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A fundamental study for construction of bile duct cancer early diagnosis method
by DNA methylation analysis.
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Cholangiocarcinoma is one of the most intractable cancers among all cancers,

and it is difficult to diagnose at a stage where early detection as well as cure can be expected.
Therefore, it is desirable to establish an early diagnosis method for cholangiocarcinoma and a
method to determine the malignancy of mucous-producing cholangiocarcinoma and mucinous cystic
cholangiocarcinoma, which have been attracting attention recently. In this project, we constructed a

Bisulfite Amplicon Sequencing (BSAS) panel for DNA methylation analysis of 14 cancer-related genes
including mucin genes related to the malignancy of cholangiocarcinoma. Then we analyzed the
methylation of tumor and non-tumor portions of cholangiocarcinoma tissue specimens (125 cases: 250
specimens including non-neoplastic region and neoplastic region) used this panel. In addition, to
evaluated the BSAS panel analysis for clinical application, we compared analysis data with clinical
information.
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