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Recent advances in microbial natural product bioinformatics and cheminformatics

Wang Meng-yuan, Chang Shan-shan, and Xie Yun-ying
(CAMS Key Laboratory of Synthetic Biology for Drug Innovation, Institute of Medicinal Biotechnology, Chinese Academy of Medical
Sciences & Peking Union Medical College, Beijing 100050)

Abstract Microbial natural products have always been a main source for drug development, and are still an
important source for novel structural scaffolds. However, with the growth of the number of microbial natural products,
repeated discovery has become the main bottleneck for new discovery. Genome mining technology, based on
bioinformatics and cheminformatics, has become a key to resolve the problem. Research on the natural product related
informatics is currently under rapid growth. In order to help natural product researchers to timely acquire and select
these informatics tools for efficiently discovering novel compounds, this mini-review summarized informatics tools in
the field of microbial natural product research in recent two years.
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Tab.1 Open microbial natural product related bioinformatics and cheminformatics tools and databases released or updated in recent two years
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