
Figure S1. Genetic diversity of GFLV sequences from grapevines VA6, VA7 and V8.
(a) Phylogenetic trees based on alignements of sequences corresponding to ORF1 (top panel) and ORF2 (lower 

panel), were reconstructed with the Neighbor Joining (NJ) algorithm with bootstrapping analyses of 1,000 
replicates. Name of sequences from VA6, VA7 and VA8 are written in black (with the first number after GFLV 
corresponding to ARN1 or ARN2 and the last number corresponding to the molecular variant).  The names 
written in grey correspond to sequences from GenBank. The name of clades is the same as in Figure 4.

(b) Tables displaying mismatch numbers and percentage of nucleotide identity between ORF1 (top panel) and 
ORF2 (lower panel) nucleotide sequences. Analyses were performed by CLC Workbench software.
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