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Comprehensive Genetic Screening of KCNQ4 in a Large Autosomal Dominant Nonsyndromic
Hearing Loss Cohort
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KCNQ4, a member of the voltage-gated potassium channel family, plays a role in
potassium recycling in the inner ear, and its mutation caused autosomal dominant sensorineural hearing
loss. In this study we analyzed large number of Japanese hearing loss patients and revealed mutation
spectrum of KCNQ4 gene.
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