
Table S1: The number of tumors as categorized by the most common first two mutations. Bold
indicates tumors that do not have LR or GI as a first or second mutation.

Most common first two
mutations

Number of tumors

LR IA 421
LR EA 268
SG LR 65
GI LR 56
LR GI 56
GI IA 27
IA LR 22
GI EA 20
LR SG 16
GI SA 12
LR SA 11
GI SG 4
SG GI 3
EA IA 1
IA EA 1
IA GI 1
SA LR 1
SG EA 1
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