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Single nucleotide polymorphisms analysis using multiplex fluorescence mismatching PCR
Sun Yue feng” ,Li Shuntian
(Clinical Laboratory , Tianjin Infectious Disease Hospital » Tianjin 300192 ,China)
Abstract: Objective To develop a new method for multiple typing of single nucleotide polymorphisms(SNPs) suitable for clini-
cal detection, Methods This method was developed from allele— specific polymerase chain reaction(ASPCR) by introducing univer-
sal fluorescent primers to construct a new multiplex fluorescence mismatching PCR utilizing capillary electrophoresis. Samples from
eight healthy subjects were detected for five mitochondria SNPs types by newly constructed method. Results Five SNPs could be
typed simultaneously by using one universal fluorescent primer, and the detected results was fully consistent with known geno-

types. Conclusion Multiplex fluorescence mismatching PCR could be economic and rapid for small and medium-sized scientific re-

search and clinical detection, which might be especially suitable for detecting minor DNA samples.
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B LR Z Bl /]l PCR i Wi K/ (bp )
C5178A mit-5178-f TCCTAACTACTACCGCATTCC
mit-5178-r CGAGTTCTGCTTGCGACGTGATGGTGGCTATGATGG
mit-5178-f CTCGCACCTGAAACAAGC* 246
mit-5178-f GACTCGCACCTGAAACAAGA 184
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mit-5178-r CGAGTTCTGCTTGCGAC 186
T9824C mit-9824-f ACATCCGTATTACTCGCATC
mit-9824-r CGAGTTCTGCTTGCGACGTAAGGCTAGGAGGGTGTTG
mit-9824-f ACAGGCTTCCACGGA |G| TT* 516
mit-9824-1 GTACAGGCTTCCACGGA TC 315
mit-9824-r CGAGTTCTGCTTGCGAC 317
G10310A mit-10310-f CTTACGAGTGCGGCTTC
mit-10310-r CGAGTTCTGCTTGCGACTATGTGTTGGAGATTGAGACT
mit-10310-f CCCTACAAACAACTAAC TG 576
mit-10310-1 TACCCTACAAACAACTAAC TA 451
mit-10310-r CGAGTTCTGCTTGCGAC 453
C10400T mit-10400-{ 5 10310-f #H[A]
mit-10400-r 5 10310-r #H[A
mit-10400-f AAAAAGGATTAGACTGAGCC 360
mit-10400-1 TGAAAAAGGATTAGACTGAGCT 362
mit-10400-r CGAGTTCTGCTTGCGAC
C12705T mit-12705-1 ATCCATTGTCGCATCCACC
mit-12705-r CGAGTTCTGCTTGCGACTCCTACGCCCTCTCAGCC 351
mit-12705-f GTTCTTCAAATATCTACTC TC 111
mit-12705-1 TGGTTCTTCAAATATCTACTC TT 113

mit-12705-r

CGAGTTCTGCTTGCGAC
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