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Supplementary tables and figures: 

 

Table S1. Summary of patient demographic and clinical characteristics. 

 

Table S2. The number of biomarkers in each omic platform across cancer types. 

 

Figure S1. Pairwise kernel alignment among the five omic platforms (somatic mutation, copy 

number, methylation, mRNA and miRNA) in individual cancer types. 

 

Figure S2. Pairwise Spearman correlation pattern in C-index between omic platforms. 

 

Figure S3. Radar plot of C-index for individual and combination of omic profiles in individual 

cancer types alone (red lines), or in combination with clinical variables (light blue lines). The C-

index for clinical variables alone are plotted in dotted dark blue lines. 

 
Figure S4. Boxplots of C-indices of protein expression for various across cancer types by kernel 
machine learning method and Lasso respectively.  
   
Figure S5. Boxplots of C-indices of protein expression and mRNA across cancer types 
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Supplem
entary	Figure	2:	Correlation	plot	
including	clinical	factors
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Supplem
entary	Figure	3:	Radar	plots

Supplem
entary	Figure	x:	Radar	plots	
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Supplem

entary Figure 4. Boxplots of C-indices of protein expression. 
 



 
Supplem

entary Figure 5. Boxplots of C-indices of protein expression and m
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Supplemntary	Table	1

Cancer Total Clinical	information Level Counts
BLCA 124 age mean:	67.98;	sd:	10.48

gender Male 93
Female 31

stage stage12 88
stage34 36

survival 0 64
1 60

BRCA 623 age mean:	58.45;	sd:13.06
stage stage12 147

stage34 476
survival 0 529

1 94
CESC 186 age mean:	46.95;	sd:	12.87

stage stage12 149
stage34 37

survival 0 145
1 41

COAD 182 age mean:65;	sd:13.35
stage stage12 105

stage34 77
gender Female 81

Male 101
survival 0 143

1 39

GB	(4) 66 age mean:73.64;	sd:	16.51	
gender female 19

male 47
karnofsky_performance_score mean:61.81;	sd:	14.18	

survival 0 0
1 66

HNSC 210 age mean:61.72;	sd:12.37
stage stage12 56

154
neoplasm_histologic_grade G1 20

G2 131
G3,G4,GX 59

survival 0 99
1 111



KIRC4 407 age mean:60.85;sd:11.98
stage stage1 232

stage2 108
stage34 67

gender female 140
male 267

grade 1 341
3 66

survival 0 273
1 134

LUSC4 174 age mean:67.62;	sd:	8.37
gender female 47

male 127
stage stage1 99

stage2 37
stage34 38

survival 0 89
1 85

LGG 277 age mean:42.85,	sd:13.39
gender female 123

male 154
grade grade2 136

grade3 141
histology	type Astrocytoma 95

Oligoastrocytoma 74
Oligodendroglioma 108

survival 0 219
1 58

LIHC 163 age mean:59.42;	sd:13.83
gender female 54

male 109
grade G1 27

G2 83
G3 53

stage stage12 108
stage34 55

survival 0 94
1 69

LUAD 378 age mean:65.52;	sd:9.78
gender female 203

male 175
stage stage1 205



stage2 90
stage34 83

survival 0 94
1 69

OV 144 age mean:60.40,	sd:	10.65
stage stage12 9

stage34 135
grade G2 12

G3 132
	TUMORRESIDUALDISEAS 1-10	mm 78

11-20	mm 11
>20mm 24

No	Macroscopic	disease 31
survival 0 52

1 92

STAD 215 age mean:65.45;	sd:	10.34
gender female 80

male 135
stage stage12 111

stage34 104
Lauren.Class diffuse 55

Intestinal 141
Mixed 19

survival 0 140
1 75

UCEC4 233 age mean:63.22;	sd:10.91
stage stage12 181

stage34 52
Tumor	Grade grade	1 70

grade	2 72
grade	3 91

histology serous 42
endometrioid+Mixed 191

survival 0 210
1 23



Supplem
entary	Table	2

C
ancer

N
M

eth (M
ethylation 450K

)
m

R
N

A
 (m

R
N

A
-seq)

C
N

 (SN
P6)

M
ut (w

hole-exom
e D

N
A

-seq)
m

iR
N

A
BLC

A
124

384200
16297

2855
13382

482
BR

C
A

623
22479

16958
9783

17689
833

C
ESC

186
383925

16284
8424

16453
492

C
O

AD
182

22479
16359

6766
18060

443
G

B
66

22474
12042

2821
9680

H
N

SC
210

384167
16598

9761
14155

496
KIR

C
407

23378
17118

1695
13769

LG
G

277
384208

16908
4717

5960
506

LIH
C

163
385769

15687
969

11759
467

LU
AD

378
384146

16647
9205

21056
386

LU
SC

174
23523

16850
676

14872
O

V
144

22481
16882

2990
10060

389
STAD

215
383984

16654
1153

17172
464

U
C

EC
233

22488
16472

523
19649

N
: N

um
ber of sam

ples included in the analysis (w
ith all four data tupes available)

C
N

: num
ber of unique copy num

ber regions. The num
ber of regions vary across cancer type depending on the com

plexity of copy num
ber 

landscpe in each disease.
M

eth: SN
P and Sex vhrom

osom
e probes w

ere rem
oved. KN

N
 im

putation w
as perform

ed to im
pute m

issing value. Porbes w
ith greater than 

20%
 m

issing w
ere rem

oved. N
ote that som

e of the disease types in ealier phase of TC
G

A including G
BM

, O
V, KIR

C
, LU

SC
 are 27K array 

data.
M

utation: list num
ber of genes w

ith at least one m
utation observed in the cohort

m
R

N
A: note R

N
A-seq data not available for G

BM
, Affy u133a array data w

as used for G
BM
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