CONSENSUS_O

CONSENSUS_G
_:CONSENSUS_A

CONSENSUS_F1
I CONSENSUS_F2
CONSENSUS_C
CONSENSUS_H
MX474
4‘_‘— MX470
— MX111

— — MX125
MX091
*{ E MX190
MX327
MX033
MX376
MX158
MX399
MX399_2
1 MX089
MX542
1 MX122
Phylogeny of Mexican HIV-1 vif-encoding _q;)s(geg
nucleotide sequences (HxB2 positions MX313
5041 to 5619). M’\;‘gggo
Phylogeny was reconstructed using a Markov an’gg 60
Chain Monte Carlo algorithm based Bayesian MX110
analysis suite (BEAUTiI & BEAST) using a MX110 2
general time reversible (GTR) substitution L] MX166
model and strict clock for 77 Mexican HIV-1 MX351
nucleotides sequences and group M (subtypes | E MX350_2
A, B, C, D, F1, F2, G and H) and group O MX350_3
(outlier) consensus sequences. MX350 MX186
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