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Integrated genomic and epigenomic analyses to understand the molecular bases for
defects in spermatogenesis in humans

Tajima, Atsushi

14,400,000
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ERBB4 (erb-b2 receptor
tyrosine kinase 4) SNP (rs3791686)

Integrated genomic and epigenomic_analyses including whole-exome sequencing
analysis in Japanese patients with idiopathic nonobstructive azoospermia and testicular epigenomic
anaIKsis helped us identify candidate “ hot spot” genes that harbored various types of mutations
(such as genetic and epigenetic mutations). In a two-staged genome-wide association study of sperm
motility in Japanese males, furthermore, a single nucleotide polymorphism rs3791686 in ERBB4 on
chromosome 2g34 was identified as a novel locus for sperm motility.
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