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ABSTRACT

AIDS is caused by human immunodeficiency virus (HIV) which can be divided into
two major types, HIV type 1 (HIV-1) and HIV type 2 (HIV-2). The most common HIV in
the world and also in Thailand is HIV-1. HIV type 1 can be divided into four distinct and highly
divergent groups based primarily on the analysis of genetic sequences coding for the envelope (env)
and other structural (gag, pol) proteins, including M , O , N and P. The variations of envelope proteins
of HIV-1 group M and HIV-1 group O are 30%-50%. HIV-1 group M is the most widespread which
can be recognized into several subtypes (A, B, C, D, F, G, H, J, and K). Within subtype A and F have
been further divided into Al, A2 and F1, F2, respectively. The HIV-1 subtype B and CRFO1_AE are
the major subtypes circulating in Thailand.

This study aimed to analyze the genetic sequences of HIV from 675 collected clinical
samples for detecting drug resistance genotype of HIV using nucleotide sequencing. Thirty-five of the
675 random samples of the collected samples from 2009 (n=111), 2010 (n=250) and 2011 (n=314)
were selected using near full length genomic sequencing analysis. Moreover the researcher studied the
prevalence of drug resistance mutation in all samples. The results revealed that phylogenetic tree of 32
out of 35 samples was shown in subtype CRFO1_AE and the 3 remaining samples were clustered with
CRF34_01B and CRF52 _01B. In HIV drug resistance mutation prevalence study, the collected
samples from 2009 showed the most drug resistance gene variation of NRTIs group in
M184VIMV/IMV/IM/I (65.5%), NNRTIs group in Y181C/CY/G/FY/I/VIHY/L (37.8%) and Pls
group in L63P (21.8%). The collected samples from 2010 revealed the most drug resistance
genotyping variation of NRTIs group in M184V/MV/IMV/IM/I (49.31%), NNRTI group in
Y181C/CYIG/FY/I/VIHY/L (34.31%), Pls group in L63P (19 %), while collected samples from 2011
showed the most drug resistance genotyping variation of NRTIs group in M184V/MV/IMV/IM/I
(58.32%), NNRTI group in Y181C/CY/G/FY/I/V/HYI/L (33.63%) and Pls group in M461/L/IM/LM
(2.63 %)

This study found that major subtype of HIV-1 circulated in Thailand CRFO1_AE, which
corresponds to the HIV epidemiology of Thailand and with a high percentages (8.6%) of CRF01/B
reported here from samples collected from Southern, Northern and Northeastern provinces of
Thailand. These samples might be used as preliminary data to urge for intensive molecular
epidemiological study of HIV genotype spread in Thailand.
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