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Multi-omics analysis for hepato-biliary-pancreatic cancers
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For liver cancer, we performed immune-genomic analysis and classified it
into four subgroups in the aspects of immune suppression mechanism. Proteome analysis classified
liver cancers in the aspects of drug therapies. We clarified the cellular plasticity mechanism of
combined types of liver cancer with HCC and cholangiocarcinoma. For cholagiocarcinoma, we identified

drugs which can be applicable in each patient by using genomic and transcriptomic data. For
pancreatic cancer, we performed genomic and transcriptomic analysis with microbiome analysis on
small intestine and examined any effect of chemotherapy on pancreatic cancer immunology and

microbiome.
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