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Study of HIV-1 envelop V3 region based on coding theory
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The speed of HIV-1 disease progression varies between HIV-1 infected individuals.
We applied artificial codes in coding theory to sequence analysis of the V3 region of HIV-1. In this study
, HIV-1 infected patients were classified into groups with rapid progression, slow progression or long-ter
m non progression by the code structure of the V3 region sequences obtained in the early stage of HIV-1 in

fection. Moreover, we found that the code structure of the V3 sequences obtained longitudinally for the ra
pid progressors changes around the time of AIDS diagnosis.
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