*

PtXF_DHZ DBIRVGAEPVMPAVG 45
PtXF_DHB RDiEIVIGGRAMLAGAA 45
PtXF_DH4 RD AGRPILPGVG 45
PtXB_DH? RD GGEPVLEPGVA 45
PtXH_DH9 HG YGRSLLPGVG 45
PtXH_DHlD RDEIOVRGYRILPGVA 45
consensus HXXXGXXXXP

S6 Fig. Sequence alignment of the conserved motif in the DH domain core regions from ptx PKSs.
The proposed active catalytic His residue is marked with an asterisk. The numbers indicate amino acid
positions within each domain.



