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Abstract 

Background  Polycystic ovary syndrome (PCOS) is a complex heterogenous disorder manifesting with various 
reproductive, endocrine, and metabolic derangements such as insulin resistance and hyperglycemia. The arginine 
vasopressin peptide (AVP), also called or antidiuretic hormone (ADH), modulates metabolic functions such as glucose 
hemostasis, insulin sensitivity, and lipid metabolism via binding to two central and peripheral receptors (AVPR1A 
and AVPR1B). In the present study, we aimed to detect whether the AVPR1A and AVPR1B genes confer risk for PCOS.

Methods  In peninsular Italian families, we tested 7 variants in the AVPR1B gene and 2 variants in the AVPR1A gene 
via Pseudomarker for linkage and linkage joint to association (i.e.., linkage disequilibrium) with PCOS.

Results  We identified two risk variants in each gene, significantly associated with the risk of PCOS.

Conclusion  To the best of our knowledge, this is the first study to report risk variants in AVPR1A and AVPR1B genes 
in association with PCOS. However, replication in other ethnic groups as well as functional studies are needed to con-
firm these results.
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Introduction
Polycystic ovary syndrome (PCOS) is a complex heter-
ogenous disorder manifesting with various metabolic, 
endocrine, and reproductive derangements [1]. Typi-
cal clinical features include signs of biochemical and/
or clinical hyperandrogenism (e.g., elevated blood levels 

of testosterone, hirsutism and acne), signs of anovula-
tion (e.g., oligoamenorrhea) and metabolic features (e.g., 
insulin resistance and obesity) [1, 2]. Several studies 
have shown that PCOS is associated with dysfunctional 
hypothalamic-pituitary–gonadal axis (HPG), includ-
ing abnormal gonadotropin-releasing hormone (GnRH) 
pulse frequency, abnormal ovarian steroidogenesis and 
insulin resistance [3, 4]. Other studies have reported that 
the hypothalamic–pituitary–adrenal (HPA) axis is also 
impaired in PCOS [5]. We recently reported the associa-
tion of corticotropin-releasing hormone receptor genes 
(CRHR1 and CRHR2) with the risk of PCOS [6].

The peptide prohormone of arginine vasopres-
sin (AVP) is synthesized in hypothalamic neurons 
and converted to AVP (also named antidiuretic hor-
mone [ADH]), and has been studied for its roles in 
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endocrine, metabolic, and neuropsychiatric path-
ways [7]. AVP moves across the axon of the posterior 
pituitary to be released into the blood in response to 
extracellular fluid hyperosmolality [7]. AVP affects the 
HPA axis by stimulating adrenocorticotropin hormone 
(ACTH) synthesis, which modulates adrenal steroido-
genesis [8]. AVP also modulates metabolic functions 
such as glucose hemostasis and lipid metabolism [9]. 
In rodents, AVP neurons interact with GnRH neu-
rons and form a part of the neural circuit implicated in 
PCOS [10]. There are 3 known AVP receptors: arginine 
vasopressin receptor 1a (AVPR1A), arginine vasopres-
sin receptor 1b (AVPR1B) and arginine vasopressin 
receptor 2 (AVPR2) with relatively homologous amino 
acid sequences [8]. AVPR1A is expressed in the liver, 
adrenal gland and adipose tissue, while AVPR1B is 
predominantly expressed in the anterior pituitary [11] 
modulating the secretion of ACTH in various social 
behaviors which—if impaired—can lead to aggression, 
anxiety, and depression [12]. In animal studies, AVP 
was shown to enhance insulin sensitivity via AVPR1A 
receptor and to suppress sensitivity via AVPR1B recep-
tors [8]. Of interest, the expression of AVP in the 
suprachiasmatic nucleus (SCN) is associated with the 
expression of clock genes in female rats, notably the 
HPG axis and circadian rhythm, which plays a key role 
in GnRH-secretion patterns [13].

PCOS exact pathophysiology is not yet understood 
[14]. Within the various endocrine, metabolic, and psy-
chiatric dysfunctions of PCOS, the role of AVPR1A and 
AVPR1B expression in hypercortisolism, insulin resist-
ance, and social behaviors is implicated in various stud-
ies [7, 14, 15], but further investigations are warranted. 
As AVPR1A and AVPR1B are expressed in multiple tis-
sues and cells in the neuroendocrine, metabolic, and cen-
tral nervous systems [11, 16], they could potentially play 
a role in the pathophysiology of PCOS. In this study, we 
aimed to investigate the implication of the AVPR1A and 
AVPR1B genes in the risk of PCOS.

Results and discussion
We identified 2 variants in the AVPR1A gene and 2 vari-
ants in the AVPR1B gene significantly associated with 
risk for PCOS in the Italian families (P < 0.05) (Table 1). 
Two of the variants are missense (Figs. 1 and 2). The vari-
ants are mostly significant under the D1 model, indicat-
ing association at the allelic rather than genotypic level 
(Fig.  3). None of the variants has been previously asso-
ciated with the risk of PCOS or any of its related phe-
notypes (namely, metabolic syndrome, hyperglycemia, 
irregular menses, anovulation, infertility, acne, oligomen-
orrhea, obesity, insulin resistance, T2D, hyperandrogen-
ism, hirsutism).

Despite the studied families having been ascertained 
primarily for a T2D study, the AVPR1A and AVPR1B 
genes did not show statistically significant results with 
T2D. This is therefore, to the best of our knowledge, the 
first study to report risk variants in AVPR1A and AVPR1B 
genes in association with PCOS. The implication of 
these two receptor genes in PCOS could be potentially 
explained by their known roles in modulating insulin 
sensitivity [17] which is a pivotal pathogenic mechanism 
in PCOS [18]. Our in-silico analysis revealed that the 4 
risk variants reported in our study intersect with globally 
repressed chromatin state and potential negative expres-
sion of AVPR1A and AVPR1B (RegulomDB [19]). The lat-
ter finding is consistent with the fact that concomitant 
knock-out of the two receptors in mice and rats causes 
impaired glucose tolerance [20, 21]. In addition, the 
two arginine vasopressin receptors could be potentially 
implicated in PCOS via modulating the feeding behavior 
and subsequent weight gain [22, 23]. Another potential 
mechanism is the mediated disruption of the sleep cycle 
[24] and circadian rhythm, both knowingly implicated 
in PCOS [25, 26] and in which AVPR1A has been impli-
cated [27]. Interestingly, our in-silico analysis predicted 
that the AVPR1B PCOS-risk missense variant rs28632197 
(p.Arg364Leu) affects the DNA-binding of the nuclear 
respiratory factor 1 (NRF-1) (Fig. 4), which is part of the 

Table 1  Polycystic Ovarian Syndrome (PCOS) AVPR1A and AVPR1B-Risk Single Nucleotide Polymorphisms (SNPs)

a Models: D1: dominant, complete penetrance; D2: dominant, incomplete penetrance; R1: recessive, complete penetrance; R2: recessive, incomplete penetrance
* Phenotypes and traits associated with PCOS which were not reported: metabolic syndrome, hyperglycemia, irregular menses, anovulation, infertility, acne, 
oligomenorrhea, obesity, insulin resistance, T2D, hyperandrogenism, hirsutism

Gene Model1 SNP Position Ref Alt Risk Allele Consequence LD block Reported in PCOS or 
associated phenotypes/
traits*?

AVPR1A D1, R1, R2 rs74097652 63,147,944 T C T Intronic Independent Novel

D1 rs113578517 63,149,913 G T T Missense (F308L) Independent Novel

AVPR1B D1 rs28632197 206,110,373 C T T Missense (R364L) Independent Novel

D2 rs3891058 206,116,219 A G G Synonymous (H224 =) NA Novel
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Fig. 1  3D structure of AVPR1A protein showing the position of the mutant missense risk variant (rs113578517) reported in our study

Fig. 2  3D structure of AVPR1B protein showing the position of the mutant missense risk variant (rs28632197) reported in our study
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circadian rhythm pathway disrupted in PCOS [28]. How-
ever, replication of our genetic finding in another ethnic 
cohort with PCOS and functional studies are needed to 
elucidate the pathogenic roles of AVPR1A and AVPR1B 
genes in PCOS.

Methods
Having recruited 212 Italian families for a prior T2D 
study [29–31], we re-investigated the same families 
for PCOS, phenotyped according to the Rotterdam 

diagnostic criteria (presence of at least two of the follow-
ing three characteristics: chronic anovulation or oligome-
norrhea, clinical or biological hyperandrogenism, and/
or polycystic ovaries) [32]. Only Italian individuals of at 
least 3 generations and diagnosed with PCOS accord-
ing to the above criteria and who were drug naïve were 
included in the study. Subjects were excluded if they 
were pregnant, of uncertain paternity, identical twins, 
or affected by primary amenorrhea, hypothalamic-
hypogonadotropic amenorrhea, non-classical congenital 

Fig. 3  Parametric Analysis Results of Polycystic Ovarian Syndrome (PCOS) AVPR1A and AVPR1B-Risk Single Nucleotide Polymorphisms (SNPs). 
For each AVPR1A and AVPR1B-risk SNPs in PCOS, we present the − log10(P) as a function of the significant (p < 0.05) test statistics [(linkage 
disequilibrium (LD)|Linkage, LD|No Linkage and LD + linkage] and per inheritance model. D1: dominant, complete penetrance, R1: recessive, 
complete penetrance, R2: recessive, incomplete penetrance. The most significant model is underlined.

Fig. 4  3D illustration of the predicted binding of nuclear respiratory factor 1 (NRF-1) to a segment of AVPR1B gene (A) which is disrupted 
by the variant rs28632197 (C > T) shown in red (B)
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adrenal hyperplasia, hyperprolactinemia, thyroid dys-
function, androgen-secreting tumor, hyperthecosis, or 
Cushing syndrome.

Within the 212 families with T2D (586 males, 573 
females), 11% of families are positive for PCOS including 
23 women with PCOS and 158 unaffected; the remaining 
978 individuals, including males, labeled as unknown per 
phenotype, are disregarded by the Pseudomarker analysis. 
T2D is present in 73% of the subjects with PCOS, mostly 
treated by diet and/or oral medications. The patients with 
PCOS have an average maximum lifetime BMI = 32.51 
(range 20.57–69.85) with 74% being at least overweight 
(BMI ≥ 25) and 39% being obese (BMI ≥ 30). Among 
the 158 individuals without PCOS, circa 88% have T2D 
(mostly treated by diet and/or oral medications) and the 
average maximum lifetime BMI is 30 (range 17.93–60.52) 
with circa 73% at least overweight with BMI ≥ 25 and 
40% obese with BMI ≥ 30. We previously collected whole 
blood samples from individuals, from which DNA was 
extracted per the traditional phenol/chloroform method.

We investigated the linkage and linkage plus associa-
tion (i.e., linkage disequilibrium [LD]) of 7 variants within 
the AVPR1B gene and 2 variants within the AVPR1A gene 
with PCOS according to the following models: dominant 
models with complete (D1) and incomplete penetrance 
(D2) and recessive model with complete penetrance (R1) 
and incomplete penetrance (R2). The variants were tested 
for both linkage and LD using the software Pseudomarker 
[33] after excluding Mendelian and genotyping errors via 
PLINK [34]. Specifically, we utilized familial genomic 
data from the UK Biobank Axiom Array platform, which 
had undergone rigorous quality control (QC, ≥ 0.96; 
SNPs to be considered valid had to reach a quality control 
of at least 0.96). We ran random replicates from the sam-
ples to verify the results’ accuracy. We checked samples 
for kinship correlation verification. Furthermore, analy-
sis via PLINK [34] was performed initially to exclude any 
Mendelian and genotyping errors, allowing to detect any 
potential adoption case, paternity uncertainty, or sam-
ple swap. The analyses we ran were free of any potential 
error. Familial studies offer an additional data quality ver-
ification step as the kinship correlation and the genotype 
assignment can be further verified via the inheritance 
within families. In addition, the software Pseudomarker 
offers a robust methodology to simultaneously test for 
linkage and LD in a combination of familial and singleton 
samples, exploiting the authentic pedigree relationships 
without depending on artificial assumptions to reveal 
statistical linkage effects [33].

Pseudomarker analysis output includes the test sta-
tistics LD|Linkage, LD|No Linkage and LD + linkage. 
Variants with P < 0.05 were considered significant. We 
also tested the amplified variants for the presence of 

LD blocks in the Tuscany population from the 1000 
Genomes Project (https://​www.​inter​natio​nalge​nome.​org/​
data-​portal/​popul​ation/​TSI) and defined as “independ-
ent” the variants that are not within an LD block. The 
study adhered to the guidelines of the Helsinki Declara-
tion and received approval from the Bios Ethical Com-
mittee (Prot.PR/Mg/Cg/311708). Written informed 
consent was obtained from each participant prior to the 
commencement of the study.

In‑silico analysis
We conducted in-silico analysis to predict the risk vari-
ants-related disruption of transcription-factor binding 
(SNP2TFBS [35]), splicing (SNP-function prediction 
[36]), 3D protein structure (Chimera [37]) and miRNA 
binding (mirSNP [38]). The 3D modeling of DNA-bind-
ing protein was performed by HADDOCK2.2 [39].

Acknowledgements
We thank the families who participated in the study, and we thank Bios 
Biotech Multi-Diagnostic Health Center, Rome, Italy, for data access and for 
financial, medical, and laboratory staff support.

Institutional review board statement
Families were recruited following the Helsinki declaration guidelines, and 
individuals provided written informed consent prior to participation. The Bios 
Ethical Committee approved this study.

Authors’ contributions
C.G. conceived and supervised the project, including statistical analysis and 
manuscript drafting. P.G. helped with the manuscript drafting and literature 
search. All authors have approved the final manuscript.

Funding
This publication was supported in part with the funds received under 
Nebraska Laws 2021, LB 380, Sect. 109 awarded to C.G. (PI), Creighton 
University School of Medicine, through the Nebraska Department of Health 
& Human Services (DHHS). Its contents represent the views of the authors 
and do not necessarily represent the official views of the State of Nebraska or 
DHHS.

Availability of data and materials
The study data are available on reasonable request, and due to lacking specific 
patients’ consent and privacy restrictions, they are not publicly available.

Declarations

Competing interests
The authors declare no competing interests.

Received: 8 October 2023   Accepted: 13 September 2024

References
	1.	 Joham AE, et al. Polycystic ovary syndrome. Lancet Diabetes Endocrinol. 

2022;10(9):668–80.
	2.	 Azziz R. Polycystic Ovary Syndrome. Obstet Gynecol. 2018;132(2):321–36.
	3.	 Diamanti-Kandarakis E, Dunaif A. Insulin resistance and the polycystic 

ovary syndrome revisited: an update on mechanisms and implications. 
Endocr Rev. 2012;33(6):981–1030.

https://www.internationalgenome.org/data-portal/population/TSI
https://www.internationalgenome.org/data-portal/population/TSI


Page 6 of 6Goparaju and Gragnoli ﻿Journal of Ovarian Research          (2024) 17:214 

	4.	 Silva MSB, Giacobini P. New insights into anti-Müllerian hormone role in 
the hypothalamic-pituitary-gonadal axis and neuroendocrine develop-
ment. Cell Mol Life Sci. 2021;78(1):1–16.

	5.	 Diamanti-Kandarakis E, Economou F. Stress in women: metabolic 
syndrome and polycystic ovary syndrome. Ann N Y Acad Sci. 
2006;1083:54–62.

	6.	 Amin M, et al., Novel corticotropin-releasing hormone receptor genes 
(CRHR1 and CRHR2) linkage to and association with polycystic ovary 
syndrome. In Press, 2023.

	7.	 Sparapani S, et al. The Biology of Vasopressin. Biomedicines. 2021;9(1):89.
	8.	 Yoshimura M, Conway-Campbell B, Ueta Y. Arginine vasopressin: Direct 

and indirect action on metabolism. Peptides. 2021;142:170555.
	9.	 Mavani GP, DeVita MV, Michelis MF. A review of the nonpressor and non-

antidiuretic actions of the hormone vasopressin. Front Med (Lausanne). 
2015;2:19.

	10.	 Jamieson BB, et al. Prenatal androgen treatment impairs the suprachias-
matic nucleus arginine-vasopressin to kisspeptin neuron circuit in female 
mice. Front Endocrinol (Lausanne). 2022;13:951344.

	11.	 Uhlén M, et al. Tissue-based map of the human proteome. Science. 
2015;347(6220):1260419.

	12.	 Caldwell HK, et al. Vasopressin: behavioral roles of an “original” neuropep-
tide. Prog Neurobiol. 2008;84(1):1–24.

	13.	 Nicola AC, et al. Vasopressinergic Activity of the Suprachiasmatic 
Nucleus and mRNA Expression of Clock Genes in the Hypothalamus-
Pituitary-Gonadal Axis in Female Aging. Front Endocrinol (Lausanne). 
2021;12:652733.

	14.	 Harada M. Pathophysiology of polycystic ovary syndrome revisited: Cur-
rent understanding and perspectives regarding future research. Reprod 
Med Biol. 2022;21(1):e12487.

	15.	 Berni TR, et al. Polycystic Ovary Syndrome Is Associated With Adverse 
Mental Health and Neurodevelopmental Outcomes. J Clin Endocrinol 
Metab. 2018;103(6):2116–25.

	16.	 Roper J, et al. The vasopressin Avpr1b receptor: molecular and pharmaco-
logical studies. Stress. 2011;14(1):98–115.

	17.	 Hogenboom R, et al. Loss of arginine vasopressin- and vasoactive 
intestinal polypeptide-containing neurons and glial cells in the supra-
chiasmatic nucleus of individuals with type 2 diabetes. Diabetologia. 
2019;62(11):2088–93.

	18.	 Xu Y, Qiao J. Association of Insulin Resistance and Elevated Androgen 
Levels with Polycystic Ovarian Syndrome (PCOS): A Review of Literature. J 
Healthc Eng. 2022;2022:9240569.

	19.	 Boyle AP, et al. Annotation of functional variation in personal genomes 
using RegulomeDB. Genome Res. 2012;22(9):1790–7.

	20.	 Aoyagi T, et al. Alteration of glucose homeostasis in V1a vasopressin 
receptor-deficient mice. Endocrinology. 2007;148(5):2075–84.

	21.	 Nakamura K, et al. Enhanced glucose tolerance in the Brattleboro rat. 
Biochem Biophys Res Commun. 2011;405(1):64–7.

	22.	 Santoso P, et al. Suprachiasmatic vasopressin to paraventricular oxytocin 
neurocircuit in the hypothalamus relays light reception to inhibit feeding 
behavior. Am J Physiol Endocrinol Metab. 2018;315(4):E478-e488.

	23.	 Ding C, Magkos F. Oxytocin and Vasopressin Systems in Obesity and 
Metabolic Health: Mechanisms and Perspectives. Curr Obes Rep. 
2019;8(3):301–16.

	24.	 Simon S, et al. Poor Sleep Is Related to Metabolic Syndrome Sever-
ity in Adolescents With PCOS and Obesity. J Clin Endocrinol Metab. 
2020;105(4):e1827–34.

	25.	 Wang F, et al. Association between circadian rhythm disruption and 
polycystic ovary syndrome. Fertil Steril. 2021;115(3):771–81.

	26.	 Teo P, et al. The role of sleep in PCOS: what we know and what to con-
sider in the future. Expert Rev Endocrinol Metab. 2022;17(4):305–18.

	27.	 Yamaguchi Y. Arginine vasopressin signaling in the suprachiasmatic 
nucleus on the resilience of circadian clock to jet lag. Neurosci Res. 
2018;129:57–61.

	28.	 Sun L, et al. Circadian Clock Genes REV-ERBs Inhibits Granulosa Cells 
Apoptosis by Regulating Mitochondrial Biogenesis and Autophagy in 
Polycystic Ovary Syndrome. Front Cell Dev Biol. 2021;9:658112.

	29.	 Amin M, et al. Familial Linkage and Association of the NR3C1 Gene 
with Type 2 Diabetes and Depression Comorbidity. Int J Mol Sci. 
2022;23(19):11951.

	30.	 Amin M, et al. Linkage and association of novel DRD2 variants to the 
comorbidity of type 2 diabetes and depression. Eur Rev Med Pharmacol 
Sci. 2022;26(22):8370–5.

	31.	 Del Bosque-Plata L, et al. Novel TCF7L2 familial linkage and association 
with Type 2 diabetes, depression, and their comorbidity. Eur Rev Med 
Pharmacol Sci. 2023;27(2):694–703.

	32.	 Rotterdam EA.-S.P.c.w.g., Revised 2003 consensus on diagnostic criteria 
and long-term health risks related to polycystic ovary syndrome (PCOS). 
Hum Reprod, 2004;19(1):41–7.

	33.	 Hiekkalinna T, et al. PSEUDOMARKER: a powerful program for joint linkage 
and/or linkage disequilibrium analysis on mixtures of singletons and 
related individuals. Hum Hered. 2011;71(4):256–66.

	34.	 Purcell S, et al. PLINK: a tool set for whole-genome association and 
population-based linkage analyses. Am J Hum Genet. 2007;81(3):559–75.

	35.	 Kumar S, Ambrosini G, Bucher P. SNP2TFBS - a database of regulatory 
SNPs affecting predicted transcription factor binding site affinity. Nucleic 
Acids Res. 2017;45(D1):D139-d144.

	36.	 Xu Z. JA Taylor, SNPinfo: Integrating GWAS and candidate gene informa-
tion into functional SNP selection for genetic association studies. Nucleic 
Acids Res. 2009;37(SUPPL. 2):W600-5.

	37.	 Pettersen EF, et al. UCSF Chimera–a visualization system for exploratory 
research and analysis. J Comput Chem. 2004;25(13):1605–12.

	38.	 Liu C, et al. MirSNP, a database of polymorphisms altering miRNA target 
sites, identifies miRNA-related SNPs in GWAS SNPs and eQTLs. BMC 
Genomics. 2012;13(1):1–10.

	39.	 van Zundert GCP. The HADDOCK2.2 Web Server: User-Friendly Integrative 
Modeling of Biomolecular Complexes. J Mol Biol. 2016;428(4):720–5.

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


	Implication of vasopressin receptor genes (AVPR1A and AVPR1B) in the susceptibility to polycystic ovary syndrome
	Abstract 
	Background 
	Methods 
	Results 
	Conclusion 

	Introduction
	Results and discussion
	Methods
	In-silico analysis

	Acknowledgements
	References


