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Fragment Sequence Analysis of Mitochondrial DNA CO I
Gene of Marsup enaeus j aponicus

ZHENG Liarrming, CAO Werr qing" , FANG Lv ping, ZHOU Mer yu,
CHEN Darsi, LIN Yuanshao, WANG Gur zhong

(College of Oceanography and Environmental Science, Xiamen University, Xiamen 361005, China)

Abstract: Previous studies suggested that the mitochondrial cytochrome oxidase subunit I (CO I) gene was useful for analysis of
taxonomic and phylogenetic relationships among Penaeidae species. Marsupenaeus japonicus, which mainly distributed in Southeast
Sea of China is, of economical importance in both fishing and aquaculture in China. Considering the importance of this species, genet ic
information is vital to the design and implementation of sound fisheries management strategies and sustainable development of aqua
culture. In this study, Mitochondrial cytochrome oxidase I gene fragment of Marsupenaeus japonicus was successfully amplified via
PCR.T he PCR products were ligated into pGEM-T Easy Vector (Promega Co.),cloned and sequenced. 709 bp sequences of mtCO I
were obtained. T he contents of A,C, G and T were 196 bp(27. 64% ) 129 bp( 18.19%) 134 bp(18.90% ) 250bp( 35.26%) , respec
tively. After comparison and analysis, a result was observed that the sequence we obtained and the same region of the sequence from
GenBank (accession no. AY264897) were both a part of mtCO I suquence of M.japonicus, and they have a superposition of 41 bp of
nucleotides and they could link to bea 1 515 bp sequence. T his linked sequence verges on the complete mt CO I gene of Marsupenaeus
japonicus.
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