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DNA Polymorphism Analysis of 20 Microsatellite Loci in Hongshan Chicken
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Abstract

basis for the effective protection and utilization. [ Method ] Polymorphism of 20 microsatellite markers was detected in a random sample of 50

(Department of Biology and Environment Engineering, Hefei University , Hefei, Anhui 230601 )
[ Objective | The aim was to analyze the DNA polymorphism of 20 microsatellite loci in Hongshan chicken,and to provide a scientific

Hongshan chicken by using vertical polyacrylamide gel electrophoresis. [ Result] 176 alleles in the 20 microsatellite loci and 8. 8 alleles per prim-
er were detected averagely. Gene frequency was found distributed in the 0.011 1 —0.555 6. The average effective number of alleles was 5.755 5.
The average heterozygosity was 0.791 3. The average polymorphism information content was 0.781 9. [ Conclusion ] The study showed that the de-

tected Hongshan chicken population had high genetic variation,and had abundant genetic diversity.
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