Analytical validation of MRD profiling with tumor informed whole-genome-ppmSeq
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Introduction

« Minimal residual disease (MRD) detection is critical for managing cancer, allowing for early
identification of relapse and guiding treatment decisions.

* Most existing MRD assays rely on deep targeted sequencing of a limited number of somatic
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ppm-level sensitivity, achieving an LOD of 2-15 PPM.

e Limit of Detection (LOD) are simulated by using tumor mutation burden and coverage to
determine the minimum required reads via a binomial probability model with a specified
background error rate, specificity threshold, and selecting the smallest tumor fraction from
simulation data that meets the LOD sensitivity criteria.

« Tumor informed: CancerVision provides whole-genome somatic mutations of a patient
 WGS based: Whole-genome sequencing of cfDNA using ppmSeq



