80639583000 9., 3536009 8., 303589083000 9., B 330560 .

3930b5cm®0 0bggd0gd0lb gEommmano LEGOMJEMs Lsdstmzgemdo 2014-2016 §.5.

olbyy,  Lsdbmpsmgdmogo  xsbwsgaol, 8969%3gbBOL,  3mmo®ogols s  g3mbmBogol  ©I3BBIIEBo 0683930 MO
5535009090 §0993960 YOO 35305 30693MMYPONO 3500MEMY05T0. 98 9535 JVIMS HZIPHOMO
Jowo  LobEJIGHMME 0DBOIdS ©s  WIMOWME  s0LsbYds  LoBMYsMIIOL MMM
339630 bY. 353065 mEm0 dom3gbMBo FoMdmoyqbl 0bsdozMe g3mbolEgdsl, GMmdgwos goboiol
5Q93()Mg6M6 BOHBOMWMYOMH (33¢0gdgdL. bodmb do3MMg3MmEMAO0L bmMTOL 35659xEMJd0 dgGO©
(3399050 5 FMBOWNMH0s S ITIMINWIPOIME0S BB RBodBHMODY: sLO3MBMOZ, 9gbolzG o
bLOEOsEME  BOJBHMOYPPDY, 3JZJOOL Mo30MmbbY, 302096MM  3MWEHNMMSBY, Jowrol gImEoME-LEMILE
0MTsMmgmdatg s 5.9. [1,2,3].

33930l doBsbl Fgoagbs 393065 H Fo3zMMdMs Bobmm 3gdBHMol oYbGoBozssos 2014-2016
Hangddo bags@mgganmdo.

3obogws s AgomEgdo: B3gbL dogm, 2014-2016 Hergddo, dglfszerowo odbs 240 dogd@gMormo 31 GHMGo.
390mb33eg3  Fobosls  HoMmBmoygbs  3og0bswm®mo  g3dg@Ho, MMIWOlL  50gdsL  3oFoMIMmgdOom
139309 YHO JONKIHOO LAIHOWNMO Fs33Mbom, LEAML 13565 MM0EsD, J0bg3MmEMmYoMGOo LoM3ol
Bopadol 8900gy. 398mlsg3zwgz0 Fsbows GOHMOOMNsE 0mMGLYdIM®S LOLLEOLD 356D, 9bMU,
3mb3z0Mg30l, 93060l b0ssggdbg Bobxbgddo, 1%-056 F5§M0sb dyombdo s LsdMOML 5356 BY
LobxsMmaddo. godmygmaowo  JozMmMmMmYboBIgdOL  dgbfsgars bEIdMEs Logmzgumsm@  Jowgdvo
39000300 FMORMEMA0MM0, GHobJGHMMosmmo s domdodom®mo m30Lgdqd0L Logwmdzgwby [4,5.].
890092900 ©s F5m0 dsbbogrgs: 2014-2016 (ergddo, 3540650 ©5350Jd0L IJmbg 240 ool Lsdmls
BMOOL 35JGIOH0MEMR0MEH0 33¢0g30L 99099005 33063965, MM 353065 M0 1g3MYEH 0D Tmymaol
LobdoMol Jobg300 30MH3gE SAOWDHY 0Ym s BEGHIVOWMESE AoTMOYMmAMEs S. aureus (42,2%). dgmey
5Q30wo oo bgs T. vaginalis (22,5%), Logwmomolgdw®o Lmzm C. albicans 3o 3s306039d0L
9G0MEMA0580 dgbsdg sl 035390L (13,6%) - sbGowo 1. sg3g s00bodbgdm©s oo 0bmEoMmgdol
4m39 oo ds@gdol ¢gbwgaos (bLodwyswme 1,15%-0m).

299mgmazol LobdoMol dobgzom dgmmby sH0WBY 0ym 96EIOMBSIGHIM0gd0 (bsdwyswme 12,3% 2014
2016 §engd80) s oo Fm™ol 439w sy bdoMo - E.coli.

LoaMdbMBdWO® 035@d OBHIOMOEIIOL odmymaol Lobdomgd (1,12%-sb 10,2%-0g), bmwm Neisseria
gonorhea-U 359mgmgol bLobdomg 4m3z9wfieom®s© bGHIBOWMEmSE e d™dES (8,3%-sb 0,2%-3w)).
3bMogmo Nel. 2014-2016 §iemgddo 353060GH0m 5535009805390 godmygmgomo dogtmmmysbobdgdo

00360mm63560Dd900b ©slisbgegds %
S.aureus 422
T.vaginalis 22,5
C.albicans 13,6
E.coli 12,3
Diphteroidi 10,2 S.
Epidermidis 9,2
N.gonorrheae 8,3
S.pneumoniae 2,39
K.pneumoniae 1,55
M.catarhalis 1,32

2014-2016  §iergddo  3ogobowrvy®o  L3MgBHOL  BJGHIOOMWMPOMMO  49dm3zwg30L  0sbsbdo
0030006560 dms  1/2 359mzmgbowos Imbmzmam@mmol Lobom, bmem dozmmmemysbobdms 2/3 _
abmE30s3gool  Lsbom.  dom  ImMHoL  godmygmgol  bobdo®ol  dobgzom  35M056Ed0  gobsfow s
9900gabootoco: T.vaginalis + S.aureus, T. vagi nali s + C. al bicans, T. vaginalis + E. col i,



S.epidermidis+diphteroidi, S.epidermidis+ T.vaginalis, S.aureus + C.albicans, S.aureus + E.coli. 53335605, 2014-
2016 §argddo 358065¢09H0 ©93500gd0L Igmbyg 240 Jocol Lsdmb BEMOOL B5JEIMOMEMYOWGHO 33¢930L
990093900l msbsbdoo Fgdmbggzoms 1/2-8o 299m3w0b@s Imbmobggdzos, bmwm 2/ 3-8o - gmgmeo
06%399305. 909608bMwo Bmbs3gdgdo 3353l sbMYPIOMO 3530050 V5535093 gdOL F0ZOMBELWMEOL
Boorgan LMool 3 farol obsdogsdo.
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Mirvelashvili E., Dzagnidze M., Kikacheishvili E., Charkviani T.

DYNAMICS OF THE ETIOLOGICAL STRUCTURE OF VAGINITES 2014-2016

TSMU, DEPARTMENT OF HEALTH CARE, POLICYAND HEALTH ECONOMY MANAGEMENT

Aim of the study was to investigate the etiological structure of vaginitis dynamics in 2014-2016. Vaginal flora in
240 females during the inflammatory vaginitis was investigated by bacteriological analysis.

By the rate of excretion, staphylococci came the first, the second was T. vaginalis, C.albicans being the third.
One third of the microorganisms were detected in a form of monocultures, two-thirds as associations, the most
frequent combi nati ons among which were: S. aureus+ T.vaginalis, T.vaginalis + C.albicans, T.vaginalis + E.coli.
Among the combinations were manifested in a vaginities of mix-infectious etiology caused by the presence of
three or more symbionts.



