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Introduction Background Cleanup Limit of Detection and Variant Call Concordance

Next- generation sequencing (NGS) technologies have accelerated
research efforts in the fields of biomedical sciences, clinical diagnostics, Without CleanPlex Digestion
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preparation solution for NGS. The Paragon Genomic CleanPlex® system Figure 2: Comparison of Aglllent BioAnalyzer traceg of samples treated (blug plot) Figure 3: Ex.amples of mapping and on-target rate for custom Concordance to Horizon Discovery HD780
includes primer pool(s) designed with proprietary algorithm, an mPCR mix and not treated (red plot) with CleanPlex® Digestion Reagent. The proprietary panels designed by Paragon Genomics showing the 100
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Figure 4: Examples of Agilent BioAnalyzer traces of 7-8600 amplicon panels designed by the Paragon Genomics Bioinformatic team. Clean libraries 0.1
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. uniformity at 0.2X means reads using
as low as 0.1ng of input genomic
DNA. Summary
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Number of amplicons per reaction DNA input amount Paragon Genomics developed a new NGS library preparation chemistry system that
reduces the workflow of creating high quality libraries for sequencing.
BRCA1&2 GC Bias OncoZoom GC Bias « CleanPlex® Digestion Reagent significantly reduces the background products, such as
S _ 10000 _ 10000 Figure 6: Coverage Depth vs. adaptor-dimers, prior to sequencing.
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Figure 1: Target sequences are amplified through muiltiplex PCR using = EERSE £ : ) i libraries demonstrate even coverage and no observed GC bias.
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of PCR, which anneals to the partial adapter sequence.
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