[bookmark: _GoBack]Supplementary Figure 
[image: ]
Supplementary Figure S1. Alignment of the 304 bp of the partial SFTSV S segment in mammals and tick samples.
Of those 21 positive samples amplified from ruminants and ticks, all sequences shared 95-100 of similarity. Samples with distinct sequences of each animal species were aligned. Sequence variations including single point substitutions and 12-nucleodite deletion (indicated as dash lines) were noticed. 
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Supplementary Figure S2. Phylogenetic analysis of the full length S segment of severe fever with thrombocytopenia syndrome virus identified in Taiwan. 
The Nucleotide sequences of the S segment of our local isolate (accession number MN563192) was indicated as a black circle. Other representative viral strains indicating the genotypes of SFTSV in the tree were shown by their accession number with the country of origin. The evolutionary history was inferred using the maximum-likelihood method, based on the Kimura 2-parameter model (1,000 bootstrap replicates). The designation of major viral genotype was referred to as the previous study [1]. The percentage of trees in which associated taxa clustered is shown next to the branches. Scale bar indicates nucleotide substitutions per position.
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Supplementary Figure S1. 


Alignment of the 304 bp of the partial SFTSV S segment in mammals and tick samples.
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