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Comparative Study on Detecting Methods for the Genetic Polymorphism of Gene in Population
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Abstract
provide guidance for population detection of gene mutation. [ Method ] 243 bp fragments of TLR4 gene for 104 Chinese Holstein were amplified

(Department of Life Sciences & Technology, Xinxiang Medicine University, Xinxiang, Henan 453003 )
[ Objective | This experiment was conducted to search the optimal methods for detecting gene polymorphism in populations and to

by polymerase chain reaction, in which it had a mutation in the 27th base. The mutation was detected using Single -Strand Conformation Poly-
morphism (SSCP) created restriction site combined restriction fragment polymorphism (RCS-RFLP) respectively. The advantages and disad-
vantages of the two methods were analyzed. [ Result | The results showed that the mutation in this study could be detected easily and precisely
by CRS-RFLP, but it could not be detected by SSCP in any condition. [ Conclusion | Compared with SSCP, CRS-RFLP was the optimal meth-

od for gene polymorphism in populations.
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Fig. 1 SSCP result of TLR4 gene
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Fig. 2 Result of polymorphism detection for TLR4 gene by CRS
RFLP
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