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BRCA (All continuous features z-scored)
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BN BRCA-C3 (HR = 1.08)

- Cluster

-PR Status

-ER Status

-HERZ2 Status

i A R R
| | ‘ -Silent Mutation Rate

| ‘IU || 11 |||H|I } WIIMIU }II‘ ||| I‘ ,\ | |I||‘ ||||||‘||‘ ‘ | \ || ‘ MI III‘IIIIIIIIII’ HI IIIIIIJII II‘I ||IJ‘ HIIII H“‘ ‘I | ] ‘IW ||I|‘||} ‘I _T_I;e)ggrl;;:;;;:i;r; -

Missense
NI | L -BRCA2 Missense
‘ | -CREBBP Missense
| | AP MR R -ERBB2 Missense
| | - FBX\W7 Missense
i | -NOTCH1 Missense
J | 1 -PBRM1 Missense
LW BEEAEE TN AR |||||||||||||’||||||| (RRTRL SO Ry (L ||||||F|||||| LN (AN Nl - P1IK3CA Missense
| | | | -RB1 Missense
| | | -RNF213 Missense
| | | ‘ J (AT -SPEN Missense
OWRALT R PRI |||||‘|||||||| | [T TARRRRY IR LT ] I»II || IWIIIII IR O I | (1 RN - TP 53 Truncation
| | Al - BRCA1 Truncation
| -CREBBP Truncation
| | - JAK2 Truncation
e R e VT B D T e TSI (UL D0 AUTrY (LIRNMIN ML -KMT2C Truncation
| ‘ J | -KMT2D Truncation
VAR R AR RROARE D TARRRIR AT R O T (RN NPT T R - MY C Amp
-CDKN2A Amp
-CDKN2B Amp
| -MTAP Amp
| M- TERC Amp
| | | HHHRI0N | L R | | | ||| -TERT Amp
| | | -PRKCIAmp

| 00 I mp
LT | |||||| ‘II’ |I|‘ |||| W' | ”III fl }IIIHI | II‘||| | || ‘HHI | }Ilw ||| I|M||”I|||‘| l’ INHII I}IH, é%ﬁ%m‘%p

| |
U LA WO |‘|| I II‘ |
il | ] 1] | | -CCNE1 Amp
| IR | | -SOX2 Amp
‘ | | -FGF19 Amp
-FGF4 Amp
-FGF3 Amp
TR M0 ARATERR] IIIW | ‘ I UL | Ll RAD21 Amp
-PTEN Amp
| | | -EGFR Amp
| I A ‘II M INI ‘ | 0 LR R -ERBB2 Amp
| | J | J | | [M- BCL6 Amp
0 AARATR ORI | ‘ N0 O A R 1 |||’|||| II‘ | (181 ‘III FGFR1 Amp
AN | | | -KRAS Amp
I \ | Wit W | IR - CDK 12 Amp
|| | (D | it | | -EDKGAmp
[ O 0 AR ‘ [T R THHE I R T I‘ WAL I [T BN B0 NOTCHgAmp
‘ -CDKN2A Loss
NIRTHRIN -CDKN2B Loss

-MTAP Loss

‘ | ‘I -PTEN Loss
| | -RB1 Loss

-COL1A1

” | | L o | -COL1A2
L L T - COL2A T
| -COL3A1

! LR A AT ||

-COL4A3
I | -COL4A4
| -COL4A5

I | | | | | M 11 -COL4A6
-COLSA1
-COLSA2
-COLS5A3
-COLGA1
-COLGAZ2
-COL6GA3

- COL6AG
i | | | | -COL7A1
| | -COLB8A1
| -COLB8AZ2

] f || || \ LI I COL 9A 1
} i [N COL9A2

(DRI I\I \ LT - COL9A3
-COL10A1

| -COL11A1
AHINNIR MR | LM -COL11A2
(it | -COL12A1
1] (AW AR JIFT AR | (LA HIN- COL13A1
| -COL14A1
| | | il -COL15A1
LK B | | 1] -COL16A1

{ { LR -COL17A1
| L1 - COL18A1
I\ | | | | TR | R - COL19A1
L I | - COL20A1
Il | ll-coL21A1
| ’N VII I| lll- COL22A1
|| | II il | | | | -ggtgim
|| | I‘ ‘ ll- COL25A1
| | | I\H | 1T ill- COL26A1
| I ‘ | | - COL27A1
1) LA ] | | IR COL28A1
LUCOE LA L 10 S | | | -ADIPOGENESIS
] | -ALLOGRAFT REJECTION
I | -ANDROGEN "RESPONSE
| | 000 M- ANGIOGENESIS
| | -APICAL_JUNCTION
| | | | - APICAL " SURFACE
| | [ | 11 -APOPTOSIS
| H } I Il-BILE ACID METABOLISM
1 ] | | I | i | | -SSCA)E%?L%C?\]L_HOMEOSTASIS
1l ‘ | I } | il \ Bll- COMPLEMENT
L0 O A | | | | WA 1 - DNA REPAIR
| T -E2F TARGETS
-EPITHELIAL MESENCHYMAL TRANSITION
-ESTROGEN_RESPONSE EARLY
| -ESTROGEN RESPONSE LATE
| || | e | -EATTY ACID METABOLISM
Jl | -G2M CHECKPOINT
O -GLYCOLYSIS

0 L
| -HEDGEHOG_ SIGNALING
-HEME_METABOLISM

-HYPOXIA

-1L2_STATS_SIGNALING

-IL6_ JAK STAT3 SIGNALING
[-INFLAMMATORY RESPONSE
I-INTERFERON_ALPHA RESPONSE

M| | 001U 1l | -INTERFERON_GAMMA RESPONSE
| | -KRAS SIGNALING
Il | -KRAS”SIGNALING DN
| | | -KRASSIGNALING UP
1l -MITOTIC_SPINDLE
T il | | M- ' TORCT SIGNALING
Il IH” | (1] ‘ I | H ﬂ | -MYC TARGETS V1
l‘l L -MYC TARGETS V2
LI | | | Il | HIN- \MYOGENESIS
(O ] | ll 1Ll -NOTCH SIGNALING
| ‘ I | | ||| ‘I 100 AR 1 - OXIDATTVE PHOSPHORYLATION
LRI AT | I -P53 PATHWAY
N | A R | (L] WL 1 w -PANCREAS BETA_CELLS
LA TLLL AR | | | | | ’ I JREN | -PEROXISOME
| i | | RIRIIN- P13< AKT MTOR SIGNALING
| | ll- PROTEIN SECRETION
I f\ | A L l 1 | | -REACTIVE OXYGEN SPECIES PATHWAY
[1] ] |l 11l R0 -SPERMATOGENESIS™

| ‘ } | {l | | | | ﬁ | } -TGF_BETA SIGNALING
(L ) L I e L] ML || -TNFA_SIGNALING_VIA NFKB
AR L L0 ﬂl | | ‘ | -UNFOLDED PROTEIN "RESPONSE
| LU TR -UV_RESPONSE

I
I} 11 (1 1 , || | -UV_RESPONSE_DN
| | | { -UV_RESPONSE_UP

IS |
| ‘ LML Il | | i -WNT BETA CATENIN_SIGNALING

-XENOBIOTIC_METABOLISM




CESC (All continuous features z-scored)
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COAD (All continuous features z-scored)
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ESCA (All continuous features z-scored)

BN ESCA-C1(HR=1.16)
Bl ESCA-C2 (HR = 0.95)
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BB GBM-C1(HR = 1.14)
BB GBM-C2 (HR = 1.11)

GBM (All continuous features z-scored)

BN GBM-C3 (HR = 0.95)
EEE GBM-C4 (HR = 0.88)
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KIRP (All continuous features z-scored)

B KIRP-C1 (HR =2.22)
B KIRP-C2 (HR =0.78)
B KIRP-C3 (HR = 6.0)

B KIRP-C4 (HR =0.5)
KIRP-C5 (HR = 0.75)
B KIRP-C6 (HR = 0.74)
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BN LIHC-C1 (HR =0.87)

LIHC (All continuous features z-scored)

BN LIHC-C2 (HR = 1.35)

BN LIHC-C3 (HR = 0.99)
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- Silent Mutation Rate
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LUAD (All continuous features z-scored)

BN LUAD-C1(HR=144) mmm LUAD-C3 (HR = 0.85)
BN LUAD-C2(HR=0.76) I LUAD-C4 (HR =0.94)

-Cluster

lI’ | WTIIII R TET AT T WIHIHIIIIITIWIIWH‘IIH (I LI | IR - Stromal Fraction

il 1 | M- Aneuploidy Score

| Il | ||I| - Silent Mutation Rate
-Nonsilent Mutation Rate

|||||||'”|I| |H IIMm | H.III.I ‘IIIIINIII |I||| |'||||||‘ | I| || |‘|‘|||II | |||||I|I E%IEE?%TI?S‘QZ‘AZZ”QS

-AKT2 Missense
| [ Ml BRCA1 Missense

| MR- BRCA2 Missense

(L IIII LI |- EGFR Missense
|I | I| [ ||| I- FAT1 Missense
I I n r LI I I I I 1l II | 1I IIII III"M ” II Bl KRAS Missense
| IH r H ! | r ” I" i I | !II TR II1 [}l LRP1B Missense
| I I | I | | 0 R I -PTPRD Missense
|I | -SETD2 Missense
| III il I | 1] r IIIII | I [l |1 IM}- TP53 Truncation
I | [ | - ATM Truncation
| -MGAM Truncation
L M- MKI67 Truncation
(WD AR RSN A v B-NF1 Truncation
M- NOTCH1 Truncation
-NRAS Truncation
| -PCLO Truncation
BBE- PTEN Truncation
| -PTPRT Truncation

| | | || |
11| | I | AT AL AR I 11 T ll‘ M - Y C Amp
| -TERC Amp

LLLHL { HTHE T T IIIlIII [0 TRFFI Il IFRD I’I ll- TERT Amp
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-XENOBIOTIC_METABOLISM




LUSC (All continuous features z-scored)
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-UV_RESPONSE_DN
l- UV _RESPONSE_UP
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OV (All continuous features z-scored)

B OV-C1(HR=1.01) W OV-C3 (HR =0.87)
BB OV-C2 (HR =1.11)
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I - Aneuploidy Score
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-COL4A5
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-COL27A1
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-P53 PATHWAY
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-PROTEIN_SECRETION
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-TNFA_SIGNALING VIA NFKB
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-UV_RESPONSE_UP
-WNT_BETA CATENIN_SIGNALING
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PAAD (All continuous features z-scored)
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-APOPTOSIS
-BILE_ACID_METABOLISM
-CHOLESTEROL_HOMEOSTASIS
-COAGULATION
-COMPLEMENT
-DNA_REPAIR
-E2F_TARGETS
-EPITHELIAL_MESENCHYMAL_TRANSITION
-ESTROGEN_RESPONSE_EARLY
-ESTROGEN_RESPONSE_LATE
-FATTY_ACID_METABOLISM
-G2M_CHECKPOINT
-GLYCOLYSIS
-HEDGEHOG_SIGNALING
-HEME_METABOLISM
-HYPOXIA
-IL2_STAT5_SIGNALING
-1L6_JAK_STAT3_SIGNALING
-INFLAMMATORY_RESPONSE
-INTERFERON_ALPHA_RESPONSE
-INTERFERON_GAMMA_RESPONSE
-KRAS_SIGNALING
-KRAS_SIGNALING_DN
-KRAS_SIGNALING_UP
-MITOTIC_SPINDLE
-MTORC1_SIGNALING
-MYC_TARGETS_V1
-MYC_TARGETS_V2
-MYOGENESIS
-NOTCH_SIGNALING
-OXIDATIVE_PHOSPHORYLATION
-P53_PATHWAY
-PANCREAS_BETA_CELLS
-PEROXISOME
-PI3K_AKT_MTOR_SIGNALING
-PROTEIN_SECRETION
REACTIVE_OXYGEN_SPECIES_PATHWAY
SPERMATOGENESIS
TGF_BETA_SIGNALING
-TNFA_SIGNALING_VIA_NFKB
-UNFOLDED_PROTEIN_RESPONSE
-UV_RESPONSE
-UV_RESPONSE_DN
-UV_RESPONSE_UP
-WNT_BETA_CATENIN_SIGNALING
- XENOBIOTIC_METABOLISM
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PCPG (All continuous features z-scored)
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-FATTY_ACID_METABOLISM

-G2M_CHECKPOINT

1'0) } I ||i -GLYCOLYSIS
-HEDGEHOG_SIGNALING
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-NOTCH_SIGNALING
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-PEROXISOME
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B PRAD-C3 (HR = 7.78)

BB PRAD-C2 (HR = 7.42)

- Cluster

Wﬂr’l‘ “HHI MIPI |

II|I H | III|I|

)

II|I
il

| } |

II ”I i ’II | I‘ |
I‘II | ‘ |

|
| |

| AL T
’ [

Il
Il’ 1] lH

|

0 III|I|I

‘I
RILIELY 0]
| IIIH

- Stromal Fraction
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-ESTROGEN_RESPONSE_EARLY

-ESTROGEN_RESPONSE_LATE

-FATTY_ACID_METABOLISM

-G2M_CHECKPOINT

-GLYCOLYSIS

-HEDGEHOG_SIGNALING

-HEME_METABOLISM

-HYPOXIA
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-INFLAMMATORY_RESPONSE
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-KRAS_SIGNALING
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-REACTIVE_OXYGEN_SPECIES_PATHWAY

-SPERMATOGENESIS
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READ (All continuous features z-scored)

B READ-C1(HR=1.7)

BN READ-C2 (HR = 0.65)

B READ-C3 (HR = 0.98)
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-Cluster
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- Stromal Fraction
- Aneuploidy Score
- Silent Mutation Rate
-Nonsilent Mutation Rate
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-Genome doublings
-TP53 Missense
-BRAF Missense
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-NF1 Missense
-PBRM1 Missense
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-TP53 Truncation
-APC Truncation
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-PTEN Truncation
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-COL1A2
-COL2A1
-COL3A1
-COL4A1
-COL4A2
-COL4A3
-COL4A4
-COL4A5
-COL4Ab6
-COL5A1
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-COL5A3
-COLG6A1
-COLBAZ2
-COL6A3
-COL6Ab6
-COL7A1
-COL8A1
-COL8A2
-COL9A1
| B-COL9A2

-COL9A3
-COL10A1
-COL11A1
-COL11A2
-COL12A1
-COL13A1
-COL14A1
-COL15A1
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-COL17A1
-COL18A1
-COL19A1
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-COL21A1
-COL22A1
-COL23A1
-COL24A1
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-COL26A1
-COL27A1
-COL28A1
-ADIPOGENESIS
-ALLOGRAFT REJECTION
-ANDROGEN_RESPONSE
-ANGIOGENESIS
-APICAL _JUNCTION
-APICAL _SURFACE
-APOPTOSIS
-BILE_ACID _METABOLISM

I -CHOLESTEROL_HOMEOSTASIS

-COAGULATION

-COMPLEMENT

-DNA_REPAIR

-E2F TARGETS

-EPITHELIAL_ MESENCHYMAL TRANSITION

-ESTROGEN_RESPONSE_EARLY

-ESTROGEN_RESPONSE_LATE

-FATTY_ACID METABOLISM

-G2M_CHECKPOINT

-GLYCOLYSIS

-HEDGEHOG_SIGNALING

-HEME_METABOLISM

-HYPOXIA

-IL2 STAT5 SIGNALING

-IL6_JAK_STAT3 SIGNALING

-INFLAMMATORY RESPONSE

-INTERFERON_ALPHA RESPONSE

-INTERFERON_GAMMA_RESPONSE

-KRAS_SIGNALING

-KRAS_SIGNALING DN

-KRAS_SIGNALING UP

-MITOTIC_SPINDLE

_SIGNALING
-MYC_TARGETS V1
-MYC_TARGETS V2
-MYOGENESIS
-NOTCH_SIGNALING
-OXIDATIVE_PHOSPHORYLATION
-P53 PATHWAY
-PANCREAS BETA CELLS
-PEROXISOME
-PI3K_AKT MTOR_SIGNALING
-PROTEIN_SECRETION
-REACTIVE_OXYGEN_SPECIES PATHWAY
-SPERMATOGENESIS
-TGF_BETA_SIGNALING
-TNFA_SIGNALING VIA NFKB
-UNFOLDED PROTEIN RESPONSE
-UV_RESPONSE
-UV_RESPONSE_DN
-UV_RESPONSE_UP
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SARC (All continuous features z-scored)

Bl SARC-C1 (HR =0.93)
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Genome doublings
—TP53 Missense
CA2 Missense
-CREBBP Missense
-CTNNB1 Missense
-EP300 Missense
-FAT1 Missense
-FBXW7 Missense
- GRIN2A Missense
-KMT2B Missense
-KMT2C Missense
-KMT2D Missense
-KRAS Missense
-MET Missense
-MGA Missense
-MGAM Missense
-MKI67 Missense
-NF1 Missense
-NOTCH1 Missense
-NSD1 Missense
-PDGFRA Missense
'}- PIK3CA Missense
RKDC Missense
PTEN Missense
-PTPRT Missense
- SETD2 Missense
-SPEN Missense
- TRRAP Missense
-TP53 Truncation
|- ARID1A Truncation
-FAT4 Truncation
-KMT2B Truncation
-KMT2C Truncation
-KMT2D Truncation
-MET Truncation
-MGA Truncation
-NF1 Truncation
-NSD1 Truncation
-PCLO Truncation
-PREX2 Truncation
'|-PTEN Truncation
-RB1 Truncation
- SETD2 Truncation
-ZFHX3 Truncation
-MYC Amp
-TERC Amp
-TERT Amp
-PRKCI Am
—PIK3CAAmp
-AGOZAmp
-CCNE1 Amp
-SOX2 Amp
-RAD21 Amp
-ERBB2 Amp
-BCL6 Amp
-CDK12 Amp
-COL1A1
-COL1A2
-COL2A1
-COL3A1
-COL4A1
-COL4A2

- COL4A3

-COL4A4
-COL4AS
-COL4AG6
-COL5A1
-COL5A2
-COLS5A3
-COLGA1
-COLGA2
-COLGA3
-COLGAG
-COL7A1
-COL8A1
-COL8A2
- COLOA

-COL1OA1
-COL11A1
-COL11A2
-COL12A1
-COL13A1
-COL14A1
-COL15A1
-COL16A1
-COL17A1
-COL18A1

I
- COL19A1

-COL20A1

-COL21A1

-COL22A1

-COL23A1

-COL24A1
|- COL25A1

-COL26A1

-COL27A1

-COL28A1
-ADIPOGENESIS
lI-ALLOGRAFT_REJECTION
-ANDROGEN_ RESPONSE
-ANGIOGENESIS

- APICAL_JUNCTION

-APICAL SURFACE
-APOPTOSIS
-BILE ACID METABOLISM
-CHOLESTEROL HOMEOSTASIS
-COAGULATION
I-F COMPLEMENT
-DNA REPAIR
-E2F TARGETS
-EPITHELIAL MESENCHYMAL TRANSITION
-ESTROGEN_RESPONSE EARLY
-ESTROGEN RESPONSE LATE
|-FATTY ACID METABOLISM
-G2M CHECKPOINT
-GLYCOLYSIS
-HEDGEHOG SIGNALING
-HEME METABOLISM
-HYPOXIA
-IL2_STAT5 SIGNALING
-IL6-JAK STAT3 SIGNALING
-INFLAMMATORY RESPONSE
-INTERFERON ALCPHA RESPONSE
-INTERFERON_GAMMA RESPONSE
-KRAS SIGNALING
-KRAS_SIGNALING DN
|- KRAS SIGNALING UP
-MITOTIC SPINDLE"
-MTORC1 SIGNALING
-MYC_TARGETS V1
-MYC_TARGETS V2
-MYOGENESIS
-NOTCH SIGNALING
|- OXIDATTVE PHOSPHORYLATION
-P53 PATHWAY
-PANCREAS BETA CELLS
-PEROXISOME
-PI3K AKT MTOR SIGNALING
-PROTEIN SECRETION
| REACTIVE OXYGEN SPECIES PATHWAY
-SPERMATOGENESIS
-TGF BETA SIGNALING
-TNFA SIGNALING VIA NFKB
-UNFOLDED PROTEIN RESPONSE
-UV RESPONSE
-UV_RESPONSE_DN
-UV RESPONSE UP
-WNT BETA CATENIN SIGNALING
-XENOBIOTIC METABOLISM




