
 
Supplemental Figure Legends: 
 
Supplemental 1. Amino acid sequence alignment of the RgtA, B, C, and D polypeptides. The alignment 

was performed using the multiple sequence alignment scoring matrix BLOSUM 62 application in 
the Clone Manager program. Shaded letters represent sequence identity.    
 

Supplemental 2. Relationship of RgtE to ArnC, FlmF1 and FlmF2. The RgtE amino acid sequence shares 
similar qualities with known bactoprenyl glycosyl transferases that function in the synthesis of 
monosaccharide lipid donors which are utilized in the biosynthesis of LPS. Like the known  
glycosyl transferases ArnC, FlmF1,and FlmF2, the RgtE amino acid sequence contains a glycosyl  
transferase 2 (GT2) domain which contains the signature DXD catalytic motif followed by two  
signature putative C-terminal transmembrane (TM) domains. The enzymes are likely anchored to 
the inner membrane by the transmembrane domains leaving the catalytic domain (GT2) exposed  
to the cytoplasmic/inner membrane interface.   

 
Supplemental 3. Amino acid sequence alignment of the R. leguminosarum bv. viciae RgtD and putative 

RgtD proteins in Caulobacter crescentus CB15 and Aquifex aeolicus VF5. Alignments were 
made in the Clone Manager program using the BLOSUM 62 matrix scoring system. Shaded 
letters are identical amino acids. The putative RgtD peptides share over 50% similarity (positives) 
with the Rhizobium RgtD and are share highly conserved regions towards the N-terminus.  
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