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Technical Appendix Figure. Genome organization and phylogeny of Mpulungu bufavirus. A) Diagram of
the predicted genome organization of Mpulungu bufavirus. The positions of the conserved helicase
Walker A (GxxxxGKS), Walker B (EE), and replication initiator motifs (HuHuu) in NS1 and the
phospholipase A2 (PLA2) and glycine-rich region (G-rich) in VP1 and VP2 are shown. B) The Bayesian
phylogenetic tree was generated using the deduced amino acid sequences of the full-length NS1 of
Mpulungu bufavirus and representative parvoviruses. The Mpulungu bufavirus is shaded in gray.
GenBank accession humbers of the parvovirus sequences are shown in parentheses. Bayesian posterior
probabilities are indicated at each tree root. NS, nonstructural protein; VP, viral capsid proteins. Scale bar

represents 0.2 substitutions per site.
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