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A Simplified Method of SNP Analysis*
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ABSTRACT Objective: To build a fast and simple method of Single Nucleotide Polymorphisms (SNP) analysis. Methods: The
wild-type and mutant DNA sequences were amplified with single base pair mismatch by biotin labeled primers. Probes were crosslinked
onto nitrocellulose membrane by UV irradiation. Complementary target with biotin labeled sequence can be extend and fixed after
combined with probes on membrane by Taq DNA polymerase enzyme. After ABS-ELISA coloration, results were observed directly.
Results: Normal working system was showed by the negative and positive blots. Wild-type and mutant probe can distinguish single base
pair mismatch. And the coloration result can be judged directly. Conclusion: A method for detecting SNPs with nucleic acid
amplification based on nitrocellulose membrane was established.
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Fig.1 Target fragment sequence map:A is wild-type target sequence. Arrow

point out the SNP;B is mutant target sequence. Arrow point out the SNP
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Fig.2 Eectroosmoisi result of purified PCR fragment First lane is DL2000
Marker. Second lane is wild-type PCR purified fragment. Third lane is

mutant purified fragment
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Fig.3 SNP specific amplification and coloration based on solid phase A
is positive control; @) is negative control; @) is wild-type probe; @ is
mutant probe B show the result of wild-type probe captured wild-type

target sequence C show the result of mutant probe captured mutant target

sequence D show the result of mixed wild-type and mutant probe captured

mixed target sequence.
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