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6% Phylogenetic analysis by Maximum Likelihood method in the CP, RdRp and 3"-UTR genomic regions
conducted in MEGA6 and bootstrap calculation for 1,000 replicates. The bar indicates the substitutions
per nucleotide. Bold letters : variants from the original population; italics: variants from the grafted

population; yellow boxes: presumably recombinants. Phylogenetic groups (groups A-E) are defined by
Rebenstorf et al. (2006).
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