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PREDICTION OF POTENTIAL ANTIGENIC DOMAINS OF HIV-1 POL PROTEIN AND EVALUATION THEIR IMMUNORACTIVITY
Objectives. The aim of this study is prediction and evaluation diagnostic relevance of potential antigenic epitopes of HIV-1 polymerase protein (protease; reverse transcriptase;

integrase).

Methods. Five potential antigenic epitopes of HIV-1 pol protein have been predicted by

bioinformatics analysis. Recombinant genes encoded selected amino acids sequences

have been assembled by PCR from synthetic oligonucleotides and expressed in E. coli

as hybrid proteins with Glutathione S-transferase. Proteins were tested by enzyme

immunoassay against a panel of human serum specimens positive for anti HIV

(n = 228) and specimens from normal blood donors (n = 200). Status of samples has

been confirmed by ‘New Lav Blot’ (Bio-Rad, USA).

Results. Potential antigenic determinants were predicted at position 1–51 aa, 198–347 aa, 242–347aa, 352–411 aa and 922–1002 aa pol protein. Only protein comprising 922–1002 aa

of pol protein (integrase) was immunoreactive and detected IgG antibody in 87% anti-

HIV positive serum samples. Average of signal to cutoff ratio is 8.5. None of specimens

from normal blood donors were tested as positive with this recombinant protein. Other

theoretically selected amino acids sequences demonstrated no immunoreactivity. This

may be connected with the conformational nature of other predicted epitopes.

Conclusion. The results indicated that recombinant protein comprising one of the theoretically predicted antigenic epitope(s) of HIV-1 pol protein demonstrated a significant diagnostic potential and can be used for the development EIA for the detection of anti-HIV activity in serum specimens.
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