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INPEJACTABJIAIOIUX YI'PO3Y JUIA 31OPOBbS YEJIOBEKA

! «(MIHCTUTYT 9KONOTHH M TeHeTHKH MHKpoopranmmoB YpO PAH» — ¢puman IIOUL] VpO PAH,
IIepms, Poccus
2000 «lleHTpanu30BaHHAs KIMHUKO-IHarHOCTHYECKas Jaboparopusi», ITepmb, Poccus

KonmbakTepno3 sBisieTcs OCHOBHON MH(EKIIMOHHOM MaToJOTHeH MO KOJIMYECTBY Cllyda-
€B 3a00JIEBaEMOCTHU U JIETAJIILHOCTU CEJIbCKOXO3SIMCTBEHHBIX KUBOTHBIX U NTHULBI, HECMOTPS Ha
HIMPOKOE HCIOJIB30BAHUE COBPEMEHHBIX aHTUOMOTHKOB M BAKIIMH. MHOTOYHCIICHHBIE UCCIIEH0-
BaHUs [OKA3aJlM, YTO NMPUPOIHbIE momymsinuu E. coli Moryt mpencraBisiTe OnacHOCTb JUIs 3710-
pOBbs Jrofeii. JKUBOTHBIC MPU3HAHBI OCHOBHBIM pe3epByapoM auapeereHubix E. coli (DEC), Ho
BOIIPOC, SIBJIAIOTCS JIM OHM MCTOYHMKOM IATOTEHHBIX JAJIS YeJOBeKa SKCTPaMHTECTUHAJIbHBIX
E. coli (ExPEC), Bce emie ocraercsi OTKpbITHIM. BHyTpuBHIOBasi rereporeHHocts E. coli omo-
CpeZioBaHa BO3MOYKHOCTBIO TOPU30HTAIBHOIO MEPEHOCAa TeHETUUYECKUX JIeTEPMHHAHT, acCOLMU-
POBaHHBIX C BUPYIEHTHOCTbIO M aHTHOMOTHKOYCTOWYMBOCTBIO, U OTPAXKAET BBICOKYIO CTEIEHb
TeHETUYECKON IJIAaCTUYHOCTH U aJallTUBHOCTU OaKTepuil B MEHSIOLIUXCS YCIOBUAX Cpelbl 00u-
TaHus Bo30yautens. B pesynbrare mosiBisiOTCS TMOpUIHBIE M TE€TEPONATOTCHHbIE IPEICTaBUTE-
JM, coueTarolue KOMOMHALMU T€HOB, XapaKTepHbIe JJIs pasHbIX NaToTUIOB 3uiepuxuil. Hapsany
¢ atuM, popmupyercs cyomnomysuus mrammoB E. coli ¢ ¢eHOTHIIOM MHOKECTBEHHOH JieKap-
cTBeHHOM ycroitunBoctu (MJIY). B crarbe nmpeacrabieHbl 0000IIEHHbIE PE3YabTaThl U3YUECHUs
OMOJIOrMYECKUX CBOMCTB M PacpOCTPAaHEHHOCTU I'€HETUYECKUX JETEPMHUHAHT MAaTOI€HHOCTH U
aHTHOMOTHKOPE3UCTEHTHOCTH TaMMOB E. COli, BbIICICHHBIX OT 3/10pOBBIX U OOJIBHBIX CEIbCKO-
XO3HCTBEHHBIX JKUBOTHBIX, IOJyYCHHBIE paHEe B XO/€ BBINOJHEHHS HAayYHBIX NMPOEKTOB. Pe-
3yNbTaThl HALIMX HCCIEIOBAHUN PACHIMPSIOT MPEACTaBICHUS O MEXaHU3Max ajanTaluu OakTe-
puil B OKpyXKarouiei cpene u 0yayT crnocodcTBOBaTh O0NbIIEMY TOHUMAaHUIO MEXaHU3MOB BHYT-
puBuoBoro pasunoodpasus E. coli. [Ins npaktiueckoil BeTeprHAPHOH MEIUIIMHBI MONTyYCHHbBIC
JAHHBIE MOTYT CIIY>KUTb AMHUAEMHUOJIOTMYECKUM UHCTPYMEHTOM B IUTAHMPOBAHMM U pean3aluu
METOJI0B MPO(UIAKTUKY U KOHTPOJIS SLUIEPUXHUO30B CEIbCKOXO35CTBEHHBIX JKUBOTHBIX.

Knioueswie cnosa: Escherichia coli, cenbckoxo3siicTBEHHBIE KHBOTHBIC, KOJTHOAKTEPHO3,
aCCOIMUPOBAHHBIE C BUPYICHTHOCTBIO U aHTHOMOTHKOYCTOWYMBOCTHIO T€HBI, T€TEPONATOreHHBIC
Y THOPHIHBIE TIATOTHITBL.
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FARM ANIMALS AND POULTRY ARE A RESERVOIR OF PATHOGENIC AND PO-
TENTIALLY PATHOGENIC ESCHERICHIA COLI THAT POSE A THREAT TO HU-
MAN HEALTH
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Colibacillosis is the main infectious disease in terms of the number of cases of morbidity
and mortality of farm animals and poultry, despite the widespread use of modern antibiotics and
vaccines. Numerous studies have shown that environmental populations of E. coli can pose a
danger to human health. Farm animals are the main reservoir of diarrheagenic E. coli (DEC), but
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the question of whether animals are the source of human extraintestinal pathogenic E. coli (Ex-
PEC) is still open. The intraspecies heterogeneity of E. coli is due to the horizontal transfer of
virulence-associated and antibiotic resistance genes, and reflects the high genetic plasticity and
adaptability of bacteria in changing environmental conditions. As a result, hybrid- and hetero-
pathogenic strains combining genes of different pathotypes appear. Along with this, multidrug-
resistant E. coli appear. This article presents the previously obtained results of studying the bio-
logical properties, prevalence virulence-associated and antibiotic resistance genes of E. coli
strains isolated from healthy and sick farm animals. The results of our research expand the
knowledge about the mechanisms of bacterial adaptation in the environment and will contribute
to a greater understanding of the intraspecies diversity of E. coli. For veterinary medicine, the
obtained data can be an epidemiological tool for the prevention and control of colibacillosis of
farm animals.

Key words: Escherichia coli, farm animals, colibacillosis, virulence-associated genes, an-
tibiotic-resistance genes, hybrid- and hetero-pathogenic strains.

DOI: 10.24411/2304-9081-2023-12001 2



