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Development of a systemto find bioactive molecules by genome scanning
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MFZERR RO EE (J£30) : To develop a system to find bioactive molecules by genome scanning,
Nocardia brasiliensis IFM 0406 was sequenced by a next-generation sequencer. Many candidates for
biosynthetic gene clustres of bioactive molecules were found, and the metabolite of one of the clusters
was detected by forced expression of positive regulatory genes. These results suggest that genome
scanning facilitates the finding of novel bioactive molecules.
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