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Gene Set  605 : REACTOME_POST_TRANSLATIONAL_PROTEIN_MODIFICATION

Number of genes: 18283 (in list), 171 (in gene set)
Gene List Index

R
un

ni
ng

 E
nr

ic
hm

en
t S

co
re

 (
R

E
S

)

"clus3" "NON.clus3" 

Peak at 4293
Zero crossing at 10068

−0.4 −0.2 0.0 0.2 0.4
0

1
2

3
4

Gene Set Null Distribution

ES = 0.396  NES = 1.53 Nom. p−val= 0.0102 FWER= 0.951 FDR= 1
ES

P
(E

S
)

Gene Set Null Density
Observed Gene Set ES value

Neg. ES "NON.clus3"  Pos. ES: "clus3" 

 Heat Map for Genes in Gene Set

 

 

PROC
ARSF

F10
MGAT4C

DPM3
MUC12

B3GNT8
PROZ
DOHH
EIF5A

GALNT6
GMPPA

PMM2
GMPPB

DHPS
ALG3
DPM2

B3GNTL1
ST3GAL1

MUC16
PREB

EDEM1
PIGX

DAD1
PMM1

EDEM2
B3GNT4
VKORC1

ST6GAL1
PIGU
ALG5

DOLPP1
PIGC

B4GALT3
MPI

ARSA
SEC13
GPAA1

PIGQ
PIGP
PIGH

MOGS
SAR1B
SUMF2

GALNT12
ALG6

ALG12
B4GALT6

RFT1
PIGB
PIGW

PLAUR
FUT8

B4GALT2
GALNT7
GALNT2

ALG8
RPN1

GCNT4
MGAT1

DPM1
PIGA

ST8SIA2
ST6GALNAC4

ALG9
PIGS

ALG1
MGAT2

DPAGT1
ST3GAL2

SEC24C
PIGM

MAN1B1
DOLK

STS
C1GALT1C1

CALR
PRKCSH
C1GALT1

ALG14
PIGF

F2
MGAT4B

GCNT3
MGAT4A

DDOST
UGGT1

PIGG
PIGL

GNPNAT1
GALNT1
B3GNT2

RPN2
ALG11

ST3GAL3
ALG13
PDIA3

GALNT14
PIGO
PIGT
PIGV

MLEC
GANAB

FURIN
STT3A

B4GALT1
ALG2

SEC24B
MUC13

GALNTL1
PIGN

MUC6
CANX

SEC23A
SEC31A
EDEM3
ARSG

GALNT11
EIF5A2
ARSK

GALNTL4
PIGK

GALNT10
ALG10
LMAN1
SUMF1

B3GNT3
GGCX

GALNT9
B4GALT5

MCFD2
ST8SIA6
MAN1C1

MUC4
MUC15
ARSB

ALG10B
ST6GALNAC2

F7
MAN1A1
B3GNT9

B4GALT4
ARSE

MANEA
MAN1A2
SEC24D
MAN2A1

GALNTL2
GALNT8

PGAP1
B3GNT5

PGM3
GFPT2

ST6GALNAC3
WBSCR17

TUSC3
ARSI

MGAT3
ARSJ

GALNTL6
UGGT2

MUC2
SEMA6D
GALNT5

PROS1
GCNT1
MGAT5
MUC5B

GALNT13
B3GNT7
GALNT3

Class

T
C

G
A

_3
G

_A
B

19
_0

1
T

C
G

A
_4

V
_A

9Q
M

_0
1

T
C

G
A

_X
7_

A
8D

8_
01

T
C

G
A

_X
7_

A
8D

9_
01

T
C

G
A

_X
7_

A
8D

E
_0

1
T

C
G

A
_X

7_
A

8M
1_

01
T

C
G

A
_X

M
_A

8R
F

_0
1

T
C

G
A

_X
M

_A
8R

G
_0

1
T

C
G

A
_X

M
_A

A
Z

2_
01

T
C

G
A

_X
M

_A
A

Z
3_

01
T

C
G

A
_X

U
_A

92
Q

_0
1

T
C

G
A

_X
U

_A
92

T
_0

1
T

C
G

A
_X

U
_A

92
V

_0
1

T
C

G
A

_X
U

_A
92

Z
_0

1
T

C
G

A
_Y

T
_A

95
D

_0
1

T
C

G
A

_Y
T

_A
95

F
_0

1
T

C
G

A
_Z

B
_A

96
2_

01
T

C
G

A
_Z

B
_A

96
3_

01
T

C
G

A
_Z

B
_A

96
4_

01
T

C
G

A
_Z

B
_A

96
5_

01
T

C
G

A
_Z

B
_A

96
9_

01
T

C
G

A
_Z

B
_A

96
C

_0
1

T
C

G
A

_Z
B

_A
96

D
_0

1
T

C
G

A
_Z

B
_A

96
E

_0
1

T
C

G
A

_Z
B

_A
96

H
_0

1
T

C
G

A
_Z

B
_A

96
K

_0
1

T
C

G
A

_Z
B

_A
96

L_
01

T
C

G
A

_Z
B

_A
96

M
_0

1
T

C
G

A
_Z

B
_A

96
Q

_0
1

T
C

G
A

_Z
L_

A
9V

6_
01

T
C

G
A

_3
G

_A
B

0O
_0

1
T

C
G

A
_3

G
_A

B
0Q

_0
1

T
C

G
A

_3
G

_A
B

0T
_0

1
T

C
G

A
_3

G
_A

B
14

_0
1

T
C

G
A

_3
Q

_A
9W

F
_0

1
T

C
G

A
_3

S
_A

8Y
W

_0
1

T
C

G
A

_3
S

_A
AY

X
_0

1
T

C
G

A
_3

T
_A

A
9L

_0
1

T
C

G
A

_4
V

_A
9Q

I_
01

T
C

G
A

_4
V

_A
9Q

J_
01

T
C

G
A

_4
V

_A
9Q

L_
01

T
C

G
A

_4
V

_A
9Q

N
_0

1
T

C
G

A
_4

V
_A

9Q
R

_0
1

T
C

G
A

_4
V

_A
9Q

S
_0

1
T

C
G

A
_4

V
_A

9Q
T

_0
1

T
C

G
A

_4
V

_A
9Q

U
_0

1
T

C
G

A
_4

V
_A

9Q
W

_0
1

T
C

G
A

_4
V

_A
9Q

X
_0

1
T

C
G

A
_4

X
_A

9F
9_

01
T

C
G

A
_4

X
_A

9F
A

_0
1

T
C

G
A

_4
X

_A
9F

B
_0

1
T

C
G

A
_4

X
_A

9F
C

_0
1

T
C

G
A

_4
X

_A
9F

D
_0

1
T

C
G

A
_5

G
_A

9Z
Z

_0
1

T
C

G
A

_5
K

_A
A

A
P

_0
1

T
C

G
A

_5
U

_A
B

0D
_0

1
T

C
G

A
_5

U
_A

B
0E

_0
1

T
C

G
A

_5
U

_A
B

0F
_0

1
T

C
G

A
_5

V
_A

9R
R

_0
1

T
C

G
A

_X
7_

A
8D

6_
01

T
C

G
A

_X
7_

A
8D

7_
01

T
C

G
A

_X
7_

A
8D

B
_0

1
T

C
G

A
_X

7_
A

8D
D

_0
1

T
C

G
A

_X
7_

A
8D

F
_0

1
T

C
G

A
_X

7_
A

8D
G

_0
1

T
C

G
A

_X
7_

A
8D

J_
01

T
C

G
A

_X
7_

A
8M

0_
01

T
C

G
A

_X
7_

A
8M

3_
01

T
C

G
A

_X
7_

A
8M

4_
01

T
C

G
A

_X
7_

A
8M

5_
01

T
C

G
A

_X
7_

A
8M

6_
01

T
C

G
A

_X
7_

A
8M

7_
01

T
C

G
A

_X
7_

A
8M

8_
01

T
C

G
A

_X
H

_A
85

3_
01

T
C

G
A

_X
M

_A
8R

8_
01

T
C

G
A

_X
M

_A
8R

9_
01

T
C

G
A

_X
M

_A
8R

B
_0

1
T

C
G

A
_X

M
_A

8R
C

_0
1

T
C

G
A

_X
M

_A
8R

D
_0

1
T

C
G

A
_X

M
_A

8R
E

_0
1

T
C

G
A

_X
M

_A
8R

H
_0

1
T

C
G

A
_X

M
_A

8R
I_

01
T

C
G

A
_X

M
_A

8R
L_

01
T

C
G

A
_X

M
_A

A
Z

1_
01

T
C

G
A

_X
U

_A
92

O
_0

1
T

C
G

A
_X

U
_A

92
U

_0
1

T
C

G
A

_X
U

_A
92

W
_0

1
T

C
G

A
_X

U
_A

92
X

_0
1

T
C

G
A

_X
U

_A
92

Y
_0

1
T

C
G

A
_X

U
_A

93
0_

01
T

C
G

A
_X

U
_A

93
1_

01
T

C
G

A
_X

U
_A

93
2_

01
T

C
G

A
_X

U
_A

93
3_

01
T

C
G

A
_X

U
_A

93
6_

01
T

C
G

A
_X

U
_A

A
X

V
_0

1
T

C
G

A
_X

U
_A

A
X

W
_0

1
T

C
G

A
_X

U
_A

A
X

X
_0

1
T

C
G

A
_X

U
_A

A
X

Y
_0

1
T

C
G

A
_X

U
_A

A
X

Z
_0

1
T

C
G

A
_X

U
_A

AY
0_

01
T

C
G

A
_X

U
_A

AY
1_

01
T

C
G

A
_Y

T
_A

95
E

_0
1

T
C

G
A

_Y
T

_A
95

G
_0

1
T

C
G

A
_Y

T
_A

95
H

_0
1

T
C

G
A

_Z
B

_A
96

1_
01

T
C

G
A

_Z
B

_A
96

6_
01

T
C

G
A

_Z
B

_A
96

A
_0

1
T

C
G

A
_Z

B
_A

96
B

_0
1

T
C

G
A

_Z
B

_A
96

F
_0

1
T

C
G

A
_Z

B
_A

96
G

_0
1

T
C

G
A

_Z
B

_A
96

I_
01

T
C

G
A

_Z
B

_A
96

O
_0

1
T

C
G

A
_Z

B
_A

96
P

_0
1

T
C

G
A

_Z
B

_A
96

R
_0

1
T

C
G

A
_Z

B
_A

96
V

_0
1

T
C

G
A

_Z
C

_A
A

A
7_

01
T

C
G

A
_Z

C
_A

A
A

A
_0

1
T

C
G

A
_Z

C
_A

A
A

F
_0

1
T

C
G

A
_Z

C
_A

A
A

H
_0

1
T

C
G

A
_Z

T
_A

8O
M

_0
1

clus3 NON.clus3


