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TAKCOHOMMNYECKOE PAZHOOBPA3ZHUE MUKPOBHbBIX BUOIIEHO30B HOCA "
MMUHIAJIMH 3JOPOBBIX JIMII U BOJIBHBIX XPOHUYECKHUM TOH3UJIJINTOM

! MHCTUTYT KIETOYHOTO U BHYTpUKIeTouHOTO cumoOmno3a YpO PAH, r. OpenOypr, Poccust
2 OpeHOyprckas rocyJapCcTBeHHAs MEAUIIMHCKAs akajaemus, T. OperOypr, Poccust

L]enw. VI3yyeHue BUAOBOTO pa3HOOOpa3usi OMOTOMOB BEPXHHX JAbIXaTENbHBIX MyTEH 370pO-
BBIX JIFOJICH U U3MEHEHUH B cOCTaBe MUKPOQIIOPhI, BO3HUKAIOIIUX [TPU XPOHUYECKOM TOH3UILIUTE.

Mamepuanwvr u memoowl. B paboTe ObLIM HUCIIOIB30BaHbl 728 IITAMMOB MUKPOOPTaHU3MOB,
BBIJICJIEHHBIX CO CIM3UCTBIX 000JI0UEK MUHAAIMH M MOJOCTH HOCA KIMHUYECKU 3/10POBBIX JIMII U
OOJIBHBIX XPOHUYECKUM TOH3WJUIUTOM. MeHTuduKanus 10 BUAa MPOBOAMIACH C TIOMOIIBIO TECT-
cucrem LaChema (Yexwus).

Pe3ynomamei. Y CTaHOBJICHO, YTO Ha CIM3UCTON HOCA Y 3I0OPOBBIX JIUIl U OOJBHBIX TOH3HII-
auToM baiie BeTpedanuch Staphylococcus spp. (55,8% u 51, 5% coorBerctBenHo). Ha ciusucroit
MUH/JIAJIUH 3I0POBBIX JIMIl HHAUTEHHON OblJIa HEreMOJMTUYECKAsi CTPENTOKOKKOBas ¢uiopa (45,7%),
a cTaUIOKOKKH MPEUMYIIECTBEHHO BbICEBAIUCH OT 00JbHBIX (53%). Ilpn XpoHHYECKOM TOH3UII-
JUTE B MUKPOOHMOIICHO3aX CIM3UCTHIX KaK MUHAAIHMH, TaK ¥ HOCA HA0JII0JaJI0OCh CHIDKEHUE BHJIOBO-
ro pazHooOpa3usi MUKPOQIIOpPbI, MCUE3HOBEHUE HEMAaTOTCHHBIX BHJIOB MHUKPOOPTaHU3MOB M IOSIB-
aenue S. aureus , S. warneri u S. haemolyticus.

3aknrouenue. Y CTAaHOBJIEHO, YTO MUKPOOHMOIIEHO3bI CAM3UCTBIX MUHAAIMH U HOCA 3/10POBBIX
JIMII CYIIECTBEHHO PA3JInYalOTCs IO TAKCOHOMHYECKOMY COCTaBY MUKPOOPTaHU3MOB, a MUKpO(dII0-
pa 3TUX OMOTONOB NPU XPOHMYECKOM TOH3WIUIMTE XapaKTEepHU3yeTCs CXOJCTBOM, B TOM YHCIE 32
CUET TOSIBJICHHUS TATOTEHHBIX CTA(PMIOKOKKOB U CTPETITOKOKKOB.

Kniouesvie cnosa: Mukpodiopa BEpXHUX JbIXATEJNbHBIX IMyTeH, XpOHUYECKUH TOH3WILIMT,
CTaUIOKOKKH, CTPENITOKOKKH.
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TAXONOMIC DIVERSITY OF MICROBIAL BIOCENOSIS OF THE NOSE AND TON-
SILS OF HEALTHY PERSONS AND PATIENTS WITH CHRONIC TONSILLITIS
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Aim. Study of species diversity biotopes of the upper respiratory tract of healthy people and
changes in the composition of the microflora, resulting in chronic tonsillitis.

Materials and methods. We used 728 strains of microorganisms isolated from the tonsils
mucosa and nasal mucosa of healthy persons and patients with chronic tonsillitis. Identification to
the species was done using test systems LaChema (Czech Republic).

Results. Staphylococcus spp. were more frequent in the nasal mucosa of healthy individuals
and patients tonsillitis (55.8% and 51, 5%, respectively) was established. Nonhemolytic streptococ-
ci (45.7%) of the mucous tonsils of healthy persons were the indigenous microorganisms and
Staphylococcus mainly were allocated from patients (53%). Reduction in species diversity of
microflora, elimination of non-pathogenic microbial species and the emergence of S. aureus, S.
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warneri and S. haemolytitsus in microbiocenoses of mucous in the tonsils as well as the nose was
observed in chronic tonsillitis.

Conclusion. Microbiocenoses tonsils and nasal mucous membranes of healthy persons vary
considerably in taxomonical structure of microorganisms and microflora of these biotopes in chron-
ic tonsillitis is characterized by similarity, including due to the appearance of pathogenic staphylo-
cocci and streptococci was established.

Key words: upper respiratory tract's microflora, chronic tonsillitis, staphylococci, strepto-
cocci.



