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Figure 3: Phylogenetic analysis of POWYV sequences of the non-structural protein NS5
region (2710 nt). Sequence data were aligned using MEGA, version 7.0.26. Phylogenetic
analysis was performed using the General Time Reversible model of nucleotide
substitution. Programs from the BEAST package were used to produce phylogenetic
trees. The statistical significance of the tree topology is represented by the posterior
probability score. Lineages (I and Il) are given on the right.
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Figure 2: Phylogenetic analysis of POWV sequences of the complete genome (10635 nt). Sequence
data were aligned using MEGA, version 7.0.26. Phylogenetic analysis was performed using the
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. General Time Reversible model of nucleotide substitution. Programs from the BEAST package were D - -
0.88 used to produce phylogenetic trees. The statistical significance of the tree topology is represented by I S C u S S I O n

I * the posterior probability score. Lineages (Il and II) are given on the right.
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Table 1: Phylogeny-trait association tests of the structural region of DWV by geographic location
and year of collection
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Figure 1: Phylogenetic analysis of POWV sequences of the envelope region (522 nt). Sequence data were Location 0.90 7.00 (7.00-7.00) 7.76 (6.00-9.00) 0.34 the f bett d tandi e iral
aligned using MEGA, version 7.0.26. Phylogenetic analysis was performed using the General Time w‘ . Ope€s o1 betler understanail ]‘g, s € vira
Reversible model of nucleotide substitution. Programs from the BEAST package were used to produce Year 0.87 8.00 (8.00-8.00) 9.20 (8.00-10.00) 0.11 ' 'QS and mcreasmg the body of kne dge fQ |
phylogenetic trees. The statistical significance of the tree topology is represented by the posterior under-stu
probability score. Lineages (I and Il) are given on the right.
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