ABSTRACT

Molecular characterisation and drug resistance determination ot the HIV-1 inlected population in

Barhados

Marquita Vernescia Gitlens

l'e understand the emergence of V-1 variants and their potential impact on
transmission of 11V-1 in Barbados, 36 Barbadian subtype B sequences were characterized and
compared with sequences from Brazil. Argenting, Puette Rico. United States. Spain. Lebanon,
LUeanda. Thailand. Trinidad. Prance. Belgium., Slovak Republie. Great Britain, Switzerland,
Norway, Sweden. Netherfands, Lithuania. Martinigue and Cuba.

Analysis ol emv ¢2v3ct and ped protease (PRY gene regions at the DNA and protein level:
documented that the majority of Barbadian subtype B straing differed signtficant!y from the glohal
seguences, Trinidad. Great Britain, Sweden. Siovak Republic. Lithuania, Brazii. North America.
Lebanon or Puerto Rico formed possible clusters of epidemiologically linked events with
Barbadian patients. Phylogenetic analvsis revealed Barbadian subclusters: threonine deletion at
position 13 of the V3 loop was identified in 1356 (36%) of Barbadian vav sequences. a {cature
clobally found in less than 0.3% of HIV-1 sequences. The Barbadian consensus PR amine actd
sequence ditfered from the worldwide consensus at three positions: 11 (R «k) 72 (0 »7vand 77
(V=1

The protease and reverse transeriptase region of the polymerase gene were amplified o
detect the presence of inherent resistance mutations within the population of antiretroviral-natye
patients. The amine acid (aa) mutational patterns associated with druge resistance in 27 drag-naive
Barbadian individuals were evaluated. Only one RT sequence carried dual mutations at positions

Mt and T213Y, contrasting wilth the PR sequences, in which 24 (89%) contained at least one



inhibitor-associated mufation at positions R8Q. M36T. RITR. D601 LoAP, HEYK, ATIT. V77l or
NS5, OF these 24, (52%) carvied dual and 3 (150 carried tiple nutations. The majority of the
nutdlions were associated with AA positions V771 (67901 L63P (6390 or DOBL (18,574 and
indicated that the prevalence of 771 substitution (nctfinavir resistant} was four times higher in the
Barbadian PR seguences than the worldwide prevalence of 19%,

The high variation found in the Barbadian scquences reflects cases ol multiple
independent introductions from outside the country. These findings suggest TIV-1 transterral
from Furope or Noeeth Amerlea w the Caribbean,  Barbadian HIV-T sequences exhibit more

variation than the slobal pool wonld suggest,
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