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Appendix Figure 1. Evolution of nucleotide sequences of the NS genes of WUXV showing the
nucleotide sequencing and molecular evolution analyses of the NS genes of 17 WUXYV isolates.
MEGA 6.0 and the neighbor-joining method were used for genetic evolution analysis with 1000

bootstrap replicates. SFTSV, severe fever with thrombocytopenia syndrome virus
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Appendix Figure 2. Evolution of nucleotide sequences of the N genes of WUXV showing the
nucleotide sequencing and molecular evolution analyses of the N genes of 17 WUXYV isolates.
MEGA 6.0 and the neighbor-joining method were used for genetic evolution analysis with 1000

bootstrap replicates. SFTSV, severe fever with thrombocytopenia syndrome virus
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