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Abstract 
 

Background: Disorders of sex development (DSDs) belong to uncommon pathologies and result from 

abnormalities during gonadal determination and differentiation. Various gene mutations involved in gonadal 

determination and differentiation have been associated with gonadal dysgenesis. Despite advances in 

exploration of genes and mechanisms involved in sex disorders, most children with severe 46,XY DSDs have 

no definitive etiological diagnoses; therefore, the possibility that other genes or loci might play important roles 

in these disorders needs to be explored.  

Methods: Patients (37) clinically suspicious for 46,XY gonadal dysgenesis (46,XY GD) of unknown 

etiology were studied. SRY, encoding the sex-determining region Y protein, NR5A1, encoding a 

transcription factor called steroidogenic factor 1, and DHH, encoding the desert hedgehog protein, were 

directly sequenced. Multiplex ligation-dependent probe amplification (MLPA) was used to detect 

deletions in NR0B1, encoding the DAX1 protein, and WNT4, encoding the WNT4 protein, and real-time 

PCR (qPCR) confirmed the MLPA data. Other potential loci have been investigated in the complete 

genome using Array-Comparative Genomic Hybridization, (Array CGH).  

Results: The SRY deletion was found in five patients. One each of previously described NR5A1, DHH, and 

AR (androgen receptor) allelic variants were identified. A pathogenic c.2522G>A AR mutation was found 

in two affected brothers. A heterozygous partial deletion was found in NR5A1 and heterozygous partial 

duplications were found in WNT4. These deletions and duplications (del/dup) were confirmed by qPCR. 

The Array CGH result demonstrated one partial deletion in SOX2-OT, which encodes a member of the 

SOX family of transcription factors, and the exact region of the rearrangements.  

Conclusions: According to our study, del/dup mutations could be checked prior to point mutations, 

SOX2-OT has a potential role in gonadal dysgenesis, and Array CGH has a prominent role in gonadal 

dysgenesis diagnosis. 
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Introduction 
Disorders of sex development (DSDs) are a 

heterogeneous group of inherited and congenital 

disorders related to sex determination and

 

 differentiation (1). The frequency of DSDs is 

estimated to be about 1 in 4500 live births (1) and 

DSDs account for about 7.5% of all birth defects. 
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Genetic alterations including sex chromosomal 

deletions, translocations, and gene mutations 

havebeen reported in DSD patients (2-6). Disorders 

of Sex Development are classified in three main 

groups: 1) sex chromosome DSDs, 2) 46,XY 

DSDs, and 3) 46,XX DSDs (1). However, 

genetically and clinically, DSDs are extremely 

heterogeneous and difficult to categorize in distinct 

classes. 46,XY DSDs are mainly suspected in 

females with primary amenorrhea and/or 

insufficient breast development during puberty (7). 

The main features of patients with 46,XY karyotype 

are ambiguity in external sex organs and/or presence 

of female organs (7). Based on the etiology of the 

disease, 46,XY DSDs are further divided into three 

groups, including 1) deficiency in hormonal 

biosynthesis (8, 9), 2) androgen receptor defects (9), 

and 3) gonadal development abnormalities. 46,XY 

gonadal dysgenesis (46,XY GD) belongs to the 

latest group of this classification in which gonads 

develop unusually during embryonic stages. Genetic 

abnormalities, including chromosomal aberrations 

and gene mutations, have been identified in the 

pathobiology of the disease (4). Abnormal 

translocation between the X and Y chromosomes 

could result in SRY deletion (10). Deletions in 

chromosomes 9p, 2q, and 10q (11), and duplication 

in chromosome 1p (12) have also been reported in 

46, XY GD patients. Molecular analyses have 

identified several genes responsible for gonadal 

development, including SRY (13-16), DHH, NR5A1, 

NR0B1, and WNT4 (4). Mutations in SRY (Yp 

chromosome) (17), NR5A1 (9p33 chromosome) 

(18-22), and DHH (12q13.1 chromosome) (23-25) 

have been reported in affected patients. Conversely, 

duplication of NR0B1 (26, 27) and WNT4, which 

play pivotal functions in female sex determination, 

leads to increased protein activity and their targets in 

some 46,XY DSD individuals (4, 12, 28). 

Therefore, genetic analyses following clinical 

examinations seems essential for detection and 

management of affected patients with different 

DSDs, especially 46,XY DSDs. Although several 

genetic abnormalities have been discovered through 

genetic analyses, the genetic causes in about 50% of 

affected patients remain unknown. In this study we 

aimed to identify genetic defects in patients with 

46,XY DSDs. The investigations comprised both

low (karyotyping) and high (array-based techniques 

and sequencing) -resolution approaches to identify 

genomic abnormalities. Molecular techniques 

identified mutations in SRY, NR5A1, DHH, and AR, 

which are involved in sex development. A second 

aim was to better understand the genetic 

mechanisms of DSDs and improve management of 

DSD patients. 
 

Materials and Methods 
Patient screening and selection 

Thirty-seven patients, with a mean age of 14 years, and 

clinical and biochemical inclusion criteria of 46,XY 

GD, defined as complete female external genitalia 

and/or ambiguous genitalia associated with penoscrotal 

hypospadias, poor gonadogenesis, absence and/or 

presence of female internal genitalia including uterus 

and fallopian tubes, considerable increase in FSH and 

LH levels, decreased testosterone levels in serum, 

absence or very low levels of testosterone after 

muscular injection of human chorionic gonadotropin 

(hCG), or absence or very low rates of 

spermatogenesis, and 46,XY karyotype who were 

referred to pediatric endocrinology centers of the 

Tehran University of Medical Sciences were selected 

for this study. Pedigrees for all patients were 

determined after obtaining clinical information, 

including ultrasounds and pathological findings. The 

study was approved by the Ethics Committee of the 

Tehran University of Medical Sciences and all 

participants or their legal guardians signed informed 

consent forms. 

DNA extraction and PCR for mutation analysis 

DNA was extracted from white blood cells using a 

standard salting-out protocol. SRY, NR5A1, DHH, and 

AR were analyzed for mutations using PCR and 

sequencing. Multiplex PCR was used to investigate the 

SRY deletion. The dysbindin protein homolog gene 

(DSBN) was used as an internal control. Primers were 

designed using Primer 3 and Gene Runner software. 

Each PCR contained AMS buffer (10X), MgCl2 (50 

mM), forward and reverse primers (100 pmol), 

DMSO (5-10%), dNTPs (10 mM), 1-2 μg of sample 

DNA, and up to 25 μl of ddH2O. The PCR primers 

and conditions of related genes are available upon 

request. 
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Multiplex Ligation-Dependent Probe Amplification 

(MLPA) analysis 

Multiplex Ligation-Dependent Probe 

Amplification was performed using kit P185-B1 

according to the manufacturer’s protocol (MRC-

Holland, Amsterdam, the Netherlands). Fragment 

analysis was performed on an ABI 3100 capillary 

sequencer and subsequent data was analyzed using 

GeneMarker software version 1.9 (SoftGenetics, 

www.softgenetics.com). Results with relative peaks 

less than 0.75 and greater than 1.35 were considered 

as abnormal. Multiplex Ligation-Dependent Probe 

results that indicated abnormalities were confirmed 

by real-time PCR (qPCR).  

 

Array-Comparative Genomic Hybridization (Array-

CGH) 

To perform array-CGH, extracted DNA samples 

were analyzed using a 2 × 400K microarray kit 

(Agilent Technology), which could analyze 

411,000 regions in the complete genome. Sample 

DNAs were digested with Alu I and Rsa I 

restriction enzymes and labeled with Cy5 and Cy3 

using a Human Genome CGH Microarray kit 

400A. Treated DNAs were purified (Microcon 

YM-30; Millipore) and hybridized with human 

Cot-1 DNA (1mg/ml; Roche). The slides were 

scanned by InnoScan 710 (Arrayit Corporation,

 CA, USA) after post-hybridization washes. Data 

analyses, image processing, and quality controls 

were all performed using BlueFuse Multi 2.3 

analyzing software. 

 

Results 
Patients 

Thirty-seven patients (phenotypically 13 males and 

24 females) between 1 month and 30 years of age 

were selected. Pedigree analysis showed that 21% 

of the patients were born into families with relative 

consanguinity. Three of these cases were 

accompanied with syndromic features, which 

included congenital abnormalities with mental 

retardation, and facial and skeletal anomalies. 

 

PCR Sequencing of SRY, NR5A1, and DHH 

The patients with normal cytogenetic 46,XY 

karyotypes were analyzed for molecular mutations. 

The genomes of five patients (13.5% of all 

samples) contained deletions of SRY (Fig. 1). A 

heterozygote nucleotide change (c.82C>T) in the 

3’ UTR of exon 7 of NR5A1 was identified in three 

patients (Fig. 2), and a heterozygote polymorphism 

(rs: 117527954, c.543C>TDHH) in exon 2 of 

DHH was detected in one patient (Fig. 3). The 

clinical significance of these mutations is not yet 

known. 

 

 

 

 

 

Fig. 1. Agarose gel electrophoresis of the SRY deletion after 

multiplex PCR. Lane 1: Negative control to check for PCR 

contamination. The 350 bp bands in lanes 2 and 3 were 

internal controls amplified from DSBN. The 700 bp bands 

in lanes 3 and 4 were amplified from SRY. The internal 

control was not included in lane 4. No SRY product was 

amplified in lane 2. Lane 5: molecular weight marker.

 

 

Fig. 2. Heterozygous nucleotide change at nucleotide 423 in the 3’ UTR of NR5A1. 
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Fig. 3. Heterozygous nucleotide change at nucleotide 262 in exon 2 of DHH. 

 

MPLA and qPCR 

The samples with no nucleotide changes in the 

analyzed genes and from the patients with normal 

46,XY karyotypes were further analyzed for other 

genetic abnormalities using MLPA. Our MLPA 

result confirmed the deletions found in SRY by 

PCR. One deletion was identified in NR5A1 in one 

male patient. Moreover, duplications were 

identified in the first exon of WNT4 in three 

patients. The deletions and duplications were 

consequently confirmed using qPCR.  

 

Array CGH analysis 

Array CGH analysis confirmed the structural 

anomalies found in the patients with 

abnormalities in chromosomes 7 and 13 (29). 

Furthermore, one deletion was found in a 

patient in the 15q11.2-q13.1 region, which 

indicates the syndromic features of Prader-Willi 

with ambiguous genitalia. Another patient had a 

deletion in 3q26.33. This deletion included 

SOX2-OT (not shown). 

 

Discussion  
Disorders of sex development could result from 

genetic abnormalities ranging from chromosomal 

abnormalities to molecular defects in genes involved in 

normal sex development (2, 4-6, 12). Sex 

chromosome aberrations are among the first defects 

that can be identified in DSD patients (2, 3). In this 

study karyotype analysis identified a patient with 

partial monosomy for 13q and partial trisomy for 7q 

(29). These findings suggest that any chromosomal 

change, even in autosomal chromosomes, could cause 

DSDs. Various mutations in SRY, NR5A1, DHH, and 

WNT1, all of which are involved in sex organ 

differentiation, have been reported in previous studies 

(12). Deletions and mutations in SRY have been shown 

to be involved in sex developmental syndromes and 

infertility (14, 30, 31). Point mutations in this gene are

 

usually inherited de novo and result in complete female 

phenotype (4, 32). However, in some cases, mutations 

in SRY could also be inherited from heterozygote 

mosaic fathers (10). In the present study, SRY was 

completely deleted in five patients (13.5% of all 

samples). Two of these patients had ambiguous 

external genitalia and were reared as males. The other 

three patients showed complete female phenotypes. 

The SRY deletion frequency found in our study is 

similar to that reported in other studies (4). The 

relatively high SRY deletion percentage in our and 

other similar studies emphasizes the important role of 

SRY in sex development. We emphasize that the only 

mutation we found of this gene was its complete 

deletion; no point mutations were identified. Therefore, 

analysis for the presence of this gene should be a first 

step in the evaluation of DSD patients, followed by 

karyotype. The steroidogenic factor 1 (NR5A1) gene 

product is a nuclear receptor that controls regulation of 

gene complexes involved in gonadal development, 

fertilization, and adrenal axis (33). Mutations in NR5A1 

have been reported in families and affected patients 

with gonadal dysgenesis (19-21, 34, 35). We detected 

one nucleotide change in the 3’ UTR of NR5A1 in 

three patients with incomplete gonadal dysgenesis. The 

clinical significance of this change is not yet 

understood. Multiplex Ligation-Dependent Probe 

Amplification results showed deletion of the third exon 

of NR5A1 in one patient. Our data confirmed the role 

of NR5A1 mutation in gonadal dysgenesis. The effect 

of the DHH mutation is not yet known. 

To investigate the role of WNT4 expression in 

inducing ectopic gonadal development, deletion and 

duplication analyses were performed using MLPA. 

Our data showed duplication of WNT4 in one patient 

and indicated a dose-dependent effect of this gene in 

gonadal dysgenesis (28, 36). Regarding the existence 

of deleted rather than missense mutations in our 

candidate genes, we suggest that del/dup mutations are 
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likely to provide more information than full-coding 

sequence analysis. One of our patients was diagnosed 

with Prader-Willi syndrome via array CGH analysis. It 

seems this technique could help to diagnose of 

syndromic cases (37). Furthermore, through array 

CGH analysis, deletion 228,572 bp for SOX2-OT was 

detected in one patient.  

Fantes et al. (2003) introduced SOX2-OT as a non-

coding gene with 5 exons. SOX2 is a single-exon gene 

that exists inside the intron region of SOX2-OT. 

Williamson et al. (2006) reported an inactivating mutation 

in SOX2 that causes anophtalmia-esophageal-genital 

(AEG) syndrome. Pedace et al. (2009) reported a 6-

month old child with micropenis and a two base-pair 

insertion in SOX2. As the patient’s hypothalamus-

pituitary axis was intact, it was suggested that this gene has 

a direct role in the development of external genitalia. Our 

finding in a DSD patient increases the possibility of 

involvement of this gene in sex developmental disorders; 

however, the role of SOX2 in the etiology of DSDs needs 

further investigation. 

In the present study, some important factors involved 

in sex determination during embryogenesis were 

analyzed; nevertheless, it seems that few of the selected 

factors are involved in the etiology of DSDs in our 

patients. We therefore plan to explore other genes for their 

potential roles in DSDs. 

Regarding the heterogenic clinical manifestations and 

various causes of DSDs, it is difficult to predict the exact 

incidence of this disease. On the one hand, some clinical 

diagnosis criteria are being challenged; for example, 

plasma testosterone levels do not likely indicate NR5A1 or 

MAMLD1 mutations, as these mutations have been 

detected in patients with normal testosterone. On the other 

hand, to date, no relationship has been found between in 

vitro functional studies and clinical manifestations or 

biochemical findings. Combined with these data, 

diagnosis and confirmation of 46,XY DSDs using 

genetic methods is strongly recommended.  
 

In addition to known etiologic causes of DSDs, 

another new candidate gene for this disease is 

MAMLD1. It has been shown that this gene is 

deleted in patients with myopathy and external 

genital abnormalities (38-40). MAMLD1 is co-

expressed with NR5A1 and appears to have a role 

in the regulation of sex developmental gene 

expression. Moreover, it also appears to have a role 

in testosterone production. Therefore, we believe 

MAMLD1 should be investigated for a potential 

role in 46,XY DSDs (41). 

Although these disorders display extreme 

heterogeneity in terms of both clinical and genetic 

aspects, they may be categorized in distinct classes 

by genetic screening and diagnostic tests. 

Therefore, genetic analyses following clinical 

examinations seems essential to identify and 

manage patients affected with different of DSDs, 

especially 46,XY DSDs. In this regard, genetic 

counseling is critical to aid parents and future 

parents in decision making.  

Our study showed a high prevalence of SRY 

deletions in DSD patients and verified the role 

of NR5A1 and WNT4 in the etiology of 46,XY 

DSDs. SOX2 could also be added to the panel 

of DSD patients’ gene analyses. However, 

because the etiologies of DSDs are known in 

only 50% of cases, and regarding the various 

genetic heterogeneity, a single gene-by-gene 

approach is inefficient, and using high 

throughput techniques, such as array and/or 

next generation sequencing, are strongly 

recommended. Array CGH would be the first 

choice for syndromic cases of 46,XY DSDs. 

Acknowledgement  
We are grateful to the families for participating in this 

research. The authors declare no conflicts of interest. 
 

References 
1. Hughes IA. Disorders of sex development: a 

new definition and classification. Best practice & 

research Clinical endocrinology & metabolism. 

2008;22(1):119-34.  

2. Siklar Z, Berberoglu M, Adiyaman P, Salih M, 

Tukun A, Cetinkaya E, et al. Disorders of gonadal 

development: a broad clinical, cytogenetic and 

 

histopathologic spectrum. Pediatric endocrinology 

reviews: PER. 2007;4(3):210-7.  

3. Ford CE. The cytogenetic analysis of some disorder 

of sex development. American journal of obstetrics and 

gynecology. 1961;82:1154-61. 

4. Domenice S, Correa RV, Costa EM, Nishi MY, 

Vilain E, Arnhold IJ, et al. Mutations in the SRY, 

 [
 D

ow
nl

oa
de

d 
fr

om
 r

bm
b.

ne
t o

n 
20

26
-0

2-
18

 ]
 

                               5 / 7

http://rbmb.net/article-1-147-en.html


Shojaei A et al. 

      Rep. Biochem. Mol. Biol, Vol. 6, No. 1, Oct 2017    64 

DAX1, SF1 and WNT4 genes in Brazilian sex-reversed 

patients. Brazilian journal of medical and biological 

research. 2004;37(1):145-50.  

5. Strachan T, Read A. Human Molecular Genetics: 

Taylor & Francis Group; 2010. 

6. Turnpenny PD, Ellard S. Emery's Elements of 

Medical Genetics: Elsevier/Churchill Livingstone; 2012. 

7. Mendonca BB, Domenice S, Arnhold IJ, Costa 

EM. 46,XY disorders of sex development (DSD). 

Clinical endocrinology. 2009;70(2):173-87.  

8. Andersson S, Geissler WM, Wu L, Davis DL, 

Grumbach MM, New MI, et al. Molecular genetics and 

pathophysiology of 17 beta-hydroxysteroid 

dehydrogenase 3 deficiency. The Journal of clinical 

endocrinology and metabolism. 1996;81(1):130-6.  

9. Ostrer H. 46,XY Disorder of Sex Development and 

46,XY Complete Gonadal Dysgenesis. In: Pagon RA, 

Adam MP, Ardinger HH, Wallace SE, Amemiya A, 

Bean LJH, et al., editors. GeneReviews(R). Seattle 

(WA)1993. 

10. Kusz K, Kotecki M, Wojda A, Szarras-Czapnik M, 

Latos-Bielenska A, Warenik-Szymankiewicz A, et al. 

Incomplete masculinisation of XX subjects carrying the 

SRY gene on an inactive X chromosome. Journal of 

medical genetics. 1999;36(6):452-6.  

11. Mardo V, Squibb EE, Braverman N, Hoover-Fong 

JE, Migeon C, Batista DA, et al. Molecular cytogenetic 

analysis of a de novo interstitial deletion of chromosome 

10q (q25.3q26.13) in a male child with ambiguous 

genitalia: Evidence for a new critical region for genital 

development. American journal of medical genetics Part 

A. 2008;146A(17):2293-7.  

12. Ostrer H. Alterations of sex differentiation in males: 

from candidate genes to diagnosis and treatments. 

Current pharmaceutical design. 2004;10(5):501-11.  

13. Hawkins JR, Taylor A, Goodfellow PN, Migeon CJ, 

Smith KD, Berkovitz GD. Evidence for increased 

prevalence of SRY mutations in XY females with 

complete rather than partial gonadal dysgenesis. 

American journal of human genetics. 1992;51(5):979-84.  

14. McElreavy K, Vilain E, Abbas N, Costa JM, 

Souleyreau N, Kucheria K, et al. XY sex reversal 

associated with a deletion 5' to the SRY "HMG box" in 

the testis-determining region. Proceedings of the 

National Academy of Sciences of the United States of 

America. 1992;89(22):11016-20.  

15. Veitia R, Ion A, Barbaux S, Jobling MA, 

Souleyreau N, Ennis K, et al. Mutations and sequence 

variants in the testis-determining region of the Y 

chromosome in individuals with a 46,XY female 

phenotype. Human genetics. 1997;99(5):648-52.  

16. Veitia R, Nunes M, McElreavey K, Fellous M. 

[Sex determination and differentiation in man: from 

pathology to genes]. Archives de pediatrie : organe 

officiel de la Societe francaise de pediatrie. 1997;4(2 

Suppl 2):118s-20s.  

17. Sarafoglou K, Ostrer H. Clinical review 111: 

familial sex reversal: a review. The Journal of clinical 

endocrinology and metabolism. 2000;85(2):483-93.  

18. Biason-Lauber A, Schoenle EJ. Apparently 

normal ovarian differentiation in a prepubertal girl 

with transcriptionally inactive steroidogenic factor 1 

(NR5A1/SF-1) and adrenocortical insufficiency. 

American journal of human genetics. 

2000;67(6):1563-8.  

19. Achermann JC, Ito M, Hindmarsh PC, Jameson 

JL. A mutation in the gene encoding steroidogenic 

factor-1 causes XY sex reversal and adrenal failure in 

humans. Nature genetics. 1999;22(2):125-6.  

20. Kohler B, Lin L, Ferraz-de-Souza B, Wieacker P, 

Heidemann P, Schroder V, et al. Five novel mutations in 

steroidogenic factor 1 (SF1, NR5A1) in 46,XY patients 

with severe underandrogenization but without adrenal 

insufficiency. Human mutation. 2008;29(1):59-64.  

21. Lourenco D, Brauner R, Lin L, De Perdigo A, 

Weryha G, Muresan M, et al. Mutations in NR5A1 

associated with ovarian insufficiency. The New 

England journal of medicine. 2009;360(12):1200-10.  

22. Ciaccio M, Costanzo M, Guercio G, De Dona V, 

Marino R, Ramirez PC, et al. Preserved fertility in a 

patient with a 46,XY disorder of sex development due 

to a new heterozygous mutation in the NR5A1/SF-1 

gene: evidence of 46,XY and 46,XX gonadal 

dysgenesis phenotype variability in multiple members 

of an affected kindred. Hormone research in paediatrics. 

2012;78(2):119-26.  

23. Umehara F, Tate G, Itoh K, Yamaguchi N, Douchi 

T, Mitsuya T, et al. A novel mutation of desert hedgehog 

in a patient with 46,XY partial gonadal dysgenesis 

accompanied by minifascicular neuropathy. American 

journal of human genetics. 2000;67(5):1302-5.  

24. Das DK, Sanghavi D, Gawde H, Idicula-Thomas S, 

Vasudevan L. Novel homozygous mutations in Desert 

hedgehog gene in patients with 46,XY complete gonadal 

dysgenesis and prediction of its structural and functional 

implications by computational methods. European 

journal of medical genetics. 2011;54(6):e529-34.  

 [
 D

ow
nl

oa
de

d 
fr

om
 r

bm
b.

ne
t o

n 
20

26
-0

2-
18

 ]
 

                               6 / 7

http://rbmb.net/article-1-147-en.html


46,XY DSDs Genetic Screening 

     Rep. Biochem. Mol. Biol, Vol. 6, No. 1, Oct 2017       65 

25. Canto P, Vilchis F, Soderlund D, Reyes E, Mendez 

JP. A heterozygous mutation in the desert hedgehog 

gene in patients with mixed gonadal dysgenesis. 

Molecular human reproduction. 2005;11(11):833-6.  

26. Smyk M, Berg JS, Pursley A, Curtis FK, 

Fernandez BA, Bien-Willner GA, et al. Male-to-female 

sex reversal associated with an approximately 250 kb 

deletion upstream of NR0B1 (DAX1). Human genetics. 

2007;122(1):63-70.  

27. Barbaro M, Oscarson M, Schoumans J, Staaf J, 

Ivarsson SA, Wedell A. Isolated 46,XY gonadal 

dysgenesis in two sisters caused by a Xp21.2 interstitial 

duplication containing the DAX1 gene. The Journal of 

clinical endocrinology and metabolism. 

2007;92(8):3305-13.  

28. Philibert P, Biason-Lauber A, Rouzier R, 

Pienkowski C, Paris F, Konrad D, et al. Identification 

and functional analysis of a new WNT4 gene mutation 

among 28 adolescent girls with primary amenorrhea 

and mullerian duct abnormalities: a French collaborative 

study. The Journal of clinical endocrinology and 

metabolism. 2008;93(3):895-900.  

29. Shojaei A, Behjati F, Derakhshandeh-Peykar P, 

Razzaghy-Azar M, Otukesh H, Kariminejad R, et al. 

Partial trisomy 7q and monosomy 13q in a child with 

disorder of sex development: phenotypic and genotypic 

findings. Gene. 2013;517(1):137-45.  

30. Page DC, Mosher R, Simpson EM, Fisher EM, 

Mardon G, Pollack J, et al. The sex-determining region 

of the human Y chromosome encodes a finger protein. 

Cell. 1987;51(6):1091-104.  

31. Foster JW, Brennan FE, Hampikian GK, 

Goodfellow PN, Sinclair AH, Lovell-Badge R, et al. 

Evolution of sex determination and the Y chromosome: 

SRY-related sequences in marsupials. Nature. 

1992;359(6395):531-3.  

32. Schaffler A, Barth N, Winkler K, Zietz B, 

Rummele P, Knuchel R, et al. Identification of a new 

missense mutation (Gly95Glu) in a highly conserved 

codon within the high-mobility group box of the sex-

determining region Y gene: report on a 46,XY female 

with gonadal dysgenesis and yolk-sac tumor. The 

Journal of clinical endocrinology and metabolism. 

2000;85(6):2287-92.  

33. Taketo M, Parker KL, Howard TA, Tsukiyama T, 

Wong M, Niwa O, et al. Homologs of Drosophila Fushi-

Tarazu factor 1 map to mouse chromosome 2 and human 

chromosome 9q33. Genomics. 1995;25(2):565-7.  

34. Lin L, Gu WX, Ozisik G, To WS, Owen CJ, 

Jameson JL, et al. Analysis of DAX1 (NR0B1) and 

steroidogenic factor-1 (NR5A1) in children and adults 

with primary adrenal failure: ten years' experience. The 

Journal of clinical endocrinology and metabolism. 

2006;91(8):3048-54.  

35. Kohler B, Lin L, Mazen I, Cetindag C, Biebermann 

H, Akkurt I, et al. The spectrum of phenotypes 

associated with mutations in steroidogenic factor 1 (SF-

1, NR5A1, Ad4BP) includes severe penoscrotal 

hypospadias in 46,XY males without adrenal 

insufficiency. European journal of endocrinology / 

European Federation of Endocrine Societies. 

2009;161(2):237-42.  

36. Biason-Lauber A, De Filippo G, Konrad D, 

Scarano G, Nazzaro A, Schoenle EJ. WNT4 

deficiency--a clinical phenotype distinct from the classic 

Mayer-Rokitansky-Kuster-Hauser syndrome: a case 

report. Hum Reprod. 2007;22(1):224-9.  

37. Baetens D, Mladenov W, Delle Chiaie B, Menten 

B, Desloovere A, Iotova V, et al. Extensive clinical, 

hormonal and genetic screening in a large consecutive 

series of 46,XY neonates and infants with atypical 

sexual development. Orphanet J Rare Dis. 2014;9:209. 

38. Laporte J, Kioschis P, Hu LJ, Kretz C, Carlsson B, 

Poustka A, et al. Cloning and characterization of an 

alternatively spliced gene in proximal Xq28 deleted in 

two patients with intersexual genitalia and myotubular 

myopathy. Genomics. 1997;41(3):458-62.  

39. Bartsch O, Kress W, Wagner A, Seemanova E. 

The novel contiguous gene syndrome of myotubular 

myopathy (MTM1), male hypogenitalism and deletion 

in Xq28: report of the first familial case. Cytogenetics 

and cell genetics. 1999;85(3-4):310-4.  

40. Hu LJ, Laporte J, Kress W, Kioschis P, Siebenhaar 

R, Poustka A, et al. Deletions in Xq28 in two boys with 

myotubular myopathy and abnormal genital 

development define a new contiguous gene syndrome 

in a 430 kb region. Human molecular genetics. 

1996;5(1):139-43.  

41. Kalfa N, Fukami M, Philibert P, Audran F, 

Pienkowski C, Weill J, et al. Screening of MAMLD1 

mutations in 70 children with  46,XY DSD: 

identification and functional analysis of two new 

mutations. PloS one. 2012;7(3):e32505.  

 [
 D

ow
nl

oa
de

d 
fr

om
 r

bm
b.

ne
t o

n 
20

26
-0

2-
18

 ]
 

Powered by TCPDF (www.tcpdf.org)

                               7 / 7

http://rbmb.net/article-1-147-en.html
http://www.tcpdf.org

