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An epistasis between dopaminergic 
and oxytocinergic systems confers 
risk of post-traumatic stress 
disorder in a traumatized chinese 
cohort
Kunlin Zhang1,2, Gen Li1,2, Li Wang1,2*, Chengqi cao1,3, Ruojiao fang1,2, Shu Luo4, Ping Liu4 & 
Xiang yang Zhang  1,2

post-traumatic stress disorder (ptSD) is a psychiatric syndrome that occurs after trauma exposure. 
neurotransmitters such as dopamine and oxytocin have been reported to be involved in neuropathology 
of ptSD. previous studies indicated that the dopamine–oxytocin interaction may contribute to 
behavioral disorders. Thus, exploring the epistasis (gene–gene interaction) between oxytocinergic and 
dopaminergic systems might be useful to reveal the genetic basis of PTSD. In this study, we analyzed 
two functional single nucleotide polymorphisms (SNPs), rs2268498 for oxytocinergic gene OXTR and 
rs1801028 for dopaminergic gene DRD2 based on putative oxytocin receptor–dopamine receptor 
D2 (OTR–DR2) heterocomplex in a Chinese cohort exposed to the 2008 Wenchuan earthquake (156 
PTSD cases and 978 controls). Statistical analyses did not find any single variant or gene–environment 
interaction (Snp × earthquake-related trauma exposure) associated with provisional PTSD diagnosis 
or symptoms. An OXTR–DRD2 interaction (rs2268498 × rs1801028) was identified to confer risk of 
provisional ptSD diagnosis (oR = 9.18, 95% CI = 3.07–27.46 and P = 7.37e-05) and further subset 
analysis indicated that rs2268498 genotypes controlled the association directions of rs1801028 and 
rs1801028 genotypes also controlled the association directions of rs2268498. Rs2268498 × rs1801028 is 
also associated with ptSD symptoms (P = 0.043). Our study uncovered a genetic and putative function-
based contribution of dopaminergic–oxytocinergic system interaction to ptSD.

Post-traumatic stress disorder (PTSD) is a psychiatric disorder that can occur after trauma exposure. Diagnosis 
of PTSD requires at least six symptoms distributed across four symptom clusters and persisting for at least one 
month after trauma exposure1. With the lifetime prevalence of 5.6% among trauma-exposed population2, the 
development of PTSD is affected by both genetic factors and environment triggers3–5. Recent studies also indi-
cated that inherited and acquired risk of genetic and epigenetic have significant contributions to response to 
trauma exposure6. To explore genetic mechanisms of PTSD, many genetic studies have been performed7, includ-
ing the most recent genome-wide association study (GWAS) of Psychiatric Genomics Consortium (PGC)8. Most 
of the PTSD genetic studies have utilized single nucleotide polymorphisms (SNPs) as markers, and focused on 
main effects or gene–environment interaction effects of single gene variant; however, gene–gene interaction 
(epistasis) has seldom been explored. Here gene–gene interaction is defined as that the effect of one locus gen-
otype on a phenotype depends on the genotype at other loci9. Since interactions between loci contribute to the 
biological and biochemical pathways that underpin disease, detecting their interactions will be useful to elucidate 
the genetic mechanisms underlying the complex diseases such as PTSD9–11. Testing genetic variants of correlated 
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genes that are involved in the same pathway or interact with each other is a feasible strategy for gene–gene inter-
action analysis9, with reduced searching space and increased statistical power.

The neurotransmitters, such as dopamine (DA), oxytocin (OXT) and serotonin, are endogenous chemicals 
that transmit signal across a synapse between two nerve cells12. DA plays important roles in neuropsychological 
processes including motivation, executive functions, reward and stress13–15. Abnormal dopaminergic signaling 
have been revealed to be associated with several mental disorders, including attention deficit hyperactivity dis-
order (ADHD), drug and alcohol dependence, schizophrenia and PTSD16–19. OXT is needed for childbirth and 
is involved in regulations of both social behaviors (such as social bonding, sexual activity and motivation) and 
nonsocial behaviors (such as brain development, feeding and memory)20. OXT has been reported to be associated 
with schizophrenia, autism spectrum disorders and PTSD21–23. Particularly, the oxytocin receptor gene (OXTR) 
polymorphism may predict PTSD through interaction with attachment style24. It has been reported that OXT–
DA interactions affect social behavior like motivation25. Furthermore, previous studies indicated that abnormal 
OXT–DA interactions may contribute to behavioral disorders such as autism, sexual dysfunction, addiction and 
depression26. The mechanism of their interactions has been investigated for several years and the results indicated 
that dopamine receptor D2 (DR2) encoded by dopaminergic gene DRD2 and oxytocin receptor (OTR) encoded 
by oxytocinergic gene OXTR may directly work together, by forming OTR–DR2 heteromer27,28.

There have been some candidate gene association studies on PTSD with DRD2 and OXTR respectively; the 
results of DRD2 were not consistent (only 11 out of total 20 studies showed significant results)7 and the results of 
OXTR were quite a few24,29. Furthermore, DRD2 and OXTR are co-expressed in multiple tissues of normal human 
brain according to the results of gene co-expression search engine SEEK30. Thus, we hypothesized that the gene–
gene interaction between the two genes at genetic variant level may be involved in the PTSD development. There 
are two SNPs, rs2268498 in OXTR and rs1801028 (Ser311Cys) in DRD2, are quite meaningful and important. 
Rs2268498 (risk allele C) is localized in the promoter flanking region of the OXTR gene, which was reported to 
correlated to negative emotionality31 that is one of the factors of PTSD1,32,33; this SNP also affects the gene expres-
sion of OXTR34. Rs1801028 (risk allele C) is a non-synonymous SNP of DRD2, which has been frequently studied 
and known to be associated with schizophrenia35,36 which shares genetic risk with PTSD8. Rs1801028 has been 
investigated in our study before while no significant result was obtained37; rs2268498 has not been investigated in 
PTSD yet. In this study, to investigate our hypothesis, we analyzed the OXTR SNP rs2268498 and the DRD2 SNP 
rs1801028 in a traumatized Chinese cohort and examined the association between the gene–gene interaction and 
provisional PTSD diagnosis.

Results
Association between OXTR–DRD2 and provisional ptSD diagnosis. The demography of all sub-
jects is present in Supplementary Table 1. The genotyping call rate for both SNPs is 100%. The minor allele fre-
quencies (MAFs) of rs2268498 are 0.2724 in cases and 0.316 in controls respectively; the MAFs of rs1801028 are 
0.03846 in cases and 0.03681 in controls respectively (Supplementary Table 2). The Hardy-Weinberg equilibrium 
(HWE) test results are also listed in Supplementary Table 2. For provisional PTSD diagnosis inferred from PCL-
5, there were no significant main effects for single gene-based analysis (P > 0.05), either without or with gene–
environment interaction (SNP × earthquake-related trauma exposure) included in the logistic regression model 
(Supplementary Table 2). Gene–gene interaction analysis showed that rs2268498 × rs1801028 interaction was 
associated with provisional PTSD diagnosis (odds ratio (OR) = 9.18, 95% confidence interval (CI) = 5.25–16.05, 
P = 7.37e-05. Table 1 shows more detailed information). The association signals came from both females and 
males (P = 0.000494 and 0.0200 respectively); the effect size (OR) of the interaction was much larger in males 
than that in females (OR = 62.51 and 7.60 respectively) (See Supplementary Tables 3 and 4 for more details).

Rs2268498 and rs1801028 controlled association for each other. Figure 1 shows genotype fre-
quency variability between case and control subjects, respectively for the subsets obtained based on genotype 
and the full set. In Fig. 1(A–C) are for rs1801028 and (D–F) are for rs2268498. When we divided samples by 
rs2268498 genotypes CC/CT and TT, rs1801028 minor allele C was associated with increased risk of provisional 
PTSD diagnosis (OR = 3.02, 95% CI = 1.32–6.94, P = 0.009163) in rs2268498 CC/CT set and with decreased 
risk of provisional PTSD diagnosis (OR = 0.10, 95% CI = 0.01–0.78, P = 0.02863) in rs2268498 TT set (Table 2). 
Rs2268498 was associated with decreased risk of provisional PTSD diagnosis (OR = 0.71, 95% CI = 0.52–0.97, 
P = 0.03287) in the rs1801028 GG set (Table 3). The sample size of genotype subsets in females or in males was 
too small to present, although the association trends were consistent with those of overall samples (details not 

Variable OR (95% CI) beta Std. Error t value P value Pperm

rs2268498 × rs1801028 9.18 (3.07, 27.46) 2.21660 0.55917 3.964 7.37e-05 1e-06

rs2268498 0.72 (0.53, 0.98) −0.32803 0.15877 −2.066 0.0388 0.03824

rs1801028 0.17 (0.04, 0.66) −1.80092 0.70395 −2.558 0.0105 0.008239

Gender 1.45 (0.94, 2.22) 0.37017 0.21795 1.698 0.0894 —

Age 1.08 (1.05, 1.10) 0.07557 0.01174 6.438 1.21e-10 —

Trauma exposure 1.15 (1.04, 1.28) 0.14235 0.05401 2.636 0.0084 —

Depression symptoms 1.12 (1.10, 1.15) 0.11397 0.01146 9.947 2.599e-23 —

Table 1. Summary of logistic regression model of rs2268498 × rs1801028 for PTSD diagnosis. Pperm, 
permutation P value of SNP-related variable.

https://doi.org/10.1038/s41598-019-55936-8


3Scientific RepoRtS |         (2019) 9:19252  | https://doi.org/10.1038/s41598-019-55936-8

www.nature.com/scientificreportswww.nature.com/scientificreports/

shown). All results of subset analysis were confirmed by permutation analysis (Tables 2 and 3). Thus, rs2268498 
and rs1801028 controlled association with provisional PTSD diagnosis for each other.

Association between OXTR–DRD2 and ptSD symptoms. For PTSD symptoms, no significant main 
effects or G × E effects was found (Supplementary Table 5). The G × G OXTR–DRD2 is associated with PTSD 
severity (rs2268498 × rs1801028: beta = 3.43, 95% CI = 0.11–6.75, P = 0.043). See Table 4 for detailed informa-
tion. The association signal is not strong and both females and males contribute to the association signal (See 
Supplementary Tables 6 and 7 for more details). Subset analysis did not obtain any significant result (details are 
not shown).

Figure 1. Genotype frequency variability between case and control. (A–C) For rs1801028 in the rs2268498 CC/
CT set, the rs2268498 TT set and the full set, respectively. (D–F) For rs2268498 in the rs1801028 CC/CG set, the 
rs1801028 GG set and the full set, respectively.

rs2268498 
genotype

Sample size (case/
control)

MAF (case/
control) OR (95% CI) P value Pperm

CC/CT 585(69/516) 0.07971/0.03198 3.02 (1.32, 6.94) 0.009163 0.006785

TT 549(87/462) 0.005747/0.04221 0.10 (0.01, 0.78) 0.02863 0.01621

ALL 1134(156/978) 0.03846/0.03681 1.03 (0.53, 2.04) 0.922 0.9754

Table 2. Logistic regression analysis of rs1801028 (with minor allele C) in the rs2268498 CC/CT set, the 
rs2268498 TT set and the full set, respectively. Pperm, permutation P value of SNP-related variable.

rs1801028 
genotype

Sample size (case/
control)

MAF (case/
control) OR (95% CI) P value Pperm

CC/CGa 82(11/71) 0.5909/0.2606 13.06 (2.52, 67.73) 0.002215 0.0003993

GG 1052(145/907) 0.2483/0.3203 0.71 (0.52, 0.97) 0.03287 0.03264

ALL 1134(156/978) 0.2724/0.316 0.85 (0.64, 1.14) 0.2825 0.2831

Table 3. Logistic regression analysis of rs2268498 (with minor allele C) in the rs1801028 CC/CG set, the 
rs1801028 GG set and the full set, respectively. Pperm, permutation P value of SNP-related variable. aThe sample 
size is too small, thus the results are with low confidence.
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OXTR–DRD2 in different age groups. Our results showed that for provisional PTSD diagnosis, 
rs2268498 × rs1801028 is more significant in young adults defined as subjects with age <50 years old (OR = 9.24 
and P = 0.00470) than in old adults defined as subjects with age > = 50 years old (OR = 6.76 and P = 0.0226); for 
PTSD symptoms, rs2268498 × rs1801028 is significant in young adults (beta = 5.11 and P = 0.0129) but not in old 
adults (beta = −1.08 and P = 0.7183). Supplementary Table 8 showed the details.

Discussion
Through epistasis (gene–gene interaction) analysis, our study identified the OXTR–DRD2 (rs2268498 × rs1801028)  
interaction to be associated with provisional PTSD diagnosis and PTSD symptoms. Interestingly, rs2268498 and 
rs1801028 controlled each other’s association directions for provisional PTSD diagnosis. The interaction signals 
came from both females and males. The two SNPs have been investigated in PGC-PTSD GWAS8 and we listed the 
results in Supplementary Table 9. All the association test P values (with different gender and ethnic group com-
binations) in PGC-PTSD GWAS are far from genome-wide significance (5e-8) or suggestive significance (e-5), 
indicating that the two SNPs are not associated with PTSD directly and our G × G analysis provides feasibly new 
information. It needs to mention that there is about six times as many controls as cases in our study (978:156), 
which just reflects the provisional PTSD prevalence in our epidemiologic samples and is feasible.

Our results indicated that the G × G (rs2268498 × rs1801028) effects are different between young adults 
(age < 50 years old) and old adults (age > = 50 years old) (Supplementary Table 8). In our data, age is signifi-
cantly correlated to both provisional PTSD diagnosis (OR = 1.07 and P = 4.72e-10, by logistic regression analysis) 
and PTSD symptoms (beta = 0.32 and P = 3.24e-23, by linear regression analysis). Furthermore, a two-sided 
fisher’s exact test showed a distribution difference of provisional PTSD diagnosis cases between two age groups 
(P = 3.24e-8) and a two-sided t-test showed a distribution difference of PTSD symptoms between the two age 
groups (t = −5.46 and P = 5.97e-8). Thus, the effect of age on PTSD may contribute to the differences of G × G 
effects between different age groups.

The OXT–DR2 interaction was supported by evidence from animal experiments of male rats28. Our study 
showed that the statistical interaction exists in both women and men. In details, the association of females is more 
significant than that of males, which may due to the larger samples size of females than males; the interaction 
effect size of males is much larger than that of females, showing that males may be more sensitive to the interac-
tion. In summary, the interaction looks like generally applies for both females and males. OXTR and DRD2 have 
been separately reported to be correlated with stress response through gene expression or DNA methylation 
which may regulate gene expression. For OXTR, it was reported that OXTR expression significantly increased in 
the amygdala in response to chronic social instability stress for adult female rats38; DNA methylation of OXTR in 
human blood is with dynamic changes after acute psychosocial stress39. For DRD2, down-regulated DRD2 gene 
expression in striatum is correlated to stress-induced depression-like behaviors in rats40; alterations of human 
dopaminergic genes including DRD2 are associated with low resilience to stress41. Our statistical genetics finding 
further indicated that there is a gene-gene interaction between the two genes in the context of stress response.

Rs1801028 (G > C) is corresponding to the amino acid residue polymorphism S311C of human DRD2 protein 
and both SIFT42 and PolyPhen-243 predicted that S311C may be with deleterious impact to DR2 (Supplementary 
Table 10). Together with the function of the OXTR SNP rs2268498 (influencing OXTR expression)34, it is possible 
to infer the SNP–SNP interaction to impact biological function level. It has been found that at protein level, DR2 
and OTR interacts with each other by forming heterocomplex. Our study found that a functional genetic variant 
interaction of rs2268498 × rs1801028 might confer risk of provisional PTSD diagnosis. The further subset anal-
ysis showed that when rs2268498 C allele corresponding to high OXTR gene expression34 presented, rs1801028 
C allele (unstable DRD2 protein) increased PTSD risk. When rs1801028 GG genotype (stable DRD2 protein) 
presented, rs2268498 C allele (high OXTR gene expression) decreased PTSD risk. This may be explained that high 
level OTR and unstable DRD2 are difficult to form feasible heterocomplex, which may lead to dynamic disequi-
librium of OTR–DRD2 heteromer, influencing PTSD development. This provides evidence that dopaminergic–
oxytocinergic interaction may be involved in behavior/mental disorders26, which deserves further investigation in 
other mental disorders. Furthermore, besides OTR–DRD2 heteromer, there are many G protein-coupled receptor 
(GPCR) heteroreceptor complexes involved in brain network44. Our results suggest a possibility that these heter-
oreceptor complexes may be replicated in PTSD, as well as in other mental disorders. Still, since genetic control 
of gene expression can differ between blood and brain45, and our results were based on blood samples, all these 
inferences need to be carefully considered.

Variable Beta (95% CI) Std. Error t value P value Pperm

rs2268498 × rs1801028 3.43 (0.11, 6.75) 1.6931 2.0255 0.0430482 0.043476

rs2268498 −0.26 (−1.21, 0.69) 0.4865 −0.5353 0.592562 0.591971

rs1801028 −2.16 (−5.35, 1.03) 1.6291 −1.3251 0.1854098 0.185062

Gender 2.76 (1.43, 4.10) 0.6826 4.0477 5.53e-05 —

Age 0.33 (0.27, 0.39) 0.0321 10.2257 1.57e-23 —

Trauma exposure 1.41 (1.07, 1.76) 0.1770 7.9908 3.30e-15 —

Depression symptoms 0.79 (0.72, 0.86) 0.0372 21.2928 8.20e-85 —

Table 4. Summary of linear regression model of rs2268498 × rs1801028 for PTSD symptoms. Pperm, 
permutation P value of SNP-related variable.
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There are several limitations in our study. First, PTSD diagnosis was based on PCL-5, a self-report measure-
ment, other than clinician-administered instruments, which will need to be used in future studies. Second, only 
one trauma type- exposure to the 2008 earthquake was examined. Our results would need to be confirmed in 
other trauma-related PTSD cohorts. Third, the sample size of our study is modest in comparison to other genetic 
studies. Moreover, the male sample size is relatively smaller than that of the female’s (due to the female-male 
gender ratio of our epidemiologic samples). Hopefully, a much larger sample with balanced sexes could be used 
to replicate our findings in future. Also, there is no information about pre-earthquake trauma exposure or some 
conditions to which PTSD symptoms may be attributed (such as substance use, bereavement, etc.) and PTSD 
symptoms which may preclude the conclusion that PTSD is developed after the earthquake; still, causality can be 
inferred given that genes inherently serve as the first temporal variable. In future study, we will take the informa-
tion into account.

Our study firstly identified the OXTR–DRD2 interaction at genetic variant level to be significantly associated 
with a higher PTSD risk based on provisional PTSD diagnosis. Since the genetic variants correspond to poly-
morphisms in mRNA or protein level, the genetic interaction provides a possibility of existence of functional 
interaction, suggesting that abnormal interaction of dopaminergic and oxytocinergic systems may be a vulnerable 
factor for PTSD development. Of course, we should note these interpretations were based on provisional PTSD 
diagnosis. In summary, our gene–gene interaction results may provide new viewpoints in terms of the biological 
mechanisms and genetic architectures of PTSD, which will be helpful for early diagnosis and prevention.

Materials and Methods
Study sample. The study samples we used are epidemiologic samples which are feasible for generalization46. 
In detail, all the subjects were recruited from Hanwang Town, Mianzhu City, China. In the 2008 Wenchuan 
earthquake, the town was almost destroyed. Five and a half years after the earthquake, we conducted the survey 
in a large rebuilt community of the town. Subjects were predominantly Chinese adults (more than sixteen years 
old) who survived the earthquake. All of them were without a major psychiatry history or mental retardation 
such as schizophrenia and organic mental disorders47,48. We assessed PTSD symptoms by the PTSD Checklist 
for DSM-5 (PCL-5)49,50, a reliable and repeatable 20-item self-reported scale to capture the PTSD symptoms 
of DSM-5. The items of PCL-5 particularly focus on the earthquake-related trauma and the Chinese version 
of PCL-5 has been used for earthquake-exposure Chinese before32. We instructed participants to complete the 
PCL-5 referring to the “Wenchuan Earthquake”. The likely DSM-5 PTSD diagnosis was then inferred based on 
PCL-5, including at least one intrusion symptom, one avoidance symptom, two negative alterations in cognitions 
and mood symptoms, and two arousal symptoms endorsed as 2 or greater. Earthquake-related trauma exposure 
was considered as environment factor and was measured by a ten-question scale. The sum score was calculated by 
adding 10 items (0: not experienced or 1: experienced for each item) as the level of trauma exposure. The details 
of the ten questions have been described before51. Also, we measured depression symptoms with the Center for 
Epidemiological Studies-Depression (CES-D) Scale52. We then collected peripheral blood samples and extracted 
DNA for genotyping by using a standard phenol-chloroform protocol53. For each sample, at least 120 ng DNA 
was used for genotyping experiment. A total of 1134 subjects (156 PTSD cases and 978 controls) with complete 
clinical information, and genotyping data were included in our study.

SNP genotyping and quality control. We investigated rs2268498 in oxytocinergic gene OXTR and 
rs1801028 (Ser311Cys) in dopaminergic gene DRD2. We conducted genotyping by using a custom-by-design 
2 × 48-Plex SNPscanTM Kit (Genesky Biotechnologies Inc., Shanghai, China), which is based on a multiplex flu-
orescence PCR and a double ligation. The PCR primers were showed in Supplementary Table 11. To assess gen-
otyping accuracy, we randomly chose 10% samples for replication by the same platform. The concordance was 
100%, showing that the genotyping is accurate. A Hardy-Weinberg equilibrium (HWE) test was performed by 
exact tests with efficient computational methods54,55. For quality control (QC), we excluded subjects with missing 
call rate > 0.2, and removed SNPs with call rate < 0.95 or HWE test P < 0.05 for controls or MAF (minor allele 
frequency) < 0.01 in controls. No sample or SNP was removed for the quality control.

Statistical analyses. All of our statistical analyses were performed by using PLINK v1.0955 and R3.4.4 
(https://cran.r-project.org/). We first analyzed the association for provisional PTSD diagnosis. For a single 
variant-based analysis, we employed an additive model of SNP minor allele count per subject in a logistic regres-
sion with gender, age, depression symptoms (CES-D scale score, the possible confounding factor) and trauma 
exposure as covariates. The gene–environment interaction (SNP × trauma exposure) was further included. The 
results indicated that the gene–environment interaction was not significant, thus it was not included in following 
analyses. For gene–gene interaction analysis, we utilized an additive model of minor allele count per subject in 
a logistic regression with predictors SNP1, SNP2, SNP1 × SNP2, gender, age, depression symptoms and trauma 
exposure. To explore the possible different association properties between females and males, we also carried on 
the gene–gene interaction analysis for females and males, respectively. We then investigated the association for 
PTSD symptoms (PCL-5 total score which is with rang 0–80 and treated as a continuous variable) by using the 
similar methods as above, except that we employed linear regression instead of logistic regression.

To explore the detailed gene–gene interaction property, we employed subset analysis. We divided all samples 
into two subsets according to rs2268498 genotype: the CC/CT set (samples with C alleles) and the TT set (samples 
with genotype TT). Then we performed regressions (with gender, age, depression symptoms and trauma expo-
sure as covariates) for rs1801028 respectively in the two subsets. Correspondingly, we stratified all samples by 
rs1801028 genotype (CC/CG and GG), examining the association for rs2268498 respectively.
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In our analysis, age is significant factor affecting provisional PTSD diagnosis. The age of our study subjects is 
in a wide range (16–73) while the median of age is 48 and more than 50% of the subjects are with ages in the much 
narrower range (42, 56) (Supplementary Table 1 and Supplementary Fig. 1). To explore possible different associ-
ation property between diverse age groups, we divided out samples into young adults (age < 50 years old) and old 
adults (age > = 50 years old). We then performed association test to detecting G × G (rs2268498 × rs1801028) 
effect for the two groups respectively.

All the P values of the regressions in our analyses are two-sided. Threshold of P value is considered as 0.05. 
We employed a permutation test with 1,000,000 cycles for SNP-related variables to adjust for possible bias due to 
the small sample size.

Statements of ethical approval, accordance and informed consent. The Institutional Review 
Board of Institute of Psychology, Chinese Academy of Sciences approved this study. All study procedures involv-
ing human participants were in accordance with the national and institutional research committee’s ethical stand-
ards. All participants signed informed consents. Among them, two were under the age of 18 years and signed 
informed consents with permission of their legal guardians who also provided written informed consents.

Data availability
Supplementary materials are available online.

Received: 14 November 2018; Accepted: 29 November 2019;
Published: xx xx xxxx

References
 1. American Psychiatric Associaton. Diagnostic and statistical manual of mental disorders, 5th ed. American Psychiatric Associaton 

(2013).
 2. Koenen, K. C. et al. Posttraumatic stress disorder in the World Mental Health Surveys. Psychol Med 47, 2260–2274 (2017).
 3. Olff, M., Langeland, W. & Gersons, B. P. The psychobiology of PTSD: coping with trauma. Psychoneuroendocrinology 30, 974–982 

(2005).
 4. Broekman, B. F., Olff, M. & Boer, F. The genetic background to PTSD. Neurosci Biobehav Rev 31, 348–362 (2007).
 5. Afifi, T. O., Asmundson, G. J., Taylor, S. & Jang, K. L. The role of genes and environment on trauma exposure and posttraumatic 

stress disorder symptoms: a review of twin studies. Clin Psychol Rev 30, 101–112 (2010).
 6. Daskalakis, N. P., Rijal, C. M., King, C., Huckins, L. M. & Ressler, K. J. Recent Genetics and Epigenetics Approaches to PTSD. Curr 

Psychiatry Rep 20, 30 (2018).
 7. Zhang, K. et al. An overview of posttraumatic stress disorder genetic studies by analyzing and integrating genetic data into genetic 

database PTSDgene. Neurosci Biobehav Rev 83, 647–656 (2017).
 8. Duncan, L. E. et al. Largest GWAS of PTSD (N=20 070) yields genetic overlap with schizophrenia and sex differences in heritability. 

Mol Psychiatry 23, 666–673 (2018).
 9. Wei, W. H., Hemani, G. & Haley, C. S. Detecting epistasis in human complex traits. Nat Rev Genet 15, 722–733 (2014).
 10. Phillips, P. C. Epistasis–the essential role of gene interactions in the structure and evolution of genetic systems. Nat Rev Genet 9, 

855–867 (2008).
 11. Cordell, H. J. Detecting gene-gene interactions that underlie human diseases. Nat Rev Genet 10, 392–404 (2009).
 12. Lodish, H., Berk, A. & Zipursky, S. L. Section 21.4 Neurotransmitters, Synapses, and Impulse Transmission. In: Molecular Cell 

Biology (ed^(eds). 4th edition edn. W. H. Freeman (2000).
 13. Girault, J. A. & Greengard, P. The neurobiology of dopamine signaling. Arch Neurol 61, 641–644 (2004).
 14. Cabib, S. & Puglisi-Allegra, S. The mesoaccumbens dopamine in coping with stress. Neurosci Biobehav Rev 36, 79–89 (2012).
 15. Hu, H. Reward and Aversion. Annu Rev Neurosci 39, 297–324 (2016).
 16. Faraone, S. V. & Khan, S. A. Candidate gene studies of attention-deficit/hyperactivity disorder. J Clin Psychiatry 67(Suppl 8), 13–20 

(2006).
 17. Kienast, T. & Heinz, A. Dopamine and the diseased brain. CNS Neurol Disord Drug Targets 5, 109–131 (2006).
 18. Nemoda, Z., Szekely, A. & Sasvari-Szekely, M. Psychopathological aspects of dopaminergic gene polymorphisms in adolescence and 

young adulthood. Neurosci Biobehav Rev 35, 1665–1686 (2011).
 19. Bandelow, B. et al. Biological markers for anxiety disorders, OCD and PTSD: A consensus statement. Part II: Neurochemistry, 

neurophysiology and neurocognition. World J Biol Psychiatry 18, 162–214 (2017).
 20. Yang, H. P., Wang, L., Han, L. & Wang, S. C. Nonsocial functions of hypothalamic oxytocin. ISRN Neurosci 2013, 179272 (2013).
 21. Bartholomeusz, C. F., Ganella, E. P., Labuschagne, I., Bousman, C. & Pantelis, C. Effects of oxytocin and genetic variants on brain 

and behaviour: Implications for treatment in schizophrenia. Schizophr Res 168, 614–627 (2015).
 22. Green, J. J. & Hollander, E. Autism and oxytocin: new developments in translational approaches to therapeutics. Neurotherapeutics 

7, 250–257 (2010).
 23. Donadon, M. F., Martin-Santos, R. & Osorio, F. L. The Associations Between Oxytocin and Trauma in Humans: A Systematic 

Review. Front Pharmacol 9, 154 (2018).
 24. Sippel, L. M. et al. Oxytocin receptor gene polymorphisms, attachment, and PTSD: Results from the National Health and Resilience 

in Veterans Study. J Psychiatr Res 94, 139–147 (2017).
 25. Love, T. M. Oxytocin, motivation and the role of dopamine. Pharmacol Biochem Behav 119, 49–60 (2014).
 26. Baskerville, T. A. & Douglas, A. J. Dopamine and oxytocin interactions underlying behaviors: potential contributions to behavioral 

disorders. CNS Neurosci Ther 16, e92–123 (2010).
 27. Romero-Fernandez, W., Borroto-Escuela, D. O., Agnati, L. F. & Fuxe, K. Evidence for the existence of dopamine D2-oxytocin 

receptor heteromers in the ventral and dorsal striatum with facilitatory receptor-receptor interactions. Mol Psychiatry 18, 849–850 
(2013).

 28. de la Mora, M. P. et al. Signaling in dopamine D2 receptor-oxytocin receptor heterocomplexes and its relevance for the anxiolytic 
effects of dopamine and oxytocin interactions in the amygdala of the rat. Biochim Biophys Acta 1862, 2075–2085 (2016).

 29. Dunn, E. C. et al. Interaction between genetic variants and exposure to Hurricane Katrina on post-traumatic stress and post-
traumatic growth: a prospective analysis of low income adults. J Affect Disord 152–154, 243–249 (2014).

 30. Zhu, Q. et al. Targeted exploration and analysis of large cross-platform human transcriptomic compendia. Nat Methods, 12, 
211–214, 213 p following 214 (2015).

 31. Montag, C., Fiebach, C. J., Kirsch, P. & Reuter, M. Interaction of 5-HTTLPR and a variation on the oxytocin receptor gene influences 
negative emotionality. Biol Psychiatry 69, 601–603 (2011).

https://doi.org/10.1038/s41598-019-55936-8


7Scientific RepoRtS |         (2019) 9:19252  | https://doi.org/10.1038/s41598-019-55936-8

www.nature.com/scientificreportswww.nature.com/scientificreports/

 32. Wang, L. et al. Factor structure of DSM-5 PTSD symptoms in trauma-exposed adolescents: Examining stability across time. J 
Anxiety Disord 52, 88–94 (2017).

 33. Armour, C. et al. Dimensional structure of DSM-5 posttraumatic stress symptoms: support for a hybrid Anhedonia and 
Externalizing Behaviors model. J Psychiatr Res 61, 106–113 (2015).

 34. Reuter, M. et al. Functional characterization of an oxytocin receptor gene variant (rs2268498) previously associated with social 
cognition by expression analysis in vitro and in human brain biopsy. Soc Neurosci 12, 604–611 (2017).

 35. Glatt, S. J. & Jonsson, E. G. The Cys allele of the DRD2 Ser311Cys polymorphism has a dominant effect on risk for schizophrenia: 
evidence from fixed- and random-effects meta-analyses. Am J Med Genet B Neuropsychiatr Genet 141B, 149–154 (2006).

 36. Shi, J., Gershon, E. S. & Liu, C. Genetic associations with schizophrenia: meta-analyses of 12 candidate genes. Schizophr Res 104, 
96–107 (2008).

 37. Zhang, K. et al. A DRD2/ANNK1-COMT Interaction, Consisting of Functional Variants, Confers Risk of Post-traumatic Stress 
Disorder in Traumatized Chinese. Front Psychiatry 9, 170 (2018).

 38. Nowacka-Chmielewska, M. M., Kasprowska-Liskiewicz, D., Barski, J. J., Obuchowicz, E. & Malecki, A. The behavioral and molecular 
evaluation of effects of social instability stress as a model of stress-related disorders in adult female rats. Stress 20, 549–561 (2017).

 39. Unternaehrer, E. et al. Dynamic changes in DNA methylation of stress-associated genes (OXTR, BDNF) after acute psychosocial 
stress. Transl Psychiatry 2, e150 (2012).

 40. Zhu, X., Peng, S., Zhang, S. & Zhang, X. Stress-induced depressive behaviors are correlated with Par-4 and DRD2 expression in rat 
striatum. Behav Brain Res 223, 329–335 (2011).

 41. Azadmarzabadi, E., Haghighatfard, A. & Mohammadi, A. Low resilience to stress is associated with candidate gene expression 
alterations in the dopaminergic signalling pathway. Psychogeriatrics (2018).

 42. Kumar, P., Henikoff, S. & Ng, P. C. Predicting the effects of coding non-synonymous variants on protein function using the SIFT 
algorithm. Nat Protoc 4, 1073–1081 (2009).

 43. Adzhubei, I. A. et al. A method and server for predicting damaging missense mutations. Nat Methods 7, 248–249 (2010).
 44. Borroto-Escuela, D. O. et al. Understanding the Role of GPCR Heteroreceptor Complexes in Modulating the Brain Networks in 

Health and Disease. Front Cell Neurosci 11, 37 (2017).
 45. Hernandez, D. G. et al. Integration of GWAS SNPs and tissue specific expression profiling reveal discrete eQTLs for human traits in 

blood and brain. Neurobiol Dis 47, 20–28 (2012).
 46. Koenen, K. C. Genetics of posttraumatic stress disorder: Review and recommendations for future studies. J Trauma Stress 20, 

737–750 (2007).
 47. Liu, P. et al. The underlying dimensions of DSM-5 posttraumatic stress disorder symptoms in an epidemiological sample of Chinese 

earthquake survivors. J Anxiety Disord 28, 345–351 (2014).
 48. Cao, C. et al. Support for the association between RORA gene polymorphisms and the DSM-5 posttraumatic stress disorder 

symptoms in male earthquake survivors in China. Asian J Psychiatr 25, 138–141 (2017).
 49. Blevins, C. A., Weathers, F. W., Davis, M. T., Witte, T. K. & Domino, J. L. The Posttraumatic Stress Disorder Checklist for DSM-5 

(PCL-5): Development and Initial Psychometric Evaluation. J Trauma Stress 28, 489–498 (2015).
 50. Wortmann, J. H. et al. Psychometric analysis of the PTSD Checklist-5 (PCL-5) among treatment-seeking military service members. 

Psychol Assess 28, 1392–1403 (2016).
 51. Li, G. et al. The preliminary investigation of orexigenic hormone gene polymorphisms on posttraumatic stress disorder symptoms. 

Psychoneuroendocrinology 100, 131–136 (2019).
 52. Radloff, L. S. The CES-D Scale: A Self-Report Depression Scale for Research in the General Population. Applied Psychological 

Measurement 1, 385–401 (1977).
 53. Karere, G. M., Sullivan, E., Kinnally, E. L., Capitanio, J. P. & Lyons, L. A. Enhancing genotyping of MAOA-LPR and 5-HTT-LPR in 

rhesus macaques (Macaca mulatta). J Med Primatol 41, 407–411 (2012).
 54. Wigginton, J. E., Cutler, D. J. & Abecasis, G. R. A note on exact tests of Hardy-Weinberg equilibrium. Am J Hum Genet 76, 887–893 

(2005).
 55. Purcell, S. et al. PLINK: a tool set for whole-genome association and population-based linkage analyses. Am J Hum Genet 81, 

559–575 (2007).

Acknowledgements
This study was supported by the National Natural Science Foundation of China (No. 31471004 and 31971020 
to LW, 31470070 to KZ), the Key Project of Research Base of Humanities and Social Sciences of Ministry of 
Education (No. 16JJD190006 to LW), the External Cooperation Program of Chinese Academy of Sciences 
(No. 153111KYSB20160036 to LW), and the Key Research Program of the Chinese Academy of Sciences (No. 
ZDRW-XH-2019-4 to LW).

Author contributions
L.W. and K.Z. conceived and designed the overall study. L.W. collected the samples. K.Z. performed statistical 
and bioinformatics analysis. C.C. maintained genotyping. P.L. and S.L. contributed to collecting samples. K.Z. and 
L.W. wrote the manuscript. G.L., R.F. and X.Z. helped revise the manuscript. All authors read and approved the 
final version of the manuscript.

competing interests
The authors declare no competing interests.

Additional information
Supplementary information is available for this paper at https://doi.org/10.1038/s41598-019-55936-8.
Correspondence and requests for materials should be addressed to L.W.
Reprints and permissions information is available at www.nature.com/reprints.
Publisher’s note Springer Nature remains neutral with regard to jurisdictional claims in published maps and 
institutional affiliations.

https://doi.org/10.1038/s41598-019-55936-8
https://doi.org/10.1038/s41598-019-55936-8
http://www.nature.com/reprints


8Scientific RepoRtS |         (2019) 9:19252  | https://doi.org/10.1038/s41598-019-55936-8

www.nature.com/scientificreportswww.nature.com/scientificreports/

Open Access This article is licensed under a Creative Commons Attribution 4.0 International 
License, which permits use, sharing, adaptation, distribution and reproduction in any medium or 

format, as long as you give appropriate credit to the original author(s) and the source, provide a link to the Cre-
ative Commons license, and indicate if changes were made. The images or other third party material in this 
article are included in the article’s Creative Commons license, unless indicated otherwise in a credit line to the 
material. If material is not included in the article’s Creative Commons license and your intended use is not per-
mitted by statutory regulation or exceeds the permitted use, you will need to obtain permission directly from the 
copyright holder. To view a copy of this license, visit http://creativecommons.org/licenses/by/4.0/.
 
© The Author(s) 2019

https://doi.org/10.1038/s41598-019-55936-8
http://creativecommons.org/licenses/by/4.0/

	An epistasis between dopaminergic and oxytocinergic systems confers risk of post-traumatic stress disorder in a traumatized ...
	Results
	Association between OXTR–DRD2 and provisional PTSD diagnosis. 
	Rs2268498 and rs1801028 controlled association for each other. 
	Association between OXTR–DRD2 and PTSD symptoms. 
	OXTR–DRD2 in different age groups. 

	Discussion
	Materials and Methods
	Study sample. 
	SNP genotyping and quality control. 
	Statistical analyses. 
	Statements of ethical approval, accordance and informed consent. 

	Acknowledgements
	Figure 1 Genotype frequency variability between case and control.
	Table 1 Summary of logistic regression model of rs2268498 × rs1801028 for PTSD diagnosis.
	Table 2 Logistic regression analysis of rs1801028 (with minor allele C) in the rs2268498 CC/CT set, the rs2268498 TT set and the full set, respectively.
	Table 3 Logistic regression analysis of rs2268498 (with minor allele C) in the rs1801028 CC/CG set, the rs1801028 GG set and the full set, respectively.
	Table 4 Summary of linear regression model of rs2268498 × rs1801028 for PTSD symptoms.




