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Abstract: The sequences of mitochondrial COI gene of two nemerteans with a branched probos-
cis ( Dendrorhynchus zhanjiangensis and D. sinensis ) from the coast of Beihai and Zhanjiang
were determined and subjected to phylogenetic analysis with other nemerteans obtained from
the GenBank. The lengths of sequences of D. sinensis (seventeen haplotypes from twenty six
individuals) and D. zhanjiangensis (two haplotypes from three individuals) were all 615bp.
The A, T,G and C contents of them were similar,and the AT content was higher than the GC
content. The genetic distances among the seventeen haplotypes of D. sinensis and the two hap-
lotypes of D. zhanjiangensis were very small (0. 002~0. 013 and 0. 008) whereas the genetic
distances between the two nemerteans were very large (in more than 0. 194), implying that
they were independent effective species respectively. Topological structure of the molecular
phylogenetic tree constructed by Neighbor-Joining method showed that D. sinensis and D.

zhanjiangensis did not form a clade, but on the

contrary, D.sinensis and two species of

:2013-02-20 Cerebratulus marginatus and C. lacteus were clus-
$2013-0410 tered into a distinct clade. Therefore,the results in-
(1965, ' dicated that the genus of Dendrorhynchus was not
monophyletic.
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Table 1 Sampling data of P. papillaris,D. sinensis and D. zhanjiangensis used in sequence analysis mitochondrial COI gene

(G GenBank

Species Sample size Localities (latitude and Date of collection Haplotype

longitude coordinates) GenBank
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