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Abstract
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In order to analyze the drugs resistance mechanism of fluoroquinolone to Escherichia coli from chicken,PCR technology was used to

amplify determining area (QRDR) gene in E. coli with drugs resistance of E. coli. According to sequencing results of obtained sequences, the
mutation sites and amino acid expression of DNA gyrase and topoi-somerase IV genes (gyrA,gyrB,parC,parE) were determined. The study on
the epidemic situation of QRDR according to the genotype could guide the rational drug use in the clinic .
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Table 2 The physical characteristics and behavioral performance of

penguin No. 76 in the molting stage
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