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Comprehensive understanding and novel therapeutic approaches for spliceosome
mutant cancers

YOSHIMI, AKIHIDE

32,500,000
splicing
splicing Omics RNA b binding
protein (RBP) Profiling hireCLIP-seq SR
RBP Ewing sarcoma
RBP RBP Driver ASO Ewing sarcoma

3%

In this study, we utilized state-of-the-art splicing analysis techniques
across various cancers to identify multi-layered abnormalities in the genome, gene expression, and
splicing through Omics analysis. Additionally, we developed hireCLIP-seq, which allows
high-precision and high-reproducibility profiling of RNA-binding proteins (RBPs), and elucidated
various splicing regulatory mechanisms of SR proteins. Furthermore, through screening focused on
RBPs, we identified an essential RBP for the survival of Ewing sarcoma and developed a novel
treatment for Ewing sarcoma by creating an ASO that inhibits the binding of this RBP to driver
genes.
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