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Figure S1. Comparison of the nonribosomal codes of A-domains activating L-proline and L-proline 

derivatives. The highly conserved D and K residues at the boundaries of nonribosomal codes are 

omitted. The same set of A-domains is shown in phylogenetic tree in Figure 10. Amino acids are 

numbered at the top according to the A-domain of GrsA (PheA) (first row), CcbC (second row), and 

LmbC (third row). Residues of stand-alone A-domains in accordance with consensus of L-proline-

specific stand-alone A-domains are in blue. Residues of modular A-domains in accordance with 

consensus of L-proline-specific modular A-domains are in red. *Names of NRPSs obtained by the 

genome mining are represented by the GenBank accession number; number in parentheses behind 

the name of NRPS denotes the order of the A-domain in NRPS protein chain, if relevant; letter in 

parentheses denotes the source organism. †mePro – 4-methyl-L-proline; putative substrates of ten 

A-domains obtained by the genome mining are represented by the respective set of the APD 

biosynthetic proteins, the predicted products of these protein sets are presented in main text Table 

1. 

 


