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® Inframe Mutation (putative driver) ¥ Inframe Mutation (unknown significance) B Missense Mutation (putative driver) " Missense Mutation (unknown significance)

© Splice Mutation (putative driver) Splice Mutation (unknown significance) B Truncating Mutation (putative driver) F Truncating Mutation (unknown significance)

§ Structural Variant I Amplification (putative driver) I Deep Deletion (unknown significance) I Amplification (unknown significance) I Deep Deletion (putative driver)

No alterations Not profiled

I Acute Myeloid Leukemia (TCGA, PanCancer Atlas) I Adrenocortical Carcinoma (TCGA, PanCancer Atlas) I Bladder Urothelial Carcinoma (TCGA, PanCancer Atlas)

I Brain Lower Grade Glioma (TCGA, PanCancer Atlas) I Breast Invasive Carcinoma (TCGA, PanCancer Atlas) I Cervical Squamous Cell Carcinoma (TCGA, PanCancer Atlas)
I Cholangiocarcinoma (TCGA, PanCancer Atlas) I Colorectal Adenocarcinoma (TCGA, PanCancer Atlas) I Diffuse Large B-Cell Lymphoma (TCGA, PanCancer Atlas)

I Esophageal Adenocarcinoma (TCGA, PanCancer Atlas)l Glioblastoma Multiforme (TCGA, PanCancer Atlas)l Head and Neck Squamous Cell Carcinoma (TCGA, PanCancer Atlas)

I Kidney Chromophobe (TCGA, PanCancer Atlas)l Kidney Renal Clear Cell Carcinoma (TCGA, PanCancer Atlas)l Kidney Renal Papillary Cell Carcinoma (TCGA, PanCancer Atlas)
I Liver Hepatocellular Carcinoma (TCGA, PanCancer Atlas) I Lung Adenocarcinoma (TCGA, PanCancer Atlas) I Lung Squamous Cell Carcinoma (TCGA, PanCancer Atlas)

I Ovarian Serous Cystadenocarcinoma (TCGA, PanCancer Atlas) I Pancreatic Adenocarcinoma (TCGA, PanCancer Atlas) I Sarcoma (TCGA, PanCancer Atlas)
I Pheochromocytoma and Paraganglioma (TCGA, PanCancer Atlas) I Skin Cutaneous Melanoma (TCGA, PanCancer Atlas) I Prostate Adenocarcinoma (TCGA, PanCancer Atlas)
I Stomach Adenocarcinoma (TCGA, PanCancer Atlas) I Testicular Germ Cell Tumors (TCGA, PanCancer Atlas) I Thymoma (TCGA, PanCancer Atlas)

I Thyroid Carcinoma (TCGA, PanCancer Atlas) I Uterine Carcinosarcoma (TCGA, PanCancer Atlas) I Uveal Melanoma (TCGA, PanCancer Atlas)

I Uterine Corpus Endometrial Carcinoma (TCGA, PanCancer Atlas) I Mesothelioma (TCGA, PanCancer Atlas)

# Samples per Patient O‘ 2 Profiled for copy number alterations I Yes No Profiled for mutations I Yes No Profiled for structural variants I Yes No
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