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cfDNA Input

Assay Input Range: 15 — 50 ng cfDNA

6 NSCLC clinical cfDNA sample blends with
KRAS G12C, EGFR L858R or EGFR exon 19

Limit of Blank (LOB)

False positive rate was 0% for KRAS G12C,
EGFR exon 19 deletions, EGFR L858R, and
EGFR T790M.

Introduction

RESOLUTION ctDx FIRST (IUO) is a targeted-
hybrid capture, next generation sequencing
(NGS) liquid biopsy assay which uses

Plasma Concordance (Analytical Accuracy)

RESOLUTION ctDx FIRST

EGFR: PPA 88.9 — 100%, NPA 97.8 — 100%

Detection of EGFR exon 19 deletions,
L858R, and T/790M variants was compared

KRAS G12C: PPA 98.1%, NPA 96.4%

Variant detection of 230 NSCLC plasma
samples compared against an externally

113 Genes
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instruments, and operators. Libraries were
prepared from 50 ng cfDNA input.

potentially benefit from adagrasib: an MS
investigational, highly selective, oral small dMMR

molecule inhibitor of KRAS G12C (Mirati 23 genes with deletion detection
Study 849-001).

Table 3. Concordance of EGFR variants Between
RESOLUTION ctDx FIRST and ddPCR Assays

reference condition.

For all variants tested, PPA and NPA was
100% at each input level.

representative of trial population.

Table 2. Concordance of KRAS G12C Between
RESOLUTION ctDx FIRST and ddPCR Assays
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