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Technical Appendix Figure 1. Phylogenetic tree of the orthobunyaviruses based on the S segment
ORF. The relationship of KOWYV and YACYV to other orthobunyaviruses using the predicted ORF

sequence with a maximum likelihood model. GenBank accession nhumbers are shown.
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Technical Appendix Figure 2. Phylogenetic tree of the orthobunyaviruses based on the L segment ORF.

The relationship of KOWYV and YACYV to other orthobunyaviruses using the predicted ORF sequence with

a maximum likelihood model. GenBank accession numbers are shown.
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Technical Appendix Figure 3. Phylogenetic trees of the nairoviruses based on the complete S, M and L

ORFs. The relationship of TAGV to other orthobunyaviruses using the predicted ORF sequence with a

maximum likelihood model. GenBank accession numbers are shown.
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