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[ Abstract] Objective

sistant Escherichia coli and Klebsiella pneumoniae clinical isolates. Methods

To investigate the prevalence and genotype distribution of -lactamases in multi-drug re-
Fifty-nine multi-drug resistant E. coli
and K. pneumoniae strains were isolated between 2009 and 2010. Antimicrobial susceptibility was detected by
VITEK-2 automated bacterial analyzer. The total DNA was extracted by boiling methods and 21 p-lactamase geno-
types were detected by polymerase chain reaction(PCR). Results Resistance to penicillins,cephalosporins and quino-
lones were detected in more than 90 % of the strains. No Imipenem resistant strains were detected. TEM,CTX-M-G9,
SHV,CTX-M-G1,CTX-M-G2,DHA,MOX,CMY,OXA and ACT genes were detected in 32,31,27,19,14,4,2,1,
1, 1 of the 59 multi-drug resistant isolates, respectively. Strains positive for GES, VEB, IMP, VIM, KPC, CTX-M-
G8/25,ACC,FOX,PER and OXA-48 were not detected. Conclusion -lactamase genes were commonly identified a-
mong multi-drug resistant bacteria,and TEM,CTX-M and SHV genes were found with the highest frequency. Some
of these bacteria carried several -lactamase genes in one strain,and attentions should be highly paid in antimicrobial

therapy against these bacteria.
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