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[bookmark: _GoBack]Additional file 5: Figure S1. In (A)  Positions of the BCoV strains in the plot of the first two major axes by correspondence analysis (COA) of relative synonymous codon usage (RSCU) values. The first and second axes account for 43.37 % and 18.96 % of the total variation, respectively. Strains belonging to BCoV sub-cluster C3 [6] are shown in red, strains belonging to different genetic lineages in sub-cluster C1 [6] are shown in green, violet and blue. Strain BCV-AKS-01, isolated in 2015 in China from a Holstein cow, is shown in black. In (B) Maximum likelihood phylogenetic analysis of BCoV complete codes. Strains in the tree are shown by name and colored according to their cluster as shown in (A). Clusters are indicated at the right side of the figure. Numbers at the branches of the tree show boostrap values. Only boostrap values higher than 90 are presented. Bar at the bottom of the tree denote distance.
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