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Analysis and Application of the Sequences of 16S—23S rDNA
Intergenic Spacer of Aeromonas hydrophila

DENG Xian yu, WANG Zhi xue, YE Qiao zhen, HE Jian guo
(School of Life Sciences, Sun Yat sen University, Guangzhou 510275, China)

Abstract: Using the conserved regions at 3" end of 16S and 5 end of 23S tDNAs as primers, the 165—23S 1DNA IGSs
of A. hydrophila, isolated from diseased Chinese turtle ( Trionyx sinensis ), were amplified and cloned into pGEM T

vector. Different clones were selected to be sequenced and the sequences were analysed with the software BLAST and

DNAstar. Based on the results fiom multiple sequence alignment of representative 1GS° types, a pairs of primers which

were specific to A. hydrophila were successfully designed for PCR. Then, a new PCR method was developed and its

species specificity and sensitivity were tested. Finally, this method was used to detect A. hydrophila in different water

samples.

Key words: Aaomonas hydrophila ; 165—23S DNA intergenic spacer (IGS); species specificity; sensitivity



