(®)
2021 2023

Development of Artificial Intelligence by Deep Learning Based on Genomic
High-Dimensional Data Analysis System for Gastrointestinal Cancer
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The objective of this study was to develop an artificial intelligence Al for
genomic medicine by deep learning based on a genomic high-dimensional data analysis system for
digestive cancer. Genome analysis data, clinical information, and histopathological image data in
gastrointestinal cancer were collected and integrated into an integrated database. A deep learning
set was created by linking genome analysis data and pathological image data, and a system that can
analyze high-dimensional data on a high-performance computer was constructed. We elucidated
histopathological characteristics of carcinoma side and host side in tumor mutation load in
colorectal cancer, and worked on the development of artificial intelligence Al by deep learning, and
developed an artificial intelligence Al that can predict tumor mutation load from histopathological
images, for which we obtained domestic and international patents.
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