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This study aims to comprehensively understand the colon carcinogenesis by
analyzing mutations in the normal colon mucosa, early tumor, and advanced cancer and establish a new
model rewriting the conventional adenoma-carcinoma sequence theory. Although the mechanism by which
the origin of cancer cells arises in the normal colon and the process of cancer development is
still to be elucidated, the knowledge and research technique developed through this study will
contribute to the future development of colon cancer studies.
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