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Gene expression analysis of Human inner ear

NISHIO, Shin-ya

3,400,000

transcriptome

in situ hybridization

Recent advances in molecular ?enetic analysis technology enabled to clarify
genetic cause of deafness. Genetic diagnosis is useful to predict the phenotype and appropriate
clinical treatment. Despite advances in genetic analysis, there remains a significant delay in the
pathophysiology elucidation of the hearing loss as the inner ear is surrounded by bone, making it
impossible to perform biopsies without causing irreversible deafness. Most previous studies were
performed using model mice; however, many mouse models did not reflect human phenotypes. To
elucidate the physiology of the auditory system and deafness causing mechanism, we performed RNA-Seq
analysis of the developing human inner ear with professor Schrott-Fischer at the Medical University
of Innsbruck. In this collaborative study, we analyzed the gene expression pattern of fetal inner
ear at each gestational week and clarified gene expression dynamics.
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