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Recently, epi?enetic mechanisms underlying ?astric cancer development are
highlighted. However, detailed molecular basis has not been fully elucidated. In this study, we
aimed to reveal epigenetic mechanisms that contribute to malignant transformation and develop
targeted therapies using organoid technology.
Comprehensive epigenetic analysis of a gastric cancer organoid library revealed that there is a
subtype characterized by loss of activity of transcription factors characteristic of intestinal
tracts and gain of activity of different types of transcription factors. This subtype had a
particularly poor prognosis. To explore targeted therapies for this subtype, we conducted
CRISPR-based knockout screening targeting epigenetic regulatory proteins. We are currently trying to
identify proteins that can be targeted specifically to this subtype for therapeutic development.
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