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A novel system that produces pre-qualified cancer NGS panels with customizable content
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INTRODUCTION MATERIALS AND METHODS - continued Table 1. Oncomine™ Tumor Specific Panels and Customized Panels in this Study Figure 3. Copy Number Calling with FFPE Tumor Samples
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A score is assigned to each gene-disease pair, which corresponds to the relevance
of such gene for the specific disease. The framework takes as input a list of cancer
types and produces, for each cancer type, a list of candidate genes, scored and
ranked based on the relevance score.

lab testing data for an example gene, BRCA1. The bottom left panel gives gene and design information
and wet lab testing results. Gene Uniformity is the % of a gene’s CDS bases covered at = 0.2X mean
coverage of all bases in the test panel targets. The bottom right panel shows exon and amplicon level
positions and coverage from wet lab testing. A track for oncology mutational hotspots and positions is
also included for any gene with hotspots so that hotspot coverage can be assessed.

Value (PPV) (True Positives)/(True Positives + False Positives) for oncology hotspots variants
detected in AOHC after omission of variants in amplicons whose primers cover SNPs in the variant
construct. n is the number of AOHC library reps analyzed. # Var is the number of hotspot variants
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