基于16S rDNA序列和RFLP分析的病鳗分离菌株鉴定
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［摘要］结合16S rDNA基因序列和限制性片段长度多态性（RFLP）的分析方法，通过与GenBank库中已递交的细菌16S rDNA基因序列进行同源性比较，对分离自发病鳗鲡(欧洲鳗鲡，日本鳗鲡和美洲鳗鲡)的30株细菌进行初步鉴定和分类.结果表明，这些细菌可大致分为气单胞菌属(Aeromonas sp.)、假单胞菌属（Pseudomonas sp.）、邻单胞菌属（Plesiomonas sp.）、克雷伯氏菌属（Klebsiella sp.）、柠檬酸杆菌属（Citrobacter sp.）、不动杆菌属（Acinetobacter sp.）和肠杆菌属（Enterobacter sp.）等7个菌属.分析认为，部分分离菌株可能是引起鳗鲡病害的疑似致病性菌株.
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Identification of Bacteria Isolated from Diseased Eels Using 16S rDNA PCR\RFLP Analysis
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Abstract:Using 16S rDNA gene sequences and restriction fragment length polymorphism (RFLP)analysis,the study initially identified 30 strains of bacteria isolated from European eel(Anguilla anguilla),Japanese eel(Anguilla japonica)and American eel(Anguilla rostrata) according to the homology comparison with bacterial 16S rDNA gene sequence which had been submitted into the GeneBank database.The results showed that the 30 bacteria could be broadly divided into 7 genera,including Aeromonas sp,Pseudomonas sp,Plesiomonas sp,Klebsiella sp,Citrobacter sp,Acinetobacter sp.and Enterobacter sp.Results of the study indicated some of the isolates could be suspected as pathogenic strains which caused diseases to eels.

Key words:eel;bacteria;16S rDNA;RFLP;identification
