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Searching_for novel anticancer epigenetic drugs from Kampo medicines followed by
elucidation of the mechanism through transcriptomic analyses.

Hirasaki, Yoshiro

3,300,000

HL60 Kasumi-1
Cinobufagin

Cinobufagin

Cinobufagin

In this study, we intended to identify anti-tumor components from compounds
derived from crude drugs used in Kampo medicine that have been familiar and empirically used for
many years and to develope cancer treatment strategies that are safe and more realistic for clinical

application by evaluating their epigenome modifying effects.
Crude drugs and their constituent compounds currently available in Japan were screened for their
antitumor activity against cancer cell lines. We identified crude drugs that exhibited inhibitory
effects on leukemia cell lines, HL60 and Kasumi-1.
A detailed analysis of the inhibitory effect of cinobufagin on leukemic cell lines was reported with
elucidation of the mechanism by transcriptomic analyses.

Cinobufagin transcriptome
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WiE B2 Lycium chinense Miller (25.0 mg/ml), HAEYE T B Hedyotis diffiisa Willd. (8.8 mg/ml), WU
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