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Abstract

Background: Switching HIV-1 coreceptor usage from CCR5 to CXCR4 is correlated with disease
progression. However, approximately 50% of HIV-1 infected individuals who progress to AIDS
maintain RS viruses.

Objectives: To compare the V3 envelope sequences of HIV-1 subtype CRFO1 AE RS viruses
from slower progressors and R5 viruses from progressors.

Methods: The sequences of the V3 regions of the HIV-1 envelope gene from twenty nine HIV-1
subtype CRFO1 AE infected Thais were analyzed. Fourteen are RS viruses from progressors (PRs;
symptomatic or AIDS within 5 years and CD4" < 200/mm3) and fifteen are R5 viruses from
slower progressors (SPs; asymptomatic more than 5 years and CD4" >350/mm3). The V3 regions
were DNA amplified by nested PCR and sequenced directly from the whole blood of HIV-1 in-
fected individuals. Coreceptor usage and cell tropism was predicted using online tool HIV-1
PhenoPred. The amino acid net charge of the V3 region for each sequence at pH 7.0 was deter-
mined by using online peptide-property calculator from Innovagen. The V3 region N-linked glyco-
sylation site was assessed by using N-GlycoSite program.

Results: The median CD4" counts of PRs and SPs are 60 and 545/mm3, respectively. We found
that V3 motif of R5 virues from HIV-1 CRFO1 AE infected PRs were dramatically dominated by
GPGQ (10/14) but by GPGR (4/14). All V3 motif of SPs were GPGQ (15/15). The significant dif-
ference of V3 motif sequences between PRs and SPs was found (p = 0.026). Both R5 viruses from
PRs and SPs were non-syncytium inducing (NSI). Net charge of V3 of both R5 from PRs and SPs
were +3. There was no difference in the sequon motif NNT within the V3 loop of both popula-
tions.

Conclusions: This study shows that no difference in net charge and N-glycosylation sites of V3
regions of HIV-1 subtype CRFO1_AE envelope sequences from RS viruses of both PRs and SPs.
However, V3 motif GPGQ in R5 of SPs was conserved.
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