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S2 Fig. Phylogenetic tree analysis of all available subtype A1 sequences from
Pakistan. Partial gag (A), pol (B) and env (C) sequences (>300bp) available from
Pakistan in the HIV sequence database were analyzed together with the newly
characterized subtype A1 sequences from this study. Since these sequences did not
overlap each other, three Neighbor-Joining trees were constructed to include as many
sequences as possible and to maximally utilize the sequence length for all available
sequences. The newly characterized subtype A1 sequences from this and other studies
are indicated in cyan and black, respectively. Subtype A1 references sequences are
shown in red. Other subtype references sequences are shown as collapsed subtrees.



