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Abstract: Objective To investigate the drug resistance of Acinetobacter baumannii clinical isolates and the expression of efflux
pump adeB gene. Methods Agar dilution method was used to determine the minimal inhibitory concentrations(MIC) of Acineto-
bacter baumannii, polymerase chain reaction(PCR) was used to amplify the adeB gene and reveres transcription(rt-PCR) was used to

detect the mRNA level of adeB gene. Results
and to impipenem was the lowest(30. 0%). The incidence of multidrug resistance was 43% (26/60). Both multi-resistant group(26

Of the 60 clinical isolates,the resistant rate to piperacillin was the highest(92.3%)

strains)and relatively sensitive group(4 strains) were positive with adeB gene. The mRNA level of adeB gene in multidrug resistant
group was significantly higher than the relatively sensitive group(P<C0. 01). Conclusion The drug and multidrug resistance of

Acinetobacter baumannii clinical isolates could be serious,which might be closely correlated with the enhancement of the expression

of efflux pump adeB gene.
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