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Realization of precision medicine for cancer chemotherapy
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IT a sequence of cancer cells removed by surgery can be performed and the
combination of effective anticancer drugs can be determined based on the data, the effect of
postoperative chemotherapeutic treatment will increase dramatically. As a result, it is thought that

this will lead to improved prognosis. However, at present, it takes a considerable amount of time
and effort for humans to analyze sequence data obtained from cancer cells and determine effective
anticancer agents, and it is difficult to derive the optimal combination of anticancer agents for
individual patients. It"s impossible. Therefore, in this study, deep learning was performed using
artificial intelligence (Al) from sequence data of about 200 types of cancer cells and
susceptibility data of each cell to 265 types of anticancer drugs, and the optimum resistance was
obtained from the sequence data. We aimed to build a treatment support system that derives a
combination of drugs.
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“Local Interpretable Modek-agnostic Explanations” (LIME) method
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