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Supplementary Figure S1. Conformational epitopes prediction for Chikungunya virus 
E2 Protein. Multiple alignment of E2 protein sequences corresponding to the four 
genotypes with highlighted epitopes conformational prediction. On green epitopes are 
conserved among all genotypes. Blue epitopes are common to more than one genotype. 
On red single epitopes of each genotype; *- Amino acid changes in the regions predicted 
as epitopes. *, ** CHIKV epitopes already identified and described. 
  



 
Supplementary Figure S2. Linear epitopes prediction for Chikungunya virus E2 Protein. 
Multiple alignment of E2 protein sequences corresponding to the four genotypes with 
highlighted epitopes linear prediction. On green epitopes are conserved among all 
genotypes. Blue epitopes are common to more than one genotype. On red single epitopes 
of each genotype; *- Amino acid changes in the regions predicted as epitopes. *, ** 
CHIKV epitopes already identified and described. 
  



 
Supplementary Figure S3. Conformational and Linear epitopes prediction for 
Chikungunya virus E3 Protein. Multiple alignment of E3 protein sequences 
corresponding to the four genotypes with highlighted conformational (A) and linear (B) 
epitopes predictions. Blue epitopes are common to more than one genotype. On red 
single epitopes of each genotype; *- Amino acid changes in the regions predicted as 
epitopes. 


