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Figure S1. Neighbor-joining phylogenetic tree based on alignment of CA fragment of gag gene. Sequences from
this study are labeled by black circles and their names are proceeded by the flock origin and the animal species (s-
sheep; g-goat). Numbers at the branches indicate the percentage of bootstrap values obtained from 1000

replicates. Bootstrap values >70% are shown.
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Figure S2. Bayesian phylogenetic tree based on alignment of CA f;
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Figure S3. Alignment of deduced amino acid sequences of immunodominant epitopes of capsid protein and
major homology region (MHR) of the SRLVs obtained in this study and reference strains. Identical residues are
indicated by dots (.).



