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Figure S1. Neighbour-Joining phylogenetic tree of the nucleotide sequences of the GarCLV (A) TGB genes and (B) 
CP gene
The isolates printed in bold were used in both the TGB and CP comparisons; the bootstrap values on each branch were 
supported by 1 000 replicates; only values greater than 50% were shown; a Japanese potato virus S (PVS) isolate was used 
as the out-group; 35 and 73 isolates were included in TGB and CP comparison, respectively
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