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AHHOTAIUA

OO0beKTHI HcCAeNOBAHUA. 15 KONIEKIIMOHHBIX IITAMMOB OaKkTepuit
cemetictBa Enterobacteriaceae u3 ¢ponma benopycckol KOUIEKIIUN HETATOTEHHBIX
MHUKPOOPTaHU3MOB.

Ieab: TakcoHOMHMUECKass peBU3ns OakTepuii ceMelictBa Enterobacteriaceae
u3 porma bemopycckoi KOUIEKITMN HEMAaTOTEHHBIX MUKPOOPTaHN3MOB.

AKTYaJIbHOCTh. TOYHAs BUIOBas HUACHTU(DUKAIUS  KOJUICKITMOHHBIX
IITAMMOB PHTEPOOAKTEPHA BaXKHA IS UX MCTIOJIH30BAHUS B KAYECTBE MOJICIBHBIX
OOBEKTOB B HAYYHBIX HCCIICIOBAHUSIX, B COCTaBE OMOJOTHYECKHX IpPEmapaToB U
OMOTEXHOJIOTHUECKUX TIpoIeccax, MPU pa3pabOTKe JUATHOCTHUECKUX TECT-CUCTEM
UL WASHTU(UKAIMM ~ MEIWIMHCKM  3HAYUMBIX W (DUTOMATOTEHHBIX
MHUKpPOOPTaHU3MOB.

Breimonaena pewnneHTH(HKAIAS —KOJJICKIIMOHHBIX —INITAMMOB  OaKTEpHA
cemeiictBa Enterobacteriaceae, mnoaTBepkiaeHa BHUAOBasS MPHHAIICKHOCTH 3
KYJIBTYp, OCTQJbHBIC KYyJbTYpbl OTHECEHb K JpyrmM Buaam. lloka3zaHo, 4TO
pe3ynbTaThl MOJIEKYJISPHO-TEHETUYECKOW U OMOXUMHUYECKON HACHTUPUKAIUN
KOJUICKITMOHHBIX IITAMMOB JHTEPOOAKTEPHUI  pa3IMyaloTCs, 4YTO SIBISETCA
MOATBEP)KICHUEM HECOBEPIICHCTBA OHWOXMMHYECKHUX METOJOB OMpPEICICHUS
TaKCOHOMUYECKON MPHHAIICKHOCTH JaHHBIX MUKPOOPraHU3MOB. Vcmoms30BaHme
MOJICKYJIIPHO-TEHETUYECKUX METOJOB TO3BOJIIET TOYHO HJICHTH(DHUIIMPOBATH
SHTEpOOaKTEepUHU, TPYyAHO U depeHIpyeMble HA OCHOBAHUU MOP(POIOTrHYECKUX
U (PU3M0IOro-OMOXUMHYECKUX TpH3HaKoB. Hambosiee MOCTOBEPHBIM METOIOM
ujeHTUGUKAINKY OaKTepUid SIBIISETCA aHAJIN3 HYKJICOTHIHON MOCIEI0BaTEIbHOCTH
reda 16S pPHK.
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ANNOTATOIN

The object of the study: 15 collection strains of bacteria of the family
Enterobacteriaceae deposited in Belarus Collection of Non-Pathogenic
Microorganisms.

Objective: taxonomic revision of bacteria from family Enterobacteriaceae
deposited in Belarusian Collection of Non-Pathogenic Microorganisms.

Actual continuity: the accurate species identification of Enterobacteriaceae
strains collections is important for their use as the model objects for research,
industrial strains in various branches of biotechnology, referential culture for
development of the diagnostic test systems used for identification of the medically
important and pathogenic microorganisms.

The reidentification of collection strains of bacteria from family
Enterobacteriaceae was performed, species affiliation of 3 strains was confirmed,
other strains were identified as representatives of different species. It is presented,
that the results of molecular-genetic identification of collection strains of
enterobacteria differs from biochemical identification, which confirms the
imperfection of biochemical methods for evaluation of the taxonomic diversity of
microorganisms. The use of molecular-genetic methods provides an opportunity to
accurately identify the enterobacteria, which is difficult to differentiate on the basis
of morphological, physiological and biochemical characteristics. The most reliable
method for identifying bacteria is the nucleotide sequence analysis of 16S rRNA
gene.



