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Background: Androgen receptor (AR) gene mutations are the most frequent cause of 46,XY dis-
orders of sex development (DSD) and are associated with a variety of phenotypes, ranging from
phenotypic women [complete androgen insensitivity syndrome (CAIS)] to milder degrees of un-
dervirilization (partial form or PAIS) or men with only infertility (mild form or MAIS).

Objective: The aim of the study was to characterize the contribution of the AR gene to the mo-
lecular cause of 46,XY DSD in a series of Spanish patients.

Setting: We studied a series of 133 index patients with 46,XY DSD in whom gonads were differ-
entiated as testes, with phenotypes including varying degrees of undervirilization, and in whom
the AR gene was the first candidate for a molecular analysis.

Methods: The AR gene was sequenced (exons 1 to 8 with intronic flanking regions) in all patients
and in family members of 61% of AR-mutated gene patients.

Results: AR gene mutations were found in 59 individuals (44.4% of index patients), of whom 46
(78%) were CAIS and 13 (22%) PAIS. Fifty-seven different mutations were found: 21.0% located in
exon 1, 15.8% in exons 2 and 3, 57.9% in exons 4–8, and 5.3% intronic. Twenty-three mutations
(40.4%) had been previously described and 34 (59.6%) were novel.

Conclusions: AR gene mutation is the most frequent cause of 46,XY DSD, with a clearly higher
frequency in the complete phenotype. Mutations spread along the whole coding sequence, in-
cluding exon 1. This series shows that 60% of mutations detected during the period 2002–2009
were novel. (J Clin Endocrinol Metab 95: 1876–1888, 2010)

Androgen action is mediated by binding of testosterone
(T) and dihydrotestosterone (DHT) to the intracel-

lular receptor (AR; OMIM no. 313700).
AR-mediated androgen action is essential for normal pri-

mary male sexual development before birth and for normal

secondary male sexual development around puberty, whereas
in females, androgens also participate in sexual development
around puberty and in adult female sexual function.

46,XY individuals have a single copy of the AR gene
because of its location on the X chromosome (1, 2). Inac-
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tivating mutations in the AR gene in 46,XY genetic males
can therefore have marked effects upon masculinization
because of the critical role of the AR in male differentia-
tion. AR dysfunction in XY individuals results in andro-
gen insensitivity syndromes (AIS; OMIM no. 300068),
which are estimated to be present in 1:20,000 to 1:64,000
male births, and variable phenotypic expression has per-
mitted the classification of AIS into complete (CAIS) and
partial (PAIS) forms, as well as a rare group of phenotyp-
ically normal men with azoospermia (2–4). Subjects with
CAIS have a female phenotype, including female breast
development that begins at the expected pubertal age, and
a paucity or absence of axillary and pubic air. PAIS causes
a spectrum of phenotypes, ranging from women with cli-
toromegaly to men with minor degrees of underviriliza-
tion; gynecomastia is common at puberty, and in both
cases, androgen production is in the normal male range
(3). AIS has been reported to be the most frequent cause of
46,XY disorder of sex development (DSD), although fre-
quencies vary depending on the series. Moreover, its mo-
lecular characterization is important when sex assignment
and therapy outcomes are discussed and genetic counsel-
ing is requested.

Cloning of human AR complementary DNA has per-
mitted characterization of the molecular defects causing
AIS. Different strategies have revealed over 500 entries of
mutations, representing over 300 different AR gene mu-
tations, from more than 600 patients with AIS (http://
www.mcgill.ca/androgendb/) (5).

We report the clinical, biochemical, and molecular fea-
tures of 59 patients with 46,XY DSD in whom the clinical
diagnosis of AIS was confirmed by a combination of bio-
chemical [in peripheral blood and in genital skin fibro-
blasts (GSF)] and molecular studies that led to identifica-
tion of 57 different AR gene mutations.

Patients and Methods

Patients and hormonal study
A series of 133 index patients with 46,XY DSD in whom

gonads were confirmed as testes was consecutively studied for a

molecular diagnosis during the period 2002–2009 (they origi-
nated from our center and 22 other public and private centers in
Spain); external genitalia were completely feminized in 54 (41%)
and partially virilized to varying degrees in the remaining 79
(59%). AR gene was analyzed in all as the first candidate gene.

Informed consent for the genetic study was obtained from
patients and/or parents at each center.

Mutations in AR gene were found in 59 individuals (44.4%
of index patients) from whom family member studies were per-
formed in 36 families (61% of affected patients).

Serum hormone determinations had been performed at each
center with commercialized RIA assays.

AR gene analysis
Genomic DNA from patients and siblings was isolated from

blood leukocytes using standard procedures. AR gene exons 1–8
were amplified by PCR. Primers used for amplification are listed
in Table 1. All molecular analyses were performed at a central
laboratory.

PCR amplification of exons 1–8, except segment AR1G of
exon 1, was carried out in 12.5 �l containing 50 ng genomic
DNA, 0.3 mM of each primer, 0.05 mM of each dNTP, 1 mM

MgCl2, and 0.25 U Taq polymerase (ECOGEN). PCR amplifi-
cation of segment AR1G was carried out in 12.5 �l containing 50
ng genomic DNA, 0.5 mM of each primer, 0.375 U FailSafe PCR
Enzyme Mix, and Premix G (EPICENTRE). Reactions were de-
natured at 94 C for 5 min and then subjected to 40 cycles of
amplification at 94 C for 1 min, annealing at 60 C for 30 sec and
elongation at 72 C for 1 min, followed by a final extension at 72
C for 7 min.

After PCR, the products were analyzed in ethidium bromide-
stained agarose gels and showed a single band with expected size.
Products were sequenced in an automated sequencer (ABI
PRISM 3100 Genetic Analyzer; Applied Biosystems, Foster City,
CA) using a BigDye Terminator v3.1 Cycle Sequencing Kit (Ap-
plied Biosystems) according to the specifications provided by the
manufacturer. The primers used in sequencing were the same as
those used for PCR.

GenBank accession numbers used were GI:178897 to 178904
and M27423 to M27430 and GI:178627 and M20132. Nucle-
otide changes were reconfirmed in each DNA by antisense se-
quence and resequencing after a new PCR from original DNA.

Androgen binding and 5�-reductase activities
in GSF

When genital skin was obtained at surgery, androgen binding
activity was determined twice in GSF (at cell passages 5 and 7) in
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10 cases of CAIS and in five cases of PAIS according to the
technique published by Carrascosa et al. (6). Parameters mea-
sured included DHT binding capacity (Bmax) that reflects the
receptor concentration and receptor-binding dissociation con-
stant (Kd).

5�-Reductase activity (determined as the total amount of DHT,
androstanediol, and androstandione generated from 3H-T at 5 �
10�8 M in 1 h by 1 mg of cell protein) was determined in GSF at cell
passage5 in10casesofCAISand five casesofPAISaccording to the
technique published by Audí et al. (7). The rate of androstendione
formation from tritiated testosterone (17�-hydroxysteroid dehy-
drogenase activity) was also determined in the same incubations.

All of the in vitro studies were performed at the same central
laboratory as the molecular studies.

Results

AR gene analysis resulted in the characterization of an
abnormal sequence in 59 patients (44.4% of the total
number of 46,XY DSD patients), which represented an
85% (46 patients) incidence of AR mutations in the com-
plete female external genitalia (CAIS) and 16% (13 pa-
tients) in the partially virilized phenotype (PAIS). Pheno-
type, mutational, and family data are shown in Table 2,
and hormonal and GSF data are shown in Table 3.

A molecular diagnosis was reached in 22 of the remaining
74 patients after analysis of other candidate genes, ac-

cording to clinical and biochemical phenotypes (SRD5A2,
HSD17B3, SF1, WT1, CYP17A1, and LHCGR gene mu-
tations). Among the remaining 52 patients (39.1% of the
whole series) without mutations in the analyzed genes, only
one with completely female external genitalia presented a
clearly X-linked family history, whereas three with ambig-
uous genitalia presented a family history. In 37 patients, bio-
chemistrywas consistentwithandrogen insensitivity, and11
with ambiguous genitalia were premature infants with or
without intrauterine growth retardation.

Phenotypes and hormonal data
Among the 46 CAIS index cases (Table 2), two were

aborted fetuses diagnosed owing to discordant geno/pheno-
type (C11andC17),onewasprenatally suspectedbecauseof
fetal sexdiscordance (C37),22 (47.8%)werediagnoseddur-
ing infancy owing to the presence of an inguinal hernia, and
21 (45.6%) at puberty because of amenorrhea. All had fe-
male sex assignment. Gonadectomy had been performed at
diagnosis before pubertal age in eight patients (18.2%) or
after pubertal development in 20 (45.5%), whereas testes
had not been removed in 13 (29.5%) who remained prepu-
bertal or in three (6.8%) after puberty.

The 13 patients with PAIS (Table 2) presented ambig-
uous external genitalia prenatally (patient P1) and at birth.

TABLE 1. Primers used for AR gene amplification and sequencing

Reaction Primer name Sequence (5�33�) Location Product size
AR1A Sense GCCTGTTGAACTCTTCTGAGC Exon 1 366 bp

Antisense GCCTGTTGAACTCTTCTGAGC Exon 1
AR1C Sense AGCAAGAGACTAGCCCCAGGCAGC Exon 1 300 bp

Antisense CGGAGCAGCTGCTTAAGCCGGGG Exon 1
AR1D Sense CTGCCCCATCCACGTTGTCCCTGCT Exon 1 300 bp

Antisense GACTCAGATGCTCCAACGCCTCCAC Exon 1
AR1E Sense CAAGGAGTTGTGTAAGGCAG Exon 1 283 bp

Antisense TCTCGCCTTCTAGCCCTTTG Exon 1
AR1F Sense CAGGCAAGAGCACTGAAGATACTGC Exon 1 279 bp

Antisense GGTTCTCCAGCTTGATGCGAGCGTG Exon 1
AR1G Sense CGCGACTACTACAACTTTCCACTGG Exon 1 438 bp

Antisense GCCAGGGTACCACACATCAGGT Exon 1
AR1I Sense TAGCCCCCTACGGCTACACTCGG Exon 1 245 bp

Antisense CAGAACACAGAGTGACTCTGC Exon 1
AR2 Sense GCCTGCAGGTTAATGCTGAAa Intron 1 374 bp

Antisense GTTATTTGATAGGGCCTTGCa Intron 2
AR3 Sense GTTTGGTGCCATACTCTGTCa Intron 2 410 bp

Antisense ATGGCCACGTTGCCTATGAAa Intron 3
AR4 Sense GAGTTTAGAGTCTGTGACCAa Intron 3 455 bp

Antisense GATCCCCCTTATCTCATGCTa Intron 4
AR5 Sense AACCCGTCAGTACCCAGACTa Intron 4 283 bp

Antisense GCTTCACTGTCACCCCATCAa Intron 5
AR6 Sense GGGCTTATTGGTAAACTTCCa Intron 5 290 bp

Antisense GTCCAGGAGCTGGCTTTTCCa Intron 6
AR7 Sense TCAGATCGGATCCAGCTATCa Intron 6 412 bp

Antisense TCTATCAGGCTGTTCTCCCTa Intron 7
AR8 Sense GAGGCCACCTCCTTGTCAACa Intron 7 302 bp

Antisense AAGGCACTGCAGAGGAGTAGa Intron 8
a According to Imai et al. (51).
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Female sex was assigned in seven (53.8%) who had been
gonadectomized at prepubertal age (in five) or at puberty
(in two), male sex was assigned in six (46.2%) in whom
phalloplasty was performed during childhood (in five),
and gynecomastia developed in the three who reached pu-
bertal development (patients P4, P8, and P11).

Two patients, one CAIS (patient C5) and one PAIS (pa-
tient P1), presented Müllerian duct remnants consisting of
uterus and Fallopian tubes to which the intraabdominal
testes were adhered; this led to Müllerian duct and testes
removal even in patient P1 who had male sex assignment.

No cases of malignancy or carcinoma in situ were re-
ported in the 13 cases in which testicular histology results
were available.

Hormonal data were available in 28 cases (20 CAIS and
eight PAIS) (Table 3) showing normal to high T concen-
trations, either at baseline or after human chorionic go-
nadotropin (hCG) stimulation, except in three prepuber-
tal cases (patients C18, C34, and P10) in whom no
stimulation was performed. DHT was measured in 11
cases, resulting in a T/DHT ratio, either at baseline or
under hCG stimulation, ranging from 5.6 to 26.3. SHBG
levels were highly variable at postpubertal age (from 22 to
102 nmol/liter). Baseline LH and/or FSH were raised in
most postpubertal patients.

Molecular data
Mutational analysis revealed 57 different mutations in

59 index patients (Table 2): two patients presented two
different mutations in the same allele (patients C10 and
C16) and each of four different mutations was present in
two unrelated patients (patients C23 and C24, C33 and
C34, C42 and P7, and P9 and P10). Twelve mutations
were located in exon 1 (21.0%), six in exon 2 (10.5%),
three in exon 3 (5.3%), five in exon 4 (8.8%), six in exon
5 (10.5%), seven in exon 6 (12.3%), six in exon 7
(10.5%), nine in exon 8 (15.8%), two in intron 2 (3.5%),
and one in intron 6.

The 46 AR gene mutations identified in CAIS patients
comprised 32 single nucleotide substitutions, eight partial
deletions (from 1 to 10 bp), three insertions (from 1 to 4
bp), and three splice site defects; they predicted a single
amino acid change in 28 substitutions (patients C1, C10
bearing two different substitutions, C12-C16, C19-C31,
C33-C35, C38, and C41-C45), a stop codon in four sub-
stitutions (patients C2, C5, C18, and C39), a single amino
acid deletion in one codon deletion (patient C40), a frame-
shift sequence with a shortened protein in six partial de-
letions (patients C6, C7, C9, C11, C32, and C36) and in
all insertions (patients C3, C4, and C8), and a frameshift
sequence with a longer protein in one single nucleotide
deletion (patient C46).

The 12 AR gene mutations identified in PAIS patients
were all single nucleotide substitutions predicting an
amino acid change in 11, but one was a silent mutation
(patients P9 and P10).

Thirty-four of these mutations were novel (59.6%)
because they were not present in the AR database (5) or in
more recent reports: InsA,R79fsX81; InsGCCG,A15fsX82;
Q84X; Del10bp,S82fsX169; DelC,P219fsX224; InsT,
K239X; DelCT,Q346fsX499; G453S; Del17bp,
H543fsX544; G568E; A573P; C579W; F583L; IVS2 –2
A�C; K590E; IVS2 �3 C�G; Y593X; C619R; D695Y;
S703C; F747C; Y781D; M787I x 2; DelAA,R792fsX827;
IVS6 –44 G�A; N833del; L838V; V903L and DelC,
R905fsX942 in CAIS patients; and P378R, I680N, M745L,
and V889L in PAIS.

The remaining 23 mutations (40.4%) had been previ-
ously described: E2K in one PAIS male (8); Q76X in one
CAIS (9); P390S in three mild AIS (MAIS) with oligosper-
mia and male infertility, and in one male with a seminoma
(10–12); Y571C in one CAIS (13); D695N in three CAIS,
one PAIS female, and one MAIS with infertility (12, 14–
17); N705S in five CAIS and one PAIS (3, 18–22); W741R
in one CAIS (23); M742I in one PAIS female (24); G743V
in one PAIS female, one PAIS male, and one CAIS (25–27);
L744F in one CAIS (28) and as a somatic mutation in a
male with quiescent prostate cancer (29); R774C in 10
CAIS (13, 15, 30–35); R774H in eight CAIS and one PAIS
(3, 19, 20, 24, 30, 36, 37); DelGT,P785fsX827 in one
CAIS (38); R831Q in eight CAIS (20, 33, 39–43); R831X
in five CAIS (16, 19, 40, 44, 45); R840H in one CAIS, six
PAIS males, and six PAIS females (23, 38, 39, 46–55);
R855H in four CAIS, six PAIS males, six PAIS females,
and one male with infertility (12, 16, 21–24, 28, 36, 39,
52, 53, 56–58); A870V in one PAIS male (59); S888S in
three PAIS males (60, 61); V889M in four CAIS and two
PAIS females (18, 20, 37, 50, 62, 63); M895T in two CAIS
(38, 44); Q902K in one PAIS male (64); and P913S in one
PAIS (65).

The regions in exon 1 that contain the CAG and GGC
repeats were sequenced in all patients. The number of
CAG repeats ranged from 8 to 29, whereas the number of
GGC repeats ranged from 4 to 19, with the most frequent
number of repeats being 23 and 17, respectively (Table 2).
Patients C23 and C24, C33 and C34, C42 and P7, and P9
and P10 had the same mutations (N705S, M787I, R855H,
and S888S, respectively) and a different number of CAG
or GGC repeats, suggesting that the number of CAG or
GGC repeats did not influence AR activity in these cases
because they had a similar phenotype, except for patients
C42 and P7. The family of patient P3 is an extended one,
with three generations of affected patients in which all
46,XX were carriers of an AR allele with only four GGC
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(polyglycines); in addition, they presented a high rate of
spontaneous abortion.

Family studies were performed in 36 families (Table 2).
All of the 24 mothers analyzed were heterozygous carriers,
whereas two grandmothers were carriers and two were
not (in the last two cases, exon 1 CAG repeat length con-
firmed that the mutated AR allele originated in the mother
from the maternal grandfather’s allele). One great-grand-
mother was also a carrier. Among sisters of index patients,
11 in 11 families were 46,XY-affected, nine in seven fam-
ilies were heterozygous carriers, and eight in six families
were noncarriers. Among 28 aunts, 10 in six families were
heterozygous carriers, 13 in eight families were noncarri-
ers, and five in four families were 46,XY-affected. Among
great-aunts, one was a heterozygous carrier, one a non-
carrier, and two in one family were 46,XY-affected.

GSF studies
DHT binding assay was performed in 15 GSF from 10

CAIS and five PAIS (Table 3). Binding was undetectable in
the following mutations: Del10bp,S82fsX169 (patient C6),
DelC,P219fsX224 (patient C7), N705S (patient C23),
DelGT,P785fsX827 (patient C32), S888S (patient P9),
and P913S (patient P13). Binding capacity was diminished
in E2K (patient C1), Q84X (patient C5), C579W (patient
C14), S703C (patient C22), IVS6–44G�A (patient C37),
and M742I (patient P4). Affinity was slightly decreased
(elevated Kd) in Y781D (patient C31) and I680N (patient
P3). Binding assay yielded normal parameters in P390S
(patient P2).

Five-�-reductase activity was determined in the same 15
GSF cultures (Table 3). Activity was markedly reduced,
yielding similar results as in control non-GSF in seven mu-
tations (46.7%):Q84X(patientC5),DelC,P219fsX224(pa-
tient C7), N705S (patient C23), Y781D (patient C31),
DelGT,P785fsX827 (patient C32), M742I (patient P4), and
P913S (patient P13). 17-�-Hydroxysteroid dehydrogenase
activity was markedly increased in five cases [E2K (patient
C1), Del10bp,S82fsX169 (patient C6), C579W (patient
C14), Y781D (patient C31), and DelGT,P785fsX827 (pa-
tient C32)] and slightly increased in four others [S703C (pa-
tient C22), I680N (patient P3), M742I (patient P4), and
S888S (patient P9)]. In summary, both 5�-reductase and
17�-hydroxysteroid dehydrogenase activities were normal
for a GSF culture in only two cases [IVS6–44G�A (patient
C37) and P390S (patient P2)].

Discussion

The present study reports the frequency, variety, location,
and phenotypes of 57 AR gene mutations detected in 59

Spanish patients successively analyzed during the period
2002–2009 in a series of 133 46,XY DSD index patients
(one patient per family). Selection criteria were karyotype,
presence of testicular gonads and normal T secretion (al-
though data on this latter criterion were unavailable in
some cases). AR gene was considered the first candidate,
and its analysis yielded some abnormality in the sequence
in 44.4% of index patients, with the percentage being
5-fold higher in the female than in the partially virilized
phenotype (85 vs. 16%). Patients without mutations in
AR or other subsequently analyzed genes (39.1% of the
whole series) might present clinical and biochemical phe-
notypes consistent with androgen insensitivity or even an
X-linked family history; such patients constitute a chal-
lenge for the diagnosis of 46,XY DSD. As also pointed out
in other series, prematurity accompanied or not by intra-
uterine growth retardation was present in 21.1% of those
with ambiguous genitalia, suggesting that this high inci-
dence may be related to a developmental immaturity.

This series shows that, in the complete phenotype
(CAIS patients), the first diagnosis in a family may now be
prenatal (4.3%) but is almost equally distributed between
infancy owing to an inguinal hernia (47.8%) and puberty
because of amenorrhea (45.7%). Gonadectomy was con-
sequently performed after puberty in the highest percent-
age (45.5%), whereas a tendency was observed to preserve
the gonads during infancy and puberty (36.3%) vs. those
gonadectomized before puberty (18.2%).

The incidence of AR gene mutations in the ambiguous
genitalia group was low (16%), and sex assignment was
almost equally distributed (53.8% for female and 46.2%
for male sex). Gonadectomy was performed early in fe-
males when diagnosed, and males undergoing spontane-
ous puberty developed gynecomastia.

It is unclear whether testicular tumors are more com-
mon in AIS patients compared with those with simple
cryptorchidism in whom the prevalence of the premalig-
nant state of carcinoma in situ has been reported to be as
high as 3% (66). Histological study of the testes was not
available in a number of cases in this study, but no signs of
malignant degeneration were detected in any of the ip go-
nads removed after puberty (data not shown). A rare as-
sociation with bilateral complete Müllerian duct remnants
was present in one CAIS patient and one PAIS patient, and
although the mechanism for such a presence has not been
explained, the association has been noticed in a few pa-
tients in several series (9, 67–77). In some patients, mostly
the earlier, the diagnosis was not molecular; however, in
more recent patients, the AR gene mutations had been
characterized, as were those in our patients, and in one
report (69), AMH and AMHR genes were sequenced to
rule out any AMH protein dysfunction. Because AMH is
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negatively regulated by T and AMH protein levels were
elevated in patients with CAIS during the first year of life
and from puberty development (78), the mechanism(s) for
such Müllerian duct persistence in a very small proportion
of AIS patients cannot yet be established.

The molecular results underline the diversity of muta-
tions present in any studied population and show that they
are usually family-based, although several have been de-
scribed in unrelated families.

Fifty-seven different mutations, 34 of which had not
been described previously in the literature, were identified
in the AR gene in 59 patients.

In our series, exon 1 presented the highest number of
mutations (21%) whereas, to date, except in the recent
report by Philibert et al. (9), exon 1 has been considered to
bear the lowest rate of mutations despite encoding more
than half of the AR protein (5). This may be due to the fact
that this exon may not have been analyzed in all series.
Interestingly, except for the first two exon 1 mutations
reported (E2K in patient C1 and Q76X in patient C2) (8,
9), all the other exon 1 mutations found in CAIS patients
were novel, being stop codons, insertions, or deletions,
except for the single amino acid change G453S that was
combined in the same allele with another amino acid
change in exon 2 (Y571C, patient C10). Only two muta-
tions in exon 1 were found in PAIS patients: both were a
single amino acid change (P378R and P390S), and the
latter had previously been reported (10–12). In summary,
single amino acid changes were less frequent in exon 1
than stop codons, insertions, or deletions, probably be-
cause the unstructured N-terminal domain of AR can
more often tolerate single amino acid changes with no
alterations in AR function.

Interestingly, the 11 mutations present in exons 2 and
3 (encoding the AR protein DNA binding domain) and in
intron 2 were only detected in CAIS patients.

Mutations InsA,R79fsX81; InsGCCG,A15fsX82; Q84X;
Del10bp,S82fsX169; DelC,P219fsX224; InsT,K239X;
DelCT,Q346fsX499; P378R; G453S; Del17bp,H543fsX544;
G568E; A573P; C579W; F583L; IVS2 –2 A�C; K590E; IVS2
�3 C�G; Y593X; C619R; I680N; D695Y; S703C; M745L;
F747C; Y781D; M787I; DelGT,P785fsX827; DelAA,
R792fsX827; IVS6 –44 G�A; N833del; L838V; V889L;
V903L and DelC,R905fsX942 had not been reported
previously.

Insertions, deletions, and nonsense mutations of the AR
gene [Q76X (9); InsA,R79fsX81; InsGCCG,A15fsX82;
Q84X;Del10bp,S82fsX169;DelC,P219fsX224;InsT,K239X;
DelCT,Q346fsX499; Del17bp,H543fsX544; Y593X;
DelGT,P785fsX827 (38); DelAA,R792fsX827; R831X;
N833del, and DelC,R905fsX942] found in the present se-
ries are all associated with CAIS phenotype, probably due to

the fact that these mutations produce a truncated protein.
Thus, androgen binding in GSF, which was determined in
four of those patients, was undetectable in three (patients
C6, C7, and C32) and diminished in one (patient C5). Pa-
tient C5 carried a novel premature stop codon (Q84X), and
similarly reduced androgen binding has been explained in
other patients by the possible expression of a protein with
some DNA and ligand binding domains from a downstream
translation initiating codon (79).

We found splice site mutations in three CAIS patients:
IVS2 –2 A�C, IVS2 �3 C�G, and IVS6 –44 G�A, which
raised the possibility that these mutations can cause anom-
alies at mRNA level. The IVS2 –2 A�C mutation is ac-
companied by the K590E mutation in the same AR allele,
and diminished DHT binding in GSF was observed in the
intron 6 anomaly.

Interestingly, all nonsense and splice site mutations in
which 5�-reductase activity was determined resulted in a
clearly diminished enzyme activity, which may add to ag-
gravating the phenotype. Diminished 5�-reductase activ-
ity in AIS patients has been described as a possible expla-
nation for phenotype variation (80).

Point mutations predicting a single amino acid change
were the most frequent (n � 39; 68.4% of all mutations),
similar to all published series (http://www.mcgill.ca/
androgendb/) (5).

Single amino acid changes found in the present series
andalsopreviouslydescribedwereE2KinaCAISpatientand
described in a PAIS patient (8); P390S in a PAIS patient
and described in three MAIS with oligospermia and
male infertility and in one male with a seminoma (10–12);
Y571C in a CAIS described in one CAIS (13); D695N in
a CAIS described in three CAIS, one PAIS female, and one
MAIS with infertility (12, 14–17); N705S in two unre-
lated CAIS and described in five CAIS and one PAIS (3,
18–22); W741R in a CAIS and described in one CAIS (23);
M742I in one PAIS and described in one PAIS female (24);
G743V in a CAIS and described in one PAIS female, one
PAIS male, and in one CAIS (25–27); L744F in a CAIS and
described in one CAIS and in a male with prostate cancer
(28, 29); R774C in a CAIS and described in 10 CAIS (13,
15, 30–35); R774H in a CAIS and described in eight CAIS
and one PAIS (3, 19, 20, 24, 30, 36, 37); R831Q in a CAIS
and described in eight CAIS (20, 33, 39–43); R840H in a
PAIS and described in one CAIS, six PAIS males, and six
PAIS females (23, 38, 39, 46–55); R855H in a PAIS and
described in four CAIS, six PAIS males, six PAIS females,
and one male with infertility (12, 16, 21–24, 28, 36, 39,
52, 53, 56–58); A870V in a PAIS and described in one
PAIS male (59); S888S in two unrelated PAIS and de-
scribed in three PAIS males (60, 61); V889M in a CAIS and
described in four CAIS and two PAIS females (18, 20, 37,
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50, 62, 63); M895T in a CAIS and described in two CAIS
(38, 44); Q902K in a PAIS and described in one PAIS male
(64); and P913S in a PAIS and described in one PAIS (65).

The P390S mutation, present in a PAIS patient (scrotal
hypospadias) with male sex assignment, confirmed that
this single amino acid change previously only reported in
three MAIS patients presenting infertility (10, 12) has a
partial effect. In our study, in vitro GSF studies showed
completely normal DHT binding parameters as well as T
metabolism, and mutant in vitro androgen-stimulated
transcriptional activity was found to be normal (10). If
polyglutamine (CAG)n and/or polyglycine (GGN)n tract
variation may explain different phenotypes, then our pa-
tient presented a normal (CAG)22 but the longest (GGC)19

repeat leading to a (GGN)25, and diminished transcrip-
tional activity and protein synthesis have been found for
shorter or longer (GGN)n tracts, with (GGN)24 and (GGN)27

presenting 35 and 58% lower transactivating activities, re-
spectively, than the most frequent (GGN)23 (81).

Novel single amino acid changes were G453S, G568E,
A573P, C579W, F583L, K590E, C619R, D695Y, S703C,
F747C, Y781D, M787I x 2, L838V, and V903L in CAIS
patients and P378R, I680N, M745L, and V889L in PAIS.

Six of the novel single amino acid changes in CAIS in-
dex patients were present in the AR DNA-binding domain
encoded by exons 2 and 3: G568E, A573P, C579W,
F583L, K590E (this combined with IVS2 –2 A�C), and
C619R. The complete phenotypes in these patients, with
other affected family members in five (except G568E),
raised the hypothesis that all these amino acid changes
may produce complete loss of DNA-binding activity. GSF
study in C579W showed diminished DHT binding capac-
ity, diminished 5�-reductase, and increased 17�-hydroxy-
steroid dehydrogenase activities.

Finally, the mutation I680N was present in an extended
family with several PAIS patients (index patient, P3). GSF in
one patient showed diminished DHT affinity. In addition,
the allele presented, in all affected and carrier members, a
short polyglycine exon 1 repeat: (GGC)4 repeats following
the initial sixpolyglycinecodon(GGT)3(GGG)(GGT)2tract,
which was constant in all patients of the present series.
(GGN)n exon 1 repeat length has been shown to modulate
AR transactivation and translation activity with the shortest
(GGC)4 showingthe lowestactivity (81,82); this could, thus,
increase the pathogenic effect of the I680N mutation.

In summary, the present study conducted in a series of
133 index patients with 46,XY DSD, in whom AR was the
first candidate gene, showed AR to be abnormal in 44.4%,
with a clearly higher frequency in the complete phenotype
(78%). The 57 different AR mutations spread along the
whole coding sequence, including exon 1 (21%). This se-
ries shows that 60% of mutations detected during the pe-

riod 2002–2009 were novel. Functional studies are re-
quired to confirm the mechanism and the pathogenicity of
novel mutations, mainly those in the partial phenotypes.
Variation in exon 1 (GGC)n tract length may influence
some AR mutation pathogenicities and also partly explain
phenotypic differences among different families bearing
the same mutation.
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Chávez B, Pérez-Palacios G 1986 The presence of Mullerian rem-
nants in the complete androgen insensitivity syndrome: a steroid
hormone-mediated defect? Fertil Steril 45:302–305

71. Bur GE, Simon JM, Aquilano DR, Scaglia HE 1987 Failure of the
mullerian regression factor in two patients with complete androgen
insensitivity syndrome. Ric Clin Lab 17:259–264

72. Heller DS, Ranzini A, Futterweit W, Dottino P, Deligdisch L 1992
Mullerian remnants in complete androgen insensitivity syndrome.
Int J Fertil 37:283–285

73. Swanson ML, Coronel EH 1993 Complete androgen insensitivity
with persistent mullerian structures. A case report. J Reprod Med
38:565–568

74. Van YH, Lin JL, Huang SF, Luo CC, Hwang CS, Lo FS 2003 Novel
point mutations in complete androgen insensitivity syndrome with

J Clin Endocrinol Metab, April 2010, 95(4):1876–1888 jcem.endojournals.org 1887



incomplete mullerian regression: two Taiwanese patients. Eur
J Pediatr 162:781–784

75. Sporrong B 1999 Bilateral Mullerian duct remnants. A scanning
electron microscope study in a case of complete androgen insensi-
tivity syndrome. J Obstet Gynaecol 19:546–547

76. Menakaya UA, Aligbe J, Iribhogbe P, Agoreyo F, Okonofua
FE 2005 Complete androgen insensitivity syndrome with persis-
tent Mullerian derivatives: a case report. J Obstet Gynaecol 25:
403– 405

77. Nichols JL, Bieber EJ, Gell JS 2009 Case of sisters with complete
androgen insensitivity syndrome and discordant Mullerian rem-
nants. Fertil Steril 91:932.e915–e938

78. Rey R, Mebarki F, Forest MG, Mowszowicz I, Cate RL, Morel
Y, Chaussain JL, Josso N 1994 Anti-mullerian hormone in children
with androgen insensitivity. J Clin Endocrinol Metab 79:960–964

79. Zoppi S, Wilson CM, Harbison MD, Griffin JE, Wilson JD,

McPhaul MJ, Marcelli M 1993 Complete testicular feminization
caused by an amino-terminal truncation of the androgen receptor
with downstream initiation. J Clin Invest 91:1105–1112

80. Boehmer AL, Brinkmann AO, Nijman RM, Verleun-Mooijman
MC, de Ruiter P, Niermeijer MF, Drop SL 2001 Phenotypic varia-
tion in a family with partial androgen insensitivity syndrome ex-
plained by differences in 5� dihydrotestosterone availability. J Clin
Endocrinol Metab 86:1240–1246

81. Lundin KB, Giwercman A, Dizeyi N, Giwercman YL 2007 Func-
tional in vitro characterisation of the androgen receptor GGN poly-
morphism. Mol Cell Endocrinol 264:184–187

82. Werner R, Holterhus PM, Binder G, Schwarz HP, Morlot M, Struve
D, Marschke C, Hiort O 2006 The A645D mutation in the hinge
region of the human androgen receptor (AR) gene modulates AR
activity, depending on the context of the polymorphic glutamine and
glycine repeats. J Clin Endocrinol Metab 91:3515–3520

1888 Audi et al. Novel and Recurrent AR Gene Mutations J Clin Endocrinol Metab, April 2010, 95(4):1876–1888


