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Genetic Alteration Inframe Mutation (unknown significance) Missense Mutation (putative driver) Missense Mutation (unknown significance) Truncating Mutation (putative driver) Truncating Mutation (unknown significance) Fusion

Amplification (unknown significance) Deep Deletion (putative driver) Deep Deletion (unknown significance) No alterations Not profiled

Study of origin ACC (TCGA PanCan 2018) AML (TCGA PanCan) Bladder (TCGA PanCan 2018) Breast Invasive Carcinoma Breast (TCGA PanCan 2018) ccRCC (TCGA PanCan) Cervical (TCGA PanCan) Cholangiocarcinoma (TCGA PanCan)

chromophobe RCC (TCGA PanCan) Colorectal (TCGA PanCan) DLBC (TCGA PanCan) Esophagus (TCGA PanCan) GBM (TCGA PanCan) Head & neck (TCGA PanCan) LGG (TCGA PanCan) Liver (TCGA PanCan)

Lung adeno (TCGA PanCan) Lung squ (TCGA PanCan) Melanoma (TCGA PanCan 2018) Mesothelioma (TCGA PanCan 2018) Ovarian (TCGA PanCan 2018) Pancreas (TCGA PanCan 2018) PCPG (TCGA PanCan 2018)

pRCC (TCGA PanCan) Prostate (TCGA PanCan 2018) Sarcoma (TCGA PanCan 2018) Stomach (TCGA PanCan 2018) Testicular germ cell (TCGA PanCan 2018) Thymoma (TCGA PanCan 2018) Thyroid (TCGA PanCan 2018)

Uterine (TCGA PanCan 2018) Uterine CS (TCGA PanCan 2018) Uveal melanoma (TCGA PanCan 2018)

# Samples per Patient 0 2

Profiled for copy number
alterations

Yes No

Profiled for mutations Yes No




