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The Beauty of Science is to Make Things Simple
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Rutgers University
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Figure 1. The OneStep gMethyl™ Human Pluripotent Stem Cell Panel
contains master mixes containing either active or inactive Methylation
Sensitive Restriction Enzymes (MSRES), Taq polymerase, dNTPs, buffers,
primers, and the fluorescent dye SYTO 9® for real-time PCR. The genomic
DNA sample is divided into two wells; a Test Reaction, and a Reference
Reaction. Test Reaction samples are digested with the MSREs while the
Reference Reaction is not (mock digest). Following digestion, the DNA in
each well is amplified using real-time PCR. Methylation percentages for
each sample are determined using the Ct values of both the Test and
Reference Reaction using a derivation of the 24T method.
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using the OneStep gMethyl™ Panel to indicate if the cell line is in a
pluripotent state or an intermediate state of differentiation such as a
neural progenitor cell or a mesenchymal stem cell.

*The OneStep gMethyl™ Panel utilizes MSRE digestion and real-time
PCR to easily quantify DNA methylation in specific gene regions for
large numbers of samples. Compared to targeted sequencing the cost
of running the panel is much lower.

 The six gene regions of the OneStep gMethyl™ Panel can be
multiplexed to increase the sample throughput and further reduce the
cost per sample. Please Iinquire about multiplexing options for this
panel.



