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Analysis of Genetic Diversity of Qinchuan Cattle by Multiplex Fluorescent PCR

WANG Jun-hui et al (College of Animal Science and Technology, Northwest A&F University, Yangling, Shaanxi 712100)

Abstract  [Objective] The aim was to study the genetic diversity of Qinchuan cattle in order to strengthen its protection. [Method] The genetic
diversity of 15 microsatellite loci was analyzed using multiplex fluorescent PCR in 59 Qinchuan cattle. And allele frequency, polymorphism
information content (PIC), heterozygosity (H) and number of effective alleles (Ne) were calculated. [Result] The results showed that the allele
numbers of the overall 15 microsatellite loci of Qinchuan cattle were from 5 to 18 with average allele of 10.3. The heterozygosity of all
microsatellite loci were from 0.698 6 to 0.876 3 and the mean heterozygosity were 0.795 9. The number of effective alleles was from 3.317 8 to
8.084 5, with average effective allele of 5.306 6. The PIC of 15 microsatellite loci were highly polymorphic from 0.644 1 to 0.864 9. [Conclusion]
Microsatellite markers were effective markers for analysis of genetic diversity and phylogenesis relationship among cattle breeds. The results were

reference to study QTL and marker assistant selection.
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BM1818 8 254 256 258 260 262 264 268 272
0.034 0.093 0.203 0.203 0.322 0.127 0.008 0.008
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0.009 0.250 0.009 0.121 0.069 0.095 0.414 0.017 0.017
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0.088 0.009 0.070 0.412 0.289 0.009 0.079 0.044
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BM1818 0.757 3 0.787 8 47133
ETH185 0.862 1 0.8748 7.986 8
HEL13 0.7013 0.736 9 3.8014
ILSTS034 0.8649 0.876 3 8.0845
ILSTS054 0.804 9 0.8278 5.806 8
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INRA032 0.686 5 0.7258 3.646 3
MM12 0.7919 0.8140 5.3756
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BM1824 0.644 1 0.698 6 33178
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SPS115 0.7499 0.7820 4586 2
TGLA122 0.7980 0.8196 55420
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