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1. Background 3. PhasED-Seq improves the limit of detection for ctDNA

Detection of circulating tumor DNA (ctDNA) has prognostic value in lung cancer and

Personalized PhasED-Seq workflow Analytical limit of detection PhasED-Seq has a lower background

could facilitate minimal residual disease (MRD) driven approaches. However, the below one part_per_mi"ion error rate than SNV-base detection approaches
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* Only 54% detection-rate for MRD at landmark time-point in prior studies (i.e., after
completion of therapy)

2. PV identification and hybrid capture panel synthesis
3. MRD assessment of plasma cell-free DNA

NSCLC patients was assessed in 12 healthy controls and
compared to the background error rate of SNVs tracked by
CAPP-Seqg and duplex sequencing

 PhasED-Seq demonstrates linearity down to ctDNA
levels below one part-per-million
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« Simultaneous detection of multiple variants (Phased Variants, “PVs”) has a CAPP-Seqg Tumor Fraction

low error-rate & is efficient as only one DNA strand needs to be recovered.

Frequency of SNVs, PVs in Multiple Cancer Types 5. PhasED-Seq detects MRD that is missed by SNVs 6. Conclusions
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