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Detection for Single Nucleotide Polymorphisms
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Abstract: As the third generation of genetic markers SNPs(single nucleotide polymorphisms)has been used extentively
in gene mapping, disease-correlativity analysis,population genetics and drug research. Here methods for detection are
reviewed. Most SNP genotyping are a combination of method for interrogating SNPs and analysis tecnique. It described

both parts and give a outlook for detection.
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