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Abstract
Background: Individuals with various sized terminal duplications of chromo-
some 5p or terminal deletions of chromosome 18q have been described. These 
aberrations may cause congenital malformations and intellectual disability of 
varying severity.
Methods: Via an international collaborative effort, we obtained a cytogenetic 
diagnosis for a 5- year- old boy of Afro- Caribbean ancestry who has global develop-
mental delay, dysmorphology, hypotonia, feeding difficulties, bilateral club feet, 
and intellectual disability.
Results: Conventional G- banded karyotyping showed additional chro-
matin of unknown origin on the long arm of chromosome 18. SNP mi-
croarray confirmed the loss of ~6.4  Mb from chromosome 18q: arr[hg19] 
18q22.3- q23(71,518,518- 77,943,115)x1. The source of the additional chromatin 
was determined from the microarray to be ~32 Mb from the short arm of chromo-
some 5 (arr[hg19] 5p13.3- p15.33(51,045- 32,062,984)x3). The unbalanced translo-
cation was verified by fluorescent in situ hybridization (FISH). Both parents are 
healthy and have normal karyotypes suggesting that this abnormality arose de 
novo in the proband, although gonadal mosaicism in a parent cannot be excluded.
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1  |  INTRODUCTION

Unbalanced chromosome rearrangements that are cytoge-
netically visible account for ~3% of all recognized chro-
mosome abnormalities (Shaffer & Lupski,  2000). These 
structural chromosome abnormalities include both in-
terchromosomal rearrangements, such as balanced and 
unbalanced translocations, and intrachromosomal rear-
rangements, such as deletions, tandem duplications, in-
versions, and isochromosomes. Detection of a derivative 
chromosome in which a segment from one chromosome 
has been attached to the end of another chromosome in 
a patient with congenital anomalies often leads to the de-
tection of a parental balanced translocation that has been 
transmitted in the unbalanced form to the child. However, 
up to 40% of unbalanced translocations have been de-
termined to be de novo on the basis of normal parental 
chromosome analyses of blood samples. Of course, the 
possibility of gonadal mosaicism cannot be excluded. De 
novo unbalanced translocations may be generated by vari-
ous mechanisms including nonallelic homologous recom-
bination (NAHR), nonhomologous end- joining (NHEJ), 
and microhomology- mediated break- induced replication 
(MMBIR) (Weckselblatt et al., 2015).

Balanced chromosomal translocations are the ex-
change of segments between chromosomes, result-
ing in neither loss nor gain in genetic material (Berend 
et al.,  2002; Pettenati et al.,  2002). This type of chromo-
somal abnormality is found in approximately one in 500 
individuals, with a higher occurrence in patients with a 
history of recurrent pregnancy losses (Morin et al., 2017). 
Carriers usually appear phenotypically normal but may 
have a higher risk of adverse reproductive outcomes in-
cluding fetal death or pregnancy loss, infertility, or mul-
tiple miscarriages due to transmission and fertilization 
of a gamete harboring an unbalanced chromosomal rear-
rangement (Verdoni et al., 2021).

Molecular and/or cytogenetic diagnosis is import-
ant to help inform parents of the recurrence risk of fu-
ture clinically affected children. Individuals who are 
known asymptomatic carriers of balanced translocations 
have a relatively high risk of having another child with 

unbalanced translocations. This risk applies both to par-
ents who already have an affected child and to other po-
tential carriers in the family (Batista et al., 1994). Parents 
who have a child with an apparently de novo unbalanced 
translocation are also at higher baseline risk of having 
another affected child compared to the general popu-
lation (Campbell et al.,  2014; Hasanzadeh- NazarAbadi 
et al., 2014).

Here, we describe a 5- year- old boy who had multiple 
congenital abnormalities and a suspected genetic syn-
drome. He is from an underserved small West Indian 
island community that typically does not have access to 
specialty medical services (Charles et al., 2017; Sobering 
et al., 2017; Wardeh et al., 2018; Yearwood et al., 2018), or 
genetic testing (Roach et al., 2015). After clinical evalua-
tion and laboratory investigation, he was found to have an 
apparently de novo unbalanced translocation with dupli-
cation of the terminal region of chromosome 5p and dele-
tion of the terminal region of chromosome 18q.

2  |  CASE REPORT

A 5- year- old boy of Afro- Caribbean ancestry who was sus-
pected to have a genetic syndrome presented to a pro bono 
pediatric genetics outreach clinic (Sobering et al.,  2020). 
He was born at full- term to a 32- year- old father and a 
22- year- old G3P2  >  3 mother by spontaneous vaginal 
delivery with no complications during the pregnancy or 
labor. At birth he weighed 2.75 kg, his length was 46 cm, 
and he had a head circumference of 32 cm. At this time, 
there was a concern for Down syndrome due to low muscle 
tone, feeding difficulties, and facial features, but this was 
soon deemed less likely based on the evolution of his clini-
cal presentation. He stayed in the hospital for 5 days, and 
during that time he had a heart murmur which resolved 
spontaneously. Echocardiogram was reportedly normal. 
He had bilateral club feet, right more affected than left, 
which have undergone casting with some correction. To 
our knowledge, he has not had trouble with other systems.

His development has been delayed: he rolled at 
6 months, sat at 1 year, and stood and walked at 4 years. 

Conclusion: The combination of clinical features in this individual is most likely 
due to the partial deletion of 18q and partial duplication of 5p, which to our 
knowledge has not been previously described.

K E Y W O R D S
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At 6 years of age, he had six nonspecific words and could 
follow simple two- step directions. He has never had a pe-
riod of regression. He currently has physical therapy once 
or twice per month, which the parents feel is helping.

He has no paternal siblings, and he has three mater-
nal half- brothers (all different fathers), who are healthy 
at 9 years, 7 years, and 7 months (Figure 1). Both of his 
parents are healthy. His maternal family history is signif-
icant for eight maternal aunts and two maternal uncles. 
One maternal aunt (now deceased) was said to have an 
intellectual disability (ID), but she was never clinically 
evaluated. Two other maternal aunts reportedly had un-
explained primary infertility, which was thought to be dif-
ficulty conceiving and not multiple miscarriages. Records 
documenting the infertility were not available, and they 
were not evaluated. The maternal grandparents are alive 
and well. Consanguinity was denied.

On examination, the affected individual appeared 
short for his age, but exact height and weight measure-
ments were not obtained. He interacted nonverbally 
with his parents but did not speak. He walked with an 
unstable gait for short distances. He had a high frontal 
hairline with a prominent widow's peak, mild frontal 
bossing, a very flat and broad nasal bridge with wide up- 
slanting palpebral fissures, and apparent hypertelorism. 
He had anteverted nares with mildly hypoplastic alae 
nasi, midfacial hypoplasia, a normal chin, and a nor-
mal palate although he had substantial dental caries. 
His posterior hairline and neck were normal, as were 
his nipples and chest. He had mild camptodactyly of the 
fingers, but no contractures.

His feet were both internally rotated, the right was 
much worse than the left. The right foot could be stretched 
to the neutral position, but not the left. Bearing of weight 
on the left foot appeared to be supported by the lateral sur-
face of the foot and ankle. Of note, he did not have low- set 
or small ears. He did not have single palmar creases, and 

he did not have open helical fields bilaterally (Figure 2). 
Due to his multiple congenital abnormalities, the reported 
maternal family history of two aunts with primary infer-
tility, and one aunt with uncharacterized ID, we pursued a 
karyotype for this patient.

3  |  GENETIC INVESTIGATIONS

The results of a standard GTG- banded karyotype at 550 
band resolution were 46,XY,add(18)(q21.3), demonstrat-
ing that there was additional, but unidentifiable, material 
on chromosome 18q. A highlight of the translocation and 
the sex chromosomes is shown in Figure 3a. Subsequent 
chromosome microarray analysis (CMA) with an Illumina 
Infinium Global Screening Array showed an approximate 
6.4  Mb deletion from chromosome 18q and an approxi-
mate 32 Mb duplication of material from chromosome 5p 
in the proband (Figure 3b). The CMA probes allowed an 
estimation of the approximate breakpoints with the fol-
lowing chromosomal coordinates: deletion of chromo-
some 18q arr[hg19] 18q22.3- q23(71,518,518- 77,943,115)
x1 and a 32 Mb duplication of chromosome 5p, arr[hg19] 
5p13.3- p15.33(51,045- 32,062,984)x3.

Fluorescent in situ hybridization (FISH) was used 
to confirm that the unbalanced translocation resulted 
in the partial trisomy of chromosome 5p and that the 
duplicated material on chromosome 18q was derived 
from chromosome 5p (Figure  3c). The combined data 
from the karyotype and the CMA allowed identification 
of the karyotype [46,XY,der(18)t(5,18)(p13.3;q22.3)]. 
An ideogram (Figure  3d) was constructed with an on-
line chromosome annotation tool (http://www.cydas.
org/Onlin eAnal ysis/; accessed September 15, 2019) to 
show the translocation between chromosomes 5 and 18 
(Hiller et al.,  2005). The karyotypes and the CMAs for 
both parents were normal.

F I G U R E  1  Pedigree of the family. There is a maternal history of two individuals with infertility and one individual with 
uncharacterized ID

http://www.cydas.org/OnlineAnalysis/
http://www.cydas.org/OnlineAnalysis/
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4  |  DISCUSSION

Here, we present an individual who has an unbalanced 
translocation caused by duplication of the terminal region 
of chromosome 5p encompassing 32  Mb coupled with a 
6.4 Mb deletion of the terminal region of chromosome 18q. 
The partial monosomy in the individual we present in-
cludes the 18q22.3- q23 region. Deletions within this region 
contain a critical region for the “typical” distal 18q deletion 
syndrome and are associated with short stature, delayed my-
elination, white matter disorders, growth hormone insuffi-
ciency, and congenital aural atresia. Developmental delay is 
often severe in patients with deletions proximal to 18q21.31 
and mild when deletions were found to be distal to 18q21.33 
(Feenstra et al., 2007). For example, a deletion in the 18q23 
terminal band in a 4- year- old child showed only a few of the 
typical clinical features known in 18q deletion syndrome, 
which were transient hypotonia, developmental delay, de-
creased growth, mid- face hypoplasia, and increased whorls 
on the fingers (Kohonen- Corish et al., 1996).

Individuals with chromosome 5p terminal duplications 
have been described with diverse phenotypes. Effects of 
duplications are varied and include developmental delay 
with failure to thrive, behavioral problems, poor muscle 

tone, respiratory problems, short neck, arachnodactyly, 
hypoplasia of the abdominal muscles, and variable facial 
dysmorphology. Distinctive facial features might include 
dolichocephaly, macrocephaly, large anterior fontanelle, 
epicanthal folds, low- set ears, and proximally placed hal-
luces (Cervera et al., 2005). As expected, the size of the du-
plication and the genes involved determine the range and 
the severity of the presenting features (Khodr et al., 1982). 
It has been suggested that duplications involving 5p13.3 
or larger define a critical size for manifestation of a severe 
phenotype (Loscalzo et al., 2008).

The duplication in the individual we describe includes 
the 5p13.3 region, suggesting that some of his features are 
caused by this chromosomal aberration. He has upslant-
ing palpebral fissures, hypertelorism, a heart defect, club 
feet, and a broad nasal bridge, which are consistent with 
the 5p13 duplication. Unlike other descriptions of the 
5p duplication syndrome, our patient did not have low- 
set or small ears, whereas abnormal ears were described 
in individuals with both partial and complete chromo-
some 5p duplications (Avansino et al., 1999; Reichenbach 
et al.,  1999). Another individual with complete trisomy 
of chromosome 5p had triventricular hydrocephalus 
(Grosso et al., 2002); however, we were unable to obtain 

F I G U R E  2  Photos of the affected individual. The top panel shows him at 1 year of age, and the lower panel shows him at 4 years old
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neuroradiological imaging for the individual we present 
due to difficulty in accessing these services. The hypoto-
nia, midfacial hypoplasia, and foot deformity of the indi-
vidual presented in this report are also consistent with the 
18q22 terminal deletion. A comparison of the clinical fea-
tures of 18q22.3 terminal deletions, 5p13.3 terminal dupli-
cations, and the individual we present is shown in Table 1.

The parental karyotypes were normal for both the 
mother and the father suggesting a de novo transloca-
tion in the proband. These findings were surprising given 
the reported family history of a maternal relative (now 

deceased) with undefined ID, and two maternal relatives 
with infertility as we expected that the mother would be a 
carrier of a balanced translocation. However, a diagnosis 
in a child will not always explain other family histories.

Most island nations in the Caribbean region do not have 
access to physicians trained in genetics. The island where 
the affected individual described in this report resides is no 
exception. Our involvement with the management of this 
patient has had a positive impact on the family and the com-
munity in at least three ways. First, the family now has a 
medical explanation for the disorder in their child. Diagnosis 

F I G U R E  3  Cytogenetic analysis. 
(a) Karyotype shows the addition of 
unknown content on chromosome 18 
with karyotype 46,XY,add(18)(q21.3). 
(b) Chromosome microarray analysis 
(hg19) shows an approximate 6.4 Mb 
deletion from chromosome 18q and 
an approximate 32 Mb duplication on 
chromosome 5p. (c) FISH confirms 
that the duplicated material originates 
from chromosome 5. (d) An ideogram 
constructed from the breakpoints 
estimated by CMA and the appropriate 
karyotype description [46,XY,der(18)
t(5;18)(p13.3;q22.3)] shows the 
involvement of chromosome 5 (http://
www.cydas.org/)

http://www.cydas.org/
http://www.cydas.org/
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matters, and the parents were appreciative of the insight we 
gave them toward understanding the disorder. The parental 
karyotyping also allowed us to inform the parents of the like-
lihood that the disorder in their child occurred de novo, and 
that neither parent has the very high risk associated with a 
balanced chromosomal translocation. Second, the medical 
community benefited from our involvement as we were able 
to provide a teaching session for the physicians of the pedi-
atric ward based on this case presentation. We used this case 
to help the physicians within the Department of Pediatrics to 
develop an approach to a child with dysmorphology. Without 
a visiting pediatric geneticist, this training session would 
have not been available. Finally, we believe that the overall 
community also benefits from our program. We obtained an 
unambiguous molecular diagnosis for a child with congeni-
tal abnormalities and provided examples from the literature 
to explain how this type of disorder might be caused by (1) a 
parent who is a carrier of a balanced translocation, (2) a par-
ent who has gonadal mosaicism, or (3), a de novo event. We 
believe that providing rational explanations is an important 
step toward engendering general acceptance that these types 
of disorders exist in all populations and helps other mem-
bers of the community support families who are caring for 
individuals affected with genetic disorders.

5  |  METHODS

5.1 | Ethical compliance

Clinical evaluations were performed at a pro bono pedi-
atric genetics clinic at the request of a locally registered 

consulting pediatrician. Both parents of the affected indi-
vidual provided written informed consent for genetic test-
ing, release of clinical history, and publication of photos. 
Due to the small population size of most Caribbean is-
lands, our institutional review board (IRB) has requested 
that we do not reveal the precise nationality or geographic 
location of the family in this study.

5.2 | Chromosomal analysis

Blood in sodium heparin vacutainer tubes was sent in 
an insulated box at ambient temperature by express 
shipping to Baylor Genetics Laboratories (Houston, 
TX) for karyotype and FISH analysis using stand-
ard protocols. DNA was isolated from whole blood by 
Qiagen Puregene (Venlo, Netherlands) and shipped to 
The Children's Hospital of Philadelphia for CMA. An 
Illumina Infinium Global Screening Array (Illumina, 
San Diego, California) was used to obtain research CMA 
for the affected individual and unaffected parents. The 
PennCNV algorithm was used for CNV calls based on 
hg19 (Wang et al., 2007).

An alpha satellite probe, D18Z1, which hybridizes to 
the centromere and pericentromeric region of chromo-
some 18 labeled with FITC (green) was obtained from 
Oxford Gene Technology. The BAC clone, RP11- 20B3, 
which hybridizes to chromosome 5p at coordinates 
3,002,343- 3,160,642 [GRCh37/hg19] was labeled by a stan-
dard nick translation procedure using Spectrumorange™ 
dUTP (from Abbott Molecular) for verification of the un-
balanced translocation by FISH.

T A B L E  1  Comparison of features between chromosome 5p duplication syndrome (5p13.3- terminus), 18q deletion syndrome (18q22.3- 
terminus), and the individual we present in this study

Manifestations 5p duplication syndrome (5p13.3- ter) 18q deletion syndrome (18q22.3- ter) This study

Broad nasal bridge ✓ ✓

Clubfoot ✓ ✓

Congenital aural atresia ✓

Developmental delay ✓ ✓ ✓

Epicanthal folds ✓

Frontal bossing ✓

Heart defect ✓ ✓

Hypertelorism ✓ ✓

Hypotonia ✓ ✓

Intellectual disability ✓ ✓ ✓

Low- set or small ears ✓

Mid- face hypoplasia ✓ ✓

Short stature ✓ ✓

Upslanting palpebral fissures ✓ ✓



   | 7 of 8VERDI et al.

ACKNOWLEDGMENT
We thank the patient and his family for participating in 
this study.

ETHICS STATEMENT
This study was performed in accordance with the ethical 
standards detailed in the Declaration of Helsinki.

CONFLICT OF INTEREST
The authors have no conflict of interest to declare.

AUTHOR CONTRIBUTIONS
GV, SU, and AKS wrote the first draft of this manuscript. 
BN, KRY, and EJB provided clinical care, support, and 
clinical characterizations. Molecular and karyotype 
analysis was provided by DL, JLS, SHE, EJB, and HH. 
SG assisted with the presentation of the figures. AKS co-
ordinated and supervised this project from its inception. 
All authors approved the final manuscript. The relatively 
large number of authors for this piece is due to the inter-
national collaborative aspect of the project.

DATA AVAILABILITY STATEMENT
The data that support the findings of this study are avail-
able from the corresponding author upon reasonable 
request.

ORCID
Giavanna Verdi   https://orcid.org/0000-0001-5384-7318 
Dong Li   https://orcid.org/0000-0002-2265-6727 
Sarah H. Elsea   https://orcid.org/0000-0002-1400-8519 
Elizabeth J. Bhoj   https://orcid.
org/0000-0001-5748-3507 
Hakon Hakonarson   https://orcid.
org/0000-0003-2814-7461 
Andrew K. Sobering   https://orcid.
org/0000-0002-9251-2614 

REFERENCES
Avansino, J. R., Dennis, T. R., Spallone, P., Stock, A. D., & Levin, 

M. L. (1999). Proximal 5p trisomy resulting from a marker 
chromosome implicates band 5p13 in 5p trisomy syndrome. 
American Journal of Medical Genetics, 87(1), 6– 11. https://doi.
org/10.1002/(SICI)1096- 8628(19991 105)87:1<6::AID- AJMG2 
>3.0.CO;2- I

Batista, D. A. S., Pai, G. S., & Stetten, G. (1994). Molecular analysis of 
a complex chromosomal rearrangement and a review of famil-
ial cases. American Journal of Medical Genetics, 53(3), 255– 263. 
https://doi.org/10.1002/ajmg.13205 30311

Berend, S. A., Bodamer, O. A. F., Shapira, S. K., Shaffer, L. G., & 
Bacino, C. A. (2002). Familial complex chromosomal rear-
rangement resulting in a recombinant chromosome. American 
Journal of Medical Genetics, 109(4), 311– 317. https://doi.
org/10.1002/ajmg.10334

Campbell, I. M., Stewart, J. R., James, R. A., Lupski, J. R., Stankiewicz, 
P., Olofsson, P., & Shaw, C. A. (2014). Parent of origin, mosa-
icism, and recurrence risk: Probabilistic modeling explains the 
broken symmetry of transmission genetics. American Journal 
of Human Genetics, 95(4), 345– 359. https://doi.org/10.1016/j.
ajhg.2014.08.010

Cervera, M., Sánchez, S., Molina, B., Alcántara, M. A., Del Castillo, 
V., Carnevale, A., & González- Del Angel, A. (2005). Trisomy 
of the short arm of chromosome 5 due to a de novo inversion 
and duplication (5)(p15.3 p13.3). American Journal of Medical 
Genetics Part A, 136A(4), 381– 385. https://doi.org/10.1002/
ajmg.a.30791

Charles, J., Lessey, L., Rooney, J., Prokop, I., Yearwood, K., Da 
Breo, H., Rooney, P., Walker, R. H., & Sobering, A. K. (2017). 
Presentation and care of a family with Huntington dis-
ease in a resource- limited community. Journal of Clinical 
Movement Disorders, 4(4), 1– 8. https://doi.org/10.1186/s4073 
4- 017- 0050- 6

Feenstra, I., Vissers, L. E. L. M., Orsel, M., van Kessel, G. A., Brunner, 
H. G., Veltman, J. A., & van Ravenswaaij- Arts, C. M. A. (2007). 
Genotype– phenotype mapping of chromosome 18q deletions 
by high- resolution array CGH: An update of the phenotypic 
map. American Journal of Medical Genetics Part A, 143A, 1858– 
1867. https://doi.org/10.1002/ajmg.a.31850

Grosso, S., Cioni, M., Garibaldi, G., Pucci, L., Galluzzi, P., Canapicchi, 
R., Morgese, G., & Balestri, P. (2002). De novo complete trisomy 
5p: Clinical and neuroradiological findings. American Journal 
of Medical Genetics, 112(1), 56– 60. https://doi.org/10.1002/
ajmg.10679

Hasanzadeh- NazarAbadi, M., Baghbani, F., Namazi, I., & Mirzaee, 
S. (2014). Robertsonian translocation between chromosomes 
(no.21/14) in relation to the history of spontaneous abortion 
in a family. Iranian Journal of Reproductive Medicine, 12, 
581– 585.

Hiller, B., Bradtke, J., Balz, H., & Rieder, H. (2005). CyDAS: A cy-
togenetic data analysis system. Bioinformatics, 21, 1282– 1283. 
https://doi.org/10.1093/bioin forma tics/bti146

Khodr, G. S., Cadena, G., Le, K. L., & Kagan- Hallet, K. S. (1982). 
Duplication (5p13→pter): Prenatal diagnosis and review of 
the literature. American Journal of Medical Genetics, 12, 43– 49. 
https://doi.org/10.1002/ajmg.13201 20106

Kohonen- Corish, M., Strathdee, G., Overhauser, J., McDonald, T., 
& Jammu, V. (1996). A new deletion of 18q23 with few typical 
features of the 18q-  syndrome. Journal of Medical Genetics, 33, 
240– 243. https://doi.org/10.1136/jmg.33.3.240

Loscalzo, M. L., Becker, T. A., & Sutcliffe, M. (2008). A patient with 
an interstitial duplication of chromosome 5p11- p13.3 further 
confirming a critical region for 5p duplication syndrome. 
European Journal of Medical Genetics, 51(1), 54– 60. https://doi.
org/10.1016/j.ejmg.2007.09.006

Morin, S. J., Eccles, J., Iturriaga, A., & Zimmerman, R. S. (2017). 
Translocations, inversions and other chromosome rear-
rangements. Fertility and Sterility, 107, 19– 26. https://doi.
org/10.1016/j.fertn stert.2016.10.013

Pettenati, M. J., Jackle, B., Bobby, P., Stewart, W., Von Kap- Herr, C., 
Mowrey, P., Nagesh Rao, P., & May, K. M. (2002). Unexpected 
retention and concomitant loss of subtelomeric regions in 
balanced chromosome anomalies by FISH. American Journal 
of Medical Genetics, 111(1), 48– 53. https://doi.org/10.1002/
ajmg.10535

https://orcid.org/0000-0001-5384-7318
https://orcid.org/0000-0001-5384-7318
https://orcid.org/0000-0002-2265-6727
https://orcid.org/0000-0002-2265-6727
https://orcid.org/0000-0002-1400-8519
https://orcid.org/0000-0002-1400-8519
https://orcid.org/0000-0001-5748-3507
https://orcid.org/0000-0001-5748-3507
https://orcid.org/0000-0001-5748-3507
https://orcid.org/0000-0003-2814-7461
https://orcid.org/0000-0003-2814-7461
https://orcid.org/0000-0003-2814-7461
https://orcid.org/0000-0002-9251-2614
https://orcid.org/0000-0002-9251-2614
https://orcid.org/0000-0002-9251-2614
https://doi.org/10.1002/(SICI)1096-8628(19991105)87:1%3C6::AID-AJMG2%3E3.0.CO;2-I
https://doi.org/10.1002/(SICI)1096-8628(19991105)87:1%3C6::AID-AJMG2%3E3.0.CO;2-I
https://doi.org/10.1002/(SICI)1096-8628(19991105)87:1%3C6::AID-AJMG2%3E3.0.CO;2-I
https://doi.org/10.1002/ajmg.1320530311
https://doi.org/10.1002/ajmg.10334
https://doi.org/10.1002/ajmg.10334
https://doi.org/10.1016/j.ajhg.2014.08.010
https://doi.org/10.1016/j.ajhg.2014.08.010
https://doi.org/10.1002/ajmg.a.30791
https://doi.org/10.1002/ajmg.a.30791
https://doi.org/10.1186/s40734-017-0050-6
https://doi.org/10.1186/s40734-017-0050-6
https://doi.org/10.1002/ajmg.a.31850
https://doi.org/10.1002/ajmg.10679
https://doi.org/10.1002/ajmg.10679
https://doi.org/10.1093/bioinformatics/bti146
https://doi.org/10.1002/ajmg.1320120106
https://doi.org/10.1136/jmg.33.3.240
https://doi.org/10.1016/j.ejmg.2007.09.006
https://doi.org/10.1016/j.ejmg.2007.09.006
https://doi.org/10.1016/j.fertnstert.2016.10.013
https://doi.org/10.1016/j.fertnstert.2016.10.013
https://doi.org/10.1002/ajmg.10535
https://doi.org/10.1002/ajmg.10535


8 of 8 |   VERDI et al.

Reichenbach, H., Holland, H., Dalitz, E., Demandt, C., Meiner, A., 
Chudoba, I., Lemke, J., Claussen, U., & Froster, U. G. (1999). 
De novo complete trisomy 5p: Clinical report and FISH studies. 
American Journal of Medical Genetics, 85(5), 447– 451. https://
doi.org/10.1002/(SICI)1096- 8628(19990 827)85:5<447::AID- 
AJMG3 >3.0.CO;2- 5

Roach, A., Warner, W. A., & Llanos, A. A. M. (2015). Building capac-
ity for human genetics and genomics research in Trinidad and 
Tobago. Revista Panamericana de Salud Publica/Pan American 
Journal of Public Health, 38(5), 425– 430 http://www.sciel osp.
org/scielo.php?scrip t=sci_artte xt&pid=S1020 - 49892 01500 
10000 11&lng=en&nrm=iso&tlng=en

Shaffer, L. G., & Lupski, J. R. (2000). Molecular mechanisms for con-
stitutional chromosomal rearrangements in humans. Annual 
Review of Genetics, 34, 297– 329. https://doi.org/10.1002/97835 
27678 679.dg05274

Sobering, A. K., Li, D., Beighley, J. S., Carey, J. C., Donald, T., Elsea, S. 
H., Figueroa, K. P., Gerdts, J., Hamlet, A., Mirzaa, G. M., Nelson, 
B., Pulst, S. M., Smith, J. L., Tassone, F., Toriello, H. V., Walker, 
R. H., Yearwood, K. R., & Bhoj, E. J. (2020). Experiences with 
offering pro bono medical genetics services in the West Indies: 
Benefits to patients, physicians, and the community. American 
Journal of Medical Genetics, Part C: Seminars in Medical Genetics, 
184(4), 1030– 1041. https://doi.org/10.1002/ajmg.c.31871

Sobering, A. K., Stevens, J. B., Smith, J. L., Nelson, B., Donald, T., 
& Elsea, S. H. (2017). Genetic diagnosis of Down syndrome 
in an underserved community. American Journal of Medical 
Genetics, Part A, 176, 1– 4. https://doi.org/10.1002/ajmg.a.38573

Verdoni, A., Hu, J., Surti, U., Babcock, M., Sheehan, E., Clemens, M., 
Drewes, S., Walsh, L., Clark, R., Katari, S., Sanfilippo, J., Saller, 
D. N., Rajkovic, A., & Yatsenko, S. A. (2021). Reproductive 
outcomes in individuals with chromosomal reciprocal trans-
locations. Genetics in Medicine, 23, 1753– 1760. https://doi.
org/10.1038/s4143 6- 021- 01195 - w

Wang, K., Li, M., Hadley, D., Liu, R., Glessner, J., Grant, S. F. A., 
Hakonarson, H., & Bucan, M. (2007). PennCNV: An integrated 
hidden Markov model designed for high- resolution copy num-
ber variation detection in whole- genome SNP genotyping data. 
Genome Research, 17(11), 1665– 1674. https://doi.org/10.1101/
gr.6861907

Wardeh, A., Jackson, T., Nelson, B., Ernst, C., Théroux, J. F., Al- 
hertani, W., Sobering, A. K., & Maj, M. C. (2018). Identification 
of a de novo case of COL5A1- related Ehlers- Danlos syndrome 
in an infant in the West Indies leading to improved targeted 
clinical care. Clinical Case Reports, 6, 2256– 2261. https://doi.
org/10.1002/ccr3.1873

Weckselblatt, B., Hermetz, K. E., & Rudd, M. K. (2015). Unbalanced 
translocations arise from diverse mutational mechanisms in-
cluding chromothripsis. Genome Research, 25, 937– 947. https://
doi.org/10.1101/gr.191247.115

Yearwood, A. K., Rethi, S., Figueroa, K. P., Walker, R. H., & Sobering, 
A. K. (2018). Diagnosis of spinocerebellar ataxia in the West 
Indies. Tremor and Other Hyperkinetic Movements, 8, 1– 5. 
https://doi.org/10.7916/D8DV329C

How to cite this article: Verdi, G., Li, D., Elsea, S. 
H., Nelson, B., Bhoj, E. J., Hakonarson, H., 
Yearwood, K. R., Upadhya, S., Gluschitz, S., Smith, J. 
L. & Sobering, A. K. (2022). A novel unbalanced 
translocation between chromosomes 5p and 18q 
leading to dysmorphology and global developmental 
delay. Molecular Genetics & Genomic Medicine, 10, 
e1900. https://doi.org/10.1002/mgg3.1900

https://doi.org/10.1002/(SICI)1096-8628(19990827)85:5%3C447::AID-AJMG3%3E3.0.CO;2-5
https://doi.org/10.1002/(SICI)1096-8628(19990827)85:5%3C447::AID-AJMG3%3E3.0.CO;2-5
https://doi.org/10.1002/(SICI)1096-8628(19990827)85:5%3C447::AID-AJMG3%3E3.0.CO;2-5
http://www.scielosp.org/scielo.php?script=sci_arttext&pid=S1020-49892015001000011&lng=en&nrm=iso&tlng=en
http://www.scielosp.org/scielo.php?script=sci_arttext&pid=S1020-49892015001000011&lng=en&nrm=iso&tlng=en
http://www.scielosp.org/scielo.php?script=sci_arttext&pid=S1020-49892015001000011&lng=en&nrm=iso&tlng=en
https://doi.org/10.1002/9783527678679.dg05274
https://doi.org/10.1002/9783527678679.dg05274
https://doi.org/10.1002/ajmg.c.31871
https://doi.org/10.1002/ajmg.a.38573
https://doi.org/10.1038/s41436-021-01195-w
https://doi.org/10.1038/s41436-021-01195-w
https://doi.org/10.1101/gr.6861907
https://doi.org/10.1101/gr.6861907
https://doi.org/10.1002/ccr3.1873
https://doi.org/10.1002/ccr3.1873
https://doi.org/10.1101/gr.191247.115
https://doi.org/10.1101/gr.191247.115
https://doi.org/10.7916/D8DV329C
https://doi.org/10.1002/mgg3.1900

