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Malformations Caused by Shuni Virus in
Ruminants, Israel, 2014-15
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Technical Appendix Figure 1. Map showing locations where Shuni viruses were detected in

ruminants in Israel, 2014-15. Scale bar indicates distance.
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Technical Appendix Figure 2. Rooted maximum-likelihood phylogenetic trees of Simbu serogroup
viruses. Segments were constructed on the basis of a general time-reversible and gamma-distributed
rate heterogeneity (GTR_G) model of nucleotide substitution. A) S segment; B) M segment; and C) L
segment. Phylogenetic analysis was performed by using PhyML (1,2). Values above the branches
indicate bootstrap support. Only bootstrap values >70% are shown. The segments of the Israeli
isolates were compared with the appropriate sequences from validated Simbu viruses. When
possible, we used Simbu serogroup viruses with available full-segment sequences that have been
validated according to Goller et al. (3) and van Eeden et al. (4,5). For additional Aino viruses for which
full-segment sequences were not available, we used GenBank accession numbers from previous
studies (5,6). Homologous sequences from Oropouche virus were used as an out-group. Scale bar

indicates estimated nucleotide substitutions.
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