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[ Abstract] Objective To determine the distribution of HIV-1 subtype and the genetic variation
among men who have sex with men (MSM) infected with HIV-1 in Harbin. Methods Blood samples were
collected from MSM infected with HIV, and viral RNA was extracted, HIV-1 gag gene was amplified by
nested-PCR, and the subsequent products were carried out for sequencing. The phylogenetic analysis and
calculated gene discrete distance were done by Mega 5.1 software. The variation of amino acid sequences
were analyzed by BioEdit 7.0.0 software. Results According to the 61 gag gene sequences obtained,
subtype analysis showed. Among them 49 samples (80.32%) were CRF01-AE, 5(80.32%) samples were
CRF07-BC (8.19%), 7 (11.47%) samples were B subtype. In which gene discrete distance of B subtype was
maximum (0.078 + 0.005), CRFO1_AE was minimum (0.051 + 0.004). The result of analysis the variation of
major homology region (MHR) sequence of gag gene region showed that the seventh valine (V) was mutated
to isoleucine (I) owned the largest proportion in subtypes B comparison with the others. Conclusions The
CRFO1-AE, CRF07-BC and B subtypes of HIV-1 co-circulation among HIV infected MSM in Harbin.
CRFO1-AE was the main epidemic strain of HIV-1. Where subtype B owned the maximum of genetic variability.
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Monitoring the variation of HIV-1 epidemic among MSM could contribute to treatment for MSM timely and

effectively.
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