Supplementary Fig. S1. Neighbour-Joining trees. The trees were reconstructed on the basis of the complete S region (678 nt) of the viruses under the Kimura 2-parameter substitution model with the program MEGA (Tamura et al. 2013 [15]). The branch lengths represent the number of substitutions per site. The reliability of clusters was evaluated using the interior branch test with 1000 replicates and the internal nodes with over 95% support are considered reliable. (a) Including all samples (278); (b) including samples of genotype B only; (c) including samples of genotype C only.
