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AHHOTAIUA

OOBEKT uccle0BaHusA: BUPYC UMMYyHOJEePUIINTA YETOBEKa, NOJYYCHHBIA U3
00pa310B ChIBOPOTKH/TIa3Mbl KpoBH BUY-UHDUIIMPOBaHHBIX MAILIUEHTOB.

I{esnb: mOMy4YUTh M NMPOBECTU AHAIU3 HYKJICOTHUIHBIX I1OCIEI0BATEIBHOCTEN
BUY nns omnpeneneHus MNOATUIIOB BUPYCa U HOCTPOEHUS (PUIOTEHETHYECKUX

JIEPEBBEB.
B pesynpraTe NpoBEeNEHHBIX HMCCIIEIOBAaHUN BO Bcex 25 o0Opasmax ObLI

BbIsiBJIeH aHTureH p24 BUY-1 u anturena k BUU-1. Bo Bcex MmonoKuTeNbHBIX B
N®DA obpaszniax Obuia ompeselieHa BUPYCHasi Harpyska, a nocie moctaHoBku [1LP,
OYMCTKH, TMOcTaHOBKM cekBeHupytomend IILP, mposenenus snextpodopesa Ha
TeHETUYECKOM aHAJIM3aTOPE U C MOMOIIBI0 METOJ0B OMOMH(OPMALIMOHHOTO aHATN3a
OnLu ornpenenensl noarunsl BUU-1 B nuccnexyeMbix npobax.

Kaxk noxazanu npoBeaeHnbie uccienoanus 20 (80%) o6pa3iioB OTHOCWINCH K
nontuny A6, 3 (12%) — x pexombunantaorr popme CRFO3_AB u 2 (8%) — k
noatuny B. 6 mnpoaHanu3upoBaHHBIX —mocienoBarenbHoctedt JJHK BWY-1,
OTHOCSIIMECS K JBYM TpyMiaM, BKIodamomux 4 u 2 oOpa3uma uMmenu oOmue
UCTOYHUKH TPOUCXOXKIACHHUS, YTO IIO3BOJSIET TOBOPHUTH 00 OOIMMX HCTOYHUKAX
uHpuuupoBanuss BUY-1 nanneHToB, OTHOCSIIMUXCSA K 3TUM TPYIIIaM.
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AHATALIDBIA

AO'exkT nmacnemaBaHHS: BIpyc IMyHamP(INBITYy YaiaBeka, aTPhIMAaHbBI 3 y30pay
CHIpOBATKI / ma3Mbl KpbiBi BIU-iH}ibIpaBaHbIX MAIBICHTAY.

Mbra: aTpbIMallb 1 paBecii aHaii3 HyKJIeaThIIHbIX naciusaoyHacisay BIY ams
BBI3HAUSHHS MAATHINAY Bipyca 1 maOyA0BHI (piIareHEeThIYHBIX IPIY.

VY BBIHIKY MpaBEI3EHBIX acieqaBaHHSAY Ba Ycix 25 y30pax ObIY BBISYJICHBI
auteired p24 BIY-1 1 anteinenst ga BIY-1. Ba ycix cranoyusix ¥ I®A y3opax Obuia
BbI3HayaHa BIPYCHAs Harpys3ka, a Macjis NacTaHOYKI HajiMepasHall JaHIy’KKOBaii
p2aKupbll, a4bICTKI, NACTAHOYKI MajiMepa3Hail JIAHIY)KKOBAal pP3akupll IS
CEeKBEHABaHHs, MpPaBAI3€HHS JJIeKTpadap33y Ha TIEHETHIYHBIM aHaji3arapbl 1 3
manamorai meranay OmoiHgapmallslifHara aHajizy ObUTi BRI3HAYaHb! maaThbel BIU-1
y NOCTEIHBIX MpoOax.

Sk makazam mpaBen3eHwist nacnenaBanHi 20 (80%) y3opay craBijmics ga
naareimnay A6, 3 (12%) - na pakam6OinanTHbeIX (opmay CRF03 AB 1 2 (8%) - na
naarsinay B. 6 npaananizaBanbix nacisaoyHacusy JHK BIY-1, skis agHocanua na
JBYX Ipymnax, sKis VKiouawlb 4 1 2 ¥30py Mell aryjibHbld KPbIHILbBI MaXO0IKaHHS,
IITO Ja3Bajisie Kaszalb a0 arynbHbIX KpblHINAX 1H(ikaBanHs BIY-1 nmaubieHTay, skisd
aJHOCAIILA J1a TATHIX TPYII.
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ANNOTATION

Object of research: human immunodeficiency virus, obtained from serum/
plasma samples of HIV-infected patients.

Aim of work: to obtain and carry out the analysis of nucleotide sequences of
HIV for the determination of virus subtypes and the construction of phylogenetic
trees.

In our study the antigen p24 of HIV-1 and antibodies to HIVV-1 were detected
in all 25 samples. In all positive samples in EIA, the viral load was determined, and
after setting up PCR, purification, setting up sequencing PCR, electrophoresis on a
genetic analyzer and using bioinformation analysis methods, the HIV-1 subtypes in
the samples were determined.

As shown by the conducted studies, 20 (80%) of the samples belonged to the
subtype A6, 3 (12%) to the recombinant form of CRFO3_AB and 2 (8%) to the B
subtype. 6 analyzed HIV-1 DNA sequences belonging to two groups including 4 and
2 samples had common sources of origin, which allows one to speak of common
sources of infection of HIV-1 patients belonging to these groups.



