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In this study, we performed exon level gene expression analysis using the
cDNA microarray to identify alternative splicing variants in specific regions of the cochlea. We
also performed RNA-Seq analysis of each turn of cochlear by using the short-read next-generation
sequencer (illumine HiSeq2000) and long-read next-generation sequencer (Oxford Nanopore MinlION) to
validate the cDNA microarray results, and to identify novel transcript variants. As a result, we
identified novel alternative splicing variants in several genes. Among these novel alternative
splicing variants, we identified novel alternative splicing variants of deafness causative genes
which showed different expression pattern in different cochlear turns. This dataset will provide a
valuable base for understanding the detailed mechanisms not only for normal hearing but also those
for specific frequency deterioration hearing loss.
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