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Perspective
Amdoparvoviruses. Part 1. Phylogenetic analysis of complete VP2 protein sequences provided support for a global taxonomic analysis of the Aleutian mink disease virus
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Supplementary Figure 1. The evolutionary tree of VP2 protein sequences of Parvovirinae representatives with the highest log likelihood (-67518.55). Numbers are the percentage of trees in which the associated taxa are clustered together, shown next to the branches. https://doi.org/10.6084/m9.figshare.30095770.v2
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