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Identification analysis of driver mutated genes based on expression regulation
in the cancer metabolism pathway
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In cancer cells, expression regulations of metabolic pathways can be
considered as the result of carcinogenesis due to gene mutations.To classify whether the above
viewpoint, | conducted a study of driver gene identification based on the construction of a cancer
metapolism pathway network. I have sequentially stratified of mutation characteristics, clarified
metabolic pathways disrupted by mutations, identified driver mutation modules, and then discussed
candidate related carcinogenic mechanisms and therapeutic targets.

We also published a research paper in which we clarified the similarities and differences between
two different subtypes of overlapping gastric cancer cases, in relation to studies exploring the
association between cancer mutations and pathways and published a research paper.
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