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Y HEKOTOPBIX JIFOJICH Yalle BO3HUKAET 3a00JIeBaHUE U/WIIN €T0 THKEIOE, OCI0KHEHHOE TEUYCHUE B TO
BpeMs, KaK y IPYTHX PECIIOH/ICHTOB ITaTOJIOTHS HE PA3BUBACTCS U/WUJIH POTEKAET B OECCUMITTOMHOM,
CYyOKIMHUYECKOH (hopMme, U4TO OOBSCHMMO T'C€HETHUYECKUMH OCOOCHHOCTSIMH MMMYHHOW CHCTEMBI
WUHIUBUAYyMa. B MOJIEKYJIIpHON MEIHMIIMHE BaKHA POJb MMMYHOJIOTUYECKUX HCCICAOBAaHUH WU
U3yYCHUS] BOCIIPUMMYUBOCTH K BO30YAMTEISIM MH(EKIIMOHHBIX 3a00JIEBaHUii, 3alllUTa OpraHU3Ma
YeJI0BeKa OT KOTOPBIX OCYIIECTBIISIETCS IMOCPEACTBOM B3aMMOJEHCTBHS KOMIIOHEHTOB WMMYHHOM
CHCTEMbI MaKpoopranusma. M3BeCTHO, YTO YYXKEPOIHbBIC areHThl HUACHTH(PUIUPYIOTCS MATTepPH-
pacno3Hatromumu  peuentopamu - PAMP, nHauOosiee (yHKUMOHAJIBHBIMU IPEACTABUTEISIMH,
kotopsix sBisitoTes Tosut-like peieniropsr (TLR) [1, 2]. Onpenenenue reneTnueckux Bapuantos TLR,
KaK IPOTEKTOPOB pa3BUTHS 3a00JIeBaHuUs 00y CIIaBINBACT AKTYAIbHOCTh U3YYEHUS IPOTHO3UPOBAHHUS
PHCKOB BO3HHMKHOBEHHUS WH(pekinuoHHo# maronoruu [1, 2]. CoBpeMEHHBIMH HCCIIEIOBATEIAMH
u3ydeHa poib TLR B BocmpuumumBoctn k Bo3Oymurensm COVID-19, wunbeknmoHHOTO
MOHOHYKIeo3a u ap. [1, 2]. Takxe ompexaesneno, uto reHotunsl - A/IG u G/G TLR9 (A2848G)
IpeIpacojaraloT K BETPSHOM ocre y B3pocCibix, Torjma kak reHotumsl - A/A TLR9 (A2848G)
CHIDKAeT BEpOSATHOCTh 3abosieBanus [3]. Jlisl ympoIIeHWs WCIONB30BaHUS HAa OCHOBAHUH
pe3yJIbTaTOB WCCIENOBaHMS, pa3padoTaHa W 3aperHCTPUpPOBAHA IMPOrpamMma IMPOTHO3UPOBAHUS
BO3HHMKHOBEHHUE BETPSHOI OCITBI, B KOTOPOH B pe:KUME pabOThI MOJIH30BATEIHCKOTO OKHA BBOST BCE
HEOOXO0IMMBIE JIJIS pacueTa JJaHHbIe: TeHOTHUIbI ouMopdusmoB - TLRI (2848G); IL-10 (G1082A)
u IL-10 (C819T). Pe3ynbpTaToM pacdera SBISIETCS ONPECICHNE PUCKA BETPSHOM OCIIBI IPU KOHTAKTE
¢ Varicella zoster virus y B3pocCIbIX.

BbiBoa: VYuuThiBasg aKTyaJbHOCTh M MEPCHEKTHBBI HU3yueHHs poiu mnonumoppusma TLR B
BOCIIPUMMYHMBOCTH K BO30YIUTEISIM, LIEI€CO00pa3HO MPOI0JKEHUE UCCIIeI0OBAaHUH.

Hcrounuk puHaHCHPOBaHUS. ABTOPBI 3asBJISIOT 00 OTCYTCTBUHU BHEIIHETO (PMHAHCUPOBAHHUS TIPH
HAMMCaHUHU HAYIHOH PabOThI.
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Some people are more likely to develop the disease and/or its severe, complicated course, while other
respondents do not develop the pathology and/or proceed in an asymptomatic, subclinical form, which
is explained by the genetic characteristics of the individual's immune system. In molecular medicine,
the role of immunological research and the study of susceptibility to pathogens of infectious diseases
Is important, the protection of the human body from which is carried out through the interaction of
components of the immune system of the macroorganism. It is known that foreign agents are
identified by pattern-recognizing receptors - PAMP, the most functional representatives of which are
Toll-like receptors (TLRs) [1, 2]. The determination of TLR genetic variants as protectors of disease
development determines the relevance of studying the prediction of risks of infectious pathology [1,
2]. The determination of TLR genetic variants as protectors of the disease development determines
the relevance of studying the prediction of the risks of infectious pathology [1, 2]. Modern researchers
have studied the role of TLR in susceptibility to the pathogens of COVID-19, infectious
mononucleosis, etc. [1, 2]. It has also been determined that the genotypes - A/G and G/G TLR9
(A2848G) predispose to chickenpox in adults, whereas the A/A TLR9 (A2848G) genotypes reduce
the likelihood of the disease [3]. To simplify use based on the results of the study, a program for
predicting the occurrence of chickenpox has been developed and registered, in which all the necessary
data is entered in the user window mode: polymorphism genotypes TLR9 (2848G); IL-10 (G1082A)
and IL-10 (C819T). The result of the calculation is the determination of the risk of chickenpox in
contact with Varicella zoster virus in adults.

Conclusion: Considering the relevance and prospects of studying the role of TLR polymorphism in
susceptibility to pathogens, it is advisable to continue research.
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