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

Splice Mutation (putative driver) Splice Mutation (unknown significance) Truncating Mutation (putative driver) Truncating Mutation (unknown significance)

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

No alterations Not profiled

Study of origin Acute Myeloid Leukemia (TCGA, PanCancer Atlas) Adrenocortical Carcinoma (TCGA, PanCancer Atlas) Bladder Urothelial Carcinoma (TCGA, PanCancer Atlas)

Brain Lower Grade Glioma (TCGA, PanCancer Atlas) Breast Invasive Carcinoma (TCGA, PanCancer Atlas) Cervical Squamous Cell Carcinoma (TCGA, PanCancer Atlas)

Cholangiocarcinoma (TCGA, PanCancer Atlas) Colorectal Adenocarcinoma (TCGA, PanCancer Atlas) Diffuse Large B-Cell Lymphoma (TCGA, PanCancer Atlas)

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

Kidney Chromophobe (TCGA, PanCancer Atlas) Kidney Renal Clear Cell Carcinoma (TCGA, PanCancer Atlas) Kidney Renal Papillary Cell Carcinoma (TCGA, PanCancer Atlas)

Liver Hepatocellular Carcinoma (TCGA, PanCancer Atlas) Lung Adenocarcinoma (TCGA, PanCancer Atlas) Lung Squamous Cell Carcinoma (TCGA, PanCancer Atlas)

Mesothelioma (TCGA, PanCancer Atlas)

Ovarian Serous Cystadenocarcinoma (TCGA, PanCancer Atlas) Pancreatic Adenocarcinoma (TCGA, PanCancer Atlas)

Pheochromocytoma and Paraganglioma (TCGA, PanCancer Atlas) Prostate Adenocarcinoma (TCGA, PanCancer Atlas)

Sarcoma (TCGA, PanCancer Atlas)

Skin Cutaneous Melanoma (TCGA, PanCancer Atlas)

Stomach Adenocarcinoma (TCGA, PanCancer Atlas) Testicular Germ Cell Tumors (TCGA, PanCancer Atlas) Thymoma (TCGA, PanCancer Atlas)

Thyroid Carcinoma (TCGA, PanCancer Atlas) Uterine Carcinosarcoma (TCGA, PanCancer Atlas)

Uterine Corpus Endometrial Carcinoma (TCGA, PanCancer Atlas)

Uveal Melanoma (TCGA, PanCancer Atlas)

# Samples per Patient 0 2 Profiled for copy number alterations Yes No Profiled for mutations Yes No Profiled for structural variants Yes No

E112K/Q

Jun bZIP_1

0 331aa100 200

0

5

#
 J

U
N

 M
u
ta

tio
n
s

5 Missense Missense29 Truncating13

A520T/V

RHD_DNA_bind Ank_2 Ank_2 Ank Death

0 968aa200 400 600 800

0

5

#
 N

F
K

B
1
 M

u
ta

tio
n
s

Missense115 Truncating16 Splice4 SV/Fusion4

R147C

Peptidase_C14

0 277aa100 200

0

5

#
 C

A
S

P
3 

M
u
ta

tio
n
s

Missense41 Truncating9

S507Afs*17/Kfs*14

zf-PARP zf-PARP PADR1 BRCT WGR PARP_reg PARP

0 1014aa200 400 600 800

0

5

#
 P

A
R

P
1

 M
u
ta

tio
n
s

Missense134 Truncating18 Inframe2 Splice6 SV/Fusion3

R273C/H/L and 5 more

P53_TAD P53 P53_tetramer

0 393aa100 200 300

0

269

#
 T

P
5

3
 M

u
ta

tio
n
s

2688 Missense Missense43 Truncating1068 Inframe1 Splice335 SV/Fusion25Inframe90

JU
N 

Al
te

ra
tio

n 
Fr

eq
ue

nc
y

2%

4%

6%

Mutation Amplification Deep Deletion Multiple Alterations

SARC
OV PCPG

CESC
BLCA

LUAD
STAD

BRCA
UCS

PRAD
UCEC

MESO
ACC

ESCA
LUSC

LIHC
GBM

SKCM
COAD

HNSC
KIRC

THCA

CNA data

Mutation data

Structural variant data

NK
FB

1A
lte
ra
tio
n F
re
qu
en
cy

2%

4%

6%
Mutation Structural Variant Amplification

Deep Deletion Multiple Alterations

UCEC
SKCM

COAD
LUSC)

SARC
LUAD

STAD
BLCA

OV PCPG
BRCA

ACC
ESCA

PAAD
LIHC

HNSC
GBM

PRAD
KIRC

CCESC

CNA data

Mutation data

Structural variant data

C
A

SP
3 
A
lt
er
at
io
n 
Fr
eq
ue
nc
y

2%

4%

6%

8%

Mutation Amplification Deep Deletion

DLBC
STAD
LUSC
ESCA
LIHC
UCEC
SARC
OV COAD
LUAD
BLCA
HNSC
LGG
SKCM
ACC
CESC
UCS
BRCA
PRAD
THYM
TGCT
PCPG
PAAD
LAM
L

KIRP
GBM

CNA data

Mutation data

Structural variant data

PA
R

P1
 A
lt
er
at
io
n 
Fr
eq
ue
nc
y

2%

4%

6%

8%

10%

Mutation Structural Variant Amplification Deep Deletion Multiple Alterations

BRCA
UCEC
SKCM
LIHC
CHOL
UCS
OV STAD
THYM
LUSC
LUAD
ACC
BLCA
COAD
ESCA
PAAD
CESC
SARC
PCPG
DLBC
PRAD
HNSC
UVM
KIRP
GBM
TGCT
LGG
KIRC
THCA

CNA data

Mutation data

Structural variant data

T
P

53
A
lt
e
ra
ti
o
n
 F
re
q
u
e
n
cy

20%

40%

60%

80% Mutation Structural Variant Amplification

Deep Deletion Multiple Alterations

UCS
ESCA
LUSC
HNDC
OV PAAD
COAD
LUAD
BLCA
STAD
LGG
SARC
UCEC
BRCA
KICH
LIHC
GBM
ACC
SKCM
M
ESO
PRAD
CHOL
DLBC
CESC
LAM
L

THYM
KIRP
KIRC
PCPG
TGCT
THCA

CNA data

Mutation data

Structural variant data

bStudy of origin

# Samples per Patient

Profiled for copy number alterations

Profiled for mutations

Profiled for structural variants

JUN

NFKB1

CASP3

PARP1

TP53

1.4%*

1.3%*

2.3%*

4%*

36%*

a

c


