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Fig. 2.  Model of SgcD with S. marcescens ASI (pdb 1I7QA).  SgcD was submitted to 

ModWeb for comparative protein structure modeling 

(http://alto.compbio.ucsf.edu/modweb-cgi/main.cgi).  The results were analyzed using 

Chimera from the University of San Francisco.  (A) Overall predicted structure similarity 

between ASI and SgcD.  Shown in purple is ASI, and SgcE is depicted in white.  (B) 

Close-up view of the ASI active site comparing select amino acids involved in acid/base 

catalysis and Mg2+ coordination.  Residues in red are from ASI, and those in blue are 

from SgcD.  Numbering refers to the residues in ASI. 




