MM WES: 16 DIS3#, FAMA46C, LRRK2, BRAFet, IRF4t, 11 NFkB  '*
WGS: 23 pathway genes
WES/WGS: 1

Summarized information of whole-exome (WES) and whole-genome sequencing (WGS) studies of
selected publications with highlighted novel mutated genes indicated. ccRCC = clear cell renal cell
carcinoma, HNSCC = head-and-neck squamous cell carcinoma, HGS-OvCa = high grade serous
ovarian carcinoma, HCC = hepatocellular carcinoma, AML = acute myeloid leukemia, MDS =
myelodysplastic syndromes, CLL = chronic lymphocytic leukemia, DLBCL = diffuse large B cell
lymphoma, MM = multiple myeloma, MSI = microsatelite instable, MSS = microsatelite stable.
Predicted or reported consequences of mutations are shown: *hotspot identified, tactivating, or
likely activating #inactivating, or likely inactivating.

*hotspot identified

tactivating, or likely activating

#inactivating, or likely inactivating

Supplementary FIG. 1 | Recurrent and significantly mutated genes identified from analysis of
whole-exome and whole-genome sequencing studies of solid tumours. Recurrently mutated genes
(Recurrent Mut.) and significantly mutated genes (SMGs) demonstrated to possess a higher
mutation rate than the calculated background mutation rate (BMR) are shown for whole-
exome/whole-genome sequencing (WES/WGS) studies for a number of solid tumour types where
available. Approaches to identify SMGs (Sig. approaches) and False Discovery Rate (FDR), a
statistical method used to correct for multiple hypothesis testing indicating the expected proportion

of “false discoveries”, are shown where available.

Supplementary FIG. 2 | Recurrent and significantly mutated genes identified from analysis of
whole-exome and whole-genome sequencing studies of haematologic malignancies. Recurrently
mutated genes (Recurrent Mut.) and significantly mutated genes (SMGs) demonstrated to possess a
higher mutation rate than the calculated background mutation rate (BMR) are shown for whole-
exome/whole-genome sequencing (WES/WGS) studies for a number of haematologic malignancies
where available. Approaches to identify SMGs (Sig. approaches) and False Discovery Rate (FDR), a
statistical method used to correct for multiple hypothesis testing indicating the expected proportion

of “false discoveries”, are shown where available.
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