*
PtxC K51 AHGTGTALG 401
PtxF KS2Z AHGTATRLG 401
PtxF KS3 AHGTGTALG 401
PtxF K54 AHGTGTSLG 401
PtxB KS>5 AHGTGTPLG 401
PtxB KS7 TIAHGTGTALG 401
PtxB KSB LINAHGTGTALG 401
PtxB KS9 ANGSGSTVT 401
PtxH KS10 MAVDTM@SSSLTSI 265 LIAHGTGTSLG 401

PtxH KS11 LAVDSM@TSSTMAT 265
Consensus DXXCSSXL HGTGT

NI[e%sILDT 442
esIL.DA 442
ehRILES 442
VIenILEG 442
NIeiILES 442
NIeisILEA 442
NI[esIAES 442
NI[EesPLA 442
NIesITES 442
NI {@esIPEA 442

S3 Fig. Sequence alignment of the conserved motifs in the KS domain core regions from ptx
PKSs. The conserved catalytic triad of C-H-H is marked with an asterisk. The numbers indicate amino

acid positions within each domain.



