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Abstract: Phosphopantetheinyl transferases (PPTases) play essential role in the biosynthesis of
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synthetases (NRPSs). In this review, we discuss current studies on the substrate specificities of
PPTases to carrier proteins in Streptomyces. The substrates of type III PPTases are acyl carrier
proteins (ACPs) which locate within the same PKSs. The favorite substrates of type I PPTases are
ACPs in typell FASs and typell PKSs. The favorite substrates of typelIl PPTases are ACPs in
type I PKSs and peptidyl carrier proteins (PCPs) in NRPSs. The favorite substrates of a type I /11
PPTase, whose encoding gene locates in a gene cluster, are ACPs/PCPs whose encoding genes

locate in the same gene cluster.

Keywords:
peptide synthetase
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Figure 1 PPTase transfers 4’-phosphopantetheine moiety from CoA to apo-ACP/PCP to produce holo-ACP/PCP
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Figure 2 Phosphopantetheinylation network in Streptomyces coelicolor (A) and S. chattanoogensis (B)™”!
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