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The Eurpoge of this study is to comprehensively elucidate the mechanism of
y ubiquitin modification system abnormalities in gastrointestinal

cancers such as gastric cancer and esophageal cancer. First, esophageal cancer cell lines (TE-6, TE-
When the gene expression in 8) was confirmed, it was confirmed that the heterogeneity was very
large even among the cell lines. Therefore, the mechanism elucidated based on the gene expression
analysis derived from a single cell from the originally planned analysis in bulk. It was confirmed
that nucleic acid solubilization becomes possible and cDNA synthesis becomes possible by introducing
dissociation of methylene cross-linking by proteolysis and heat treatment into the existing single

cell RNA-seq process.
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