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Supplemental Figure 1: Amino acid sequence alignment of the hydrophobic N-

terminal parts of MprF proteins of various bacterial species, known to synthesize 

Lys-PG, Ala-PG, or both. Conserved charged amino acid and proline positions 

are indicated. Staphylococcus aureus (Q2G2M2), Listeria monocytogenes 

(Q71YX2), Clostridium perfringens MprF2 (Q0STHJ7), Bacillus anthracis 

(B0AWU), Agrobacterium tumefaciens (A9CHP8), Rhizobium tropici (Q8GQE5), 

Bacillus subtilis (C0H3X7), Enterococcus faecalis MprF2 (S0L1V5), 

Enterococcus faecalis MprF1 (Q839W9), Methanosarcina barkeri (Q469T9), 

Paenibacillus polymyxa (E0RDN6), Kineococcus radiotolerans (A6W5P4), 

Pseudomonas aeruginosa (A6VA53), Pseudomonas putida (Q88NK5), 

Burkholderia phymatum (B2JPD9). 
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