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Sequence and Phylogenetic Analysis of nad4 Gene of Eurytrema cladorchis Isolated from Liangshan
HAO Gui-ying YILi PAN Yong—qing HE Xue—qian
(School of Animal Science of Xichang College, Xichang Sichuan 615013 )

Abstract In order to study the genetic variations of Eurytrema cladorchis and the phylogentic relationships with other flukes, fragment of nad4
gene of 5 flukes isolated from Liangshan Prefecture in Sichuan Province were amplified by PCR,then analyzed the sequences,and the NJ tree was
reconstructed.The results showed that the partial sequences of nad4 gene were 789 bp,with homology was 99.5% ~100.0% ,four haplotypes were
detected in these sequences,with 4 variable sites.The phylogenetic tree showed that the isolates of E. cladorchis from goats in Liangshan were clustered
in the same clade,which were not cluster together with E. pancreaticum ,can be identified with other flukes.The results of this study could provide the

foundation for further research on the molecular classification and population genetics of E. cladorchis.
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