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High-dimensional data analysis platform realizing cancer genome medicine
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Cancer is a disease caused by damage (mutation) to the DNA in a cell and the
accumulation of mutations that are not repaired for many years. The development of very
high-throughput DNA sequencers has made it possible to identify mutations at a relatively low cost.
Therefore, it is important to integrate the data of cancer genome information and build a data
analysis infrastructure. To date, we have created a database of genetic test results for more than
700 solid tumors, including colorectal cancer, gastric cancer, lung cancer, and breast cancer. In
addition, we have developed a system that can analyze data under any conditions by combining
clinical information and genome mutation information. Furthermore, as an application of this system
to artificial intelligence, we have developed a technique for determining pathological conditions
using pathological images.
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