
Fig. S1. The maximum likelihood phylogenetic tree of national HIV pol sequences (n = 21,636) from our dataset (n = 9,203) and publicly available sequences (n = 12,433; reference dataset). 

The trees were constructed from nucleotide sequences corresponding to HBX2 nucleotide 2273 to 3276 using the GTR+CAT nucleotide substitution model in FastTree package. Branch color represent subtypes: CRF01_AE in blue, subtype B in red, and CRF07_BC in green. Shaded boxes indicate the subtrees, which are enlarged at the right of the tree. Sequences from our dataset and publicly available sequences are shown by solid circles and solid squares in the subtrees. Some clades are merged to improve the graphic representation of the figure.
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