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Figure S1 Pairwise identity matrix, determined using SDT v. 1.2 software and based on the nucleotides of the complete coding region
of 19 grapevine red globe virus, using citrus virus C (MN879754) as an outgroup.
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Figure S2 Pairwise identity matrix, determined using SDT v. 1.2 software and based on the nucleotides of the complete coding region
of 57 grapevine rupestris vein feathering virus, using sequence of grapevine Syrah virus-1 (MZ440710) as an outgroup.
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Figure S3 Pairwise identity matrix, determined using SDT v. 1.2 software and based on the nucleotides of the complete coding region
of 30 grapevine Syrah virus-1, using grapevine rupestris vein feathering virus (MZ451101) as an outgroup.





