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Overview

Genomic assays are increasingly used in oncology to guide clinical management and assess
tumor responsiveness to novel therapeutics. As the number of cancer genes with clinical
relevance expands, broader mutational profiling will be necessary. Here we present the analytical
validation of the ACE Cancer Panel, the largest gene panel currently available for clinical use.

Limit of Detection (LOD) for Small Variants

Cell lines were diluted into mixtures to generate minor allele frequencies (MAF) ranging from <5%
to 95%; “16,000 SNVs; 675 indels.

21 cancer cell lines with
known cancer variants

Mix cell lines in equal ratios to achieve
particular allelic representations
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Fusions Verified in RNA Validation Study

In total, eighteen well described, previously known fusions were verified by RNA sequencing
using the ACE Extended Cancer Panel. The validated fusion events are listed in the table below:
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