
0 5000 10000 15000

−
1.

0
−

0.
5

0.
0

Gene Set  143 : KEGG_T_CELL_RECEPTOR_SIGNALING_PATHWAY

Number of genes: 19051 (in list), 107 (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 16424
Zero crossing at 9958

−0.5 0.0 0.5
0.

0
0.

5
1.

0
1.

5

Gene Set Null Distribution

ES = −0.464  NES = −1.3 Nom. p−val= 0.235 FWER= 0.977 FDR= 0.518
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

 

 

TEC
IFNG

ITK
PDCD1
CTLA4

ICOS
CD3D
CD3E

CD247
TNF
LCK

VAV1
CD8A

IL10
CD40LG
PIK3CD

CSF2
CD3G

PIK3CG
CD28

PTPRC
PPP3R2

LAT
IL2

GRAP2
LCP2

NFKBIB
CARD11
MAPK12
PRKCQ

CHP
CD8B
VAV2

IL5
ZAP70

MAP3K8
CBL

PTPN6
MAPK1

PDK1
PIK3CB

MAP3K7
PPP3CC
NFKBIE
PIK3R3

CD4
CHUK

MAP2K7
MAPK11
PIK3R5

MAP2K1
MAP2K2
PPP3R1

CBLB
MALT1
BCL10
RAF1
KRAS
NCK1

MAP3K14
GRB2
NCK2

PIK3R2
PAK2

IKBKG
CDC42

PAK1
NFATC3
NFKBIA

CDK4
RHOA

FYN
IKBKB

PAK4
GSK3B
PLCG1

PPP3CB
IL4

AKT2
PIK3CA
MAPK9

RASGRP1
NRAS
SOS1

NFATC1
RELA
PAK6

MAPK3
DLG1
AKT1

MAPK14
NFAT5
AKT3

NFATC2
NFKB1
CBLC
PAK7
PAK3

MAPK13
VAV3
FOS

SOS2
PIK3R1
NFATC4

CHP2
PPP3CA

JUN
Class

T
C

G
A

_2
G

_A
A

F
J_

01

T
C

G
A

_2
G

_A
A

F
V

_0
1

T
C

G
A

_2
G

_A
A

F
Z

_0
1

T
C

G
A

_2
G

_A
A

G
3_

01

T
C

G
A

_2
G

_A
A

G
5_

01

T
C

G
A

_2
G

_A
A

G
6_

01

T
C

G
A

_2
G

_A
A

G
G

_0
1

T
C

G
A

_2
G

_A
A

G
I_

01

T
C

G
A

_2
G

_A
A

G
M

_0
1

T
C

G
A

_2
G

_A
A

G
P

_0
1

T
C

G
A

_2
G

_A
A

G
S

_0
1

T
C

G
A

_2
G

_A
A

G
T

_0
1

T
C

G
A

_2
G

_A
A

G
V

_0
1

T
C

G
A

_2
G

_A
A

G
X

_0
1

T
C

G
A

_2
G

_A
A

G
Y

_0
1

T
C

G
A

_2
G

_A
A

H
2_

01

T
C

G
A

_2
G

_A
A

H
4_

01

T
C

G
A

_2
G

_A
A

L5
_0

1

T
C

G
A

_2
G

_A
A

LF
_0

1

T
C

G
A

_2
G

_A
A

LG
_0

1

T
C

G
A

_2
G

_A
A

LN
_0

1

T
C

G
A

_2
G

_A
A

LO
_0

1

T
C

G
A

_2
G

_A
A

LQ
_0

1

T
C

G
A

_2
G

_A
A

LR
_0

1

T
C

G
A

_2
G

_A
A

LT
_0

1

T
C

G
A

_2
G

_A
A

LW
_0

1

T
C

G
A

_2
G

_A
A

LX
_0

1

T
C

G
A

_2
G

_A
A

LZ
_0

1

T
C

G
A

_2
G

_A
A

M
3_

01

T
C

G
A

_S
N

_A
84

W
_0

1

T
C

G
A

_S
N

_A
84

X
_0

1

T
C

G
A

_W
4_

A
7U

3_
01

T
C

G
A

_X
3_

A
8G

4_
01

T
C

G
A

_X
E

_A
A

N
I_

01

T
C

G
A

_X
E

_A
A

O
C

_0
1

T
C

G
A

_X
E

_A
A

O
J_

01

T
C

G
A

_Y
U

_A
94

D
_0

1

T
C

G
A

_Y
U

_A
94

I_
01

T
C

G
A

_Y
U

_A
A

4L
_0

1

T
C

G
A

_Y
U

_A
A

61
_0

1

T
C

G
A

_2
G

_A
A

E
W

_0
1

T
C

G
A

_2
G

_A
A

E
X

_0
1

T
C

G
A

_2
G

_A
A

F
1_

01

T
C

G
A

_2
G

_A
A

F
4_

01

T
C

G
A

_2
G

_A
A

F
6_

01

T
C

G
A

_2
G

_A
A

F
8_

01

T
C

G
A

_2
G

_A
A

F
E

_0
1

T
C

G
A

_2
G

_A
A

F
G

_0
1

T
C

G
A

_2
G

_A
A

F
H

_0
1

T
C

G
A

_2
G

_A
A

F
I_

01

T
C

G
A

_2
G

_A
A

F
L_

01

T
C

G
A

_2
G

_A
A

F
M

_0
1

T
C

G
A

_2
G

_A
A

F
N

_0
1

T
C

G
A

_2
G

_A
A

F
O

_0
1

T
C

G
A

_2
G

_A
A

F
Y

_0
1

T
C

G
A

_2
G

_A
A

G
0_

01

T
C

G
A

_2
G

_A
A

G
7_

01

T
C

G
A

_2
G

_A
A

G
8_

01

T
C

G
A

_2
G

_A
A

G
9_

01

T
C

G
A

_2
G

_A
A

G
A

_0
1

T
C

G
A

_2
G

_A
A

G
C

_0
1

T
C

G
A

_2
G

_A
A

G
E

_0
1

T
C

G
A

_2
G

_A
A

G
F

_0
1

T
C

G
A

_2
G

_A
A

G
J_

01

T
C

G
A

_2
G

_A
A

G
K

_0
1

T
C

G
A

_2
G

_A
A

G
N

_0
1

T
C

G
A

_2
G

_A
A

G
O

_0
1

T
C

G
A

_2
G

_A
A

G
W

_0
1

T
C

G
A

_2
G

_A
A

G
Z

_0
1

T
C

G
A

_2
G

_A
A

H
0_

01

T
C

G
A

_2
G

_A
A

H
3_

01

T
C

G
A

_2
G

_A
A

H
8_

01

T
C

G
A

_2
G

_A
A

H
A

_0
1

T
C

G
A

_2
G

_A
A

H
C

_0
1

T
C

G
A

_2
G

_A
A

H
G

_0
1

T
C

G
A

_2
G

_A
A

H
L_

01

T
C

G
A

_2
G

_A
A

H
N

_0
1

T
C

G
A

_2
G

_A
A

H
P

_0
1

T
C

G
A

_2
G

_A
A

H
T

_0
1

T
C

G
A

_2
G

_A
A

K
D

_0
1

T
C

G
A

_2
G

_A
A

K
G

_0
1

T
C

G
A

_2
G

_A
A

K
H

_0
1

T
C

G
A

_2
G

_A
A

K
L_

01

T
C

G
A

_2
G

_A
A

K
M

_0
1

T
C

G
A

_2
G

_A
A

K
O

_0
1

T
C

G
A

_2
G

_A
A

L7
_0

1

T
C

G
A

_2
G

_A
A

LP
_0

1

T
C

G
A

_2
G

_A
A

LS
_0

1

T
C

G
A

_2
G

_A
A

LY
_0

1

T
C

G
A

_2
G

_A
A

M
2_

01

T
C

G
A

_2
G

_A
A

M
4_

01

T
C

G
A

_2
X

_A
9D

5_
01

T
C

G
A

_2
X

_A
9D

6_
01

T
C

G
A

_4
K

_A
A

1G
_0

1

T
C

G
A

_4
K

_A
A

1H
_0

1

T
C

G
A

_4
K

_A
A

1I
_0

1

T
C

G
A

_4
K

_A
A

A
L_

01

T
C

G
A

_S
6_

A
8J

W
_0

1

T
C

G
A

_S
6_

A
8J

X
_0

1

T
C

G
A

_S
6_

A
8J

Y
_0

1

T
C

G
A

_S
B

_A
6J

6_
01

T
C

G
A

_S
B

_A
76

C
_0

1

T
C

G
A

_S
N

_A
6I

S
_0

1

T
C

G
A

_S
N

_A
84

Y
_0

1

T
C

G
A

_S
O

_A
8J

P
_0

1

T
C

G
A

_V
F

_A
8A

8_
01

T
C

G
A

_V
F

_A
8A

9_
01

T
C

G
A

_V
F

_A
8A

A
_0

1

T
C

G
A

_V
F

_A
8A

B
_0

1

T
C

G
A

_V
F

_A
8A

C
_0

1

T
C

G
A

_V
F

_A
8A

D
_0

1

T
C

G
A

_V
F

_A
8A

E
_0

1

T
C

G
A

_W
4_

A
7U

2_
01

T
C

G
A

_W
4_

A
7U

4_
01

T
C

G
A

_W
Z

_A
7V

3_
01

T
C

G
A

_W
Z

_A
7V

4_
01

T
C

G
A

_W
Z

_A
7V

5_
01

T
C

G
A

_W
Z

_A
8D

5_
01

T
C

G
A

_X
E

_A
8H

1_
01

T
C

G
A

_X
E

_A
8H

4_
01

T
C

G
A

_X
E

_A
8H

5_
01

T
C

G
A

_X
E

_A
9S

E
_0

1

T
C

G
A

_X
E

_A
A

N
J_

01

T
C

G
A

_X
E

_A
A

N
R

_0
1

T
C

G
A

_X
E

_A
A

N
V

_0
1

T
C

G
A

_X
E

_A
A

O
3_

01

T
C

G
A

_X
E

_A
A

O
4_

01

T
C

G
A

_X
E

_A
A

O
6_

01

T
C

G
A

_X
E

_A
A

O
B

_0
1

T
C

G
A

_X
E

_A
A

O
D

_0
1

T
C

G
A

_X
E

_A
A

O
F

_0
1

T
C

G
A

_X
E

_A
A

O
L_

01

T
C

G
A

_X
Y

_A
89

B
_0

1

T
C

G
A

_X
Y

_A
8S

2_
01

T
C

G
A

_X
Y

_A
8S

3_
01

T
C

G
A

_X
Y

_A
9T

9_
01

T
C

G
A

_Y
U

_A
90

P
_0

1

T
C

G
A

_Y
U

_A
90

Q
_0

1

T
C

G
A

_Y
U

_A
90

S
_0

1

T
C

G
A

_Y
U

_A
90

W
_0

1

T
C

G
A

_Y
U

_A
90

Y
_0

1

T
C

G
A

_Y
U

_A
91

2_
01

T
C

G
A

_Z
M

_A
A

05
_0

1

T
C

G
A

_Z
M

_A
A

06
_0

1

T
C

G
A

_Z
M

_A
A

0B
_0

1

T
C

G
A

_Z
M

_A
A

0D
_0

1

T
C

G
A

_Z
M

_A
A

0E
_0

1

T
C

G
A

_Z
M

_A
A

0F
_0

1

T
C

G
A

_Z
M

_A
A

0H
_0

1

T
C

G
A

_Z
M

_A
A

0N
_0

1

clus3 NON.clus3


