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AHAJIA3 IN SILICO 'EHA VLY, KOAUPYIOWEI'O HUTOJIN3UH BAI'NMHOJIN3UH,
Y ITAMMOB GARDNERELLA VAGINALIS PA3JIMYHOI'O TEOTPA®UYECKOI'O
MHNPOUCXOXKIEHUA

HUU snunemuonorun u Mukpoduonorun umenu [lacrepa Pociorpednanzopa, r. Cankt-Iletrepoypr,
Poccus

Lenv. OnieHKa CTPYKTYPbI HYKJICOTHUAHOM MOCIenoBaTesHOCTH rera VIy, Komupyromero
(akTop BUPYJICHTHOCTM BaruHOMM3uH, y mTtammoB G. vaginalis paznuynoro reorpadudeckoro
IIPOUCXOXKIEHUS.

Mamepuaner u memoowi. In silicoO aHanu3 KOHCEpPBaTHBHBIX M MOJIUMOP(HBIX y4acTKOB
reHa U TOCTpOoeHHe (PUIIOreHeTHYecKoro JpeBa C HCMOJb30BaHUMEM Iakera mporpamm Ugene.
AHanmM3 CXO/CTBA HYKJICOTHHBIX IMOCJIEJOBATEIbHOCTEN I'eHa U aMUHOKHCIOTHBIX MOCIIE10Ba-
TEJILHOCTEH €ro MpoayKTa ¢ moMouipio oHnainH-uHcrpymenToB NCBI.

Pesynomamei. B ctpyktype rena Vly oOHapyeHbl KOHCEPBATHBHBIC M TMOJUMOpP(HBIC
yuactku. [IpoaHanu3upoBaHbl HEKOTOPHIE OJHOHYKJIEOTUIHBIE 3aMEHbI, XapaKTEpHbIE IS pa3-
HBIX IITAaMMOB OakTepuu, U 0ojiee MPOTSHKEHHbIE MOIMMOP(HBIE y4aCTKH, XapaKTE€pHbIE IS
rpynn mramMmoB. Ha kiagorpamme mraMMbl TpyHIIMPYIOTCS, Kak IPaBUiIo0, HE3aBUCUMO OT I'eo-
rpadMuecKoro UCTOYHMKA BbIJIEIEHHsI, OHAKO LITaMM, BBIJEIEHHBIH B Poccuu, mpeacraBiseT
co0oit OT/IENbHYIO BETBb 10 JAHHOMY Mapkepy. BapuabenbHOCTh mocae10BaTeIbHOCTH I'eHa Co-
craBmia 88,9-100%, aMUHOKHCIIOTHOM MOCJIeN0BaTENbLHOCTH BarnHoau3naa — 94,4-100%.

3akiroueHne. BaprabenbHOCTh CTPYKTYphI TeHa VIy MokeT ciiyuTh OCHOBO# Iisi MC-
cnenoBanus natotunoB G. vaginalis, acconuupoBaHHBIX ¢ KIMHHYECKHM MPOSBJICHUS OaKTepH-
aJIFHOTO BarmHo3a JIMO0 ¢ 6€CCUMITOMHBIM HOCHTEIHCTBOM OakTepuu. OYHKIMOHAIBHOE HU3Y-
YeHUE KOIMPYEMOro TeHOM (haKTOpa BUPYJIEHTHOCTH MOXKET ObITh ()yHAAMEHTOM CO3IaHUS HO-
BBIX TAPTe€THBIX CPE/ICTB TEPAINUU TapAHEPEIIe3HON HHPEKITNH.

Knoueswvie crosa: Gardnerella vaginalis, 6akrepranbHblii BATHHO3, TATOTHUIIBI, (AKTOP
BUPYJICHTHOCTH, BATHHOIM3HH, TOJAMOP(U3MBL
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IN SILICO ANALYSIS OF VLY GENE, CODING CYTOLYSIN VAGINOLYSIN, IN
GARDNERELLA VAGINALIS STRAINS FROM DIFFERENT GEOGRAPHICAL LO-
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Objective. Analysis of nucleotide sequences of vly gene, coding one of virulence factors,
vaginolysin, in Gardnerella vaginalis strains from different geographical locations.

Materials and methods. In silico analysis of the conservative and polymorphic gene re-
gions and phylogenetic analysis of marker using Ugene software. Similarity analysis of vly gene
nucleotide sequences and aminoacid sequences of their coding vaginolysin using online packag-
es of NCBI.

Results. Both conservative and polymorphic loci were recognized in the sequences of vly
gene. Some single nucleotide polymorphisms of the certain bacterial strains and more extensive
polymorphisms of distinct groups of strains were analyzed. In most cases, strains group at
cladogram regardless their geographical origin, but Russian strain forms unique genotype in dis-
tinct clade using vly as marker. The similarity of nucleotide sequences varies in the range 88,9-
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100%, aminoacid cequence of coding protein vaginolysin — in range 94,4-100%.

Conclusions. The variability of the vly gene structure should be base of pathotype-
specific studies of G. vaginalis strains, associated both with bacterial vaginosis or asymptomatic
persistence. The functional analysis of vaginolysin as a virulence factor can be used in new types
of target therapy development in cases of Gardnerella infection.
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