2003 11 5 370 ~382

Biodiversity Science

10

SNPs

SNP

SNPs
SNPs

SNPs

03-3

——SNPs

10009

DNA

SNP

1005 - 0094 2003 05 -0370 -13

A novel molecular marker—SNPs and its application

Z0U Yu-Ping GE Song
Laboratory of Systematic and Evolutionary Botany Institute of Botany Chinese Academy of Sciences Bei-

jing 100093

Abstract Single nucleotide polymorphisms
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SNPs are an abundant form of DNA variation which have a

frequency of 1% or more throughout the genomes. SNPs consist of a single nucleotide base alteration in-

cluding transition and transversion. They are stable and reliable mutation and are frequently referred to as

bi-allelic makers. SNPs can be used conveniently for large-scale and high throughput genome analysis in

particular combining DNA chips and microarrays techniques. Therefore

SNPs provide a novel molecular

marker system potentially useful for a wide range of biological disciplines. Here we briefly introduce the

history and developments of SNP techniques

including its basic concept its discovery and screening.

We also discuss its applications in different research areas such as genetic mapping in mode animals and

plants DNA fingerprinting and its application in variety identification
linkage disequilibrium and associate analysis

that SNP markers will contribute greatly to the studies on population genetics

as evolutionary biology.
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Table 2 The sequence and internal primers at the ABG65 loci in barley genome
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Sequence at the ABG65 loci

5'-TGGCGACTCTGATGCTACGATTGGATCAGCAGAGCCCACAAGTTGGCCCCCGCCTGGGAAGGACCGT
TCATCYCTCTAAGGTGCAGAACAACGGAGCATATCGACTTTACAACCTCGACAGGGAAACGGACGAGCCGC
GAGCATGGAATGGAGATCTACTGAAGCGCTTCTACACATAACCGCCGATAGATCCTCA-3’

ABG SNP
HEX-CTGGGAAGGACCGTTCATCG
FAM-CTGGGAAGGACCGTTCATCA

Internal primers at the ABG65 loci
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