
Fig. 7. Structural alignment of MX and SC PEPs. MX PEP, in blue and SC PEP in 

purple. Left, MX and SC proteins aligned at their catalytic domains. Right, propeller 

domain alignment. Structural variations come mainly from the loops in between the β 

strands, with examples labeled in black. The arrows (magenta) point to the loops that 

have become unstructured in the open form.  

 
 
 
 
 
 
 
 
Fig. 8. Sequence Alignment of Prolyl-Specific Peptidases. Prolyl endopeptidases from 
Myxococcus xanthus (MX), Sphingomonas capsulata (SC), porcine muscle (porcine), and 
Flavabacterium meningosepticum (FM), and a prolyl-specific exopeptidase dipeptidyl 
peptidase (DPPIV) are aligned. The high consensus residues are highlighted in red and 
low consensus residues are highlighted in blue. 


