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Elucidation of carcinogenic mechanism of Pancreaticobiliary Maljunction using
enhancer analysis method

HOMMA, Yuki
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To elucidate the mechanism of carcinogenesis of gallbladder cancer
coexisting with Pancreaticobiliary Maljunction, we performed a large-scale transcriptome analysis
using clinical cancer specimens from major digestive organs. RNA was extracted from 342 clinical
specimens, and Cap Analysis of Gene Expression analysis was performed on 297 specimens, and RNA
sequencing analysis was performed on 68 specimens. We are currently analyzing these data to identify

genes, promoters, and enhancers associated with the mechanism of gallbladder carcinogenesis in
pancreatic cholangiocarcinoma.
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(Hirai Tomoya)




