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AHHOTALIMSA

KiroueBrie cioBa: Mukpobuora pra, napoaonturt, [T1LIP.

OOBEKTOM HCCIEAOBAHUS SABISUIUCH OaKTEpUM HOPMAJIbHONM MHKPOOUOTHI
MOJIOCTH PTa, a TaKXKe OAKTEPHUH MOJOCTH PTa MPH MMATOJIOTHH MApOOHTA.

MarepuanoM sl BblelieHUs OaKTepuil CIYXKWJI KIMHHUYECKUN MaTepuall,
B3SIThIN y OOJBHBIX C MAPOJOHTUTOM U Y 3J0POBBIX JIHII.

Lenpto HacTosimiel pabOThl SBISIOCH M3YYEHHE MUKPOOHOTHI MOJIOCTH PTa B
HOPME U IIPU NaTOJIOTUH.

[To utoram mpoBEAEHHBIX MCCIIEAOBAaHUMN BBISIBUIN HOPMAIbHYI0 MHUKPOOHOTY
3JI0POBBIX JIMII, TIpEJCTaBICHHYIO OakTepusmu Streptococcus u Staphylococcus (44
%), Veillonella (26 %), Lactobacillus (30 %). B rpymme mtoaeit ¢ mapogoHTUTOM
OTMEYEHO NPEBAIMPOBAHUE YCIOBHO-MIATOTEHHBIX MUKPOOPIaHU3MOB, TaKUX Kak
CTPENTOKOKKHU U CTaUIOKOKKH, IO OTHOIICHUIO K HOPMAJIbHOH MUKPOOHOTE.

3aboseBaHusl ApPOJIOHTA XaPAKTEPU3YETCSl HAIMUKMEM IMapOJAOHTONMATOT€HHBIX
MuKpoopranu3MoB: Porphyromonas gingivalis (67,5 %), Tannerella forsythensis (60
%), Treponema denticola (57,5 %), Prevotella intermedia (52,5 %) u Aggregatibacter
actinomycetemcomitans (45 %). CrerneHpb TSHKECTH MATOJOTHU MApPOJOHTA, a TAKXKe
BBIDQKEHHOCTh  KJIMHUYECKUX  [PU3HAKOB, KOPPEIUPYET C  KOJIMYECTBOM
O0OHapy»KMBaEMbIX MAPOJOHTOMATOTCHHBIX OAKTEPUNA.

OO6nacTb NPUMEHEHHUs Pe3yIbTaTOB: MUKPOOHOJIOTHs, 00pa30BaHUeE.
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AHATALBIS

KirouaBbis crioBbl: Mikpabi€ra porta, mapaaantsiT, [TIP.

AO'ektaM pgaciefaBaHHS 3'AYsUIica  OaKTAIpbll  HapMajbHA  MiKpaOi&Th
napakKHiHbI POTa, a TaKcaMma OaKTIPbIl MapakKHIHBI POTA MPHI MATANOT11 TAPOIOHTA.

MaTtapblsiaM Uil BBUTYUSHHS OaKTAIPhI CITYKbIY KITHIYHBI MATIPBISUL, Y3AThI ¥
XBOPBIX 3 MApalaHThITaM 1 ¥ 31apOBBIX aco0.

Mbraii canpayaHaii mparipl 3'syisuiacst BRIByUd9HHE Mikpabiéra monacii pora ¥
HOPME 1 MPHI MATAJIOT1.

[la BBIHIKaX MpaBEA3EHBIX JAcCE€IaBaHHSAY BBISBUII HapMaJbHYI0 MIKpaOI€Ty
31apOBBIX aco0, MmpajcTayacHyo oakTapeissMi Streptococcus i Staphylococcus (44%),
Veillonella (26%), Lactobacillus (30%). ¥ rpyrme mitoa3eii 3 mapaiaHThiTaM aj3HavyaHa
nepaBakaHHE YMOYHA-TIATareHHbIX MIKpaapraHizMay, TakiX SK CTpP3NTaKOKl 1
ctad11aKoKi, I1a aJHOCIHAX J]a HapMalibHail Mikpabi€iie.

3axBOpBaHHI TAPOJOHTA XapaKTapbI3yelilla HasyHACII0 TApOOHTOMATOT€HHBIX
Mmikpaapranizmay: Porphyromonas gingivalis (67,5%), Tannerella forsythensis (60%),
Treponema denticola (57,5%), Prevotella intermedia (52,5%) i Aggregatibacter
actinomycetem. CryreHb ISDKKACI MATANOTii MApoJIOHTa, a TakcaMa BBISYJICHACIh
KJIHIYHBIX TPBIKMET, KapAJIo€ 3 KOJBKACLIO BBISYJISHBIX MapOJOHTONATOI€HHBIX
OaKTAPHIN.

BoOnacup npbIMsIHEHHS BBIHIKAY: MIKpaO1sIoTis, aayKallblsl.
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ANNOTATION

Key words: oral microbiota, periodontitis, PCR.

The object of the study was the bacteria of the normal microbiota of the oral
cavity, as well as the bacteria of the oral cavity with periodontal pathology.

The material for the isolation of bacteria was clinical material taken from patients
with periodontitis and from healthy individuals.

The aim of this work was to study the microbiota of the oral cavity in normal
and pathological conditions.

According to the results of the studies, the normal microbiota of healthy
individuals was revealed, represented by the bacteria Streptococcus and
Staphylococcus (44%), Veillonella (26%), Lactobacillus (30%). In the group of people
with periodontitis, the prevalence of opportunistic microorganisms, such as
streptococci and staphylococci, was noted in relation to the normal microbiota.

Periodontal disease is characterized by the presence of periodontopathogenic
microorganisms: Porphyromonas gingivalis (67.5%), Tannerella forsythensis (60%),
Treponema denticola (57.5%), Prevotella intermedia (52.5%) and Aggregatibacter
actinomycetemcomitans (45%). The severity of periodontal pathology, as well as the
severity of clinical signs, correlates with the number of detected periodontopathogenic
bacteria.

The scope of the results: microbiology, education.



