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1Hotspot genes: Only recurrently mutated regions of these genes (i.e., mutational hotspots) are sequenced.
2Full-length genes: All coding regions and intron-exon boundaries (i.e., splice sites) of these genes are sequenced.
3CNV genes: These genes are assessed for copy number ≥5 (i.e., gene amplification).
4Gene fusions: Tumor RNA is assessed for fusions of the listed oncogenic 'driver genes' with a set of known 'partner genes'.


	Slide Number 1

