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Study on the genomic-driven discovery of biological natural products

WANG Tao
(School of Biological Sciences , Jining Medical University ,Rizhao 276826 ,China)

Abstract : Natural products have been the main and rich source of components for novel drug discovery
owning to the diverse structures and bioactivities. However, the technical barriers to screening natural prod-
ucts in high-throughput assays have made the natural product research slow down in the past two decades.
Recently,with the rapid development of DNA sequencing, research progresses on microbial metaboliteshave
reveals the great potential of nature to produce natural products, which threw new insights into novel drug
development at the molecular level. Among them, genomic-driven drug discovery is an efficient and rational
strategy to discover novel structures based on DNA sequencing. The thriving bioinformatics and synthetic bi-
ology will provide a fairly accessible way of exploring and modifying natural products. In this review, it is fo-
cused on the process of genomic-driven drug discovery,including the key steps and technical approaches. In
addition, the successful examples are also highlighted.
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