
Supplementary Figure S1. Pairwise comparisons of CsRV1 concatenated whole genome based on 

nucleotide sequences (top) and amino acid sequences (bottom). 

 

 
 

Supplementary Figure S2. Maximum Likelihood phylogenetic tree based on amino acid sequences of the 

concatenated genomes(A) and segment 9 (B) of CsRV1 isolates from different geographic locations. 
Bootstrap > 50% was shown on the tree. SsRV WX_2012 was used as the outgroup. 

 



 



 
Supplementary Figure S3. Maximum likelihood phylogenetic tree based on the nucleotide sequences of 

each segment of 23 strains of CsRV1 collected from different geographic locations. Best Models based on 

BIC for each tree were shown in Supplementary Table 3. 



 



 
     



 
   

 

 

 

 



 

  



 

 



 



 
Supplementary Table S1. Primers used in this study. 

(See attached excel) 

 

Supplementary Table S2. FST estimates of CsRV1 between collection years based on seg9. Bold values 

indicate significance (P < 0.05). 

 



 
 

 

 

Supplementary Table S3. FST estimates of CsRV1 between locations. Bold values indicate significance (P < 

0.05). 

 

 
 


