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WW Domain-Containing Oxidoreductase 
 
Alternative Names 
WWOX  
Fragile Site Fra16d Oxidoreductase 
FOR WOX1 
 
Record Category 
Gene locus 
 
WHO-ICD 
N.B.:Classification not applicable to gene loci. 
 
Incidence per 100,000 Live Births 
N/A to gene loci 
 
OMIM Number 
605131 
 
Mode of Inheritance 
 
Gene Map Locus 
16q23.1-q23.2 
 
Description 
The WWOX gene encodes a member of the short-
chain dehydrogenases/reductases (SDR) protein 
family.  An overexpression of the WWOX 
transcripts was seen in breast cancer cell lines.  A 
role of WWOX in steroid metabolism was indicated 
by the fact that its highest levels of expression 
happen normally in tissues such as testis, ovary, and 
prostate.  WWOX LOF was found in numerous 
human malignancies suggesting a tumor suppressor 
role for WWOX.  Moreover, expression of the 
encoded protein can induce apoptosis.    
 
Mutations in WWOX gene also cause Autosomal 
Recessive Spinocerebellar Ataxia 12. 
 
Molecular Genetics 
The WWOX gene is a large gene that spans a 
length of 1 Mbp on the long arm of chromosome 
16.  This region spans the FRA16D common 
chromosomal fragile site.  In spite of the large size, 
the encoded protein is not large.  In fact, the gene 

consists of only nine exons that together code for a 
protein that is 414 amino acids long.  The WWOX 
protein contains 2 WW domains coupled with the 
region containing short-chain 
dehydrogenases/reductases (SDR) protein family.  
The WW domains play a role in interactions with 
proline-rich recognition motifs in other proteins.   
 
Epidemiology in the Arab World 
 
Saudi Arabia 
Gribaa et al. (2007) described four Saudi siblings 
suffering from psychomotor retardation and 
epilepsy.  Parents were consanguineous and had 
three other healthy children.  Gribaa et al., (2007) 
used linkage analysis in this family to identify a 
new locus on 16q21-23 for this condition.  All four 
affected patients were homozygous for least 18 
consecutive markers and their healthy siblings were 
heterozygous.  Logarithm of Odds (LOD) score was 
3.3 in favor of linkage.  The interval on 
chromosome 16 was found to contain 183 candidate 
genes.   
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Related CTGA Records 
Spinocerebellar Ataxia, Autosomal Recessive 12 
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