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TAKCOHOMMYECKAS CTPYKTYPA U YCTOMYUBOCTH K AHTUBUOTUKAM
MUKPO®JIOPHI, U30JJMPOBAHHOM U3 MOYH ILUIOTOSATHBIX ITPHA
MOYEKAMEHHOW BOJIE3HA

OpenOyprckuit henepanbHbiid uccnenoBaTenbekuii HeHTp YpO PAH (MHCTUTYT KIETOYHOTO U
BHyTpHKJIeTouHOTO cuMOuno3a YpO PAH), OpenoOypr, Poccus

L]ens. OnipeniennuTh BUIOBOW COCTaB M OLEHUTh aHTHOMOTUKOPE3UCTEHTHOCTh MHKPOOP-

TaHU3MOB, BBIJICIEHHBIX U3 MOUU ITpU MouekameHHo# Oone3nu (MKDB) miorosaHbIx.

Mamepuanvr u memoosi. V3ydeH OaKTepHAIbHBINA CHEKTP U aHTUOMOTHKOPE3UCTEHT-
HOCTh MHUKPOQJIIOPHI, BBIJICIEHHONW U3 MOYH KMBOTHBIX C MOYEKAaMEHHOH 00JIe3HbIO, OaKTepro-
JIOTUYECKUM U JUCKO-TU((HY3MOHHBIM METOJJOM COOTBETCTBEHHO.

Pezynomameui. 11oka3aHo, 4TO B BUJOBOM CTPYKTYPE MUKPOOPTraHM3MOB JOMUHHUPOBAIN
crapunokokku (44,4%), npeumymiecteenno Staphylococcus aureus (33,3%); Escherichia coli
usonmpoBanbl B 18,5% ciydaes; pexe BcTpedanuch Enterococcus faecalis (14,9%), a Taxke
HedepMeHTHpYIOIHe OaKTepHH, PEACTaBICHHBIC ABYMsI BHIaMHU MICeBIOMOHa — Pseudomonas
aeruginosa (7,4%) u P. luteola (3,7%); B enuununbix ciyyasx (o 3,7%) oOHapyskeHbl Proteus
mirabilis, Morganella morganii u Bacillus subtilis. MukpoopraHu3Mbl BbIAEICHBI B MOHOKYJIb-
Type, ABYX- U TPEXKOMIIOHEHTHBIX acconuanusax. [IpoBeneHHble nccaen0BaHus MMOKa3alu, YTO
npenapatamu BeiOopa mpu Tepanuu MKDB MOryT sBISITbCSI HEOMHUIIMH M CTPENITOMUIIMH (32 HC-
KJIFOUEHUEM CIIy4aeB BbIJIEJICHUS SJHTEPOKOKKOB).

3axnouenue. BumoBasi cTpyKTypa MUKPOOPIaHU3MOB, BBIICICHHBIX M3 MOYH IJIOTOS/I-
Heix ¢ MKDB xapakTepusoBanach pazHooOpa3veM, IMpH ITOM JOMHUHUPOBATM OaKTEpHU poja
Staphylococcus spp. BreisiBieHHy0 BaprabeabHOCTh aHTHOMOTUKOPE3UCTEHTHOCTH BBIJCICHHBIX
YPOHU30JIATOB HEOOXOAMMO YUUTHIBaTh IPU IMIIMPUUYECKOM BbIOOpE Ipenapara (-0B) AJisl IPOBe-
JIEHUsI aHTUMHUKPOOHO# Teparuu rioTosaHbix ¢ MKB.

Knrouesvie cnoéa: MUKpOOpPraHu3Mbl, aHTUOMOTHKOPE3UCTEHTHOCTh, MOYEKaMeHHasi 00-
JIe3Hb, TUIOTOSTHBIE.
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Objective. To determine the species composition and evaluate antibiotic resistance of mi-
croorganisms isolated from urine in urolithiasis (ICD) of carnivores.

Materials and methods. Bacterial spectrum and antibiotic resistance of microflora isolat-
ed from urine of animals with urolithiasis were studied by bacteriological and disco-diffusion
method respectively.

Results. It was shown that the species structure of microorganisms was dominated by
staphylococci (44.4%), mainly Staphylococcus aureus (33.3%); Escherichia coli was isolated in
18.5% of cases; Enterococcus faecalis (14.9%) was less common, as well as non - fermenting
bacteria represented by two species of Pseudomonas — Pseudomonas aeruginosa (7.4%) and
P. luteola (3.7%); in isolated cases (3.7% each) Proteus mirabilis, Morganella morganii and Ba-
cillus subtilis were found. Microorganisms were isolated in monocular, two- and three-
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component associations. Studies have shown that neomycin and streptomycin may be the drugs
of choice in the treatment of ICD (except for cases of enterococcal excretion).

Conclusion. The species structure of microorganisms isolated from the urine of carni-
vores with ICD was characterized by diversity, with bacteria of the genus Staphylococcus spp
dominating. The revealed variability of antibiotic resistance of isolated uroisolates should be tak-
en into account when empirically selecting the drug (s) for antimicrobial therapy of carnivores
with ICD.
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