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Method for detecting SNP based on PCR technique
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Abstract SNPis one kind of powerful molecular markers. The purpose in this study was to establish a simple method
o detecting SNP based on PCR technique. Two specific forward primers were synthesized, both were in corformity with
the found SNPin the last nucleotide. A 19 bp pecicific sequence was added into one primer with other species’ se-
guence (eg. Bacteria DNA sequence) in 5’ end. The same reversed primer was selected using the software Primer
5.0. The PCR was performed with the three specific primers using an appropriate anneal temperature selected by gra-
dient PCR. The ZDS gene has been mapped on the short arm of chromosome 7 in maize based on this method. This
technique is simple, effective and cheap, and could be helpful in constructing linkage maps and map genes.
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1 5 GGTTGGGTTGGATAACCTT3
5 GCAAATGTATTCACCTTCCACAS3

5 TCTGATCAGCGCCTGAATGE
5 TACCTGCTTTTGAACCTTAC3

3 5 CACGACGTTGTAAAACGACCAAATGTATTCACCTTCCACG3 5 TACCTGCTTTTGAACCTTAC3
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