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I have mapped an autosmal-recessive nonsyndromic deafness locus
(DFNB78) to an 8.7-Mb interval on human chromosome 7¢g21.11-g21.13 by whole genome
linkage analysis of a large Turkish family. Furthermore, | have narrowed down the
DFNB78 locus by the homozygosity mapping using SNPs in the candidate region. During |
was performing mutation search on the 11 candidate genes, it was reported that the cause
of DFNB39 which was previously mapped in 18-Mb region on 7q11.22-g21.12 by the
linkage analysis of the Pakistani family is the mutation of non-coding region in a
hepatocyte growth factor (HGF) gene. In the DFNB78 family, | found exactly the same
3-bases deletion in intron4 (c.482+1986 1988delTGA) of HGF gene. | considered this
mutation a common founder mutation in South Asia and the Near and Middle East.
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