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Aiming for application to mammals that do not have the ability to regenerate
hair cells, we focused on the ability to spontaneously regenerate avian cochlear hair cells.

RNA-seq analysis was performed by using our established in vitro hair cell regeneration model, and
we detected the type | IFN/JAK/STAT pathway as a novel candidate signal indicating its activation
during initial stages of regeneration. In this study, we performed promoter region analysis (motif
analysis and ATAC-seq analysis) to identify upstream molecules in order to elucidate the molecular
mechanism of this pathway. Although it is currently under analysis, upstream candidate molecules in
this pathway have been extracted, and we are planning to perform the functional analysis in the

future.
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