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A Primary Detection of Close Genetic Similarity
of 4 Cyprinus Species in Erhai Lake
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Abstract; Restriction [ragment length polymorphism (RFLP) analysis of nittochondrial DNA (miDNA) showed that
there is no genetic divergence both intra— and interspecific of 4 species of Cyprinus(C. barbatus, C. longi pectoralis.
C. megalophthalmus and C. carpio chila)in Erhai lake . Yunnan, Lack of interspecific mtDNA RFLP, namely the

close genetic similarity of these four fish species, is possibly resulted from the sympatric speciation and their short

divergence time, In addition, the restriction map was made by double digestion,
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Table 1 The length of mtDNA and

restriction fragments sizes
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Fndonurlease Restriction Fragment Size  Length of mtDNA
Bamlll 8.5 4.4 3.8 16.7
Bgil 7.2 4.2 31 E1 16,6
EecaRT 120 3.5 1.2 16.7
Hincll 7.4 L8 4.3 18,5
HiadlIl 12.6 2.3 L1 07 16,7
Psil 16,6 16.6
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BamHI+ EcoRI 6.0 4.4 25 L35 L2 1.1
BamHI+ Hincll 7.2 3.6 31 13 11 (=
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Fig.1 Electrophiresis patterns of mtDNAs digested with

restriction endonucleases for thedspecies of Cyprinus
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Fig.2 Restriction map of 4 species of Cyprinus
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