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Establishment of rapid functional diagnosis of genome information and its
application to cancer precision medicine
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To establish a foundation for developing qualitative diagnostic methods for
genomic information through rapid functional evaluation of various genetic abnormalities identified
in large-scale cancer genome analysis, we developed various gene regulation technologies using
cancer-related genes as molecular models. We investigated assays to rapidly control gene function in

human cell lines and detect this function in the cells. In order to construct a rapid functional
evaluation system for various genetic changes and a foundation for diagnostic and therapeutic
applications, we examined cell phenotypes and explored downstream molecules of the cancer-related
genes under conditions in which the gene functions are controlled in human cell lines. We also
developed a method to detect systematic changes in cell function caused by the cancer-related genes.
We reported the results of this study at various conferences and published some manuscripts in
international academic journals.
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