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A Lung Squamous Cell Carcinoma

All tumor samples that have mRNA, CNA and sequencing data (178 samples)

Aitered in 151 (85%) of cases
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B Bladder Squamous Cell Carcinoma

All tumor samples (131 samples)

Altered in 103 (79%) of cases
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C Opvarian Cancer

All tumor samples that have mRNA, CNA and sequencing data (316 samples)
Aitered in 289 (91%) of cases
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Relative Gene Expression

TNFRSF1A

19 24h
0.99 1.00 % 4164
101 == T
= 0.84
0.8 1 —E—
0.6
0.4 1 %
X
0.16
0.2 1 0.08
0.0 r 1] . r
cel o 5'\\\\9@321 cref P : cReF\P®(BReyeRe
14, 48h *
1.15
124 1.05 % -
1.00
T L
1.0 = 0.88
0.8 1
0.6 1
X
0.4 1 <
0.15
0.2 1 0.09
0.0 . . 1 | I . ‘
cono™  gned? Nvasm'xax cReFRY(rBReyeRe
72h b 3
1.4 1
1.21
* =
12 4 1.09 £
- 1.00 150
a b
1.0 1 —— T
0.8 1
0.6 1
X
0.4 1 %
0.17
0.2 0.11
0.0 r . | | . .
cer o 6'\‘*6921 preF e TNFRS\:\P“O ek 1BRC

1.2 7

1.0

0.8 1

0.6 1

0.4 A

0.2 1

24h

0.99

LTBR

1.00

0.78

0.10

0.16

0.0
Ce\\

16
1.4
1.2 1
1.0 -
0.8
0.6 1
0.4

0.2 4

o(\\\J

48h

1.13

\18R8

1.00

H

\,’VBRG

0.15

0.0
cel

1.8 7
1.6 1
1.4 1
1.2 1
1.0 1
0.8 1
0.6 1
0.4 A
0.2 1

0“\\J

72h

HH

smeg'z '(NFRSF AR

HH

1.00

HH

TNFE

oFARP \ 18R

*

0.1

: B

\18R¢

*

0.16

_ 1

0.0
Ce\\

siRNA

oy

s\\\\eglm FRS;\P@‘

T\\\FP\SF W

\reke

Suppl Fig 4

\TBR¢



B o] 5 10 15

IL-6 Signaling ) ) s
Acute Phase Response Signaling #
Role of Macrophages, Fibroblasts... [
NF-kB Signaling
NF-kB Activation by Viruses

Glucocorticoid Receptor Signaling
Angiopoietin Signaling =_—
Dendritic Cell Maturation
Paxiflin Signaling
CD40Signaling ]
TNFR2 Signaling |

PPAR Signaling ) >
Role of Tissue Factor in Cancer =

PI3K/AKT Signaling

{ |
e
JAK/Stat Signaling !

v Cytokine/Growth Factor “ Transcription Regulator Other Role of IL-17A in Arthritis
TNFR1 Signaling
Y Transmembrane Receptor Y G Protein Coupled Receptor i Enzyn IL-10 Signaling ) |

RANK Signaling in Osteoclasts ?
Peptidase = = Indirect Interaction -log(p-value) with signifance at p=.01

— Direct Interaction

C

Suppl Fig5



Relative Gene Expression
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