. The role of human endogenous retroviral long 
terminal repeat sequences in human cancer (Review). Int J Mol Med. 
2013;32:755–62.

	 33.	 Perron H, Lazarini F, Ruprecht K, Pechoux-Longin C, Seilhean D, Saz-
dovitch V, et al. Human endogenous retrovirus (HERV)-W ENV and GAG 
proteins: physiological expression in human brain and pathophysiologi-
cal modulation in multiple sclerosis lesions. J Neurovirol. 2005;11:23–33.

	 34.	 Perron H, Mekaoui L, Bernard C, Veas F, Stefas I, Leboyer M. Endogenous 
retrovirus type W GAG and envelope protein antigenemia in serum of 
schizophrenic patients. Biol Psychiatry. 2008;64:1019–23.

	 35.	 Huang W, Li S, Hu Y, Yu H, Luo F, Zhang Q, et al. Implication of the env 
gene of the human endogenous retrovirus W family in the expression 
of BDNF and DRD3 and development of recent-onset schizophrenia. 
Schizophr Bull. 2011;37:988–1000.

	 36.	 Xia YR, Wei XC, Li WS, Yan QJ, Wu XL, Yao W, et al. CPEB1, a novel risk 
gene in recent-onset schizophrenia, contributes to mitochondrial com-
plex I defect caused by a defective provirus ERVWE1. World J Psychiatry. 
2021;11:1075–94.

	 37.	 Yao W, Zhou P, Yan Q, Wu X, Xia Y, Li W, et al. ERVWE1 reduces hip-
pocampal neuron density and impairs dendritic spine morphology 
through inhibiting Wnt/JNK non-canonical pathway via miR-141-3p in 
schizophrenia. Viruses. 2023;15:168.

	 38.	 Yan Q, Wu X, Zhou P, Zhou Y, Li X, Liu Z, et al. HERV-W envelope triggers 
abnormal dopaminergic neuron process through DRD2/PP2A/AKT1/
GSK3 for schizophrenia risk. Viruses. 2022;14:145.

	 39.	 Li X, Wu X, Li W, Yan Q, Zhou P, Xia Y, et al. HERV-W ENV induces innate 
immune activation and neuronal apoptosis via linc01930/cGAS axis in 
recent-onset schizophrenia. Int J Mol Sci. 2023;24:3000.

	 40.	 Wang X, Liu Z, Wang P, Li S, Zeng J, Tu X, et al. Syncytin-1, an endog-
enous retroviral protein, triggers the activation of CRP via TLR3 signal 
cascade in glial cells. Brain Behav Immun. 2018;67:324–34.

	 41.	 Wang X, Huang J, Zhu F. Human endogenous retroviral envelope pro-
tein syncytin-1 and inflammatory abnormalities in neuropsychological 
diseases. Front Psychiatry. 2018;9:422.

	 42.	 Tu X, Li S, Zhao L, Xiao R, Wang X, Zhu F. Human leukemia anti-
gen-A*0201-restricted epitopes of human endogenous retrovirus W 
family envelope (HERV-W env) induce strong cytotoxic T lymphocyte 
responses. Virol Sin. 2017;32:280–9.

	 43.	 Liu YF, Zhu JJ, Yu TX, Liu H, Zhang T, Zhang YP, et al. Hypermethylation 
of mitochondrial DNA in vascular smooth muscle cells impairs cell 
contractility. Cell Death Dis. 2020;11:35.

	 44.	 Choi SH, Flamand MN, Liu B, Zhu H, Hu M, Wang M, et al. RBM45 is an 
m(6)A-binding protein that affects neuronal differentiation and the 
splicing of a subset of mRNAs. Cell Rep. 2022;40:111293.

	 45.	 Lee MY, Lee J, Hyeon SJ, Cho H, Hwang YJ, Shin JY, et al. Epigenome 
signatures landscaped by histone H3K9me3 are associated with the 
synaptic dysfunction in Alzheimer’s disease. Aging Cell. 2020;19:e13153.

	 46.	 Zhou Q, Zhang Y, Wang B, Zhou W, Bi Y, Huai W, et al. KDM2B promotes 
IL-6 production and inflammatory responses through Brg1-mediated 
chromatin remodeling. Cell Mol Immunol. 2020;17:834–42.

	 47.	 Richetto J, Meyer U. Epigenetic modifications in schizophrenia and 
related disorders: molecular scars of environmental exposures and 
source of phenotypic variability. Biol Psychiatry. 2021;89:215–26.

	 48.	 Frye M, Harada BT, Behm M, He C. RNA modifications modulate gene 
expression during development. Science. 2018;361:1346–9.

	 49.	 Yen YP, Chen JA. The m(6)A epitranscriptome on neural development 
and degeneration. J Biomed Sci. 2021;28:40.

	 50.	 Qu J, Yan H, Hou Y, Cao W, Liu Y, Zhang E, et al. RNA demethylase 
ALKBH5 in cancer: from mechanisms to therapeutic potential. J Hema-
tol Oncol. 2022;15:8.

	 51.	 Mathoux J, Henshall DC, Brennan GP. Regulatory mechanisms of the 
RNA modification m(6)A and significance in brain function in health 
and disease. Front Cell Neurosci. 2021;15:671932.

	 52.	 Uno Y, Coyle JT. Glutamate hypothesis in schizophrenia. Psychiatry Clin 
Neurosci. 2019;73:204–15.

	 53.	 Hrovatin K, Kunej T, Dolzan V. Genetic variability of serotonin pathway 
associated with schizophrenia onset, progression, and treatment. Am J 
Med Genet B Neuropsychiatr Genet. 2020;183:113–27.

	 54.	 Sharp T, Barnes NM. Central 5-HT receptors and their function; present 
and future. Neuropharmacology. 2020;177:108155.

	 55.	 Hwang EK, Chung JM. 5HT(1B) receptor-mediated pre-synaptic depres-
sion of excitatory inputs to the rat lateral habenula. Neuropharmacol-
ogy. 2014;81:153–65.

	 56.	 Zhong Z, Li J, Zhong J, Huang Y, Hu J, Zhang P, et al. MAPKAPK2, a 
potential dynamic network biomarker of alpha-synuclein prior to its 
aggregation in PD patients. NPJ Parkinsons Dis. 2023;9:41.

	 57.	 Lyford GL, Yamagata K, Kaufmann WE, Barnes CA, Sanders LK, Copeland 
NG, et al. Arc, a growth factor and activity-regulated gene, encodes 
a novel cytoskeleton-associated protein that is enriched in neuronal 
dendrites. Neuron. 1995;14:433–45.

	 58.	 Waung MW, Pfeiffer BE, Nosyreva ED, Ronesi JA, Huber KM. Rapid 
translation of Arc/Arg3.1 selectively mediates mGluR-dependent LTD 
through persistent increases in AMPAR endocytosis rate. Neuron. 
2008;59:84–97.

	 59.	 Penzes P, Cahill ME, Jones KA, VanLeeuwen JE, Woolfrey KM. Den-
dritic spine pathology in neuropsychiatric disorders. Nat Neurosci. 
2011;14:285–93.

	 60.	 Wang X, Lu Z, Gomez A, Hon GC, Yue Y, Han D, et al. N6-methyladen-
osine-dependent regulation of messenger RNA stability. Nature. 
2014;505:117–20.

	 61.	 Qin C, Li S, Yan Q, Wang X, Chen Y, Zhou P, et al. Elevation of Ser9 phos-
phorylation of GSK3beta is required for HERV-W env-mediated BDNF 
signaling in human U251 cells. Neurosci Lett. 2016;627:84–91.

	 62.	 Chen Y, Yan Q, Zhou P, Li S, Zhu F. HERV-W env regulates calcium influx 
via activating TRPC3 channel together with depressing DISC1 in human 
neuroblastoma cells. J Neurovirol. 2019;25:101–13.

	 63.	 Li S, Liu ZC, Yin SJ, Chen YT, Yu HL, Zeng J, et al. Human endogenous 
retrovirus W family envelope gene activates the small conductance 
Ca2+-activated K+ channel in human neuroblastoma cells through 
CREB. Neuroscience. 2013;247:164–74.

	 64.	 Xiao R, Li S, Cao Q, Wang X, Yan Q, Tu X, et al. Human endogenous 
retrovirus W env increases nitric oxide production and enhances the 
migration ability of microglia by regulating the expression of inducible 
nitric oxide synthase. Virol Sin. 2017;32:216–25.

	 65.	 Wang X, Wu X, Huang J, Li H, Yan Q, Zhu F. Human endogenous retrovi-
rus W family envelope protein (HERV-W env) facilitates the production 
of TNF-alpha and IL-10 by inhibiting MyD88s in glial cells. Arch Virol. 
2021;166:1035–45.

	 66.	 Lanz TA, Reinhart V, Sheehan MJ, Rizzo S, Bove SE, James LC, et al. Post-
mortem transcriptional profiling reveals widespread increase in inflam-
mation in schizophrenia: a comparison of prefrontal cortex, striatum, 
and hippocampus among matched tetrads of controls with subjects 



Page 23 of 24Wu et al. Cell & Bioscience          (2023) 13:213 	

diagnosed with schizophrenia, bipolar or major depressive disorder. 
Transl Psychiatry. 2019;9:151.

	 67.	 Barnes MR, Huxley-Jones J, Maycox PR, Lennon M, Thornber A, Kelly 
F, et al. Transcription and pathway analysis of the superior temporal 
cortex and anterior prefrontal cortex in schizophrenia. J Neurosci Res. 
2011;89:1218–27.

	 68.	 Selvaraj S, Arnone D, Cappai A, Howes O. Alterations in the serotonin 
system in schizophrenia: a systematic review and meta-analysis of 
postmortem and molecular imaging studies. Neurosci Biobehav Rev. 
2014;45:233–45.

	 69.	 Garcia-Gutierrez MS, Navarrete F, Sala F, Gasparyan A, Austrich-Olivares 
A, Manzanares J. Biomarkers in psychiatry: concept, definition, types 
and relevance to the clinical reality. Front Psychiatry. 2020;11:432.

	 70.	 Loureiro CM, Shuhama R, Fachim HA, Menezes PR, Del-Ben CM, 
Louzada-Junior P. Low plasma concentrations of N-methyl-d-aspartate 
receptor subunits as a possible biomarker for psychosis. Schizophr Res. 
2018;202:55–63.

	 71.	 Wang G, Hu C, Jiang T, Luo J, Hu J, Ling S, et al. Overexpression of 
serotonin receptor and transporter mRNA in blood leukocytes of 
antipsychotic-free and antipsychotic-naive schizophrenic patients: 
gender differences. Schizophr Res. 2010;121:160–71.

	 72.	 Tosato S, Bellani M, Bonetto C, Ruggeri M, Perlini C, Lasalvia A, et al. Is 
neuregulin 1 involved in determining cerebral volumes in schizophre-
nia? Preliminary results showing a decrease in superior temporal gyrus 
volume. Neuropsychobiology. 2012;65:119–25.

	 73.	 Yin H, Hong H, Yin P, Lu W, Niu S, Chen X, et al. Increased levels of 
N6-methyladenosine in peripheral blood RNA: a perspective diagnostic 
biomarker and therapeutic target for non-small cell lung cancer. Clin 
Chem Lab Med. 2023;61:473–84.

	 74.	 Fang Y, Wu X, Gu Y, Shi R, Yu T, Pan Y, et al. LINC00659 cooperated with 
ALKBH5 to accelerate gastric cancer progression by stabilising JAK1 
mRNA in an m(6) A-YTHDF2-dependent manner. Clin Transl Med. 
2023;13:e1205.

	 75.	 Li N, Kang Y, Wang L, Huff S, Tang R, Hui H, et al. ALKBH5 regulates anti-
PD-1 therapy response by modulating lactate and suppressive immune 
cell accumulation in tumor microenvironment. Proc Natl Acad Sci USA. 
2020;117:20159–70.

	 76.	 Samuels IS, Saitta SC, Landreth GE. MAP’ing CNS development and 
cognition: an ERKsome process. Neuron. 2009;61:160–7.

	 77.	 Stornetta RL, Zhu JJ. Ras and Rap signaling in synaptic plasticity and 
mental disorders. Neuroscientist. 2011;17:54–78.

	 78.	 Xing L, Larsen RS, Bjorklund GR, Li X, Wu Y, Philpot BD, et al. Layer spe-
cific and general requirements for ERK/MAPK signaling in the develop-
ing neocortex. Elife. 2016;5:e11123.

	 79.	 Yu W, Fang H, Zhang L, Hu M, He S, Li H, et al. Reversible changes in 
BDNF expression in MK-801-induced hippocampal astrocytes through 
NMDAR/PI3K/ERK signaling. Front Cell Neurosci. 2021;15:672136.

	 80.	 Newpher TM, Harris S, Pringle J, Hamilton C, Soderling S. Regula-
tion of spine structural plasticity by Arc/Arg3.1. Semin Cell Dev Biol. 
2018;77:25–32.

	 81.	 Nikolaienko O, Patil S, Eriksen MS, Bramham CR. Arc protein: a flex-
ible hub for synaptic plasticity and cognition. Semin Cell Dev Biol. 
2018;77:33–42.

	 82.	 Zhang W, Wu J, Ward MD, Yang S, Chuang YA, Xiao M, et al. Structural 
basis of arc binding to synaptic proteins: implications for cognitive 
disease. Neuron. 2015;86:490–500.

	 83.	 Bennett MR. Synapse formation and regression in the cortex during 
adolescence and in schizophrenia. Med J Aust. 2009;190:S14–6.

	 84.	 Copf T. Impairments in dendrite morphogenesis as etiology for neu-
rodevelopmental disorders and implications for therapeutic treatments. 
Neurosci Biobehav Rev. 2016;68:946–78.

	 85.	 Wu XL, Yan QJ, Zhu F. Abnormal synaptic plasticity and impaired cogni-
tion in schizophrenia. World J Psychiatry. 2022;12:541–57.

	 86.	 Pierri JN, Volk CL, Auh S, Sampson A, Lewis DA. Decreased somal size of 
deep layer 3 pyramidal neurons in the prefrontal cortex of subjects with 
schizophrenia. Arch Gen Psychiatry. 2001;58:466–73.

	 87.	 Garey LJ, Ong WY, Patel TS, Kanani M, Davis A, Mortimer AM, et al. 
Reduced dendritic spine density on cerebral cortical pyramidal neurons 
in schizophrenia. J Neurol Neurosurg Psychiatry. 1998;65:446–53.

	 88.	 MacDonald ML, Alhassan J, Newman JT, Richard M, Gu H, Kelly RM, 
et al. Selective loss of smaller spines in schizophrenia. Am J Psychiatry. 
2017;174:586–94.

	 89.	 Zhou MH, Sun FF, Xu C, Chen HB, Qiao H, Cai X, et al. Modulation of 
Kalirin-7 expression by hippocampal CA1 5-HT(1B) receptors in spatial 
memory consolidation. Behav Brain Res. 2019;356:148–55.

	 90.	 Agrawal L, Vimal SK, Shiga T. Corrigendum to “Role of serotonin 4 
receptor in the growth of hippocampal neurons during the embryonic 
development in mice.” Neuropharmacology. 2020;165:107916.

	 91.	 Chelmicki T, Roger E, Teissandier A, Dura M, Bonneville L, Rucli S, et al. 
m(6)A RNA methylation regulates the fate of endogenous retroviruses. 
Nature. 2021;591:312–6.

	 92.	 Yu M, Hu X, Pan Z, Du C, Jiang J, Zheng W, et al. Endogenous retrovirus-
derived enhancers confer the transcriptional regulation of human 
trophoblast syncytialization. Nucleic Acids Res. 2023;51:4745–59.

	 93.	 Hsieh FK, Ji F, Damle M, Sadreyev RI, Kingston RE. HERVH-derived lncR-
NAs negatively regulate chromatin targeting and remodeling mediated 
by CHD7. Life Sci Alliance. 2022;5:e202101127.

	 94.	 Fu Y, Dominissini D, Rechavi G, He C. Gene expression regulation 
mediated through reversible m(6)A RNA methylation. Nat Rev Genet. 
2014;15:293–306.

	 95.	 Vaid R, Mendez A, Thombare K, Burgos-Panadero R, Robinot R, Fonseca 
BF, et al. Global loss of cellular m(6)A RNA methylation following infec-
tion with different SARS-CoV-2 variants. Genome Res. 2023;33:299–313.

	 96.	 Gokhale NS, McIntyre A, Mattocks MD, Holley CL, Lazear HM, Mason CE, 
et al. Altered m(6)A modification of specific cellular transcripts affects 
flaviviridae infection. Mol Cell. 2020;77:542–55.

	 97.	 Kim GW, Siddiqui A. Hepatitis B virus X protein recruits methyltrans-
ferases to affect cotranscriptional N6-methyladenosine modification of 
viral/host RNAs. Proc Natl Acad Sci USA. 2021;118:e2019455118.

	 98.	 Tirumuru N, Wu L. HIV-1 envelope proteins up-regulate N(6)-methyl-
adenosine levels of cellular RNA independently of viral replication. J Biol 
Chem. 2019;294:3249–60.

	 99.	 Meyer KD, Jaffrey SR. Rethinking m(6)A readers, writers, and erasers. 
Annu Rev Cell Dev Biol. 2017;33:319–42.

	100.	 Zheng G, Dahl JA, Niu Y, Fedorcsak P, Huang CM, Li CJ, et al. ALKBH5 is 
a mammalian RNA demethylase that impacts RNA metabolism and 
mouse fertility. Mol Cell. 2013;49:18–29.

	101.	 Lan Q, Liu PY, Bell JL, Wang JY, Huttelmaier S, Zhang XD, et al. The 
emerging roles of RNA m(6)A methylation and demethylation as critical 
regulators of tumorigenesis, drug sensitivity, and resistance. Cancer Res. 
2021;81:3431–40.

	102.	 Han Z, Xu Z, Yu Y, Cao Y, Bao Z, Gao X, et al. ALKBH5-mediated m(6)A 
mRNA methylation governs human embryonic stem cell cardiac com-
mitment. Mol Ther Nucleic Acids. 2021;26:22–33.

	103.	 Liu B, Liu N, Zhu X, Yang L, Ye B, Li H, et al. Circular RNA circZbtb20 
maintains ILC3 homeostasis and function via Alkbh5-dependent m(6)A 
demethylation of Nr4a1 mRNA. Cell Mol Immunol. 2021;18:1412–24.

	104.	 Shen W, Pu J, Zuo Z, Gu S, Sun J, Tan B, et al. The RNA demethylase 
ALKBH5 promotes the progression and angiogenesis of lung cancer 
by regulating the stability of the LncRNA PVT1. Cancer Cell Int. 
2022;22:353.

	105.	 Hu Y, Gong C, Li Z, Liu J, Chen Y, Huang Y, et al. Demethylase ALKBH5 
suppresses invasion of gastric cancer via PKMYT1 m6A modification. 
Mol Cancer. 2022;21:34.

	106.	 Garcia MD, Formoso K, Aparicio GI, Frasch A, Scorticati C. The 
membrane glycoprotein M6a endocytic/recycling pathway involves 
clathrin-mediated endocytosis and affects neuronal synapses. Front 
Mol Neurosci. 2017;10:296.

	107.	 Castro-Hernandez R, Berulava T, Metelova M, Epple R, Pena CT, Richter 
J, et al. Conserved reduction of m(6)A RNA modifications during aging 
and neurodegeneration is linked to changes in synaptic transcripts. 
Proc Natl Acad Sci USA. 2023;120:e2090034176.

	108.	 Martinez DLCB, Markus R, Malla S, Haig MI, Gell C, Sang F, et al. Modify-
ing the m(6)A brain methylome by ALKBH5-mediated demethylation: a 
new contender for synaptic tagging. Mol Psychiatry. 2021;26:7141–53.

	109.	 Merkurjev D, Hong WT, Iida K, Oomoto I, Goldie BJ, Yamaguti H, 
et al. Synaptic N(6)-methyladenosine (m(6)A) epitranscriptome 
reveals functional partitioning of localized transcripts. Nat Neurosci. 
2018;21:1004–14.



Page 24 of 24Wu et al. Cell & Bioscience          (2023) 13:213 

•
 
fast, convenient online submission

 •
  

thorough peer review by experienced researchers in your field

• 
 
rapid publication on acceptance

• 
 
support for research data, including large and complex data types

•
  

gold Open Access which fosters wider collaboration and increased citations 

 
maximum visibility for your research: over 100M website views per year •

  At BMC, research is always in progress.

Learn more biomedcentral.com/submissions

Ready to submit your researchReady to submit your research  ?  Choose BMC and benefit from: ?  Choose BMC and benefit from: 

	110.	 Spark DL, Fornito A, Langmead CJ, Stewart GD. Beyond antipsychotics: a 
twenty-first century update for preclinical development of schizophre-
nia therapeutics. Transl Psychiatry. 2022;12:147.

	111.	 Gruber L, Bunse T, Weidinger E, Reichard H, Muller N. Adjunctive 
recombinant human interferon gamma-1b for treatment-resistant 
schizophrenia in 2 patients. J Clin Psychiatry. 2014;75:1266–7.

	112.	 Miller BJ, Dias JK, Lemos HP, Buckley PF. An open-label, pilot trial 
of adjunctive tocilizumab in schizophrenia. J Clin Psychiatry. 
2016;77:275–6.

	113.	 Xue X, Wu X, Liu L, Liu L, Zhu F. ERVW-1 activates ATF6-mediated 
unfolded protein response by decreasing GANAB in recent-onset 
schizophrenia. Viruses. 2023;15:1298.

	114.	 Curtin F, Perron H, Kromminga A, Porchet H, Lang AB. Preclinical and 
early clinical development of GNbAC1, a humanized IgG4 monoclonal 
antibody targeting endogenous retroviral MSRV-Env protein. MAbs. 
2015;7:265–75.

	115.	 Curtin F, Bernard C, Levet S, Perron H, Porchet H, Medina J, et al. A 
new therapeutic approach for type 1 diabetes: rationale for GNbAC1, 
an anti-HERV-W-Env monoclonal antibody. Diabetes Obes Metab. 
2018;20:2075–84.

Publisher’s Note
Springer Nature remains neutral with regard to jurisdictional claims in pub-
lished maps and institutional affiliations.


	Captive ERVWE1 triggers impairment of 5-HT neuronal plasticity in the first-episode schizophrenia by post-transcriptional activation of HTR1B in ALKBH5-m6A dependent epigenetic mechanisms
	Abstract 
	Background 
	Results 
	Conclusions 

	Introduction
	Results
	Bioinformatics analysis demonstrated abnormality of the HTR1B signal pathway in the brain of schizophrenia
	Aberrant expression of HTR1B, Arc, and ALKBH5 displayed a strong positive correlation with ERVWE1 in the blood of first-episode schizophrenia
	ERVWE1 could upregulate HTR1B and Arc expression
	ERVWE1 decreased dendritic complexity and spine density in 5-HT neurons
	HTR1B involvement in ERVWE1 regulated neuronal complexity and spine density
	ERVWE1 induced HTR1B upregulation in an ALKBH5-m6A-dependent manner
	ERVWE1 increased HTR1B expression by maintaining its mRNA stability through ALKBH5-induced m6A demethylation
	ALKBH5 participated in the regulation of synaptic plasticity by ERVWE1 in 5-HT neurons

	Discussion
	Conclusions
	Materials and methods
	Blood samples
	Statistical analysis

	Anchor 21
	Acknowledgements
	References


