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Elucidation of the mechanism of action and the target molecules of ingredients
in crude extracts by chemical genetics approach using yeast knock-out strain
collection

UTO, Takuhiro
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In this study, we used the chemical genetics approach using approximately
4000 yeast knock-out strain collection to identify the mechanism of action and the target molecules
of ingredients in crude extracts, including Glycyrrhiza (Licorice), Coptis rhizome, Scutellaria
root. Analyses of their variation patterns demonstrated that these crude drug extracts acted on
genes and pathways different from those of representative drugs and chemicals. Furthermore, the
functions and subcellular localization of the genes of the sensitive strains were diverse and
specific, depending on each crude drug extract.
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