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Tab.1 The comparison of mtCO 1 sequences of L.vannamet and D. yakuba
L.va ..o GGTCAACAAAT CATAAAGATATTGGIAACATTATA 34
L. ova GB . . o L e e e e e e s s s e e s
D.ya tcgegacaat ggtta—tt-— t———-—-——-—-—— - - —— - - — - — - ———— t— - - - = 50
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D.ya -—a--t----- a- - - - - -—-=---- t--—a--agcat- a-—-—-—- - a- - —-=------ 150
L. va ATTTATAACGTAGTTGTCACAGCTCACGCTTTTGTAATAATTTTTTTTAT 184
L. ova GB L L L o e s e e e e s
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Fragment Sequence of Mitochondrial DNA CO I Gene
of Litop enaeus vannamei

ZHENG Liarming, LIN Yuarshao , CAO Werqing,

FANG Lwping, ZHOU Metyu, WANG Gu#+zhong
(College of Oceanography and Enviromental Science, Xiamen University, Xiamen 361005, China)

Abstract: Litopenaeus vannamei which belong to the family Penaeidae ( Crustacea: Decapoda: Dendrobranchiata ) is the major
species of shrimp farmed in aquaculture worldwide. With the development of the breeding scope, this cultured penaeus had suffered
an epidemical disease which caused heavy mortality because of the deteriorating water environment, which causes the genetic depres-
sion and the decrease of genetic biodiversity. So, the study on the protection of the germplasm resource and the community genetic
structure of the L. vannamei has aroused the researchers attention. In recent years, mitochondrial genome sequence and structure
are widely used to provide information on phylogenetic relationships and on the genetic structure of populations and patterns of gene
flow of the economical organism . Recently, analyses of penaeid mitochondrial genetics have been carried out using RFLP analysis
and single-gene sequence analysis. In our research, mitochondrial cytochrome oxidase subunit I ( CO I ) gene fragment of L. van-
namei from Aoguanmariculture breeding field in Xiamen 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. The contents of A, C, G
and T were 198 bp(27.93%) 136 bp(19.18%) 129 bp( 18.19% ) 246 bp (34. 70% ), respectively. A result was observed that the
sequence w e obtained and the same region of the sequence from GenBank (accession no. AY264901) were both apart of mtCO I su-
quence of L. vannamei, and they have a superposition of 41 bp of nucleotides and could link to be a 1515bp sequence, which prove

the sequence we have got is really from mitochondrial genome of L. vannamer.
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