
SUPPORTING INFORMATION 

 

Supplemental Figure 1.  Sequence alignment of proteins identified through BLAST to be 

similar to MlHMPDdc.  Strictly conserved residues are highlighted in read while less 

strictly conserved residues are shown in red font.  The secondary structure for HMPDdc 

is shown above the alignment. 

 

Supplemental Figure 2.  Sequence alignment of decarboxylase proteins identified through 

BLAST with HMPDdc and the aldolase submitted to BLAST.  Strictly conserved 

residues are highlighted in red and less strictly conserved residues are shown in red font.  

The secondary structure of HMPDdc is shown above the alignment. 
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