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2020/9 BCVR2020. Toshiyuki Nishiji, Shunta Taminishi, Atsushi Hoshino,
1 Satoaki Matoba. Genome-wide CRISPR screen identifies Keap1-
NRF2 pathway as a crucial regulator for fibrosis.
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NRF2 pathway as a crucial regulator for fibrosis.
2019/9 BCVR2019. Toshiyuki Nishiji, Shunta Taminishi, Atsushi Hoshino,
3 Satoaki Matoba. Genome-wide CRISPR screen to identify genes
involved in fibrosis
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