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Abstract

Background: In countries where comparative genomic hybridization arrays (aCGH) and next generation sequencing are
not widely available due to accessibility and economic constraints, conventional 400–500-band karyotyping is the first-line
choice for the etiological diagnosis of patients with congenital malformations and intellectual disability. Conventional
karyotype analysis can rule out chromosomal alterations greater than 10 Mb. However, some large structural abnormalities,
such as derivative chromosomes, may go undetected when the analysis is performed at less than a 550-band resolution
and the size and banding pattern of the interchanged segments are similar. Derivatives frequently originate from
inter-chromosomal exchanges and sometimes are inherited from a parent who carries a reciprocal translocation.

Case presentation: We present two cases with derivative chromosomes involving a 9.1 Mb 5p deletion/14.8 Mb 10p
duplication in the first patient and a 19.9 Mb 5p deletion/ 18.5 Mb 9p duplication in the second patient. These long
chromosomal imbalances were ascertained by aCGH but not by conventional cytogenetics. Both patients presented with
a deletion of the Cri du chat syndrome region and a duplication of another genomic region. Each patient had a unique
clinical picture, and although they presented some features of Cri du chat syndrome, the phenotype did not conclusively
point towards this diagnosis, although a chromosomopathy was suspected.

Conclusions: These cases highlight the fundamental role of the clinical suspicion in guiding the approach for the
etiological diagnosis of patients. Molecular cytogenetics techniques, such as aCGH, should be considered when
the clinician suspects the presence of a chromosomal imbalance in spite of a normal karyotype.
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Background
In Mexico and other developing countries, the genetic
approach for patients with intellectual disability (ID)
and congenital malformations (CM) uses conventional
G-banded karyotyping as the first-choice diagnostic test. It
is usually performed at a 500-band level that allows the
detection of 5–10 Mb abnormalities and results in an

etiological diagnosis in approximately 3–10% of patients
with a suspected chromosomopathy [1–3]. However, some
structurally abnormal chromosomes with rearrangements
larger than 5 Mb may go unnoticed by conventional cyto-
genetics. This may occur with derivative chromosomes,
which are unbalanced intra- or inter-chromosomal
rearrangements, in which the exchanged segments share a
similar size and banding pattern, making them difficult to
identify by conventional karyotyping [3, 4].
When a patient presents with a derivative chromo-

some, phenotypic evaluation and chromosome analysis
of the parents are mandatory to rule out the presence of
a balanced translocation in one of them [1]. In fact, 70%
of derivatives are inherited and this information has a
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significant impact on genetic counseling [5, 6]. Com-
parative Genomic Hybridization arrays (aCGH) may
uncover this type of abnormalities, because the finding
of a combined deletion/duplication in the same patient
points towards the presence of a derivative chromo-
some. Here, we describe the cytogenetic and clinical find-
ings of two patients in whom a clinical phenotype
consisting of ID and CM prompted the completion of
aCGH despite having a normal 450-band karyotype. The
two patients presented here, were ascertained through
aCGH during the study of a cohort of 152 patients that
presented with ID or CM and a normal conventional
karyotype (manuscript in preparation).
Genomic DNA from the two patients and their parents

was amplified and labeled using the CGH-labeling kit for
oligo arrays (Enzo Life Sciences, New York, USA) and then
analyzed with a 60 K oligonucleotide arrays according to
the manufacturer’s protocol (Agilent, Santa Clara, USA).
The slides were scanned using a microarray scanner
with Surescan High Resolution Technology (Agilent,
Santa Clara, USA). Image quantification, array quality
control and aberration detection were performed using
the Agilent Feature Extraction and DNA Analytics software
(Agilent, Santa Clara, USA) according to the manufac-
turer’s instructions. Changes identified in the samples
were visualized using the UCSC Genome Browser on-
line tool (http://genome.ucsc.edu) and were compared
to the Database of Genomic Variants (http://projects.
tcag.ca/variation) to exclude copy number changes
considered to be benign variants. The DECIPHER
(Database of Chromosomal Imbalance and Phenotype
in Humans using Ensembl Resources) (https://decipher.
sanger.ac.uk/) and ECARUCA (European Cytogeneticists
Association Register of Unbalanced Chromosome Aberra-
tions) (http://umcecaruca01.extern.umcn.nl:8080/ecar-
uca/ecaruca.jsp) databases were used to assist with the
genotype-phenotype correlation.
The rearrangements were validated using Fluorescence

in situ hybridization (FISH) probes (Sure-FISH, Agilent,
Santa Clara, USA). Molecular cytogenetic techniques, and
GTG-banded karyotypes were performed on patients and
their first-degree relatives to establish the origin (inherited
or sporadic) of the chromosomal rearrangement and
provide appropriate genetic counseling.

Case presentation
Both patients were males, born to non-consanguineous
parents. There was no family history of congenital diseases,
intellectual disability, autism, seizures, neurological disor-
ders, metabolic diseases, infertility or recurrent pregnancy
loss. Physical examination revealed that both patients
had weight, height and head circumference below the
5th percentile. An informed consent letter for each patient
was obtained from the parents.

Patient 1
Eight years old boy, born from the fourth pregnancy of a
33 years old mother and a 40 years old father; he has 3
healthy sisters. During pregnancy, decreased fetal move-
ments were noted, and two ultrasound studies (USG) were
reported as normal. He was delivered by cesarean section
due to breech presentation at 37 weeks of gestation. He
weighed 2800 g (between the 10th and 50th percentile),
his height was 48 cm (50th percentile), and he received
an Apgar score of 7/8. He required hospitalization for
hypoglycemia and seizures. Delayed psychomotor develop-
ment was noted at 9 months of age. Physical examination
at the age of 3 years showed that the patient had posterior
flattening of the skull, carp-shaped mouth (downturned
corners of mouth), low-set ears, short neck, appendicular
hypotonia, hands with prominent finger pads and multiple
palmar creases, and a non-palpable right testicle. The com-
puted tomography (CT) and magnetic resonance imaging
(MRI) of the brain were normal. He also had brainstem
auditory evoked potentials (BAEP), with bilateral severe
hearing loss. USG of gonads reported both testes at the
proximal third of the inguinal canal. Conventional
karyotype at 450-band resolution was reported as normal,
however, aCGH demonstrated the presence of a 9.1 Mb
deletion of chromosome 5 and a 14.8 Mb duplication of
chromosome 10 [Fig. 1a-e]. FISH analysis showed a nor-
mal pattern of the probes in the father’s sample, while a
balanced translocation was observed in the mother and in
two of his sisters. Following the 2016 International System
for Human Cytogenomic Nomenclature (ISCN 2016)
[7], the patient’s karyotype was 46,XY,der(5)t(5;10)(p15.
2;p13)mat. ish der(5)t(5;10)(p15.2;p13)(wcp5+,wcp10+).arr
[GRCh37/hg19]5p15.33p15.2(151737_9215425)× 1, 10p15.
3p13(148,206_14,869,993)× 3 mat.

Patient 2
Seven years old boy, he is the first child of 30 years old
parents. Two USGs were performed during the second
trimester of pregnancy and intrauterine growth retard-
ation was detected. Delivered at term by vaginal childbirth
with a weight of 2175 g (below the 3th percentile). Birth
height and Apgar score are unknown. He did not spontan-
eously breathe and required supplemental oxygen and
hospitalization for 20 days. At the age of 8 months he was
diagnosed with developmental delay. Physical examination
revealed disproportion at the craniofacial-body level,
round face, telecanthus, epicanthus, ears with posterior
rotation, prominent helix and antihelix, short and wide
philtrum, downturned corners of the mouth, micro-
gnathia, heart murmur, abdomen with gastrostomy
catheter, axial hypertonia, upper limbs with hypoplastic
nails and bilateral clinodactyly of the 5th fingers, bilateral
transversal palmar crease, and male genitalia but neither
testis was palpable. Renal ultrasound reported left renal
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ectopia and crossed fused renal ectopia; BAEP indicated
severe right hearing loss and moderate left hearing loss.
Conventional GTG karyotype was reported to be normal
but aCGH showed a 19.9 Mb deletion of chromosome 5
and an 18.5 Mb duplication of chromosome 9 [Fig. 2a-e].
The patient’s karyotype was defined following ISCN 2016
[7] as: 46,XY,der(5)t(5;9)(p14.3;p22.1). ish der(5)t(5;9)(p14.
3;p22.1)(PDCD6-,AHRR-,C5orf55-,EXOC3-,PP7080-,
SLC9A3-,C9orf66+,DOCK8+,KANK1+).arr[GRCh37/
hg19]5p15.33p14.3(151737_20049770)× 1, 9p22.3p22.
1(271,257_18,681,089)× 3 dn.
In Fig. 2d, it is evident that the derivative chromosome

5 shows a very similar G-band pattern than the normal
chromosome 5, which explains why it was not detected
in the conventional karyotype despite the large segment
involved in the rearrangement. FISH with the specific
probes did not show a balanced chromosomal rearrange-
ment in either parent.

Discussion
The prevalence of derivative chromosomes is unknown,
although the estimated frequency of balanced reciprocal
translocations ranges from 1 in 500 to 1 in 1000 in live
births [4, 6]. The carriers of a balanced rearrangement
may have decreased fertility, miscarriages and children
with ID and CM. All of these are consequences of preg-
nancies with genomic imbalances due to the fertilization
with a gamete that received the derivative chromosome
during meiotic segregation [8–10].

Genotype-phenotype correlation
We describe two patients with derivative chromosomes
that despite having large chromosomal imbalances were
not identified by conventional karyotyping. Furthermore,
even though these rearrangements resulted in a 5p dele-
tion, the patients did not present a phenotype in which
the Cri-du-chat syndrome was readily recognized. The

Fig. 1 a. Long face, left eye strabismus, bilateral hallux valgus and hammertoes. b. Array CGH and FISH: 46,XY,der(5)t(5;10)(p15.2;p13)mat. ish
der(5)t(5;10)(p15.2;p13)(wcp5+,wcp10+).arr[GRCh37/hg19] 5p15.33p15.2(151737_9215425)× 1, 10p15.3p13(148,206_14,869,993)× 3 mat. c. Ideogram with
the two chromosomes involved (normal and translocated). d. GTG-banding of derivative chromosomes 5 and normal chromosome 10. Note the similar
pattern of banding between the derivative chromosome 5 and the corresponding normal chromosome. e. FISH with WCP5 in red and WCP10 in green
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first patient’s karyotype is 46,XY,der(5)t(5;10)(p15.2;p13)
mat carrying a chromosome 5 derivative that arose from a
t(5;10)(p15.2;p13). The derivative chromosome results in a
partial monosomy of 5p15.2→ pter, producing haploin-
sufficiency of the SDHA (5p15.33) and SEMA5A (5p15.31)
genes that have been related to psychomotor retardation,
microcephaly, pachygyria and microgyria. All these symp-
toms were present in our patient [11]. The der(5)t(5;10)
(p15.2;p13) also results in partial chromosome 10 trisomy
10p13→ pter. This region contains the AKR1C3 gene
(10p15.1) that is involved in male gonadal development
[12] although its overexpression is yet to be related to an
altered function. Thus, it is possible that the cryptorchid-
ism found in this patient is a phenotype due to the 5p de-
letion [13]. In addition, the GATA3 gene (10p14) is
involved in ear development, and abnormalities at this
level have been linked to ear defects [14]. Our patient
shares ID, growth delay, microcephaly, low-set ears,

downturned corners of mouth, cryptorchidism and
abnormal palmar creases with previously reported 5p
deletion patients [13]. Patients with the 10p duplica-
tion present with ID, microcephaly, low-set ears, hear-
ing impairment, cryptorchidism and abnormal palmar
creases [15, 16].
The second patient also has a chromosome 5 deriva-

tive with a karyotype 46,XY,der(5)t(5;9)(p14.3;p22.1)dn
leading to a partial monosomy of 5p14.3→ pter. This
karyotype explains why this patient shared clinical
manifestations with Cri du chat syndrome such as
microcephaly, round face, epicanthus, telecanthus,
downturned corners of mouth and dysplastic pinnae
[17]. This derivative also results in partial trisomy of
9p22.1→ pter and the patient presents with clinical mani-
festations that have been previously reported in patients
with a 9p duplication. These include ID, growth delay,
microcephaly, hypertelorism, epicanthic folds, low-set ears,

Fig. 2 a. Long palpebral fissures, prominent antihelix, nail hypoplasia of toes and clinodactyly of the fifth finger. b. Array CGH with FISH:
46,XY,der(5)t(5;9)(p14.3;p22.1). ish der(5)t(5;9)(p14.3;p22.1)(PDCD6-,AHRR-,C5orf55-,EXOC3-,PP7080-,SLC9A3-,C9orf66+,DOCK8+,KANK1+).arr[GRCh37/
hg19] 5p15.33p14.3(151737_20049770)× 1, 9p22.3p22.1(271,257_18,681,089)× 3 dn; c. Ideogram with the two chromosomes involved (normal and
translocated); d. GTG-banding of chromosome 5 and 9 pairs; one of these chromosomes is the derivative 5 and the normal chromosome 9 from
the patient, indicating the involved bands. e. FISH with probe located in 5p15.33 in red and probe located in 9p24.3 in green, showing the single
dose of 5p and three doses of 9p
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transverse fold, short stature, hearing loss, and nail hypo-
plastic [18, 19].
Cri du chat syndrome due to a translocation is rare

(10–15%) [13] and the typical phenotype of this syn-
drome also depends on the extent and composition of
the trisomic region involved. Both our patients have
some clinical manifestations of Cri du chat syndrome,
which was not initially suspected, because the phenotype
was modified by the combination of the trisomic seg-
ments and the deletion. Therefore, we reviewed the lit-
erature and compared our patients’ phenotype with
clinical manifestations of classical Cri du chat syndrome,
and with those of dup(10)(p13p15.3) and dup(9)(p22.
1p22.3) (Table 1). We found that, when the case is not
detected neonatally, the classical phenotype is masked
by the clinical manifestations of the trisomic regions,
and the deletion of Cri du chat region is detected only
when aCGH is done [20–23]. It is worth mentioning
that we could not find other cases reported in the
literature in which partial trisomies 10p13→ p15.3 or
9p22.1→ p22.3 coexisted with deletion 5p14.3→ pter or
5p15.2→ pter.

Genetic counseling
We were able to offer precise genetic counseling to these
two families regarding the origin of these derivative
chromosomes. It has been reported that 62% of rear-
rangements are paternal in origin, and only 38% are
maternal [24]. However, when we analyzed the parents and
siblings of patient 1 with specific FISH probes, we found
that his mother and two of his sisters were carriers of a
balanced translocation. This poses them at an increased
risk of having offspring with ID and CM, as well as recur-
rent abortions, due to the generation of a gamete with an
unbalanced rearrangement. In this family with identified
carriers, knowing the breakpoints of the chromosomes
involved in the rearrangement allowed us to build a
pachytene cross (Fig. 3) and determine the percentages
of possible normal, balanced, and unbalanced gametes.
In addition to complement the medical history, it was
possible to anticipate the viability of the unbalanced
products and the products of the 2:2 segregation [8]. In
this family, the theoretical risk of having a healthy child
is 2 out of 6 (33%), with the healthy child receiving either
the normal chromosomes or the balanced translocation

Table 1 Comparison of the phenotype of patients 1 and 2 vs Cri du chat syndrome and clinical manifestations in patients with
trisomy 10p or 9p
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(Fig. 3), and the empiric risk is 2 out of 4 (50%), consider-
ing only the viable products.
Genetic counseling for the second family is different

because neither parent are carriers. Thus, the theoretical
risk of recurrence is zero. However, we cannot rule out
the presence of germline mosaicism in one of the par-
ents or a non-paternity situation.

The use of molecular cytogenetics methodology should
be mandatory in patients with intellectual disability and
multiple congenital malformations
Currently, it is well accepted that conventional karyotyp-
ing is an excellent and non-expensive methodology for
detecting aneuploidies, low-level mosaicism and large
-more than 10 Mb- rearrangements; however, detection
of chromosomal structural abnormalities largely depends
on the skills and experience of the cytogeneticist and
yet, some alterations may go unnoticed [25]. To improve
the detection of chromosomal abnormalities, molecular
methodologies such as FISH or Multiplex Ligation-
dependent Probe Amplification (MLPA) and chromosomal
microarrays have been used [1]. Several groups have
highlighted the economical and medical convenience of
using microarrays as a first-line diagnostic test for detecting
constitutional genomic imbalances [26–33]. The high cost
of microarrays keeps these methodologies from being the
first-line diagnostic tests in some developing countries,
forcing a careful selection of patients in whom such studies
are performed. Often, the few available microarrays are
used in patients in whom a submicroscopic alteration is
suspected, overlooking other patients who could also bene-
fit from these types of analyses. Our cases support the

benefit of offering microarray analysis to patients with a
more severe phenotype such as ID and developmental
delay, dysmorphic features or multiple CM, and when the
clinical picture does not point toward a specific target
region of the genome. A high rate of detection of unbal-
anced rearrangements using microarray methodology has
been observed in patients with these referral indications
[32]. It should be noted that microarrays can only detect
unbalanced genomic regions, while the chromosomal loca-
tions of the duplicated or deleted regions material cannot
be defined. In order to do so, the analysis must be comple-
mented with the use of FISH to localize the segments in
the karyotype.

Conclusions
The phenotype of the patients with a derivative chromo-
some are unique, since it combines the clinical features
of both the partial deletion and the partial duplication.
Noticeably, only when the clinical geneticist makes a

detailed phenotype-genotype correlation, it becomes
evident that the patient has clinical manifestations of the
specific syndrome, such as Cri du chat syndrome in this
study. The typical gestalt is modified by non-classical
manifestations resulting from the new genome created by
the chromosomal rearrangement, and the clinical diagnosis
is not apparent.
Patients presented here are clear examples in which

large chromosomal rearrangements go unnoticed by
experienced cytogeneticists when using conventional
cytogenetics. These cases highlight the importance of
performing complementary analyses in patients with

Fig. 3 Pachytene cross between chromosomes 5 and 10. Possible gametes according to the type of segregation, as well as the expected
manifestations and viability of the products
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developmental delay or ID associated with CM using
molecular cytogenetics techniques. The clinician’s suspi-
cion of a chromosomal etiology for the patient’s condition,
despite a normal conventional karyotype, is fundamental
to support the need and demand the funding to perform
further molecular cytogenetic testing that could positively
impact the patient’s diagnosis, and to provide information
regarding the biology of the disease.

Acknowledgements
The aCGH was carried out at Genetadi Laboratory (Bilbao, Spain). Many
thanks to Dr. Ariadna Gonzalez del Angel and Dr. Esther Lieberman for the
referral of patients.

Funding
This study was partially supported by CONACYT FOSSIS-S0008–2008-C01–87792
and Fondos Federales 2013, project 2009/06, Instituto Nacional de Pediatría
(México). The funding body did not participate in the design of the study,
collection, analysis, or interpretation of data, or in writing the manuscript.
EY received a fellowship, CONACYT-176523 (Doctorado en Ciencias Médicas,
Odontológicas y de la Salud, UNAM).

Availability of data and materials
The authors declare that all relevant data are included in the article.

Authors’ contributions
EY and SF contributed to the design and development of the protocol,
analyzed the results, wrote the manuscript, and designed the figures. VC
contributed to the design of the protocol, clinical description and analyzed
results. BM, SS and SR performed the G-banded karyotype and FISH technique.
LT contributed with the analysis of the aCGH results. MJN wrote the first draft of
the manuscript and interpreted results. SA and JLC performed the aCGH. BGT
and BA contributed in the clinical description and revised the manuscript for
the English language. All authors read and approved the final version and are
responsible for all aspects of the manuscript.

Ethics approval and consent to participate
This study has been performed in accordance with the Declaration of
Helsinki and was approved by the ethics and research committees of the
National Institute of Pediatrics (Mexico) (Project No. 06/2009). Written
informed consent was obtained from the patients’ parents for participating
in this study.

Consent for publication
Written informed consent was obtained from the patients’ parents for
publication of photos and any accompanying images.

Competing interests
The authors declare that they have no competing interests.

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

Author details
1Departamento de Genética Humana, Instituto Nacional de Pediatría, Ciudad
de México, México. 2Laboratorio de Citogenética, Departamento de Genética
Humana, Instituto Nacional de Pediatría, Ciudad de México, México.
3Laboratorio GENETADI, Bilbao, Spain. 4Laboratorio Diagen, Hospital ABC
Santa Fe, Cuidad de México, México. 5Departamento de Medicina Genómica
y Toxicología Ambiental, Instituto de Investigaciones Biomédicas, Universidad
Nacional Autónoma de México, Avenida IMAN no. 1, Torre de Investigación,
Colonia Insurgentes Cuicuilco, Coyoacán, Ciudad de México, Mexico.

Received: 15 January 2018 Accepted: 27 March 2018

References
1. Jehee FS, Takamori JT, Medeiros PF, Pordeus AC, Latini FR, Bertola DR, et al.

Using a combination of MLPA kits to detect chromosomal imbalances in
patients with multiple congenital anomalies and mental retardation is a
valuable choice for developing countries. Eur J Med Genet. 2011;54(4):e425–32.

2. Yokoyama-Rebollar E, Frias S, Del Castillo-Ruiz V. Cytogenetic and
cytogenomic approach of patients with intellectual disability and congenital
malformations. Acta Pediatra Mex. 2017;38(6):433–41.

3. Puri RD, Tuteja M, Verma IC. Genetic approach to diagnosis of intellectual
disability. Indian J Pediatr. 2016;83(10):1141–9.

4. Kaiser-Rogers K, Rao K. Structural chromosome rearrangements. In: Gersen
SL, Keagle MB, editors. The principles of clinical cytogenetics. New Jersey:
Humana Press Inc; 2005. p. 165–206.

5. Sharkey FH, Maher E, FitzPatrick DR. Chromosome analysis: what and when
to request. Arch Dis Child. 2005;90(12):1264–9.

6. Wellesley D, Dolk H, Boyd PA, Greenlees R, Haeusler M, Nelen V, et al. Rare
chromosome abnormalities, prevalence and prenatal diagnosis rates from
population-based congenital anomaly registers in Europe. Eur J Hum Genet.
2012;20(5):521–6.

7. McGowan-Jordan J, Simons A, Schimd M. ISCN: an international system for
human Cytogenomic nomenclature. Basel: Karger; 2016.

8. Hu L, Cheng DH, Gong F, Lu CF, Tana YQ, Luo KL, et al. Reciprocal
translocation carrier diagnosis in preimplantation human embryos.
EBioMedicine. 2016;14:139–47.

9. Keify F, Zhiyan N, Mirzaei F, Tootian S, Ghazaey S, Abbaszadegan MR. Two novel
familial balanced trans locations t(8;11)(p23;q21) and t(6;16)(q26;p12) implicated
in recurrent spontaneous abortion. Arch Iran Med. 2012;15(4):249–52.

10. Gardner RJM, Sutherland GR, Shaffer LG. Autosomal reciprocal
translocations. In: Chromosome abnormalities and genetic counseling. 4th
ed. New York: Oxford University Press; 2004.

11. Chen CP, Huang MC, Chen YY, Chern SR, Wu PS, Su JW, et al. Cri-du-chat
(5p-) syndrome presenting with cerebellar hypoplasia and hypospadias:
prenatal diagnosis and aCGH characterization using uncultured amniocytes.
Gene. 2013;524(2):407–11.

12. Ashley RA, Yu ZX, Fung KM, Frimberger D, Kropp BP, Penning TM, et al.
Developmental evaluation of aldo-keto reductase 1C3 expression in the
cryptorchid testis. Urology. 2010;76(1):67–72.

13. Nguyen JM, Qualmann KJ, Okashah R, Reilly A, Alexeyev MF, Campbell DJ.
5p deletions: current knowledge and future directions. Am J Med Genet C
Semin Med Genet. 2015;169(3):224–38.

14. Melis D, Genesio R, Boemio P, Del Giudice E, Cappuccio G, Mormile A, et al.
Clinical description of a patient carrying the smallest reported deletion
involving 10p14 region. Am J Med Genet A. 2012;158A(4):832–5.

15. DECIPHER. Sanger Institute, England. https://decipher.sanger.ac.uk/browser#q/
10:148206-14869993/location/10:23206-14994993. Accessed 28 Feb 2018.

16. Slinde S, Hansteen IL. Two chromosomal syndromes in the same family:
monosomy and trisomy for part of the short arm of chromosome 10. Eur J
Pediatr. 1982;139:153–7.

17. Fang JS, Lee KF, Huang CT, Syu CL, Yang KJ, Wang LH, et al. Cytogenetic
and molecular characterization of a three-generation family with
chromosome 5p terminal deletion. Clin Genet. 2008;73(6):585–90.

18. Di Bartolo DL, El Naggar M, Owen R, Sahoo T, Gilbert F, Pulijaal VR, et al.
Characterization of a complex rearrangement involving duplication and
deletion of 9p in an infant with craniofacial dysmorphism and cardiac
anomalies. Mol Cytogenet. 2012;5(1):31.

19. DECIPHER. Sanger Institute, England. https://decipher.sanger.ac.uk/
browser#q/9:271257-18681089/location/9:146257-18806089

20. Fukushi D, Kurosawa K, Suzuki Y, Suzuki K, Yamada K, Watanabe S, et al. Clinical
and molecular genetic characterization of two siblings with trisomy 2p24.3-pter
and monosomy 5p14.3-pter. Am J Med Genet A. 2017;173(8):2201–9.

21. Elmakky A, Carli D, Lugli L, Torelli P, Guidi B, Falcinelli C, et al. A three-
generation family with terminal microdeletion involving 5p15.33-32 due to
a whole-arm 5;15 chromosomal translocation with a steady phenotype of
atypical cri du chat syndrome. Eur J Med Genet. 2014;57(4):145–50.

22. Masri A, Gimelli S, Hamamy H, Sloan-Béna F. Microarray delineation of
familial chromosomal imbalance with deletion 5q35 and duplication 10q25
in a child showing multiple anomalies and dysmorphism. Am J Med Genet A.
2014;164A(5):1254–61.

Yokoyama et al. Molecular Cytogenetics  (2018) 11:30 Page 7 of 8

https://decipher.sanger.ac.uk/browser#q/10:148206-14869993/location/10:23206-14994993
https://decipher.sanger.ac.uk/browser#q/10:148206-14869993/location/10:23206-14994993
https://decipher.sanger.ac.uk/browser#q/9:271257-18681089/location/9:146257-18806089
https://decipher.sanger.ac.uk/browser#q/9:271257-18681089/location/9:146257-18806089


23. Sharma P, Gupta N, Chowdhury MR, Sapra S, Shukla R, Lall M, et al.
Inherited 5p deletion syndrome due to paternal balanced translocation:
phenotypic heterogeneity due to duplication of 8q and 12p. J Pediatr
Genet. 2013;2(3):163–9.

24. Thomas NS, Morris JK, Baptista J, Ng BL, Crolla JA, Jacobs PA. De novo
apparently balanced translocations in man are predominantly paternal in
origin and associated with a significant increase in paternal age. J Med
Genet. 2010;47(2):112–5.

25. Shaffer LG, Rosenfeld JA. Microarray-based prenatal diagnosis for the
identification of fetal chromosome abnormalities. Expert Rev Mol Diagn.
2013;13(6):601–11.

26. Regier DA, Friedman JM, Marra CA. Value for money? Array genomic
hybridization for diagnostic testing for genetic causes of intellectual
disability. Am J Hum Genet. 2010;86(5):765–72.

27. Ahn JW, Bint S, Bergbaum A, Mann K, Hall RP, Ogilvie CM. Array CGH as a
first line diagnostic test in place of karyotyping for postnatal referrals -
results from four years’ clinical application for over 8,700 patients. Mol
Cytogenet. 2013;6(1):16.

28. Iourov IY, Vorsanova SG, Kurinnaia OS, Zelenova MA, Silvanovich AP, Yurov
YB. Molecular karyotyping by array CGH in a Russian cohort of children with
intellectual disability, autism, epilepsy and congenital anomalies. Mol
Cytogenet. 2012;5(1):46.

29. Park SJ, Jung EH, Ryu RS, Kang HW, Ko JM, Kim HJ, et al. Clinical
implementation of whole-genome array CGH as a first-tier test in 5080 pre
and postnatal cases. Mol Cytogenet. 2011;4:12.

30. Miller DT, Adam MP, Aradhya S, Biesecker LG, Brothman AR, Carter NP, et al.
Consensus statement: chromosomal microarray is a first-tier clinical
diagnostic test for individuals with developmental disabilities or congenital
anomalies. Am J Hum Genet. 2010;86(5):749–64.

31. Vianna GS, Medeiros PF, Alves AF, Silva TO, Jehee FS. Array-CGH analysis in
patients with intellectual disability and/or congenital malformations in
Brazil. Genet Mol Res. 2016;15(1). doi: https://doi.org/10.4238/gmr.15017769.

32. Pratte-Santos R, Ribeiro KH, Santos TA, Cintra TS. Analysis of chromosomal
abnormalities by CGH-array in patients with dysmorphic and intellectual
disability with normal karyotype. Einstein (Sao Paulo). 2016;14(1):30–4.

33. Shao L, Shaw CA, Lu XY, Sahoo T, Bacino CA, Lalani SR, et al. Identification
of chromosome abnormalities in subtelomeric regions by microarray
analysis: a study of 5,380 cases. Am J Med Genet A. 2008;146A(17):2242–51.

•  We accept pre-submission inquiries 

•  Our selector tool helps you to find the most relevant journal

•  We provide round the clock customer support 

•  Convenient online submission

•  Thorough peer review

•  Inclusion in PubMed and all major indexing services 

•  Maximum visibility for your research

Submit your manuscript at
www.biomedcentral.com/submit

Submit your next manuscript to BioMed Central 
and we will help you at every step:

Yokoyama et al. Molecular Cytogenetics  (2018) 11:30 Page 8 of 8

https://doi.org/10.4238/gmr.15017769

	Abstract
	Background
	Case presentation
	Conclusions

	Background
	Case presentation
	Patient 1
	Patient 2

	Discussion
	Genotype-phenotype correlation
	Genetic counseling
	The use of molecular cytogenetics methodology should be mandatory in patients with intellectual disability and multiple congenital malformations

	Conclusions
	Funding
	Availability of data and materials
	Authors’ contributions
	Ethics approval and consent to participate
	Consent for publication
	Competing interests
	Publisher’s Note
	Author details
	References

