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Table S1. The structural template candidates for homology modeling of yeast α-

glucosidase (YEAST_MAL32).
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Figure S1. Sequence alignment between yeast α-glucosidase (mal32) and 

structural template (yeast isomaltase, PDB ID: 3A4A). (A) Sequence alignment 

colored by residue similarity (blue, similar; pink, dissimilar). (B) Sequence similarity. 

(C) Sequence identity. 



Figure S2. Phi-Psi plot (Ramachandran plot) of putative model of yeast α-

glucosidase resulted from homology modeling and molecular dynamics 

simulation. 


