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MUKPO®JIOPA MTOJIOCTH PTA IIPU BOCIAJIMTEJIbLHBIX 3ABOJIEBAHMSIX
MMAPOJOHTA

bamkupckuii rocyrapcTBeHHBIM METMIIMHCKUN yHUBEpcHTeT, Y ha, Poccus

Leny. I3yunTh pacnpoCTPaHEHHOCTh ACCOLIMMPOBAHHBIX C MAPOJOHTUTOM MMATOT€HHBIX U
YCJIOBHO-IIATOI'CHHBIX MUKPOOPraHU3MOB y IIAIUCHTOB C XPOHHUYCCKUMHA (bOpMaMI/I IMapoaOHTHU-
Ta.

Mamepuanvt u memoowvt. Y 60 MallMEHTOB C MapPOJIOHTUTOM CPEIHEH CTEIICHU TSHKECTH
MCCJIEIOBAHO COJIEPKUMOE IMAPOJAOHTATBLHOTO KapMaHa 3yOOB M CIIOHBI. V3ydeH BHIIOBOH CoO-
CTaB OCHOBHBIX IapojoHTomaTtoreHHbix Oakrepmii (P. gingivalis, T. denticola, S. oralis, S.
sanguis, S. mutans, S. salivarius, S. sobrinus, S. macacae) ¢ ucrnosbp30BaHHEM METO/a MOJUME-
pa3HOM IEMHON peaKIru.

Pe3zynomamei. B conepxuMoM MapoJOHTAIBHOTO KapMaHa 3y0OB M CIIFOHBI 00HApY>KEHO
COUYCTAaHUEC HECKOJBKO BHUI0B 6aKTepPII>i. Haubonee gacto BCTPpCHALOTCA COO6H.[€CTBaI S.mutans,
S. sanguis, S. oralis (16,7%), P. gingivalis, T. denticola, S. mutans, S. sanguis, S. oralis (15,0%)
u P. gingivalis, S. mutans, S. sanguis, S. oralis, S. sobrinus (15,0%).

3axnouenue. TIpoBeieHre MOJICKYIISIPHO-TEHETUICCKIX HCCIICIOBAaHUHN Yy OOIBHBIX Mapo-
JOHTHUTOM IIO3BOJISICT 000CHOBATh ITUOJIOTHYECKHI AUardo3 38.60J'ICB8.HI/I}I, Ha3HaA4YuTh aJCKBaAT-
HYI0 aHTHOAKTEepHAIbHYIO TEPAIUIO.

Kniouesvie cnosa: mapoJoHTUT, MUKPOGIIOpa, MOIMMEpa3Has IelHas peakLusl.
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Obijective. Estimation of the prevalence associated with periodontitis pathogenic and con-
ditionally pathogenic microorganisms in patients with chronic forms of periodontitis.

Materials and methods. The contents of the periodontal pockets and teeth of saliva in 60
patients with periodontitis of moderate severity were examined. The species-specific composi-
tion of the major periodontopathogenic bacteria (P. gingivalis, T. denticola, S. oralis, S. sanguis,
S. mutans, S. salivarius, S. sobrinus, S. macacae) using the method of polymerase chain reaction
were estimated.

Results. It was found a combination of several types of bacteria in the contents of the pe-
riodontal pockets and teeth of saliva. The most frequent community are: S. mutans, S. sanguis, S.
oralis (16,7%), P. gingivalis, T. denticola, S. mutans, S. sanguis, S. oralis (15,0%) and P. gingi-
valis, S. mutans, S. sanguis, S. oralis, S. sobrinus (15,0%).

Conclusion. Molecular-genetic examination of patients with parodontitis allows to subs-
tantiate the etiological diagnosis of disease, to assign adequate antibacterial therapy.
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