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Biosynthetic study of manumycin antibiotics for creating novel analogs
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i i i Sequence analysis of genome from asukamycin producing strain revealed a gene clust
er involve in the biosynthesis of asukamycin. Genetic disruption of cyclohexane synthase (asuB3) and 5-ami

nolevulinate synthase (asuD2), individually abrogated asukamycin production, this confirmed the involvemen
t of the asu gene cluster in asukamycin biosynthesis. Mutasynthesis approach using these mutants was devel

oped for the generation of novel asukamycin analogs.
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