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Table S4 Amino acid substitutions in BLV ENV glycoprotein of Kazakhstan genotype G12 sequences and 250 sequences representative for G1-G10 genotypes. Kazakhstan BLV
sequences clustered as genotype G4 and G7 were not included in the analysis. Particular parsimony informative sites were selected based on the occurrence of amino acid
substitution characteristic for genotype/genotypes. The number next to the amino acids in each position indicates the number of given substitution in that genotypes. The presence
of one amino acid indicates that it was present in 100% of the sequences of the genotype. Blank spaces - amino acid identical to genotype G12.



