Figure S1. Sequence comparison between CpPGMIA and CpPGMIB proteins and annotation of
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Conserved substrate binding site residue based on the structures of Candida albicans AGM1 (N-Acetylglucosamine-
phosphate mutase) and Pseudomonas aeruginosa PMM/PGM bound to their substrates.

Conserved active site residue based on structure 1KFI_A
Mistmatched residues between CpPGM1A and CpPGM1B

Conserved metal (Mg

X

X
X

CpPGM1A VEKKIKLKESTGRDRPTVIT
VEKKIKLKEITGRSKPTVIT
Note:

CpPGM1A
CpPGMIB
CpPGM1A
CpPGMI1B
CpPGMI1A
CpPGM1B
CpPGM1A
CpPGMIB
CpPGM1A
CpPGMI1B
CpPGMI1B



