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Abstract
Purpose The purpose of this paper is to determine whether
there is a correlation between polymorphisms in the growth
differentiation factor-9 (GDF-9) gene and anti-Müllerian hor-
mone (AMH) gene and its receptor, AMHR2, and
endometriosis-associated infertility.
Methods This is a case-control study to evaluate whether
there is a correlation between polymorphisms in the GDF-9
gene (SNPs determined by direct sequencing), AMH gene,
AMHR2 (both SNPs determined by genotyping using
TaqMan Allelic Discrimination), and endometriosis-
associated infertility. The study included 74 infertile women
with endometriosis and 70 fertile women (tubal ligation) as a
control group.
Results Patient age and the mean FSH levels were similar
between the infertile with endometriosis and fertile without
endometriosis groups. The frequency of genotypes between
the groups for GDF-9 gene polymorphisms did not show sta-
tistical significance, nor did the AMHR2 gene polymorphism.
However, the AMH gene polymorphism did show statistical
significance, relating the polymorphic allele with infertility in
endometriosis.
Conclusions We demonstrate that an SNP in the AMH gene is
associated with infertility in endometriosis, whereas several
SNPs in the GDF-9 gene and the – 482A G SNP in the
AMHR2 gene were found to be unrelated.
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Introduction

Growth differentiation factor-9 (GDF-9), a protein that contains
454 amino acids, is encoded by a gene located on chromosome
5q31.1 and is composed of two exons [1]. GDF-9 induces the
proliferation and differentiation of the granulosa and theca cells
that surround the primary follicle [2]. In the secondary follicle,
GDF-9 continues to stimulate the proliferation of granulosa cells
and also stimulates the expression of FSH receptors on the sur-
face of these cells, which then become responsive to gonadotro-
pins [3]. In addition to these functions, GDF-9 is involved in the
upregulation of inhibin B production by granulosa cells through
the activation of Smad2 [4].

Single-nucleotide polymorphisms (SNPs) in the GDF-9
gene have been associated with infertility in several mamma-
lian species, and these polymorphisms have been studied in
various gynecological diseases of women. The SNPs c.398-
39C G [5], c.436C T [6], c.447C T [5], c.546G A [7], c.557C
A [8], and c.646G A [5] in the first portion of exon 2 of the
GDF-9 gene are associated with reproductive failure [1].
However, there are no data this far in the literature that corre-
late SNPs in the GDF-9 gene in women affected by endome-
triosis with infertility.

In endometriosis, anti-Müllerian hormone (AMH) serum
levels are below the normal physiological range and vary ac-
cording to the level of the disease: the levels are higher in
grades I and II and lower in grades III and IV [9].
Furthermore, Kim et al. suggest that AMH levels decrease
significantly from preoperative period to postoperative in pa-
tients with endometriosis undergoing laparoscopic ovarian
cystectomy [10]. Moreover, the polymorphism p.Ile49Ser in
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the AMH gene alters the bioactivity of the protein [11], and
the AMH 49Ser variant has been associated with higher levels
of estradiol than the AMH 49Ile during the follicular phase in
women with regular menstrual cycles [12]. The – 482A > G
polymorphism in the AMH type 2 receptor has been correlat-
ed with a 2.6-year earlier onset of natural menopause [13].

Genetic mutations have been studied in genes encoding the
GDF-9, AMH, and AMHR2 proteins, and the consequences
of these changes may be the formation of deformed proteins,
altered secretion, variations in bioactivity, and/or reductions in
protein stability [14]. These changes alter the physiological
activity of proteins that no more perform their functions prop-
erly generating consequences on oocyte development with a
possible deficit in reproductive outcomes.

Infertile patients with endometriosis demonstrated several
ovulatory or granulosa cell mechanisms linking infertility to
endometriosis. However, those described mechanisms are
merely associative (not cause-effect) and most of them with-
out a physiologic/genetic background.

Thus, the goal of the current study was to determine the
frequencies of polymorphisms in the GDF-9 gene (c.398-
39C > G, c.436C > T, c.447C > T, c.546G > A, c.557C > A,
and c.646G > A) and the AMH gene (p.Ile49Ser) and its
receptor AMHR2 (− 482A > G) in infertile women with en-
dometriosis in an attempt to better understand the disease and
to find better ways of managing infertility.

Materials and methods

Study design

A case-control study was performed to determine the allelic
and genotype frequencies of the GDF-9, AMH, and AMHR2
genes in infertile women with endometriosis treated at the
Hospital de Clínicas de Porto Alegre (HCPA) and Insemine
Human Reproduction Centre. This study was conducted ac-
cording to the STROBE guidelines for case-control studies.

Study population

The study group consisted of 74 infertile women with perito-
neal endometriosis (women with ovarian and deep endome-
triosis were excluded) undergoing in vitro fertilization. The
stages of endometriosis were determined based on the
American Society for Reproductive Medicine (ASRM) clas-
sification of 1997. The inclusion criteria for the study group
were infertility with peritoneal endometriosis confirmed by
diagnostic video laparoscopy and the absence of endocrine
disorders or autoimmune diseases. The exclusion criteria were
ovarian or deep endometriosis and infertility due to other
causes not related to endometriosis.

The control group consisted of 70 healthy women with
proven fertility undergoing tubal ligation. The inclusion
criteria for the control group were proven fertility, the pres-
ence of both ovaries, excluded endometriosis by laparoscopy,
and the absence of endocrine disorders or autoimmune dis-
eases, as determined by clinical interviews with the patients.

Biochemical analyses

Peripheral blood samples were collected during the follicular
phase of the menstrual cycle (third day) to measure serum
FSH levels. All samples were centrifuged to separate the se-
rum, which was frozen until the analysis. The measurements
were performed using chemiluminescence (Immulite, USA).

Preparation of DNA for genotyping

Whole-blood samples were collected, and 350 μL of each
sample was used for genomic DNA extraction using the
Easy DNA kit according to the manufacturer’s instructions
(Invitrogen, UK).

Analysis of the GDF-9 gene

The first portion of exon 2 of the GDF-9 gene was amplified
by polymerase chain reaction (PCR) using the forward (5′
TTGACTTGACTGCCTGTTGTG 3′) and reverse primers
(5′ AGCCTGAGCACTTGTGTCATT 3′) described by
Kovanci et al. [1] with an annealing temperature of 63 °C.
The DNA concentration used was 200 ng/μL (the product
obtained was a 491-bp fragment). Amplification was per-
formed using the Veriti® 96-Well Thermal Cycler (Applied
Biosystems, USA) with reagents from Invitrogen (UK) and
was confirmed by electrophoresis through a 1.5% agarose gel.
The 491-bp fragments were purified with PEG8000 and NaCl
2.5 M, and the samples were sequenced according to the
Sanger method using anABI 3500Genetic Analyzer automat-
ed sequencer (Applied Biosystems, USA). The reverse primer
was used for sequencing at a concentration of 4 pmol/μL, and
the results were compared to the reference sequence from
NCBI (NM_005260.3).

Analysis of the AMH and AMHR2 genes

Genomic DNA at concentrations of 10–20 ng/μL was used to
determine the genotypes of the AMH and AMHR2 genes by
TaqMan Allelic Discrimination (Real-Time PCR). The assay
used for AMH p.Ile49Ser was C_25599842_10, and the assay
used for AMHR2 –482A > G was C_1673084_10. Both
probes and other necessary reagents were supplied by
Applied Biosystems (USA), and the assays were performed
according to the manufacturer’s instructions with the StepOne
device from the same company.

1668 J Assist Reprod Genet (2017) 34:1667–1672



Ethical aspects

This study was approved by the Ethics Committee of HCPA
under project number 11-0075.

Statistical analysis

Before we started our research, our sample size was calculated
to detect a difference between the groups including 30 patients
in each arm. One-hundred and sixteen patients are required to
have an 80% chance of detecting, as significant at the 5%
level, an increase in the primary outcome measure from 45%
in the control group to 70% in the experimental group [15].
Categorical variables were compared using the chi-square test.
Continuous variables were analyzed using the Wilcoxon-
Mann-Whitney test. The haplotype analysis was performed
with the program Phase version 2.1.1 and the chi-square test
was used to analyze the frequencies of haplotypes in the study
groups. P < 0.05 was considered statistically significant. The
distribution of genotype frequencies was calculated using
Hardy-Weinberg equilibrium testing.

Moreover, we performed a post-hoc analysis to verify the
power calculation. Our results showed a power of 97% using
our data. This means that our findings were robust and valu-
able, considering that an adequate power must be higher than
80%.

Results

Demographic and clinical features

The demographic and clinical characteristics of the women
studied are available in Table 1.

Genetic polymorphisms

Based on the sequencing of the first portion of exon 2 of the
GDF-9 gene, six polymorphisms were analyzed, with the first
being located in the intronic region that precedes exon 2 and
the other five located in exon 2. The polymorphisms were
c.398-39C > G, c.436C > T (p.Arg146Cys), c.447C > T
(p.Thr149Thr), c.546G > A (p.Glu182Glu), c.557C > A
(p.Ser186Tyr), and c.646G > A (p.Val216Met).

All women from the two groups were homozygous for the
GDF-9wild-type allele of SNPs c.436C > T (CC), c.557C >A
(CC), and c.646G > A (GG). The allele and genotype frequen-
cies of SNPs c.398-39C > G, c.447C > T, and c.546G > A
showed heterogeneity and are presented in Table 2. No statis-
tically significant differences in the frequency analysis of
these polymorphisms were found between the two groups.
The haplotype analysis was performed for polymorphisms
c.398-39C > G, c.447C > T, and c.546G > A of the GDF-9

gene, other polymorphisms of this gene were not included
because they were homozygous in all patients. This analysis
respected the position of polymorphisms on chromosome re-
corded in NCBI, the resulting order was c.546G > A
(132198100), c.447C > T (132198199), and c.398-39C > G
(132198287). There was no relationship between haplotype
and infertility in endometriosis, as shown in Table 3.

In contrast, the AMH polymorphism p.Ile49Ser did show a
statistically significant result (P = 0.034), though the

Table 1 Demographic and clinical characteristics of the studied groups

Infertile with
endometriosis
(n = 74)

Fertile without
endometriosis
(n = 70)

P
value

Age (years) 33.5 ± 4.2 34.2 ± 4.9 0.270

Skin color 0.101

White 55 50

Brown 17 12

Black 2 8

Parity (number of
children)

0.48 ± 1.1 2.71 ± 1.9 0.001

FSH (IU/L) 6.0 ± 2.8 5.0 ± 2.8 0.160

The results are expressed as the mean ± SD. Continuous variables were
subjected to the Wilcoxon-Mann-Whitney test, and a P value <0.05 was
considered statistically significant

Table 2 Genotypic and allelic frequencies of GDF-9 gene SNPs

SNP Infertile with
endometriosis
(n = 74)

Fertile without
endometriosis
(n = 70)

P
value

c.398-39C > G 0.505
CC 79.7 74.3

CG 18.9 21.4

GG 1.4 4.3

C 89.2 85

G 10.8 15

c.447C > T 0.192
CC 16.2 27.1

CT 62.2 48.6

TT 21.6 24.3

C 47.3 51.4

T 52.7 48.6

c.546G > A 0.441
GG 66.2 75.7

GA 31.1 22.9

AA 2.7 1.4

G 81.8 87.1

A 18.2 12.9

The results are expressed as percentages. Categorical variables were sub-
jected to the χ2 test, and a P value < 0.05 was considered statistically
significant
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– 482A > G AMHR2 polymorphism did not (P = 0.678). The
genotypic and allelic frequencies of these SNPs are available
in Table 4.

Hardy-Weinberg equilibrium was tested for all SNPs, and
none showed any deviation in the analyzed groups.

Comment

This study is the first to present the correlation between AMH
polymorphism and endometriosis, a finding that is important
for better understanding interaction mechanisms of endome-
triosis and how it is associated with infertility. In addition, we
studied other genes of the TGF-β family, seeking a possible
relationship with endometriosis-associated infertility but

found that the GDF-9 gene and AMH receptor are unrelated
to this physiological situation.

The importance of GDF-9 in fertility has become evident in
genetic studies indifferent species.AstudywithGDF-9knockout
mice revealed that knockout females were infertile, exhibited
smaller ovaries and had normal follicles only until the primary
follicle stage. These data reinforce the idea that GDF-9 is the pri-
mary factor responsible for the stimulation of mitosis in the gran-
ulosa and theca cells that form the follicle [16]. Small changes in
DNA encoding GDF-9 can have consequences in the protein
product, thus influencing its function. Indeed, polymorphisms in
this gene have been identified in women with gynecological dis-
eases that lead to infertility, such as premature ovarian failure
(POF) [5, 8] and polycystic ovary syndrome (PCOS) [14], and
the same changes were not found in womenwith proven fertility.
The SNP c.398-39C > G is located in the intronic region that
precedes exon 2. Although this polymorphism does not have a
directconsequenceonthestructureof theprotein, this regionof the
geneparticipates inDNAprocessingprior to translationand there-
fore can influence the resulting protein. For SNPs c.447C>Tand
c.546G > A, both the wild-type and polymorphic nucleotides re-
sult in translation of the same amino acid in the protein.However,
there is evidence that the substitution of themost commonly used
codon for a rarer codonmay influence the quality of gene expres-
sion [17]. In the current study, polymorphisms c.398-39C > G,
c.447C>T, and c.546G>A in theGDF-9genewere not found to
be correlated with infertility in endometriosis.

Laissue et al. studied the SNP c.546G > A and measured
frequencies of 23.1 and 26% for the polymorphic allele in
women with POF and fertile women, respectively [8]. We
demonstrated that these frequencies were different when con-
sidering endometriosis: 18.2% of the women with endometri-
osis carried the mutant allele, whereas 12.9% of the fertile
women carried it. We did not find any association between
endometriosis and this specific SNP, most likely because the
physiologic effect of this SNP is complete ovarian failure and
not a sub-fertile profile that we sought to investigate in the
present study of endometriosis and infertility.

The haplotype analysis was performed with the intention of
checking whether a correlation exists between the infertility
associated with endometriosis and polymorphism blocks. We
found no significant difference in frequency of haplotype be-
tween the groups with and without endometriosis.

Missense mutations such as the p.Ile49Ser (c.146 T > G) mu-
tation in theAMHgene have direct consequences on the primary
structure of theAMHprotein and affect its bioactivity. It is known
that thisgeneticvariantofAMHcauseschanges in the foldingand
stability of the protein by altering its bioactivity: AMH49Ser,
which is determined by a G (wild-type) allele, appears to have
lower bioactivity than AMH49Ile, the T (polymorphic) allele
[11, 18]. The homozygous genotype for the AMH49Ile variant
was more frequent in our infertile with endometriosis population
(70.8%) than in the fertile without endometriosis population

Table 3 Haplotype analysis for the polymorphisms c.546G > A,
c.447C > T, and 398-39C > G of the GDF-9 gene

Haplotype Infertile with
endometriosis
(n = 74)

Fertile without
endometriosis
(n = 70)

P
value

GCC 18.25 23.58 0.484

GCG 10.80 14.99 0.529

GTC 52.69 48.56 0.572

ACC 18.24 12.85 0.435

The results are expressed as percentages. Categorical variable was sub-
jected to the χ2 test, and a P value < 0.05 was considered statistically
significant

Table 4 Genotypic and allelic frequencies of AMH and AMHR2 gene
SNPs

SNP Infertile with
endometriosis
(n = 73)

Fertile without
endometriosis
(n = 67)

P
value

AMH p.Ile49Ser 0.034*
Ile 70.8 49.2

Ile/Ser 26.4 46.3

Ser 2.8 4.5

Ile 84 72.4

Ser 16 27.6

AMHR2–482A > G 0.678
AA 71.2 67.2

AG 24.7 25.4

GG 4.1 7.4

A 83.6 79.8

G 16.4 20.2

The results are expressed as percentages. Categorical variables were sub-
jected to the χ2 test, and a P value < 0.05 was considered statistically
significant
a Statistically significant result between the groups for the AMHpolymor-
phism p.Ile49Ser
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(49.2%).According toLemos et al. [19], patientswith endometri-
osis have lower AMH levels than patients with other causes of
infertility.

We included fertile patients without endometriosis as a control
group instead infertile patients because (i) we could not exclude
endometriosis fromall infertile patients; (ii)wecould include some
patients with an ovulatory cause as a control group, if we include
infertilecontrols;(iii)provenfertilitywasthemostimportantcontrol
group considering the epidemiology and prevalence of SNP; and
(iv) if the prevalence of some SNP was not different from control
group,wecouldrefutetheassociationSNP-infertility,consequently
the association could be merely between endometriosis and the
specific SNP (explained by chance not a physiologic effect).

Furthermore, we included only peritoneal endometriosis to
ensure the homogeneity of our included subjects and because
peritoneal endometriosis is much more related to infertility than
deep or ovarian endometriosis as well-described recently [20].

Our finding reinforces the hypothesis that endometriosis is
linked to granulosa cell abnormalities and AMH as a part of
transforming growth factor family pathway. Those patients
seem to have an infertility associated to ovulatory dysfunction
as described by our group and others [2, 3, 19]. Based on our
results, we suggest a model described in Fig. 1: the increased
AMH bioactivity in infertile patients with endometriosis
causes a decreased sensibility and effect of FSH during follic-
ular maturation. This hypothesis could be supported by some
authors who described a drop in the number of mature oocytes
in patients with endometriosis submitted to IVF, those patients
presented an altered oocyte maturation and the main effect
was the number of matured oocytes and fertilization rates [21].

This study, like all involving endometriosis, has limitations
with regard to the heterogeneity of the disease; we selected

only patients with peritoneal endometriosis to minimize this
interference. Another important issue is the lack of a function-
al test to certify our hypothesis; for this purpose, we are
conducting now an experimental study with granulosa cells
of endometriotic patients submitted to IVF.

Our findings provide new perspectives for understanding
ovulatory disorders related to endometriosis, and in the future,
we could induce ovulation in this group of patients with an
individualized approach. Recently, we are studying the ex-
pression profiles of the cited genes and the signaling pathways
used by these proteins to perform their functions, with the aim
of broadening this understanding. Such studies will allow a
better understanding of the consequences of such gene varia-
tions in the physiology of endometriosis.

Acknowledgments This work was performed with financial support
from the Research Incentive Fund (Fundação de Incentivo a Pesquisas e
Eventos—FIPE)—Clinical Hospital of Porto Alegre (Hospital de
Clínicas de Porto Alegre—HCPA), the National Council for Scientific
and Technologica l Development (Conselho Nacional de
Desenvolvimento Científico e Tecnológico—CNPq), and the
Coordination for the Improvement of Higher Education Personnel
(Coordenação de Aperfeiçoamento de Pessoal de Nível Superior—
CAPES).

Compliance with ethical standards This study was approved by the
Ethics Committee of HCPA under project number 11-0075.

References

1. Kovanci E, Rohozinski J, Simpson JL, Heard MJ, Bishop CE,
Carson SA. Growth differentiating factor-9 mutations may be asso-
ciated with premature ovarian failure. Fertil Steril. 2007;87:143–6.

A BFig. 1 The homozygous
genotype for the AMH49Ile
variant was more frequent in our
infertile population with
endometriosis (70.8%) than in the
fertile population without
endometriosis (49.2%). We
suggest a model of infertility
related to endometriosis in which
a describes the activity of FSH
and AMH in the infertile patient
with endometriosis and b
represents the fertile patient
without endometriosis. The
genotype with higher bioactivity
of AMH in endometriosis causes
a decrease in the action of FSH
within the follicular environment,
resulting in a decrease in oocyte
maturation and consequently in
the number of MII oocytes for
IVF

J Assist Reprod Genet (2017) 34:1667–1672 1671



3. Knight PG, Glister C. TGF-beta superfamily members and ovarian
follicle development. Reproduction. 2006;132:191–206.

2. Trombly DJ, Woodruff TK, Mayo KE. Roles for transforming
growth factor beta superfamily proteins in early folliculogenesis.
Semin Reprod Med. 2009;27:14–23.

4. Kaivo-Oja N, Bondestam J, Kämäräinen M, Koskimies J, Vitt U,
Cranfield M, et al. Growth differentiation factor-9 induces Smad2
activation and inhibin B production in cultured human granulosa-
luteal cells. J Clin Endocrinol Metab. 2003;88:755–62.

5. Dixit H, Rao LK, Padmalatha V, Kanakavalli M, Deenadayal M,
Gupta N, et al. Mutational screening of the coding region of growth
differentiation factor 9 gene in Indian women with ovarian failure.
Menopause. 2005;12:749–54.

6. Zhao H, Qin Y, Kovanci E, Simpson JL, Chen ZJ, Rajkovic A.
Analyses of GDF9mutation in 100 Chinese women with premature
ovarian failure. Fertil Steril. 2007;88:1474–6.

7. Wang TT, Wu YT, Dong MY, Sheng JZ, Leung PC, Huang HF.
G546A polymorphism of growth differentiation factor-9 contrib-
utes to the poor outcome of ovarian stimulation in women with
diminished ovarian reserve. Fertil Steril. 2010;94:2490–2.

8. Laissue P, Christin-Maitre S, Touraine P, Kuttenn F, Ritvos O,
Aittomaki K, et al. Mutations and sequence variants in GDF9 and
BMP15 in patients with premature ovarian failure. Eur J
Endocrinol. 2006;154:739–44.

9. Shebl O, Ebner T, Sommergruber M, Sir A, Tews G. Anti
muellerian hormone serum levels in women with endometriosis: a
case-control study. Gynecol Endocrinol. 2009;25:713–6.

10. Kim YJ, Cha SW, Kim HO. Serum anti-Müllerian hormone levels
decrease after endometriosis surgery. J Obstet Gynaecol.
2017;37(3):342–6.

11. Kevenaar ME, Laven JS, Fong SL, Uitterlinden AG, de Jong FH,
Themmen AP, et al. A functional anti-mullerian hormone gene
polymorphism is associated with follicle number and androgen
levels in polycystic ovary syndrome patients. J Clin Endocrinol
Metab. 2008;93:1310–6.

12. Kevenaar ME, Themmen AP, Laven JS, Sonntag B, Fong SL,
Uitterlinden AG, et al. Anti-Müllerian hormone and anti-
Müllerian hormone type II receptor polymorphisms are associated
with follicular phase estradiol levels in normo-ovulatory women.
Hum Reprod. 2007;22:1547–54.

13. Kevenaar ME, Themmen AP, Rivadeneira F, Uitterlinden AG,
Laven JS, van Schoor NM, et al. A polymorphism in the AMH
type II receptor gene is associated with age at menopause in inter-
action with parity. Hum Reprod. 2007;22:2382–8.

14. Wang B, Zhou S, Wang J, Liu J, Ni F, Yan J, et al. Identification of
novel missense mutations of GDF9 in Chinese women with poly-
cystic ovary syndrome. Reprod BioMed Online. 2010;21:344–8.

15. Hanevik HI, Hilmarsen HT, Skjelbred CF, Tanbo T, Kahn JA.
Single nucleotide polymorphisms in the anti-Müllerian hormone
signalling pathway do not determine high or low response to ovar-
ian stimulation. Reprod BioMed Online. 2010;21(5):616–23.

16. Dong J, Albertini DF, Nishimori K, Kumar TR, LuN,MatzukMM.
Growth differentiation factor-9 is required during early ovarian
folliculogenesis. Nature. 1996;383:531–5.

17. Kimchi-Sarfaty C, Oh JM, Kim IW, Sauna ZE, Calcagno AM,
Ambudkar SV, et al. A Bsilent^ polymorphism in the MDR1 gene
changes substrate specificity. Science. 2007;315:525–8.

18. Rigon C,Andrisani A, ForzanM,D’Antona D, BrusonA, Cosmi E,
et al. Association study of AMH and AMHRII polymorphisms with
unexplained infertility. Fertil Steril. 2010;94:1244–8.

19. Lemos NA, Arbo E, Scalco R, Weiler E, Rosa V, Cunha-Filho JS.
Decreased anti-Müllerian hormone and altered ovarian follicular
cohort in infertile patients with mild/minimal endometriosis. Fertil
Steril. 2008;89:1064–8.

20. Santulli P, LamauMC, Marcellin L, Gayet V, Marzouk P, Borghese
B, et al. Endometriosis-related infertility: ovarian endometrioma per
se is not associated with presentation for infertility. Hum Reprod.
2016 Aug;31(8):1765–75.

21. Sanchez AM, Vanni VS, Bartiromo L, Papaleo E, Zilberberg E,
Candiani M, et al. Is the oocyte quality affected by endometriosis?
A review of the literature. J Ovarian Res. 2017 Jul 12;10(1):43.

1672 J Assist Reprod Genet (2017) 34:1667–1672


	Endometriosis-associated infertility: GDF-9, AMH, and AMHR2 genes polymorphisms
	Abstract
	Abstract
	Abstract
	Abstract
	Abstract
	Introduction
	Materials and methods
	Study design
	Study population
	Biochemical analyses
	Preparation of DNA for genotyping
	Analysis of the GDF-9 gene
	Analysis of the AMH and AMHR2 genes
	Ethical aspects
	Statistical analysis

	Results
	Demographic and clinical features
	Genetic polymorphisms

	Comment
	References


