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Figure S2: Average nucleotide identity comparisons between the complete/near complete genomes of grapevine rupestris stem pitting-associated virus variants from this study. The x-axis
values express average nucleotide variability between variants as a percentage, while the y-axis values present the total number of nucleotide differences between each variant.
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Figure S2: Average nucleotide identity comparisons between the complete/near complete genomes of grapevine rupestris stem pitting-associated virus variants from this study. The x-axis values express average nucleotide variability between variants as a percentage, while the y-axis values present the total number of nucleotide differences between each variant.


