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Figure S1.  Sequence conservation of aryl acid adenylating enzymes (AAAE) in 

siderophore biosynthetic pathways.  Sequence alignment of adenylate-forming enzymes 

from Escherichia coli (gi:284822083) and homologues from Bacillus subtilis 

(gi:23306686), Vibrio cholerae (gi:9837411), Yersinia pestis (gi:3818608), and 

Mycobacterium tuberculosis (gi:3261670).  Identical and similar residues are highlighted 

in green and yellow shading, respectively.  Residues N235 and S240 are indicated by red 

asterisks.  


