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The aplication of detecting methods of SNPs in analyzing genetic diversity of different race JIAO Wei, LIU
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[Abstract] As the most common form in human genetic variance, human genome single nucleotide poly-
morphisms (SNPs) stand for genetic diversity of different race. The experts have made great advancement since
detecting technology of SNPs develops rapidly. The article concisely reviews for detecting method of SNPs and its

application in analyzing genetic diversity of different race.
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