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Introduction Custom & Pan-Cancer Targeted Panels Measuring Assay Performance Sensitivity as a function of sequencing depth
Assay Characteristics: Our process is designed to easily generate customized (project specific) targeted
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» Longitudinal patient disease monitoring customization. Raw coverage —> MuTect2 depths one sample was sequenced to 4x the target depth of the assay.
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" Detection of minimal residual disease in patients post Broad Pan-Canc_er Standard Panel: | 20ng of cfDNA for the 2.5% healthy donor spike-in targeted with the 2Mb Pan-Cancer
treatment * 2 Mb of target territory panel. Ultra deep sequencing (>100,000x raw coverage) was performed and down
= Early cancer detection . gxfni 0; 3?6 Canieé{orebted genes A spike in series of healthy donor cfDNA was used to measure assay sensitivity at sampled. Sensitivity as a function %f raw and duplex consensus coverage is assessed.
MeSIef‘:laenk::grcl)gsio genes variable allele fraction. False positives are assayed using replicate runs of healthy Observed minor allele fraction = 0.9%.
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LIC]UId Blopsy Approach " « 2000 polymorphic sites for CNV analysis exploration donor 100% samples.

Samples are collected directly from patients/hospitals (blood) or biobanks (plasma,
cfDNA). Libraries are constructed and sequenced at ultra low depth whole
genome (0.1x) and then used to measure the tumor content of specimens.
Samples > 10% tumor fraction can be assayed with whole exome analysis and <
10% with targeted gene panels.

Analysis Pipeline Panel Benchmark Performance - Sensitivity and False Conclusion and Future Directions
Positive Rate
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Sensitive and accurate mutation discovery requires ultra deep sequencing and error + >90% sensitivity for <1% MAF % o
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