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Pesrome. Llenbo maHHOI pabOTHI SIBUJIOCH BBISBJICHUE aJUIEJIbHBIX BApDUAHTOB T'€HOB LIUTOKUHOB B TOYKax
nonumopduszma G-308A TNFA, T-330G IL-2, C-590T IL-4, C-703T IL-5 u C-592A IL-10 u ux BIusiHME Ha
MpeapacnolokKeHHOCTh U PE3UCTEHTHOCTh MHAMBUIIOB K pa3BUTHIO BUpycHoro remaruta C. OOpaiaer Ha ceOst
BHUMaHWE 3HAUYUTEIbHOE MOBbIIIEHUE YacTOThl BcTpeyaeMoctu reHoturia T/G T-330G IL-2 cpenu nmalimeHTOB 1o
CPaBHEHMIO CO 310pOoBbIMU JuLIaMU. MccnenoBaHue xapakTepa pacnpenejieHust ajiesneil mpomoropa rena C-590T
IL-4 nmoka3ay TperMyIlIeCTBEHHOE pacnpocTpaHeHue cpeau nanueHToB reHotuna C/T . Cpeau TaliMeHTOB C
XPOHUYECKUM BUPYCHBIM reratutoM C Bo3pacTaeT yactora pacrnpoctpaHeHust reHoTuma G/A G-308A TNFA, penko
BBISIBJIIEMOTO CPeid 310POBLIX JIUIl. Ha OCHOBaHMM aHa/IM3a 4aCTOThl BCTPEUAEMOCTH aJlJIeJIbHBIX BADUAHTOB T€HOB
IIUTOKWHOB B JAHHBIX MOJTUMOPGHBIX TOYKAX MBI TMOJy4aeM BO3MOXKHOCTD ¢ BEPOSITHOCTBIO 95% TTPOrHO3UPOBaTh
COCTOSTHUE TIPeApacnoIoXeHHOCTH K XpOHU3AlIMU BUpYCHOTO reratuta C 1pu yCI0BUM MH(MUIIMPOBAHMS TaHHOTO
WHIWBUIA.
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PROGNOSIS FOR PREDISPOSAL TO DEVELOPMENT OF VIRAL HEPATITIS C BASED ON

G-308A TNFA, T-330G IL-2, C-590T IL-4, C-703T IL-5, AND C-592A IL-10 GENE POLYMORPHISMS

Abstract.The main objective of this work was to identify allelic variants of cytokine genes at the polymorphic
positions of G-308A TNFA, T-330G IL-2, C-590T IL-4, C-703T IL-5, and C-592A IL-10, and to assess their
contribution to predisposition and resistance of human patients to progression of viral hepatitis C infection. We
observed significant increase in frequency of T/G T-330G IL-2 genotype in HCV-infected patients, as compared
to healthy individuals. Distribution analysis of C-590T promoter alleles ofthe I1L-4 gene displayed a wide overrep-
resentation of C/T genotype among HCV-infected patients. Likewise, we have shown the G/A genotype of G-
308A TNFA to be highly frequent in the group of HCV-infected patients, whereas this genotype was rare in the
sample of healthy persons. When analysing allelic frequencies of cytokine genes at these polymorphic positions, we
get an opportunity to predict predisposal for the chronic variant of viral hepatitis C in HCV-infected persons.
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