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Abstract: Polyketides and nonribosomal peptides are extremely important classes of bioactive secondary me-
tabolites, and controlled by PKS and NRPS. To date, less than 10000 PKS/NRPS structures have been discov-
ered experimentally; however, the theoretical analysis of PKS/NRPS biosynthesis performed suggests that over
a billion possible structures can be synthesized. A vast number of PKS/NRPS sequences and their compound
have been identified and the information was organized and hosted in many PKS/NRPS databases with the help
of high through put screening technologies, computational predictions and literature—mining processes. This Re-

view will first introduce public databases and software, including Norine. NRPS-PKS. ASMPKS. Cluscan-

Clusean. Finally we will discuss the application of these databases and software.
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