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Integrated analysis of transcriptome and metabolome in Japanese medicinal plants

SAITO, Kazuki
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We have conducted the deep transcriptome and metabolite analyses on the
representative medicinal plants grown in Japan. By the transcriptomics analyses with a next-generation
DNA sequencer, we have successfully assigned a number of genes presumably involved in the biosynthesis of
pharmacologically-active ingredients in the Leguminous medicinal plants, Sophora flavescens and Pueraria

lobata.
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