Supplementary Figures. Phylogenetic analysis of the Cuban strains of BTV, segments 1, 3, 4, 5, 7, 8, 9 and 10.
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Figure S1: Phylogenetic analysis of S1 sequences of the Cuban BTV strains. Phylogenetic analysis of S1 sequences of
BTV strains using the Maximum Likelihood method and Tamura-Nei model (1000 replicates). This analysis involved
17 nucleotide sequences; there were a total of 3944 positions in the final dataset. In the phylogenetic tree, GenBank
sequences, species designations and strain names are given. Brackets include sequences sharing more than 98% of
nucleotide identity.
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Figure S2: Phylogenetic analysis of S3 sequences of the Cuban BTV strains. Phylogenetic analysis of S1 sequences of
BTV strains using the Maximum Likelihood method and Tamura-Nei model (1000 replicates). This analysis involved
17 nucleotide sequences, there were a total of 2772 positions in the final dataset. In the phylogenetic tree, GenBank
sequences, species designations and strain names are given. Brackets include sequences sharing more than 98% of
nucleotide identity.



BTV12-23.2 (3090)

BTV17-23.01 (3158)
BTV19-23.01 (3100)
BTV12-23.01 (3062)
BTV10-23.02 (3037)
BTV10-23 01 (3088) |

BTV18-23.01 (3079)
100

BTV24-23.01 (3134)

BTV3-23.01 (3180)

BTV1-23.02 (3190)

100 [~ BTV1-23.01(3124) |
L arvis-23.02 3110)

81 r BTV18-23.03 (3155)
BTV13-23.1 (3087)

BTV2-23.01(3111)
E:]
BTV17-23.02 (3178)

BTv22-23.01 (3089)

oo

Figure S3: Phylogenetic analysis of S4 sequences of the Cuban BTV strains. Phylogenetic analysis of 54 sequences of
BTV strains using the Maximum Likelihood method and Tamura-Nei model (1000 replicates). This analysis involved
17 nucleotide sequences, there were a total of 1981 positions in the final dataset. In the phylogenetic tree, GenBank
sequences, species designations and strain names are given. Brackets include sequences sharing more than 98% of
nucleotide identity.
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Figure S4: Phylogenetic analysis of S5 sequences of the Cuban BTV strains. Phylogenetic analysis of S5 sequences of
BTV strains using the Maximum Likelihood method and Tamura-Nei model (1000 replicates). This analysis involved
17 nucleotide sequences, there were a total of 1771 positions in the final dataset. In the phylogenetic tree, GenBank
sequences, species designations and strain names are given. Brackets include sequences sharing more than 98% of
nucleotide identity.
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Figure S5: Phylogenetic analysis of S7 sequences of the Cuban BTV strains. Phylogenetic analysis of S8 sequences of
BTV strains using the Maximum Likelihood method and Tamura-Nei model (1000 replicates). This analysis involved
17 nucleotide sequences, there were a total of 1159 positions in the final dataset. In the phylogenetic tree, GenBank
sequences, species designations and strain names are given. Brackets include sequences sharing more than 98% of

nucleotide identity.
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Figure S6: Phylogenetic analysis of S8 sequences of the Cuban BTV strains. Phylogenetic analysis of S8 sequences of
BTV strains using the Maximum Likelihood method and Tamura-Nei model (1000 replicates). This analysis involved
17 nucleotide sequences, there were a total of 1125 positions in the final dataset. In the phylogenetic tree, GenBank
sequences, species designations and strain names are given. Brackets include sequences sharing more than 98% of

nucleotide identity.
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Figure S7: Phylogenetic analysis of S9 sequences of the Cuban BTV strains. Phylogenetic analysis of S8 sequences of
BTV strains using the Maximum Likelihood method and Tamura-Nei model (1000 replicates). This analysis involved
17 nucleotide sequences, there were a total of 1050 positions in the final dataset. In the phylogenetic tree, GenBank
sequences, species designations and strain names are given. Brackets include sequences sharing more than 98% of
nucleotide identity.
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Figure S8: Phylogenetic analysis of S10 sequences of the Cuban BTV strains. Phylogenetic analysis of S8 sequences
of BTV strains using the Maximum Likelihood method and Tamura-Nei model (1000 replicates). This analysis involved
17 nucleotide sequences, there were a total of 822 positions in the final dataset. In the phylogenetic tree, GenBank
sequences, species designations and strain names are given. Brackets include sequences sharing more than 98% of
nucleotide identity.



