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As a comprehensive analysis of the genes involved in epithelial-mesenchymal
transition (EMT), we initially attempted to screen the genes using a CRISPR knockout library.
However, this system did not work well due to the variability in response to TGFB among cell lines.

Therefore, we isolated cancer epithelium and stroma and analyzed them with gene expression data
from public databases to comprehensively identify EMT-inducing genes. One of these genes, ARC, was
involved in EMT of colorectal cancer cells in vitro, and its expression was correlated with the
recurrence of colorectal cancer in clinical samples. Further analysis of the candidate genes is
expected to contribute to understanding the complex EMT program and the development of therapeutic
agents targeting them.
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