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ABSTRACT

The genetic diversity among HIV-1 subtypes may influence clinical management and drug resistance
surveillance as antiretroviral therapy is expanded to resource-constrained regions where diverse non-subtype B
strains predominate. Current antiretroviral regimens can be used consistently to treat patients with both non-B and
B subtypes, and genotypic resistance algorithms provide adequate guidance. Hence, there is an urgent need to
address the deficiency of knowledge about drug resistance in non-B viral subtypes to provide a rational basis for
development of country- or region- specific treatment guideline. In this study, the resistance assays was performed
and compared to evaluate the performance of any technologies for the detection of drug resistant mutation in any
HIV-1 subtypes. Subsequently, the present study characterized and compared resistant mutations in CRF01_AE
and B HIV-1 subtypes. Then, the comparison among non-subtype B; CRF01_AE and CRF_02 AG was performed.
The frequency of concordance between phenotypic and genotypic resistance testing to interpret drug resistance in
CRFO1_AE isolates was relatively high. All three genotypic assays were capable of generating comparable and
high quality genotyping results in subtype B and non-B drug resistant mutations. The mutation patterns and
frequencies were similar between B and CRF01_AE subtypes. However, there are a few mutations that appear to
differ in frequency. For the prevalence of antiretroviral drug resistance, the study showed commonly observed
genotypic resistance in extensive therapy-experienced patients. In the protease genes, minor mutations or
polymorphisms were found in the majority. The results also showed that only 14 drug-naive patients (12.4%)
carried HIV-1 with at least one drug-resistant mutation. Although the data at present do not support the need for
establishment of a subtype-specific pathway for the interpretation of drug resistance mutation, in order to establish
which the best interpretation system, it is necessary to establish a consensus for the interpretation of genotypic data
in CRFO1_AE strain that predominate in Thailand. In accordance with preventing the rapid emergence of resistant
virus strains, the national programme to monitor antiretroviral drug resistance should be established. Routine
genotypic testing in treatment-naive patients before starting antiretroviral therapy is also recommended to prevent

sub therapeutic response and viral failure.
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