Fig. S1. The maximum likelihood phylogenetic tree of HIV subtype B pol sequences The trees were constructed from nucleotide sequences corresponding to HBX2 nucleotide 2273 to 3276 using the GTR+CAT nucleotide substitution model in FastTree package.

Fig. S2. The maximum likelihood phylogenetic tree of HIV CRF01_AE  pol sequences The trees were constructed from nucleotide sequences corresponding to HBX2 nucleotide 2273 to 3276 using the GTR+CAT nucleotide substitution model in FastTree package.

Fig. S3. The maximum likelihood phylogenetic tree of HIV CRF07_BC pol sequences The trees were constructed from nucleotide sequences corresponding to HBX2 nucleotide 2273 to 3276 using the GTR+CAT nucleotide substitution model in FastTree package.

