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Supplementary Figure S1. Maximum-likelihood phylogenetic tree (GTR+Γ+I model for nucleotide 
substitutions) including 48 references sequences (in black) and the 84 HCV-NS5A samples of this study 
(in red). The numbers at each node correspond to bootstrap values obtained with 100 replicates (values 
lower than 70 are not shown).  
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Supplementary Figure S2. Maximum-likelihood phylogenetic tree (GTR+Γ+I model for nucleotide 
substitutions) including 48 references sequences (in black) and the 79 HCV-NS5B samples of this study 
(in red). The numbers at each node correspond to bootstrap values obtained with 100 replicates (values 
lower than 70 are not shown). 
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Supplementary Figure S3. Maximum-likelihood phylogenetic tree (GTR+Γ+I model for nucleotide 
substitutions) including 48 references sequences (in black) and the 79 HCV-NS3 samples of this study (in 
red). The numbers at each node correspond to bootstrap values obtained with 100 replicates (values lower 
than 70 are not shown). 
 


