
 

 

Figure S3. Sequence alignment for the most similar members of the PPIAse 

CyP-type and the 18 kDa CyP from Entamoeba histolytica. All proteins are 

identified with NCBI Accession number, and the alignment was carried out in CDD 

data base [45]. Amino acids in the active site are in yellow boxes and conserved 

residues are in gray boxes. 

 

 


