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DNA present from cfDNA sources, we have been investigating a multiplex approach for ICP
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Step 6: Perform standard Sanger Sequencing reactions.
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T amel EEEEEEEEEEEEEEE TC; | TC, | TCs | TCe Sensitivities with 6 MX ICP reactions within a single thermal cycler run on a single plate comparable to individual
Pas Paa Pas ICP reactions on a standard thermal cycler (6 separate reactions and plates).
Sensitivities <0.01% for the MX ICP data shown using the Veriti thermal cycler.
Time ~ Ramp rates and other thermal cycler parameters need to be investigated. Some optimization is still required.
The Veriti thermal cycler allows 6 zones for varying temperature profiles within a thermal Next steps include:
cycler run. By harmonizing the number of cycles as well as the times of the cycles, multiple 1. Test true multiplex pre-amplification PCR as precursor to MX ICP for amplicons of interest. This will allow
ICE COLD-PCR reactions for different amplicons possessing different thermal profiles can be testing of all amplicons from a single aliquot of original sample.

performed on a single thermal cycler. 2. Test MX ICP on Veriti thermal cycler.



