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Lens. OUEHUTH PACIPOCTPAHEHHOCTh U COYETAHHOCTh TCHETUYECKHUX JCTCPMHUHAHT IIep-
CHCTCHIIMH YCIIOBHO-TTATOT€HHBIX SHTEPOOAKTEPHIA U UX OTACIbHBIX (DEHOTHIINYECKUX MPOSIBIIC-
HUM.

Mamepuanvr u memoowi. B pabote ucCrosib30BaHa pa3paboTaHHas paHee TeCT-CUCTeMa
MHoxkecTBeHHOTO [Il[P-ananuza (Ilatent P® Ne2662930). Ilpoeaen IILP-ckpununr 160
IITAMMOB YCJIOBHO-TIATOT€HHBIX JHTEPOOATKepHii, oTHOCAImuUXcss K Buaam Escherichia coli u
Klebsiella pneumoniae, BbiieieHHBIX U3 Pa3HBIX HCTOYHUKOB.

Pesynomamepi. Y nanueHToB ¢ XpoHUYECKUMH 3aboeBanusamu (3adbonesanus JKKT u pe-
AKTMBHBIM apTPHUT) BCTPEYAEMOCTh JECTEPMHUHAHT KOJIMOAKTHHA BBIIIE, YEM Yy IITAMMOB OT
YCIIOBHO-3710pOBbIX mMaiueHToB. Boitenennsie u3 XKKT ycmoBHo-matorenusie E. coli ¢ remoru-
THYECKOW aKTHBHOCTBIO B ¥4 CIIy4acB — HOCHUTENIM T'€HOB KoiubakTuHa. [Ipu yporHpeKnusIx Ja-
CTOTa BCTPEYAEMOCTH FCHOB ad3pO0AKTHHA COCTABIIACT OOJIee MOJOBUHBI IITAMMOB.

3axniouenue. MHOKECTBEHHBI CKPUHHHT TCHETHYECKHX JICTCPMUHAHT IEPCHUCTCHIIUH
9HTEPOOAKTEPUIl C OJHOW CTOPOHBI MOATBEP)KAACT PaHES YCTAHOBJICHHYIO POJb a’dpoOaKTHHA
JUISL  YPOIIATOr€HHOCTH, C APYrO#l IEMOHCTPUPYET BO3MOXKHYIO aIalTUBHYIO CBS3b CHCTEM KO-
JubaKTHHA U TEMOJIM3HHA.

Kniouesvie cnosa: mynsrutuiekc-111P, suTepobakTepru, IepCUCTEHIMS MUKPOOPTaHH3-
MOB, IaTOT€HHOCTb.
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Obijective. To estimate the prevalence and combination of the genetic determinants of
persistence of opportunistic commensal enterobacteria and some of their phenotypic manifesta-
tions.

Materials and methods. Previously developed PCR-test system was used (Patent RU
2662930). A PCR-screening of 160 commensal Escherichia coli or Klebsiella pneumoniae
strains isolated from different human host sources was performed.

Results. The prevalence of colibactin determinants in the enterobcteria strains from pa-
tients with chronic diseases (gut diseases and reactive arthritis) was higher than in the strains
from healthy patients. The commensal strains isolated from human gut with hemolytic activity
are colibactin genes carriers in % cases. The prevalence of aerobactin genes in the enterobacteria
from urinary tract infections was more than a half of the studied strains.

Conclusion. Multiplex screening of the genetic determinants of persistence of enterobac-
teria confirms the previously determined role of aerobactin in uropathogenicity on the one hand
and demonstrates putative adaptive connection between the colibactin and haemolysin systems.
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