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ABSTRACT

Since the free therapy program was started by the Thai government, the
number of HIV-1 infected patients with access to antiretroviral drugs has increased.
The selection of effective interpretation algorithms for antiretroviral drug resistance
has become even more important for clinical management. In this retrospective study,
the level of agreement in 721 antiretroviral-therapy failing HIV-1 subjects was
validated. Regarding genetic diversity, about 89% were recognized as non-B variants
(CRFO1_AE). Two pathways of the thymidine analogue mutations (TAMs) could be
identified, and the selective frequency of profile #1 (M41L, L210W and T215Y) was
almost two times higher than that of profile #2 (D67N, K70R, T215F and
K219Q/E/N). The additional E44D, V118l and M1841 were significantly associated to
profile #1, while K65R seemed to be counter-selected by both pathways.

The level of complete concordant interpretation score in all seven
algorithms was highly recognized in non-nucleoside reverse transcriptase inhibitors
(NNRTIs) and protease inhibitors (PIs) (67%), but not in nucleoside reverse
transcriptase inhibitors (NRTIs) (52%). A good to excellent agreement range of kappa
scores was detected for most antiretroviral drugs. However, poor agreement with the
TRUGENE system (k <0.40) was seen in the ANRS system in didanosine, abacavir
and lopinavir; GAV system in indinavir and amprenavir; and DMC system in
ritonavir. These might be an option for resource limited countries when selecting the
use of a low cost or free algorithm interpretation, which has excellent agreement as an
U.S. Food and Drug Administration-approved TRUGENE commercial system.
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