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ABSTRACT

Objectives: 1) To characterize HIV-1genotypes in candidate populations for a prime-boost
phase lll vaccine trial in Thailand. 2) To develop a new Multiregion Hybridization Assay,
MHAbce, capable of distinguishing HIV-1 CRF01_AE, subtype B, and subtype C and their
recombinants.

Methods: Specimens from prevalent and incident HIV-1 infections from Rayong and Chon
Buri Provinces, collected during 1998-2001, were genotyped. MHAbce was developed and
applied to prevalent infections. Most incident and selected prevalent infections were studied
by full genome sequencing.

Results: By MHAbce, 168 of 194 prevalent infections were genotyped. 90.5% were
CRFO01_AE, 2.4% were subtype B, and 7.2% showed discordant or dual probe reactivity,
indicative of recombination or dual infection, respectively. Among 23 incident infections, 20
were sequenced. Eighteen CRF01_AE, one subtype B, and one CRFO01/B recombinant
strains were seen. Two CRF01/B and one CRF01/C recombinants were identified among
selected prevalent infections.

Conclusion: These results indicate that incident and prevalent HIV-1 infections in Rayong
and Chon Buri during 1998-2001 were 90% CRFO01_AE, 3% subtype B, and 7% either
recombinant or dual. This study frames the genetic diversity of HIV-1 in these cohorts in
their preparatory phase for the ongoing prime-boost, phase Il HIV vaccine trial and will
provide a benchmark for interpretation and analysis.

Suggestion for further study: 1) Full genome sequences is a gold standard method for
studying HIV-1 genetic, but it is an expensive, labored, and sophisticate method. It cannot
be widely used. The new developed assay, MHAbce, overcomes these limitations, however
it requires regular check for the precision of the primers and probes. 2) We encourage of
the use of MHAbce in other groups of population in order to gather the precise

epidemiology of HIV-1 in Thailand.

Keywords: HIV-1 Subtypes Rayong Chon-Buri Thailand





