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Critical epi?enome identification of human iPS / ES cells based on machine
learning analysis of teratoma pathology
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Machine learning analysis was performed on the histopathological image of
the teratoma. The critical epigenome of pluripotent stem cells was identified. We analyzed the
process of teratoma formation, the interaction between cells, and the site of transplantation. We
also clarified the process of forming a teratoma. We attempted to elucidate the structure of
teratomas caused by pluripotent stem cells. System pathology is characterized by the elucidation of
the mechanisms and principles of cells, organs, and multicellular bodies. It has become possible to
elucidate the mechanism of cells and genes that are difficult with conventional methods
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