
Vol.:(0123456789)1 3

Molecular Biology Reports 
https://doi.org/10.1007/s11033-018-4212-x

SHORT COMMUNICATION

Analysis of HOXB1 gene in a cohort of patients with sporadic 
ventricular septal defect

Amélie Pinard1,6 · Nathalie Eudes1 · Julia Mitchell1,2 · Fanny Bajolle3,4 · Maude Grelet1 · Joséphine Okoronkwo3,4 · 
Damien Bonnet3,4 · Gwenaelle Collod‑Béroud1 · Stéphane Zaffran1,5 

Received: 20 March 2018 / Accepted: 13 June 2018 
© Springer Nature B.V. 2018

Abstract
Ventricular septal defect (VSD) including outlet VSD of double outlet right ventricle (DORV) and perimembranous VSD are 
among the most common congenital heart diseases found at birth. HOXB1 encodes a homeodomain transcription factor essen‑
tial for normal cardiac outflow tract development. The aim of the present study was to investigate the possible genetic effect 
of sequence variations in HOXB1 on VSD. The coding regions and splice junctions of the HOXB1 gene were sequenced in 
57 unrelated VSD patients. As a result, a homozygous c.74_82dup (p.Pro28delinsHisSerAlaPro) variant was identified in one 
individual with DORV. We also identified five previously reported polymorphisms (rs35114525, rs12946855, rs14534040, 
rs12939811, and rs7207109) in 18 patients (12 DORV and 6 perimembranous VSD). Our study did not show any pathogenic 
alterations in the coding region of HOXB1 among patients with VSD. To our knowledge this is the first study investigating 
the role of HOXB1 in nonsyndromic VSD, which provide more insight on the etiology of this disease.
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Introduction

Congenital heart diseases (CHD) are the most common 
human birth defects, affecting nearly 8–10/1000 live births 
[1]. Ventricular septal defect (VSD) including outlet VSD of Amélie Pinard and Nathalie Eudes have contributed equally to this 

work.
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double outlet right ventricle (DORV) and perimembranous 
VSD (pmVSD) constitutes one of the major categories of 
CHD, with a prevalence of 30–40%, and can lead to signifi‑
cant mortality and morbidity both in children and adults if 
not repaired [1–3]. The cause of the CHD is often difficult to 
determine with certainty, nonetheless, studying factors that 
control heart development can help to better understand the 
etiology of these defects.

Heart development is a complex and ordered process that 
is spatially and temporally regulated [4]. Recent studies have 
shown that elongation of the embryonic heart is driven by 
addition of cardiac progenitor cells from adjacent pharyn‑
geal mesoderm to the arterial and the venous poles [5]. This 
cell population named the second heart field (SHF), is sur‑
rounded by neural crest cells. The SHF is characterized by 
the expression of different genes including the transcription 
factors Islet1, Nkx2-5 and T-box1 (see [5, 6]). Genetic line‑
age tracing and retrospective clonal analysis experiments 
have shown that anterior SHF cells contributes to the for‑
mation of outflow tract (OFT) and right ventricular myocar‑
dium, whereas cardiac progenitors at the posterior region of 
the SHF contributes to a large part of the atrial myocardium 
[7]. Since its discovery, there has been accumulating evi‑
dence that direct or indirect perturbation of the SHF is asso‑
ciated with heart defects including DORV and VSD [8–10].

HOX genes form a large family of homeodomain tran‑
scription factors that play an important role in regulating 
positional identity along the anterior–posterior axis [11]. 
Mammalian HOX genes are organized into four different 
clusters and are expressed in defined and often overlapping 
domains along the body axis in a manner corresponding to 
their position along the chromosome (temporal and spatial 
colinearity) [12]. HOX gene expression in the mammalian 
heart was initially characterized in the chick, where expres‑
sion of HOXA4, HOXD3 and HOXD4 was detected at early 
stages of cardiogenesis [13]. A recent study indicated that 
targeted deletion of the HOXA1 gene in mouse embryos 
results in cardiovascular malformations including great 
artery patterning defects, VSD, and Tetralogy of Fallot (ToF) 
[14]. Interestingly, Soshnikova N et al. recently showed that 
when both HoxA and HoxB clusters were deleted together the 
embryos failed to undergo cardiac looping [15].

Our recent works indicated that HOXB1 gene is poten‑
tially related to mammalian cardiovascular development. 
In the mouse, the Hoxb1 gene is expressed in the posterior 
region of the SHF that contribute to both poles of the heart 
tube, including the atrio‑ventricular canal and atrial myo‑
cardium at the venous pole, and the inferior wall of the mid‑
gestation OFT, which gives rise sub‑pulmonary myocardium 
at the arterial pole [16]. Consistent with this observation, 
we have demonstrated that loss of function of Hoxb1 in 
mouse embryos results in misalignment of the great arter‑
ies (7%), interrupted aortic arch (4%) and VSD (21%) [17, 

18]. Together these finding suggest that HOXB1 gene plays a 
previously unknown role in cardiovascular development and 
particularly to the formation of the inter‑ventricular septum. 
The purpose of this study was to examine whether a muta‑
tion in HOXB1 gene may be associated with nonsyndromic 
VSD in humans.

Materials and methods

Study population

57 individuals with DORV with outlet VSD (n = 38) and 
with pmVSD (n = 19) presenting with a sporadic and non‑
syndromic OFT defect were recruited in our study from 
the Necker‑Enfants Malades Hospital. The DNA of each 
individual was conserved at the biological resources center 
of Necker‑Enfants Malades Hospital. Personal health data 
and DNA from each patient are part of the CARREG study 
(http://carre g.fr/en/), which was declared to the French 
national committee for informatics and liberties (France; 
CNIL; No. 1734573V0). The CARREG study is a prospec‑
tive monocenter study promoted by the Centre de Référence 
des Malformations Cardiaques Congénitales Complexes 
(M3C) located at the Pediatric cardiology department of 
the Necker‑Enfants Malades Hospital, Paris, France. Clini‑
cal records were reviewed by pediatric‑cardiologist before 
recruitment and cardiovascular diagnosis was obtained by 
echocardiography mainly. Computed tomography (CT) 
would be performed when needed. Patients with 22q11.2 
deletion or other recognized syndromes were excluded. 
Patients were 7.6 ± 2.8 years old; 30 boys and 27 girls. Fully 
informed consent was obtained from all participants and the 
parent or guardians provided written informed consent.

Genomic DNA extraction and polymerase chain 
reaction (PCR) amplification

Genomic DNA was extracted from the peripheral leuko‑
cytes using the Wizard Genomic DNA Purification Kit (Pro‑
mega). HOXB1 maps on chromosome 17q21.3 and extends 
on 2.47 kilobases (kb). The gene has 2 exons and encodes 
two transcripts of 2.02 and 1.41 kb. The exons and flanking 
introns of HOXB1 were generated with polymerase chain 
reaction (PCR). The design of primers was based on the 
genomic sequence of human HOXB1 (Genbank access no. 
NM_002144), as shown in Table 1. The PCR products were 
sequenced using appropriate PCR primers and the BigDye 
Terminator Cycle Sequencing kit (Applied Biosystems) and 
run on an automatic sequencer ABI 3130XL (Applied Bio‑
systems) to perform mutational analysis.

http://carreg.fr/en/
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Sequence analysis

Sequences from patients were aligned to the reference 
sequence of HOXB1 using the Seqscape software (Applied 
Biosystems). Pathogenicity of variants was evaluated by 
UMD‑Predictor (http://umd‑predi ctor.eu) [19]. SNPs fre‑
quencies in general population are extracted from the 
Genome Aggregation Database (GnomAD), Cambridge, 
MA (http://gnoma d.broad insti tute.org/) [03/2017 accessed] 
[20]. The schematic representation of variations on the 
HOXB1 protein (UniPortKB‑P14653) was done with the 
IBS software [21].

Results and discussion

Using the DNAs from 57 patients with outlet VSD of 
DORV (n = 38) and pmVSD (n = 19), we identified six 
different HOXB1 variations. Four coding SNPs are syn‑
onymous: p.Leu52Leu, p.Ser79Ser, p.Ser82Ser and 
p.Ala150Ala (Table 2; Fig. 1b). One non‑synonymous vari‑
ant (rs12939811) leads to a missense substitution of a Glu‑
tamine into an Histidine residue (c.309A>T, p.Gln103His). 
This variant was observed at the homozygous state in two 
patients, one with outlet VSD of DORV and one with 
pmVSD (Table 3). It is considered as a natural variant as it is 
predicted as polymorphism by UMD‑Predictor [19] and has 

a high reported allele frequency of 0.1606 in the Genome 
Aggregation Consortium (GnomAD) (Table 3). Indeed, 
expected allele frequency would be up to 0.003 according 
to VSD prevalence of 0.3% in the general population [22].

Our analysis revealed also one intragenic duplication 
in the homozygous state for one patient with outlet VSD 
of DORV (Tables 2, 3). The same variation was detected 
in the heterozygous state in 8 patients with outlet VSD of 
DORV and 5 patients with pmVSD (Table 3). This in frame 
insertion of 9 nucleotides in the codon 27 (c.74_82dup) 
predicts the duplication of the  His25Ser26Ala27 sequence 
(p.Pro28delinsHisSerAlaPro) and was previously reported as 
allele HOXB1 [23]. Although predicted as a “disease caus‑
ing” by Mutation Taster [24] and not previously reported 
in ExAC database this variation is found in the GnomAD 
with a high allele frequency of 0.1740 in the European 
population. The electropherograms displaying the identi‑
fied heterozygous and homozygous HOXB1 duplications in 
contrast to its corresponding control sequence are showed in 
Fig. 1a. The duplication is located at the N‑terminal region 
of HOXB1 protein.

CHD, which is seriously harmful to the health of young 
children, arises from abnormal heart development during 
embryogenesis. Embryological mechanisms of CHD have 
been extensively studied [2]. Our recent studies have indi‑
cated that HOXB1 plays a formerly unrevealed role during 
heart development. In situ hybridization experiments showed 

Table 1  PCR primer sequences 
for HOXB1 

Exon Forward primer Reverse primer PCR 
product 
(bp)

1.1 TTG TAG GGC AAG AGG GTG TC AGG GAT GAA AAT AGC CTC CG 397
1.2 CTG CAG CCC CAG CTACG TGC ACA GAT CAG GAA GTG GG 540
2 TGG CAA ATG GAG GTC CAG AG GTT GGG GAG AGC CTG GGA TA 502

Table 2  In silico analyses of identified variants in the exon regions of HOXB1 

ESE exonic splicing silencer, ESS exonic splicing enhancer

Exon Sequence variation Amino acid variation rs number UMD‑predictor Mutation taster Human splicing finder

1 c.74_82dup p.Pro28delinsHisSerAlaPro rs145570960 NA Disease causing Significant alteration of ESE/ESS 
motif ratio

1 c.154C>T p.Leu52Leu rs35114525 Polymorphism Disease causing Significant alteration of ESE/ESS 
motif ratio

1 c.237C>T p.Ser79Ser rs12946855 Polymorphism Polymorphism No significant impact on splicing 
signal

1 c.246G>A p.Ser82Ser rs145345040 Polymorphism Disease causing No significant impact on splicing 
signal

1 c.309A>T p.Gln103His rs12939811 Polymorphism Polymorphism Significant alteration of ESE/ESS 
motif ratio

1 c.450G>A p.Ala150Ala rs7207109 Polymorphism Polymorphism No significant impact on splicing 
signal

http://umd-predictor.eu
http://gnomad.broadinstitute.org/
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that Hoxb1, as a retinoic acid target gene, is expressed in a 
distinct subdomain of the SHF contributing to the inferior 
myocardial wall of the OFT [16]. Further analysis revealed 
that Hoxb1 is necessary to correct balance between prolifera‑
tion and differentiation of cardiac progenitors located within 
the SHF. In addition, in Hoxb1−/− embryos the length mid‑
gestation OFT is shorter compared to wild‑type littermates 
[17]. Consistently, VSD are observed in Hoxb1‑null mice. 
Because HOXB1 is highly conserved during evolution it is 
probable that it could play a role in heart development in 
humans.

We therefore speculated that HOXB1 is related to the 
development of the heart and that HOXB1 mutations might 
cause CHD such as VSD. In this study, the exons and 
flanking regions of HOXB1 were examined for potential 
pathogenic variants in patients with outlet VSD of DORV 
and pmVSD. However, we did not find any pathogenic 
variants in the coding regions. Therefore, we conclude that 
VSD cannot be a clinical isolated manifestation of HOXB1 
mutations. In the study by Webb et al. [25], homozygous 
missense (p.Arg207Cys) mutation in HOXB1 was iden‑
tified in two families with congenital facial paralysis 

Fig. 1  a DNA sequencing 
electropherograms showing 
duplication variant identi‑
fied in HOXB1. b Schematic 
representation of the structure 
of the human HOXB1 protein 
and the positions of variants in 
the HOXB1 identified in VSD 
patients
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reported as Moebius syndrome (MIM 157900). While 
Moebius syndrome is a spectrum of congenital malfor‑
mations, which essentially comprises a complete or partial 
facial nerve palsy, cardiac anomalies were rarely reported 
including dextrocardia, atrial septal defect, supracardiac 
variety of total anomalous pulmonary venous connection, 
single ventricle, transposition of the great arteries, and 
VSD [26–29]. The presence of VSD in patients with Moe‑
bus syndrome anomalies, suggests that VSD could be one 
characteristic of HOXB1 mutations but not necessary an 
isolated sign of the mutation.

Interestingly, we found a HOXB1 gene duplication pre‑
viously reported [23, 30]. The homozygous variation was 
observed in one individual with outlet VSD of DORV. This 
insertion is located in the N‑terminal region at the amino 
acid 28 of the protein and is predicted as causing disease in 
Mutation Taster [24]. While the role of this particular N‑ter‑
minal region of HOXB1 has not been fully established, the 
study by Di Rocco et al. [31], has revealed that deletion of 
the N‑terminal region (amino acid 1‑155) of HOXB1 caused 
a reduction in the activity of the HOXB1‑PBX1 complex 
compared to the wild‑type HOXB1. However, further inves‑
tigation is necessary to fully characterize potential functional 
effect of the in‑frame insertion identified in our study.

Our study has certain limitations. It analyzed a small 
cohort of patients with VSD including outlet VSD of DORV 
and pmVSD. Moreover, we cannot exclude that potential 
damaging variation in HOXB1 may be present in the gen‑
eral population without causing cardiovascular anomalies, 
due to incomplete penetrance or modifying factors, increas‑
ing therefore its frequency in the databases. We cannot also 
exclude a potential effect of some of these variants through 
splicing alterations as predicted by HSF analyses (Table 3) 
[32]. Our recent studies demonstrated an overlap function 
between Hoxa1 and Hoxb1 during cardiovascular develop‑
ment in mice, which might be explained by the overlapping 
expression pattern and redundancy of these two factors dur‑
ing early development [17, 18]. While early HOXA1 and 
HOXB1 expression patterns have not been identified yet 
in human embryos, we cannot exclude that compensatory 
effect observed in the mouse was conserved during evolu‑
tion. Expression and functional data gained in mouse models 
suggest that the role of Hoxb1 is crucial for correct SHF for‑
mation, whereas Hoxa1 function in the SHF is only revealed 
when one copy of Hoxb1 is deleted [17, 18]. Interestingly, 
clinical studies showed that individuals carrying a homozy‑
gous truncating mutation in HOXA1 have cardiovascular 
malformations including VSD, ToF and double aortic arch 
[33, 34]. These studies further suggest that HOXA1 muta‑
tions might cause isolated VSD. Based on these findings we 
speculate that isolated VSD can be also caused by a com‑
bination of heterozygous variation in HOXA1 and HOXB1 
genes. In conclusion, further studies are needed to explore Ta
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the role of HOXB1 alone or in combination with that of 
HOXA1 during heart development in humans.

Acknowledgements This work was supported by “AFM‑Telethon” 
(MNH‑Decrypt) and “ANR” (ANR‑13‑BSV2‑0003) grants. A.P. 
received a PhD fellowship by the AFSMa (Association Française des 
Syndromes de Marfan et Apparentés). CARREG (http://carre g.fr/en/) 
is supported by the Fondation cœur et artères and the Association pour 
la Recherche en Cardiologie du Fœtus à l’Adulte (ARCFA).

Author Contributions AP, NE, MG, JM, and JO performed the experi‑
ments. GC‑B supervised the genetic and statistical analysis and drafted 
parts of the manuscript. FB and DB coordinated the CARREG proto‑
col and validated the diagnosis of patients. SZ coordinate the genetic 
investigation and wrote the manuscript.

Compliance with ethical standards 

Conflict of interest The authors declare that they have no conflict of 
interest.

Ethical approval All procedures followed were in accordance with the 
ethical standards of the responsible committee on human experimenta‑
tion (institutional and national) and with the Helsinki Declaration of 
1975, as revised in 2008. The study subjects included seventy‑seven 
patients from the Necker‑Enfants Malades Hospital. This study was 
approved by the Committee for the Protection of Persons (Comité de 
Protection des Personnes (CPP) Paris, France No. 2009‑164).

Informed consent Informed consent was obtained from all patients for 
being included in the study.

References

 1. Hoffman JI, Kaplan S (2002) The incidence of congenital heart 
disease. J Am Coll Cardiol 39(12):1890–1900

 2. Bajolle F, Zaffran S, Bonnet D (2009) Genetics and embryological 
mechanisms of congenital heart diseases. Arch Cardiovasc Dis 
102(1):59–63. https ://doi.org/10.1016/j.acvd.2008.06.020

 3. Mostefa‑Kara M, Bonnet D, Belli E, Fadel E, Houyel L (2015) 
Anatomy of the ventricular septal defect in outflow tract 
defects: similarities and differences. J Thorac Cardiovasc Surg 
149(3):682–688 e681. https ://doi.org/10.1016/j.jtcvs .2014.11.087

 4. Poelmann RE, Gittenberger‑de Groot AC, Hierck BP (2008) 
The development of the heart and microcirculation: role of shear 
stress. Med Biol Eng Comput 46(5):479–484

 5. Buckingham ME, Meilhac SM (2011) Tracing cells for tracking 
cell lineage and clonal behavior. Dev Cell 21(3):394–409. https 
://doi.org/10.1016/j.devce l.2011.07.019

 6. Zaffran S, Kelly RG (2012) New developments in the second 
heart field. Differentiation 84(1):17–24. https ://doi.org/10.1016/j.
diff.2012.03.003

 7. Vincent SD, Buckingham ME (2010) How to make a heart: the 
origin and regulation of cardiac progenitor cells. Curr Top Dev 
Biol 90:1–41. https ://doi.org/10.1016/S0070 ‑2153(10)90001 ‑X

 8. Cai CL, Liang X, Shi Y, Chu PH, Pfaff SL, Chen J, Evans S 
(2003) Isl1 identifies a cardiac progenitor population that prolifer‑
ates prior to differentiation and contributes a majority of cells to 
the heart. Dev Cell 5(6):877–889

 9. Prall OW, Menon MK, Solloway MJ, Watanabe Y, Zaffran S, 
Bajolle F, Biben C, McBride JJ, Robertson BR, Chaulet H, Sten‑
nard FA, Wise N, Schaft D, Wolstein O, Furtado MB, Shiratori 

H, Chien KR, Hamada H, Black BL, Saga Y, Robertson EJ, 
Buckingham ME, Harvey RP (2007) An Nkx2‑5/Bmp2/Smad1 
negative feedback loop controls heart progenitor specification 
and proliferation. Cell 128(5):947–959

 10. Ward C, Stadt H, Hutson M, Kirby ML (2005) Ablation of the 
secondary heart field leads to tetralogy of Fallot and pulmonary 
atresia. Dev Biol 284(1):72–83

 11. Alexander T, Nolte C, Krumlauf R (2009) Hox genes and seg‑
mentation of the hindbrain and axial skeleton. Ann Rev Cell 
Dev Biol 25:431–456. https ://doi.org/10.1146/annur ev.cellb 
io.04230 8.11342 3

 12. Duboule D, Dolle P (1989) The structural and functional organi‑
zation of the murine HOX gene family resembles that of Dros-
ophila homeotic genes. EMBO J 8(5):1497–1505

 13. Searcy RD, Yutzey KE (1998) Analysis of Hox gene expression 
during early avian heart development. Dev Dyn 213(1):82–91

 14. Makki N, Capecchi MR (2012) Cardiovascular defects in a 
mouse model of HOXA1 syndrome. Hum Mol Genet 21(1):26–
31. https ://doi.org/10.1093/hmg/ddr43 4

 15. Soshnikova N, Dewaele R, Janvier P, Krumlauf R, Duboule D 
(2013) Duplications of hox gene clusters and the emergence of 
vertebrates. Dev Biol 378(2):194–199. https ://doi.org/10.1016/j.
ydbio .2013.03.004

 16. Bertrand N, Roux M, Ryckebusch L, Niederreither K, Dolle 
P, Moon A, Capecchi M, Zaffran S (2011) Hox genes define 
distinct progenitor sub‑domains within the second heart field. 
Dev Biol 353(2):266–274. https ://doi.org/10.1016/j.ydbio 
.2011.02.029

 17. Roux M, Laforest B, Capecchi M, Bertrand N, Zaffran S (2015) 
Hoxb1 regulates proliferation and differentiation of second 
heart field progenitors in pharyngeal mesoderm and geneti‑
cally interacts with Hoxa1 during cardiac outflow tract develop‑
ment. Dev Biol 406(2):247–258. https ://doi.org/10.1016/j.ydbio 
.2015.08.015

 18. Roux M, Laforest B, Eudes N, Bertrand N, Stefanovic S, Zaf‑
fran S (2017) Hoxa1 and Hoxb1 are required for pharyngeal arch 
artery development. Mech Dev 143:1–8. https ://doi.org/10.1016/j.
mod.2016.11.006

 19. Salgado D, Desvignes JP, Rai G, Blanchard A, Miltgen M, Pinard 
A, Levy N, Collod‑Beroud G, Beroud C (2016) UMD‑Predictor: 
a high throughput sequencing compliant system for pathogenicity 
prediction of any human cDNA substitution. Hum Mutat 37:439–
446. https ://doi.org/10.1002/humu.22965 

 20. Lek M, Karczewski KJ, Minikel EV, Samocha KE, Banks E, Fen‑
nell T, O’Donnell‑Luria AH, Ware JS, Hill AJ, Cummings BB, 
Tukiainen T, Birnbaum DP, Kosmicki JA, Duncan LE, Estrada 
K, Zhao F, Zou J, Pierce‑Hoffman E, Berghout J, Cooper DN, 
Deflaux N, DePristo M, Do R, Flannick J, Fromer M, Gauthier L, 
Goldstein J, Gupta N, Howrigan D, Kiezun A, Kurki MI, Moon‑
shine AL, Natarajan P, Orozco L, Peloso GM, Poplin R, Rivas 
MA, Ruano‑Rubio V, Rose SA, Ruderfer DM, Shakir K, Stenson 
PD, Stevens C, Thomas BP, Tiao G, Tusie‑Luna MT, Weisburd B, 
Won HH, Yu D, Altshuler DM, Ardissino D, Boehnke M, Danesh 
J, Donnelly S, Elosua R, Florez JC, Gabriel SB, Getz G, Glatt SJ, 
Hultman CM, Kathiresan S, Laakso M, McCarroll S, McCarthy 
MI, McGovern D, McPherson R, Neale BM, Palotie A, Purcell 
SM, Saleheen D, Scharf JM, Sklar P, Sullivan PF, Tuomilehto 
J, Tsuang MT, Watkins HC, Wilson JG, Daly MJ, MacArthur 
DG (2016) Analysis of protein‑coding genetic variation in 60,706 
humans. Nature 536(7616):285–291. https ://doi.org/10.1038/natur 
e1905 7

 21. Liu W, Xie Y, Ma J, Luo X, Nie P, Zuo Z, Lahrmann U, Zhao Q, 
Zheng Y, Zhao Y, Xue Y, Ren J (2015) IBS: an illustrator for the 
presentation and visualization of biological sequences. Bioinfor‑
matics 31(20):3359–3361. https ://doi.org/10.1093/bioin forma tics/
btv36 2

http://carreg.fr/en/
https://doi.org/10.1016/j.acvd.2008.06.020
https://doi.org/10.1016/j.jtcvs.2014.11.087
https://doi.org/10.1016/j.devcel.2011.07.019
https://doi.org/10.1016/j.devcel.2011.07.019
https://doi.org/10.1016/j.diff.2012.03.003
https://doi.org/10.1016/j.diff.2012.03.003
https://doi.org/10.1016/S0070-2153(10)90001-X
https://doi.org/10.1146/annurev.cellbio.042308.113423
https://doi.org/10.1146/annurev.cellbio.042308.113423
https://doi.org/10.1093/hmg/ddr434
https://doi.org/10.1016/j.ydbio.2013.03.004
https://doi.org/10.1016/j.ydbio.2013.03.004
https://doi.org/10.1016/j.ydbio.2011.02.029
https://doi.org/10.1016/j.ydbio.2011.02.029
https://doi.org/10.1016/j.ydbio.2015.08.015
https://doi.org/10.1016/j.ydbio.2015.08.015
https://doi.org/10.1016/j.mod.2016.11.006
https://doi.org/10.1016/j.mod.2016.11.006
https://doi.org/10.1002/humu.22965
https://doi.org/10.1038/nature19057
https://doi.org/10.1038/nature19057
https://doi.org/10.1093/bioinformatics/btv362
https://doi.org/10.1093/bioinformatics/btv362


Molecular Biology Reports 

1 3

 22. Minette MS, Sahn DJ (2006) Ventricular septal defects. Circula‑
tion 114(20):2190–2197. https ://doi.org/10.1161/CIRCU LATIO 
NAHA.106.61812 4

 23. Faiella A, Zortea M, Barbaria E, Albani F, Capra V, Cama A, Bon‑
cinelli E (1998) A genetic polymorphism in the human HOXB1 
homeobox gene implying a 9 bp tandem repeat in the amino‑
terminal coding region. Mutations in brief no. 200. Online. Hum 
Mut 12 (5):363

 24. Schwarz JM, Cooper DN, Schuelke M, Seelow D (2014) Muta‑
tionTaster2: mutation prediction for the deep‑sequencing age. Nat 
Methods 11(4):361–362. https ://doi.org/10.1038/nmeth .2890

 25. Webb BD, Shaaban S, Gaspar H, Cunha LF, Schubert CR, Hao K, 
Robson CD, Chan WM, Andrews C, MacKinnon S, Oystreck DT, 
Hunter DG, Iacovelli AJ, Ye X, Camminady A, Engle EC, Jabs 
EW (2012) HOXB1 founder mutation in humans recapitulates the 
phenotype of Hoxb1‑/‑ mice. Am J Hum Genet 91(1):171–179. 
https ://doi.org/10.1016/j.ajhg.2012.05.018

 26. Caravella L, Rogers GL (1978) Dextrocardia and ventricular septal 
defect in the Mobius syndrome. Ann Ophthalmol 10(5):572–575

 27. Raroque HG Jr, Hershewe GL, Snyder RD (1988) Mobius 
syndrome and transposition of the great vessels. Neurology 
38(12):1894–1895

 28. Deda G, Caksen H, Atalay S (2001) Mobius syndrome associated 
with ventricular septal defect. Indian J Pediatr 68(5):455–456

 29. Thapa R, Bhattacharya A (2009) Moebius syndrome with atrial 
septal defect. Singapore Med J 50(10):1030–1031

 30. Ingram JL, Stodgell CJ, Hyman SL, Figlewicz DA, Weitkamp 
LR, Rodier PM (2000) Discovery of allelic variants of HOXA1 
and HOXB1: genetic susceptibility to autism spectrum disorders. 
Teratology 62(6):393–405

 31. Di Rocco G, Mavilio F, Zappavigna V (1997) Functional dissec‑
tion of a transcriptionally active, target‑specific Hox‑Pbx com‑
plex. EMBO J 16(12):3644–3654. https ://doi.org/10.1093/emboj 
/16.12.3644

 32. Desmet FO, Hamroun D, Lalande M, Collod‑Béroud G, Claus‑
tres M, Béroud C (2009) Human Splicing Finder: an online bio‑
informatics tool to predict splicing signals. Nucleic Acids Res 
37(9):e67. https ://doi.org/10.1093/nar/gkp21 5

 33. Holve S, Friedman B, Hoyme H, Tarby T, Johnstone S, Erickson 
R, Clericuzio C, Cunniff C (2003) Athabascan brainstem dysgen‑
esis syndrome. Am J Med Genet A 120A(2):169–173. https ://doi.
org/10.1002/ajmg.a.20087 

 34. Tischfield M, Bosley T, Salih M, Alorainy I, Sener E, Nester 
M, Oystreck D, Chan W, Andrews C, Erickson R et al (2005) 
Homozygous hoxa1 mutations disrupt human brainstem, inner 
ear, cardiovascular and cognitive development. Nat Genet 
37(10):1035–1037. https ://doi.org/10.1038/ng163 6

https://doi.org/10.1161/CIRCULATIONAHA.106.618124
https://doi.org/10.1161/CIRCULATIONAHA.106.618124
https://doi.org/10.1038/nmeth.2890
https://doi.org/10.1016/j.ajhg.2012.05.018
https://doi.org/10.1093/emboj/16.12.3644
https://doi.org/10.1093/emboj/16.12.3644
https://doi.org/10.1093/nar/gkp215
https://doi.org/10.1002/ajmg.a.20087
https://doi.org/10.1002/ajmg.a.20087
https://doi.org/10.1038/ng1636

	Analysis of HOXB1 gene in a cohort of patients with sporadic ventricular septal defect
	Abstract
	Introduction
	Materials and methods
	Study population
	Genomic DNA extraction and polymerase chain reaction (PCR) amplification
	Sequence analysis

	Results and discussion
	Acknowledgements 
	References


