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Supplementary Figure 2.  Subtyping of the near full-length HIV-1 consensus sequences, obtained by deep
sequencing, was performed using the Recombination Identification Program (RIP 3.0) from the Los Alamos 
HIV Sequence Database as described (1).  The similarity plots show distance measurements between the 
query sequence (patient-derived HIV-1) and the reference HIV-1 sequences from different subtypes.
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