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Abstract:Objective To analyze the distribution of phylogenetic groups. resistance and virulence characteristics of CTX-M-
producing Escherichia coli isolated from urine. Methods 162 urinary Escherichia coli were collected from Gulou hospital
during 2012, disk diffusion test was implemented to determine the susceptibility, PCR was carried out to detect the CTX-M
encoding genes and multiple virulence genes,and Multiplex PCR was used to determine the phylogenetic groups of CTX-M-
producing Escherichia coli. Using Enterobacter repetitive intergenic consensus sequence-PCR (ERIC-PCR) genetic correla-
tion analysis of the bacteria. These strains were classified as the CTX-M-producing group and non-CTX-M-producing group
according to the results of CTX-M detection, the difference on the distribution of virulence genes were analyzed by Chi-
square test. Results There was no genetic correlation between 162 strains of Escherichia coli. Ninety-one isolates out of 162
urinary E. coli were confirmed to produce CTX-M,57 out of 91 CTX-M-producing E. coli were confirmed to be phylogenetic
D group and 16 were B2 group. CTX-M-producing isolates displayed an obviously higher resistance rates to the antimicrobial
agents tested except imipenem than the non-CTX-M-producing isolates ( P<C0. 05) ,the prevalence of virulence genes inclu-
ding iutA,chuA and traT was higher than that among non-CTX-M-producing isolates, the P values were 0. 001,0. 006 and
0. 000, respectively. Conclusion Most of the CTX-M-producing E. coli isolates belonging to phylogenetic D group was the
main etiological agents for urinary tract infections, leading to a higher resistance rates toward antimicrobial agents frequently
used in clinical treatment,in addition, the prevalence of CTX-M were closely related with the virulence genes iutA,chuA and
traT, posing a potential threat to the clinical treatment of urinary tract infections.
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