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1. Introduction 4. DNA Quality and Sizing 6. NGS Quality

The ratio of 75bp to 300bp amplicon content in each sample was used to estimate DNA integrity. : : : : :
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Conclusions: The 75/300bp amplicon ratio used by the DNA QC assay can estimate DNA integrity.
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3. Amplification-Based DNA Quantitation I W M Y S '

*Arrow heads indicate a new mononucleotide peak (with max height >500bp) that is shifted greater than 2 nucleotides from the allele present in normal tissue.

Conclusions: Germline and tumor specific variants can be detected in ccfDNA.

DNA concentration was measured using the ProNex® DNA QC Assay System. This system is a qPCR 8. Con CI usions

based method with 75, 150, and 300bp human DNA targets and an internal positive control. MSI with ccfDNA
Quantitation of DNA was performed using the 150bp target.
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DNA concentration was calculated by linear regression analysis from a human DNA standard curve using a 150bp amplicon target. The + Size utosomar and tumor speciiic variants can be detected in tumor-and cc '
selection condition shows samples following ProNex size selection. N Conclusions: MSI analysis was successful for FFPE and ccfDNA samples using two MSI analysis
Conclusions: Efficient DNA isolation from FFPE and plasma samples. A sufficient amount of systems.

amplifiable,150bp or greater DNA was obtained from each sample to perform MSI and sequencing.
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