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Sex chromosome aneuploidies and copy-number
variants: a further explanation for neurodevelopmental
prognosis variability?

Jessica Le Gall1, Mathilde Nizon1, Olivier Pichon2, Joris Andrieux3, Séverine Audebert-Bellanger4,
Sabine Baron5, Claire Beneteau1, Frédéric Bilan6, Odile Boute7, Tiffany Busa8, Valérie Cormier-Daire9,
Claude Ferec10, Mélanie Fradin11, Brigitte Gilbert-Dussardier12, Sylvie Jaillard13, Aia Jønch14,
Dominique Martin-Coignard15, Sandra Mercier1, Sébastien Moutton16, Caroline Rooryck16, Elise Schaefer17,
Marie Vincent1, Damien Sanlaville18, Cédric Le Caignec2, Sébastien Jacquemont14, Albert David1 and
Bertrand Isidor*,1

Sex chromosome aneuploidies (SCA) is a group of conditions in which individuals have an abnormal number of sex

chromosomes. SCA, such as Klinefelter’s syndrome, XYY syndrome, and Triple X syndrome are associated with a large range of

neurological outcome. Another genetic event such as another cytogenetic abnormality may explain a part of this variable

expressivity. In this study, we have recruited fourteen patients with intellectual disability or developmental delay carrying SCA

associated with a copy-number variant (CNV). In our cohort (four patients 47,XXY, four patients 47,XXX, and six patients

47,XYY), seven patients were carrying a pathogenic CNV, two a likely pathogenic CNV and five a variant of uncertain

significance. Our analysis suggests that CNV might be considered as an additional independent genetic factor for intellectual

disability and developmental delay for patients with SCA and neurodevelopmental disorder.

European Journal of Human Genetics (2017) 25, 930–934; doi:10.1038/ejhg.2017.93; published online 14 June 2017

INTRODUCTION

Sex chromosome aneuploidies (SCA) are defined by an abnormal
number of sex chromosomes. SCA are the most frequent aneuploidy
in humans with an estimated prevalence of over 1 per 500. Drawing an
exact description of the phenotype of SCA is still challenging,
especially given that 450% of individuals with Klinefelter’s syndrome
and XYY syndrome would not be identified.1 However, it is well
established that SCA are associated with very variable cognitive,
psychiatric and neurological outcome. For example, it has been
documented that the intellectual capacities of individuals with
Klinefelter’s syndrome (47,XXY) range from below average to gifted
intelligence quotient (IQ).1 Numerous individuals with 47,XXY dis-
play no cognitive or behavioral deficits, highlighting the variability of
this phenotype. It is very likely that other factors (environmental,
hormonal, parental genetic background…) contribute to this adverse
neurodevelopmental outcome in this population.1 Genetic mechan-
isms such as X chromosome gene excess dosage, the parental origin of
the supernumerary X chromosome, the androgen receptor (AR)
CAGn repeat length and the pattern of X chromosome inactivation
could be related to the variable neurological outcome.1 This variability
is still very problematic especially when SCA are discovered antena-
tally, by chance. Overall, intellectual ability for individuals with SCA is

usually in the average to low-average range.1,2 Therefore, as in the
general population, a causative event should be looked for individuals
with SCA showing developmental delay (DD) or intellectual
disability (ID).
In this study, we report a subgroup of 14 patients with develop-

mental delay carrying a sex chromosome aneuploidy and a copy-
number variant (CNV).

METHODS

Patient recruitment
Venous blood samples were obtained from the patients and their parents using
standard procedures. Written informed consent was obtained from all
individuals or parents. Samples were ascertained from geneticists through a
multi-center collaboration. Patients recruited, retrospectively and prospectively
(December 2014 to October 2015), were:

� Patients known to carry SCA for whom another genetic factor was suspected
due to developmental delay. Karyotype was performed in antenatal period for
three patients, because of abnormal first trimester screening.

� Patients with developmental delay for whom array CGH was indicated.

Only patients carrying CNV considered as pathogenic, likely pathogenic or of
uncertain significance were recruited.
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Clinical analysis
To compare the phenotype of the patients, we used description from a meta-
analysis of SCA patients.2 Patients with Klinefelter syndrome tended to have
a verbal IQ depressed in relation to the level expected from social
background, but generally within low normal limits, performance IQ is
relatively unimpaired, they also presented delays in the earliest stages of
language development.2 Patients with 47,XXX presented reduction in IQ of
~ 20 points affecting both verbal and performance, they also presented
difficulties in speech and language.2 Patients with 47,XYY syndrome
presented deficits in verbal IQ relative to comparison group, less marked
in performance IQ. Nevertheless, IQ scores were not impaired in relation to
general population norms.2

Karyotype
Karyotyping based on RH G-banding was performed using standard
methods on metaphase spreads from peripheral blood of the patient.

Microarray-based comparative genomic hybridization
Microarray-based comparative genomic hybridization (array-CGH). experi-
ments were performed on genomic DNA, extracted from peripheral blood
by conventional methods, using Agilent Human Genome CGH 60 K, 105 K
or 180 K oligonucleotides arrays (Agilent, Santa Clara, CA, USA; www.
agilent.com) following manufacter’s protocols. Genomic positions are
relative to human genome Build NCBI37/hg19. The median probe spacing
of this microarray is about 41 kb, 22 kb, 13 kb (www.genomics.agilent.com)
for 60 K, 105 K and 180 K arrays, respectively. The arrays were analyzed
with the CytoGenomics3.0.4.1 software. CNV were submitted in Decipher
database (https://decipher.sanger.ac.uk/) or LOVD database (https://data-
bases.lovd.nl).

CNV validation
Chromosomal rearrangements were confirmed by fluorescence in situ
hybridization (FISH) with various specific probes on chromosome prepara-
tions from leukocyte cultures or by quantitative PCR using standard
protocols.
CNVs were classified as pathogenic, likely pathogenic or of uncertain

significance (VOUS) according to the recommendations of the American
College of Medical Genetics.3 A pathogenic CNV is documented as clinically
significant in multiple peer-reviewed publications, even if penetrance and
expressivity of the CNV are known to be variable. Likely pathogenic CNV is
a variant of uncertain clinical significance but assessed as potentially
pathogenic depending on some evidences such as gene content. VOUS is
a variant of uncertain significance with insufficient evidence, preventing
unequivocal pathogenic or benign classification.

RESULTS

Patients were referred in genetic consultation when neurodevelop-
mental assessments were noticed. The main clinical and molecular
data are listed in Table 1, more informations about these patients
are noted in Supplementary Information. In summary, the most
prevalent clinical features were mild or moderate developmental
delay (100%), speech delay (71%), psychiatric/behavioral features
(50%) and congenital malformations (43%). The Figure 1 shows
gene content concerning likely pathogenic CNVs and VOUS
identified in patients with SCA.
We identified four patients (patients 1, 2, 3 and 4) with a 47,XXY

karyotype and a CNV (three with a pathogenic CNV and one with a
VOUS). Patient 1 carried a 253 kb Xp11.3p11.23 duplication
associated with a 130 kb Xp11.23 duplication, both inherited from
his healthy father. The first region (Xp11.3p11.23) contains the
ZNF674 gene, which has been involved in non-syndromic X-linked
intellectual disability in one female patient.4,5 Patient 2 carried a
1.4 Mb 7q11.23 duplication, responsible for the Williams–Beuren
region duplication syndrome, and inherited from his mother whoT
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had some learning difficulties (OMIM 609757). Patient 3 was carrying
a de novo 1.65Mb 17q12 duplication, previously involved in the
chromosomal 17q12 duplication syndrome (OMIM 614526). Patient 4
carried the recurrent de novo 7q11.23 deletion, identified by FISH,
responsible for Williams–Beuren syndrome (OMIM 194050).
We identified four patients with a 47,XXX karyotype (patients 5, 6,

7 and 8) and a CNV (one with a pathogenic CNV, two with a likely
pathogenic CNV and one with a VOUS). Patient 5 was carrying a de
novo 525 kb 16p11.2 duplication, corresponding to the 16p11.2
duplication syndrome (OMIM 614671). Patient 6 was carrying a de
novo 4.5 Mb 19q12q13.1 duplication. Children with dysmorphic
features and developmental delay associated with a 19q12q13.1 dupli-

cation have already been described in several reports.6,7 For patient 7,
we identified a duplication of 1.6 Mb in 16p13.1, inherited from her
mother who showed learning difficulties and epilepsy. Chromosomal
deletions or reciprocal duplications at the 16p13.1 locus have been
involved in a wide range of neuropsychiatric disorders such as autism,
schizophrenia, epilepsy and attention deficit hyperactivity disorder.8,9

Patient 8 was carrying a de novo terminal 535 kb 18p11.32 deletion.
This deletion encompassed eight genes (USP14, THOC1, COLEC12,
CETN1, CLUL1, C18orf56, TYM and ENOSF1). Monosomy 18p
(OMIM 146390) refers to a chromosomal disorder resulting from
the deletion of all or part of the short arm of chromosome 18.
The main clinical features are short stature, facial dysmorphism and

Figure 1 Likely pathogenic and of uncertain significance variants in patients with SCA. Large CNVs, in individuals with likely pathogenic CNVs associated
with SCA are shown. The CNV regions with genes are indicated on the last column and the cytogenetic extent and size are labeled. Also shown, on the left
column, the pedigrees of individuals with known available parental information. Circles indicate females and squares indicate males. Genomic positions are
relative to human genome Build NCBI37/hg19.
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mild to moderate intellectual deficiency. USP14 (ubiquitin-specific
protease 14) is a good candidate gene for short stature phenotype
considering that mice with a loss of function Usp14 mutation had
growth failure. USP14 would also have a role in synaptic development
and plasticity.10,11

We identified six patients with a 47,XYY karyotype (patients 9, 10,
11, 12, 13 and 14) and a CNV. Patient 9 was carrying a 4p12
duplication, encompassing the NFXL1 gene, and inherited from his
healthy father. A recent report indicates that variants within NFXL1
may contribute to language impairment with incomplete penetrance.12

Patient 10 harbored a 766 kb 16p11.2 duplication corresponding to the
16p11.2 duplication syndrome, inherited from his mother (OMIM
614671). Patient 11 was carrying three de novo Xq21.31 duplications
(2 Mb, 680 kb and 820 kb). This patient presented developmental
delay and severe obesity diagnosed at 4 years of age. The diagnosis of
Prader–Willi syndrome (PWS) was ruled out as a DNA probe for the
15q11q12 PWS region and methylation studies failed to detect any
abnormalities. These Xq21.31 duplications have already been suggested
as a locus for PWS-like phenotype.13 The main candidate gene is
PCDH11X, which encodes a protocadherin, highly expressed in brain,
implicated in cell–cell communication and dendritic synaptic plasti-
city. Duplication at this locus might be also responsible for dyslexia.14

Patient 12 was carrying an inherited 1.6 Mb Xp22.31 duplication. The
pathogenicity of this CNV is not definitively established. Several
studies have suggested that the Xp22.31 duplications may contribute
to developmental delay, intellectual disability, seizures and autism
spectrum disorder.15–17 Patient 13 was carrying a 1.9 Mb 15q13.2q13.3
deletion corresponding to the 15q13.3 deletion syndrome (OMIM
612001). This deletion was inherited from the father who had speech
delay in childhood. Patient 14 was carrying a 544 kb 16p11.2
duplication corresponding to the 16p11.2 duplication syndrome
(OMIM 614671). This duplication was inherited from the mother
who presented psychiatric disorders and congenital coronary artery
anomalies.
We did not recruit any patient with Turner Syndrome carrying an

additional CNV.

DISCUSSION

Here we present 14 patients with SCA and developmental delay
harboring another cytogenetic event. These patients had more severe
or distinct phenotypes than the typical features associated with SCA,
including mild to moderate speech and motor disability, facial
dysmorphism, hypotonia, seizures or congenital malformations.
We can define two groups of patients: a first subgroup with patients

carrying a well-established pathogenic CNV explaining the full pheno-
type; a second subgroup with patients carrying a variant of uncertain
clinical significance possibly involved in the severity of the cognitive
phenotype. The first subgroup includes seven patients: one patient with
Williams–Beuren syndrome, one with a 7q11.23 duplication, one with a
17q12 duplication, three with 16p11.2 duplication and one with a
15q11.3 deletion. The second subgroup includes seven patients: two
with a likely pathogenic CNV (one with a 19q12q13.1 duplication and
one with a 16p13.11 duplication) and five with VOUS (one with a
Xp11.3p11.23 duplication associated with a Xq11.23 duplication, one
with a 18p11.32 deletion, one with a 4p12 duplication, one with a
Xq21.31 duplication and one with a Xq22.31 duplication).
Surprisingly, no individual with Turner syndrome was recruited in

our study. It is difficult at the moment to draw any conclusions
considering this is not a prospective study. Another CNV associated
with Turner syndrome might lead to more frequent spontaneous

abortion or other mechanisms could be involved for girls with Turner
syndrome explaining an unusual severe delay.
Owing to the high incidence of SCA (one in 375 male livebirths and

one in 660 female livebirths)1 and CNV of 1 Mb or larger (2%),18 it is
not surprising that some individuals carry two independent genetics
event. Our study is biased as we only considered patients known to
carry SCA and CNV. French laboratories have different procedures for
genetic analysis in patients with DD/ID. Therefore, this study does
not allow us to estimate the frequency of additional CNV in
patients with SCA and developmental delay. For example, in the
cytogenetic laboratory of Nantes, we use to perform array CGH in first
place for patients with developmental delay. We identified 27 patients
with SCA (11 with 47,XXY, 8 with 47,XXX, 4 with 47,XYY and 4
with 45,X) from 2008 to 2015. In this population presenting
with cognitive defect, four patients harboured another cytogenetic
event (4/27, 14.8%). We did not obtain these data for the other centers
that participated in this study. Further prospective studies comparing
the frequency of CNV in two groups of patients with SCA (with or
without severe neurological symptoms) would allow answering this
question.
These results strengthen that SCA should not be always considered as

causative for patients presenting with ID/DD. For those patients,
physicians should be aware to look for an additional environmental or
genetic event for individuals with SCA presenting with an unusual or
severe phenotype. These data encourage performing array CGH for any
further studies evaluating the cognitive profile of patients with SCA.
Finally, determining additional genetics factor leading to cognitive
impairment for patients with SCA is crucial especially for antenatal
diagnosis. Indeed, genetic counselling for SCA during pregnancy is still a
matter of debate. If we consider the high frequency of CNV in general
population, these results raise the question whether or not to perform
array on a fetal sample, which are available after karyotyping. Absence
of additional CNV would not provide complete reassurance about
the outcome but the discovery of an additional pathogenic or likely
pathogenic CNV would probably worsen the prognosis. In these cases,
array CGH results could complete the antenatal decision-making process.
In conclusion, additional (pathogenic, likely pathogenic or VOUS)

CNV might be a significant, independent, genetic factor for intellectual
disability and developmental delay in patients with SCA. The poor
neurological prognosis of some of those patients could be due to
additional CNV rather than SCA itself. This additional genetic indepen-
dent factor might be another cytogenetic or molecular variant involving a
gene of interest or an environmental event that modifies the phenotype.
These results encourage us to look for another genetic event such as a
CNV for patients with SCA and cognitive, psychiatrics or neurological
symptoms. Performing array-CGH when a SCA is discovered during
pregnancy could lead to more accurate genetic counselling.
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