ngle-Cell RNA Sequencing Reveals Age-Associated Patterns
of Hair Bundle Gene Expression
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Introduction

The hair bundle of cochlear hair cells is responsible for mechanosensation of the sound pressure wave. Many genes associated with human hearing loss encode protein products that localize to the hair bundle. Patterns
of expression of these genes have not been thoroughly examined beyond the onset of hearing. Our study examines patterns of expression from the onset of hearing to middle age.
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