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Genetic Analysis of Cultured and Wild Populations of Mud Carp, Cirrhina
molitorella from Xijiang, Pearl River Using Microsatellite Markers

ZHANG Dan-dan'*, ZHENG Guang-ming' , ZHU Xin-ping' , ZHAO Jian', CHEN Kun-ci', PAN De-bo'
(1 Pearl River Fisherise Research Instiute, Chinese Fishery Academy of Sciences, Guangzhou 510380, China;
2 College of Fisheries and Life Science, Shanghai Ocean University , Shanghai 201306, China)

Abstract ; Seventy four pairs of microsatellite primers developed for other cyprinids were tested for amplifi-
cation in mud carp, Cirrhina molitorella. Eleven primers, 14. 86% , which yielded stable and polymor-
phic products were used to detect the population genetic variation of C. molitorella. Four populations,
namely the green-color population, the yellow-color population, the Xijiang population and the cultured
population, were analyzed respectively using the 11 microsatellite primers, 4 to 23 alleles were amplified
and the fragment sizes ranged from 100 bp to 374 bp, and the mean polymorphic information content
(PIC) was 0. 749 8. The observed heterozygosity of the four populations ranged from 0. 510 5 to 0. 627 3
and the expected heterozygosity were 0. 712 0 —Q. 765 6. The average gene diversity loci for the four pop-
ulations were 0. 745 1 +0. 388 4,0. 763 2 £0. 396 §,0. 708 1 +0. 371 2,0. 739 2 +0. 385 2, respective-

ly. All the indices above indicated marked variations in the four populations and the genetic variation lev-
el of the cultured population was consistent with the wild populations, which meant a good genetic condi-
tion of the cultured population of C. molitorella. The Gst between every two populations calculated with
the Genetix software ranged from 0. 026 8 to 0. 070 3, which indicated some differentiation between the
populations. The AMOVA analysis also showed that the differentiation was 6. 96% variation among popu-
lations and 93. 04% variation within populations, and the fixation index was 0. 069 64. But the differenti-
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ation mainly appeared between the wild population and the cultured population, and little differentiation

appeared among wild populations.

Key words: Cirrhina molitorella; wild population; cultured population; PCR amplificatioin; microsatel-

lite marker; genetic variation
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