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Results

ccfDNA quantification and fragment size distribution of unspiked and EGFR T790M mutation spiked human plasma after whole blood storage in PAXgene Blood ccfDNA tubes

Digital PCR-based EGFR T790M mutation detection from plasma
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Digital PCR-based EGFR T790M mutation detection from plasma extracted ccfDNA (cont'd)
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Threshold setting for individual samples based on the relative fluorescence units (RFU) of negative controls in 2D Scatterplots. Each colored dot represents readout from WT and MUT probes in each single partition. Navy: WT+/MUT+, orange: WT-/MUT+, blue: WT+/MUT-, gray: WT-/MUT-.
Y-axes: mutation-specific RFU , X-axes: wildtype-specific RFU. EGFR T790M mutation was detected in samples spiked with an EGFR-Multiplex 5% AF ¢cfDNA standard by dPCR. Mutation fraction of investigated samples was approximately 2% with a total T790M mutation copy number per eluate of 353 on average. (Mann-Whitney test ; ** p<0,01, **** p<0,0001).

Conclusion Disclaimer

PAXgene Blood ccfDNA Tubes enabled high-quality ccfDNA isolation by stabilizing nucleated cells during the simulated transport condition. Spiked EGFR T790M mutations were *The PAXgene Blood ccfDNA Tube is For Research Use Only in the US. Not for use in diagnostic procedures.

successfully detected by dPCR following sample storage. This proof of principle study shows the combined usability of both systems for mutation detection in human blood For up-to-date licensing information and product-specific disclaimers, see the respective QIAGEN or PreAnalytiX handbook or user manual. QIAGEN and PreAnalytiX handbooks
specimens, highlighting the potential of both technologies for a broader application in the liquid biopsy field to detect oncogenic driver as well as tumor suppressor gene and user manuals are available at www.giagen.com or www.preanalytix.com or can be requested from QIAGEN Technical Services or your local distributor.

mutations in a multitude of tumor types. Trademarks are the property of their respective owners.
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