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RESUMO

Cada subtipo de HIV-1 tem um padrio mutacional proprio. Dados sobre mutacdes de
resisténcia aos antiretrovirais foram obtidos com o subtipo B, primeiro em prevaléncia no
Brasil. O segundo em algumas regides € o subtipo F. Foram analisados padrdoes mutacionais
em seqliéncias brasileiras de protease do subtipo F e levantou as seqiliéncias deste subtipo
disponiveis na base de dados de Stanford. A andlise de dois grupos de seqiiéncias
(pacientes ndo tratados e tratados com inibidores de protease) mostrou 19 mutagdes
associadas ao tratamento comuns ao subtipo B e 17 duplas de mutagdes associadas ao
tratamento que diferem das descritas para o subtipo B, indicando a necessidade de estudos

sobre rotas mutacionais no subtipo F.



SUMMARY

Each HIV-1 subtype has a specific mutation pattern. Data on HIV-1 antiretroviral
resistance mutations were obtained with subtype B, the first in prevalence in Brazil. The
second in some regions is subtype F. Mutation patterns of Brazilian subtype F protease
sequences were analyzed and performed a research of the sequences of Stanford Database.
The analysis of two groups of sequences (untreated and treated patients with protease
inhibitors) showed 19 treatment associated mutations also common in subtype B and 17
combinations of statistically treatment associated mutations that were quite different to
those described for subtype B, indicating the need of studies to evaluate specific mutation

pathways of subtype F.



