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The Complete Sequence of the Mitochondrial CO [ Gene of
Eriocheir japonica sinensis Crustacea Malacostraca Dacapoda

Sun Hongying Zhou Kaiya Gong Meirong Tong Zongzhong
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Abstract The complete sequence of the mitochondrial cytochrome oxidase subunit [I CO Il gene of malacostracan
crustacean Eriocheir japonica sinensis has been determined. Comparisons of this sequence with the homologous sequences
from the other six crustaceans and one insect indicate that the nt composition and aa composition of E. j. sinensis are more
similar to other malacostracans than they are to the branchiopod crustaceans. The sequence of E. j. sinensis is less A+ T -

rich than the counterpart of insect and the pattern of codon usage is less biased.
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