
 

 

 

 

  

 

 

 

   

 

   

  

 

  

  

Figure S1. Bayesian phylogenetic tree based on partial nucleotide sequences of the 

HSP70h gene of Grapevine leafroll-associated virus 2 (GLRaV-2) isolates. The analyzed 

fragment corresponds to the region amplified with the primer pair 

RGHSP227/RGHSP777. Sequences of Peruvian isolates are highlighted in red.  Numbers 

at the nodes indicate Bayesian posterior probability values 
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