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Figure 3

Codon position

gag p17 gag p24
A 6Ls awit Vi EW10 FK10
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Posterior probability of positive selection

1 9 18 28 38 48 58 68 78 88 98 110 123 136 149 162 175 188 201

Figure 4

Codon position

214 227 240 253 266 279 292 305 318 331 344 357
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