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Supplementary table 5: GSEA analysis of Low-risk patients. 

 

 GS SIZ
E ES NE

S 

NO
M 
p-
val 

FD
R q-
val 

FWE
R p-
val 

RAN
K AT 
MAX 

LEADING 
EDGE 

 follow link to MSigDB         

1 GO_ACTIVE_ION_TRANSMEMBRANE_TRAN
SPORTER_ACTIVITY 221 -0.56 -2.4 0 0 0 2162 

tags=36%, 
list=11%, 

signal=40% 

2 GO_ACTIVE_TRANSMEMBRANE_TRANSPO
RTER_ACTIVITY 326 -0.54 

-
2.3
8 

0 0 0 2162 
tags=31%, 
list=11%, 

signal=34% 

3 GO_SECONDARY_ACTIVE_TRANSMEMBRA
NE_TRANSPORTER_ACTIVITY 222 -0.53 

-
2.2
7 

0 0 0.00
1 2162 

tags=33%, 
list=11%, 

signal=36% 

4 
GO_PYROPHOSPHATE_HYDROLYSIS_DRIV
EN_PROTON_TRANSMEMBRANE_TRANSPO

RTER_ACTIVITY 
30 -0.73 

-
2.2
5 

0 0 0.00
1 2224 

tags=40%, 
list=11%, 

signal=45% 

5 GO_ANION_TRANSMEMBRANE_TRANSPOR
TER_ACTIVITY 339 -0.5 

-
2.2
5 

0 0 0.00
1 1691 

tags=27%, 
list=8%, 

signal=29% 

6 GO_ORGANIC_ANION_TRANSMEMBRANE_
TRANSPORTER_ACTIVITY 219 -0.52 

-
2.2
1 

0 0 0.00
1 1691 

tags=30%, 
list=8%, 

signal=32% 

7 GO_PROTON_TRANSMEMBRANE_TRANSPO
RTER_ACTIVITY 96 -0.58 

-
2.2
1 

0 0 0.00
2 2224 

tags=27%, 
list=11%, 

signal=30% 

8 GO_INORGANIC_ANION_TRANSMEMBRAN
E_TRANSPORTER_ACTIVITY 143 -0.54 

-
2.1
8 

0 0.00
1 

0.00
3 2047 

tags=32%, 
list=10%, 

signal=36% 



9 GO_ORGANIC_ACID_TRANSMEMBRANE_T
RANSPORTER_ACTIVITY 155 -0.52 

-
2.1
5 

0 0 0.00
3 1604 

tags=31%, 
list=8%, 

signal=33% 

10 GO_ANTIPORTER_ACTIVITY 74 -0.59 
-

2.1
3 

0 0.00
1 

0.00
5 2012 

tags=31%, 
list=10%, 

signal=34% 

11 GO_SYMPORTER_ACTIVITY 140 -0.52 
-

2.1
2 

0 0.00
1 

0.00
6 2162 

tags=34%, 
list=11%, 

signal=38% 

12 GO_BICARBONATE_TRANSMEMBRANE_TR
ANSPORTER_ACTIVITY 21 -0.75 

-
2.0
9 

0 0.00
1 

0.00
8 1956 

tags=62%, 
list=10%, 

signal=69% 

13 GO_SOLUTE_SODIUM_SYMPORTER_ACTIVI
TY 72 -0.56 

-
2.0
7 

0 0.00
1 

0.01
2 2313 

tags=43%, 
list=12%, 

signal=49% 

14 GO_PROTON_EXPORTING_ATPASE_ACTIVI
TY_PHOSPHORYLATIVE_MECHANISM 17 -0.77 

-
2.0
6 

0 0.00
2 

0.01
6 2224 

tags=47%, 
list=11%, 

signal=53% 

15 GO_PRIMARY_ACTIVE_TRANSMEMBRANE
_TRANSPORTER_ACTIVITY 103 -0.53 

-
2.0
5 

0 0.00
2 

0.01
8 2224 

tags=27%, 
list=11%, 

signal=30% 

16 GO_ATPASE_COUPLED_ION_TRANSMEMBR
ANE_TRANSPORTER_ACTIVITY 57 -0.59 

-
2.0
4 

0 0.00
2 

0.02
4 2224 

tags=33%, 
list=11%, 

signal=37% 

17 GO_COA_HYDROLASE_ACTIVITY 21 -0.72 
-

2.0
1 

0 0.00
5 

0.05
2 1969 

tags=43%, 
list=10%, 

signal=47% 

18 GO_SOLUTE_CATION_SYMPORTER_ACTIVI
TY 98 -0.53 -2 0 0.00

5 
0.05

6 2162 
tags=37%, 
list=11%, 

signal=41% 

19 GO_SOLUTE_ANION_ANTIPORTER_ACTIVI
TY 28 -0.67 -2 0 0.00

5 0.06 1470 
tags=39%, 
list=7%, 

signal=42% 



20 GO_CHLORIDE_TRANSMEMBRANE_TRANS
PORTER_ACTIVITY 101 -0.51 

-
1.9
9 

0 0.00
5 

0.06
9 2158 

tags=33%, 
list=11%, 

signal=36% 
          

GS GS DETAILS ES NES 

NO
M 
p-
val 

FD
R 
q-
val 

FW
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K 
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follow 
link to 
MSigD

B 

         

1 HALLMARK_FATTY_ACID_METABOLISM 154 -0.51 -2.1 0 0 0 3898 
tags=47%, 
list=19%, 

signal=58% 

2 HALLMARK_OXIDATIVE_PHOSPHORYLATI
ON 182 -0.5 

-
2.0
7 

0 0 0.00
1 5345 

tags=51%, 
list=27%, 

signal=69% 

3 HALLMARK_BILE_ACID_METABOLISM 112 -0.42 
-

1.6
7 

0 0.00
4 

0.01
3 3145 

tags=36%, 
list=16%, 

signal=42% 

4 HALLMARK_PROTEIN_SECRETION 95 -0.42 
-

1.6
3 

0 0.00
4 

0.01
9 5636 

tags=47%, 
list=28%, 

signal=66% 

5 HALLMARK_ANDROGEN_RESPONSE 96 -0.4 
-

1.5
2 

0.0
14 

0.01
2 

0.06
6 3703 

tags=28%, 
list=19%, 

signal=34% 

6 HALLMARK_PEROXISOME 101 -0.37 
-

1.4
1 

0.0
16 

0.03
5 

0.21
8 3755 

tags=31%, 
list=19%, 

signal=38% 



7 HALLMARK_APICAL_SURFACE 43 -0.42 -1.4 0.0
62 

0.03
3 

0.23
5 660 

tags=14%, 
list=3%, 

signal=14% 

8 HALLMARK_PANCREAS_BETA_CELLS 39 -0.42 
-

1.3
4 

0.1
24 

0.04
8 0.36 2894 

tags=36%, 
list=14%, 

signal=42% 

9 HALLMARK_ADIPOGENESIS 189 -0.3 
-

1.2
6 

0.0
54 

0.08
3 

0.59
5 3145 

tags=28%, 
list=16%, 

signal=33% 

10 HALLMARK_HEME_METABOLISM 190 -0.21 
-

0.8
8 

0.8
34 

0.76
4 1 4723 

tags=32%, 
list=24%, 

signal=42% 
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