©
2021 2023

The study on growth inhibitor of epithelial-mesenchymal transition

Matsuo, Hirotaka
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In this study, we aimed to establish a search system for
epithelial-mesenchymal transition (EMT)-inducing cell proliferation inhibitors and to find active
substances. Therefore, we analyzed the behavior of nanaomycin K, derived from actinomycetes, which
is the only substance known to have EMT-inducing cell proliferation inhibitory activity, using MDCK
cells. As a result, we confirmed that the target substance could be obtained by comparing the
activity in EMT-inducing cells and EMT-inhibiting cells. As a result of screening approximately 13,
000 types of plant extracts, we found extracts that showed activity and obtained several active
substances. For one known substance, we performed a mechanism of action analysis and transcriptome
analysis, and found several genes that are thought to contribute to the activity.
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