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Abstract

Cyprinidae was studied, the classification status of V. macrolepis was determined. [ Method] 30 V. macrolepis were used as experimental mate-

[ Objective | Through cloning COI gene sequence of Varicorhinus macrolepis , its evolutionary relationship with other genus fish in

rials, mitochondrial cytochrome oxidase subunit I (COT ) gene fragment was amplified using PCR technique and aligned of sequence, genetic
diversity of V. macrolepis was detected ,and genetic distance between different haplotypes of V. macrolepi and 5 genus of Cyprinidae in Gen-
Bank was calculated. Clustering analysis was used to build NJ and UPGMA phylogenetic tree. [ Result] The results showed that the CO[ gene
fragment PCR products of 30 V. macrolepis were about 1 600 bp, and no insertion/deletionwas observed, 1 493 bp nucleotide sequences were
determined after being purified and excluded the primer sequence. There were 6 haplotypes, and 6 polymorphic sites were detected, including
4 transition sites and 2 transversion sites. Haplotype diversity (Hd) of V. macrolepis was 0.460, nucleotide diversity (Pi) was 0.000 78, av-
erage number of nucleotide differences (K) was 1. 163. Genetic distance and NJ UPGMA phylogenetic trees showed that the sequences of
V. macrolepis and O. macrolepis are the same. The genetic relationship between Varicorhinus and Acrossocheilus was the closest, while the ge-
netic relationship between Varicorhinus and Spinibarbus, Sinilabeo , Sinocyclocheilus were far. [ Conclusion] The study can provide molecular

biology basis for management, protection and genetic breeding of germplasm resources.
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Fig.1 Electrophoresis map of COI gene PCR products of V. macrolepis
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Table 1 Distribution of nucleotide variation sites and haplotypes in COI sequences of V. macrolepis
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Table 2 Genetic distance between 6 haplotypes in COI sequences of V. macrolepis Cyprinidae
A7 LA
Types Hapl Hap2 Hap3 Hap4 Hap5 Hap6 0. macrolepis
Hap -1 0.12 0.09 0.07 0.07 0.16 0
Hap -2 0.20 0.07 0.13 0.14 0.10 0.12
Hap -3 0.14 0.07 0.11 0.12 0.12 0.09
Hap -4 0.07 0.27 0.02 0.10 0.17 0.07
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AR IR S. sinensis 11.32 12.34 9.07 0.93 1.05
JBR 4L S, rhinocerous 12.10 13.16 11.87 10. 94 1.10
BRI V. barbatulus 12.19 12.07 15.99 13.96 14.50
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Fig.2 UPGMA dendrogram of 30 individuals of V. macrolepis
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Fig. 3 Molecular phylogenetic tree of V. macrolepis based on
COI sequence(NJ)
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Fig. 4 Molecular phylogenetic tree of V. macrolepis based on
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