
REAL TIME PCR FOR ALLELIC DISCRIMINATION 

 

TaqMan® 5'-nuclease assay chemistry provides a fast and simple way to get single nucleotide 

polymorphism (SNP) genotyping results. Each predesigned TaqMan® SNP Genotyping Assay two allele-

specific TaqMan® MGB probes containing distinct fluorescent dyes and a PCR primer pair to detect 

specific SNP targets. These TaqMan® probe and primer sets (assays) uniquely align with the genome to 

provide unmatched specificity for the allele of interest. 

SNP Genotyping Assays contain VIC®dye-labeled probe, FAM™ dye-labeled probe,and two target 

specific primers. TaqMan®probes incorporate MGB technology at the3' end to deliver superior allelic 

discrimination. The MGB molecule binds to the DNA helix minor groove, improving hybridization based 

assays by stabilizing the MGBprobe-template complex. This increased binding stability permits the use of 

probes as short as 13 bases for improved mismatch discrimination and greater flexibility when designing 

assays for difficult or variable sequences. All MGB probes also include a non-fluorescent quencher (NFQ) 

that virtually eliminates the background fluorescence and provides excellent signal-to-noise ratio for 

superior assay sensitivity. 

 

Detected fluorescence Means…. 

VIC Homozygous for allele X  

FAM Homozygous for allele Y 

Both Heterozygous 

 

Sample requirements: 

Liophilized DNA genomic samples can be brought in 96 or 384 plates. Total sample concentration should 

be 5-10 ng. An Excel file with sample names should be filled in and emailed to genomica@iib.uam.es  

Users should bring 10 µl of RNA samples (100 ng/µl) in 0.2 ml tubes. RNA should not be degraded. To 

check RNA integrity samples will be bioanalyzed using nano or picochips in 2100 Bioanalyzer. 

Order number for IIBm users is compulsory. Order number can be purchased through the Lab Store 

Department web page (look for Genomics Services). For further information please contact: 

genomica@iib.uam.es 

As soon as your samples have been processed you will receive an Excel file with your haplotype results. 
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