01-04_V_champinii_GVM
21-06_Merseguera_GVM
07-15_Cataratto_GVM
03-15_Alicante_bouchet GVM
11-14_Donzillinho_do_Castello_GVM
36-06_Zinfandel_GVM
28-14_Rousanne_Blanc_GVM
24-15_Optenhorst_GVM
26-14_Pontak_GVM
23-15_Muscat_St_Laurent_GVM
28-13_Rotgipfler_GVM

Figure S16: Average nucleotide identity comparisons between the complete/near complete genomes of grapevine virus M 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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