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Figure S1: Coverage of the Oxford Nanopore Technology reads across the genome. In the upper
panel the coverage of the reads across the reference genome (GenBank accession number D13942)
is shown. In the lower panel, the GC content (%) and the mean GC content across the reference
genome is shown.
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Figure S2: Phylogenetic analyses of LT antigen, ST antigen, VP1, VP2 and VP3. The maximum
likelihood trees obtained with IQ-TREE web server with nucleotide (A, C, E, G, and I) and amino
acid (B, D, F, H, and ]) sequences are shown. All the BoPyV sequences available in the database
were downloaded and together with BoPyV-1/Faber/2021/Uy were aligned with Clustal W. The
best substitution model was jointly obtained with the tree using the IQ-TREE web server. The



Viruses 2022, 14, 2042

3 of 3

analyses were performed using LT antigen (A and B), ST antigen (C and D), VP1 (E and F), VP2 (G
and H), and VP3 (I and J). Some sequences are not shown in the trees because IQ-TREE discarded
them since they were identical to others. Branch support analysis was SH-aLRT branch test im-
plemented in the IQ-TREE web server.



