
 

Figure S1. Phylogenetic analysis by the maximum likelihood method of a 400 bp fragment of env gene 

nucleotide sequences of Kazakhstan BLV isolates and known 11 BLV genotypes. The evolutionary 

history was inferred by using the Maximum Likelihood method based on the Kimura 2-parameter 

model. There were a total of 400 positions in the final dataset. Evolutionary analyses were conducted 

in MEGA6. 
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