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Gene Set  118 : KEGG_WNT_SIGNALING_PATHWAY

Number of genes: 18166 (in list), 146 (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 2427
Zero crossing at 10410

−0.6 −0.4 −0.2 0.0 0.2 0.4 0.6
0

1
2

3

Gene Set Null Distribution

ES = 0.526  NES = 1.82 Nom. p−val= 0.00416 FWER= 0.25 FDR= 0.159
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

 

 

PRKCB
RAC2
FZD6

WNT9B
CAMK2A

FOSL1
PPP2R5A

SFRP4
CAMK2G

ROCK1
PLCB2

PORCN
WNT2
DKK1

PRKACB
DAAM1

PPP3CC
SOX17
PLCB1
RHOA

PLCB3
VANGL1
CACYBP

MAPK9
PPP2R5E
RUVBL1

RBX1
WNT2B
SMAD3

PRKACA
CSNK1A1

TBL1X
CAMK2D
PPP2CA

AXIN1
CUL1

FRAT1
PPP3R2

RAC1
GSK3B

PPP2CB
CHP

PPP2R5C
SKP1

SMAD4
NLK

WNT1
CSNK2B

FZD5
TCF7

ROCK2
PPP2R5D
PRKACG

CSNK1A1L
SIAH1
DVL3

WNT8B
MYC

SMAD2
FRAT2

PRICKLE2
PSEN1
CCND3

FBXW11
CREBBP
PPP3R1

JUN
PPP2R1A

CTBP1
DVL1

PLCB4
EP300

TBL1XR1
CTNNB1

DVL2
CSNK2A2
WNT10B

PRKCA
WNT9A
NFATC1

MAP3K7
CSNK1E
WNT10A

PPARD
MAPK10

PPP2R1B
CHD8

PPP3CB
CTBP2

APC
PRKX

PPP3CA
NFATC3

MMP7
SENP2

CSNK2A1
NFAT5
AXIN2

TCF7L2
FZD7

NFATC4
FZD4

MAPK8
PRKCG
WNT16
WNT3

TCF7L1
NFATC2

CTNNBIP1
CHP2

SFRP2
TP53

BTRC
CER1
FZD1

WNT7B
SFRP1
CCND1

LRP6
WNT7A

DKK2
WNT5B

WNT6
LRP5

WNT3A
WNT4

CAMK2B
DAAM2

RAC3
FZD8
NKD1

WNT11
LEF1
FZD3
FZD2

PRICKLE1
CXXC4

FZD9
WNT5A

WIF1
FZD10
APC2

CCND2
VANGL2

SFRP5
NKD2
Class

T
C

G
A

_D
X

_A
1K

W
_0

1
T

C
G

A
_D

X
_A

1K
Y

_0
1

T
C

G
A

_D
X

_A
23

R
_0

1
T

C
G

A
_D

X
_A

24
0_

01
T

C
G

A
_D

X
_A

2I
Z

_0
1

T
C

G
A

_D
X

_A
3L

S
_0

1
T

C
G

A
_D

X
_A

3L
W

_0
1

T
C

G
A

_D
X

_A
3M

1_
01

T
C

G
A

_D
X

_A
3U

A
_0

1
T

C
G

A
_D

X
_A

48
N

_0
1

T
C

G
A

_D
X

_A
6B

8_
01

T
C

G
A

_D
X

_A
7E

I_
01

T
C

G
A

_D
X

_A
7E

O
_0

1
T

C
G

A
_D

X
_A

7E
Q

_0
1

T
C

G
A

_D
X

_A
7E

R
_0

1
T

C
G

A
_D

X
_A

8B
J_

01
T

C
G

A
_D

X
_A

AT
S

_0
1

T
C

G
A

_D
X

_A
B

2H
_0

1
T

C
G

A
_D

X
_A

B
2J

_0
1

T
C

G
A

_D
X

_A
B

30
_0

1
T

C
G

A
_D

X
_A

B
36

_0
1

T
C

G
A

_D
X

_A
B

3A
_0

1
T

C
G

A
_D

X
_A

B
3B

_0
1

T
C

G
A

_D
X

_A
B

3C
_0

1
T

C
G

A
_F

X
_A

2Q
S

_0
1

T
C

G
A

_F
X

_A
3N

K
_0

1
T

C
G

A
_F

X
_A

3R
E

_0
1

T
C

G
A

_F
X

_A
8O

O
_0

1
T

C
G

A
_H

B
_A

3Y
V

_0
1

T
C

G
A

_H
S

_A
5N

8_
01

T
C

G
A

_I
W

_A
3M

5_
01

T
C

G
A

_J
V

_A
5V

F
_0

1
T

C
G

A
_J

V
_A

75
J_

01
T

C
G

A
_K

1_
A

3P
O

_0
1

T
C

G
A

_K
F

_A
41

W
_0

1
T

C
G

A
_L

I_
A

67
I_

01
T

C
G

A
_M

B
_A

8J
L_

01
T

C
G

A
_M

J_
A

85
0_

01
T

C
G

A
_M

O
_A

47
R

_0
1

T
C

G
A

_N
1_

A
6I

A
_0

1
T

C
G

A
_P

C
_A

5D
N

_0
1

T
C

G
A

_P
T

_A
8T

R
_0

1
T

C
G

A
_Q

C
_A

A
9N

_0
1

T
C

G
A

_Q
Q

_A
5V

A
_0

1
T

C
G

A
_Q

Q
_A

8V
B

_0
1

T
C

G
A

_Q
Q

_A
8V

D
_0

1
T

C
G

A
_Q

Q
_A

8V
F

_0
1

T
C

G
A

_Q
Q

_A
8V

G
_0

1
T

C
G

A
_Q

Q
_A

8V
H

_0
1

T
C

G
A

_R
N

_A
68

Q
_0

1
T

C
G

A
_R

N
_A

A
A

Q
_0

1
T

C
G

A
_S

G
_A

6Z
7_

01
T

C
G

A
_S

I_
A

71
P

_0
1

T
C

G
A

_S
I_

A
71

Q
_0

1
T

C
G

A
_S

I_
A

A
8B

_0
1

T
C

G
A

_S
I_

A
A

8C
_0

1
T

C
G

A
_V

T
_A

80
G

_0
1

T
C

G
A

_W
K

_A
8X

Q
_0

1
T

C
G

A
_W

K
_A

8X
T

_0
1

T
C

G
A

_X
6_

A
8C

7_
01

T
C

G
A

_X
9_

A
97

3_
01

T
C

G
A

_Z
4_

A
8J

B
_0

1
T

C
G

A
_Z

4_
A

9V
C

_0
1

T
C

G
A

_Z
4_

A
A

P
F

_0
1

T
C

G
A

_3
B

_A
9H

I_
01

T
C

G
A

_3
B

_A
9H

J_
01

T
C

G
A

_3
B

_A
9H

L_
01

T
C

G
A

_3
B

_A
9H

O
_0

1
T

C
G

A
_3

B
_A

9H
P

_0
1

T
C

G
A

_3
B

_A
9H

Q
_0

1
T

C
G

A
_3

B
_A

9H
R

_0
1

T
C

G
A

_3
B

_A
9H

S
_0

1
T

C
G

A
_3

B
_A

9H
T

_0
1

T
C

G
A

_3
B

_A
9H

U
_0

1
T

C
G

A
_3

B
_A

9H
V

_0
1

T
C

G
A

_3
B

_A
9H

X
_0

1
T

C
G

A
_3

B
_A

9H
Y

_0
1

T
C

G
A

_3
B

_A
9H

Z
_0

1
T

C
G

A
_3

B
_A

9I
0_

01
T

C
G

A
_3

B
_A

9I
1_

01
T

C
G

A
_3

B
_A

9I
3_

01
T

C
G

A
_3

R
_A

8Y
X

_0
1

T
C

G
A

_D
X

_A
1K

U
_0

1
T

C
G

A
_D

X
_A

1K
X

_0
1

T
C

G
A

_D
X

_A
1K

Z
_0

1
T

C
G

A
_D

X
_A

1L
0_

01
T

C
G

A
_D

X
_A

1L
1_

01
T

C
G

A
_D

X
_A

1L
2_

01
T

C
G

A
_D

X
_A

1L
3_

01
T

C
G

A
_D

X
_A

1L
4_

01
T

C
G

A
_D

X
_A

23
T

_0
1

T
C

G
A

_D
X

_A
23

U
_0

1
T

C
G

A
_D

X
_A

23
V

_0
1

T
C

G
A

_D
X

_A
23

Y
_0

1
T

C
G

A
_D

X
_A

23
Z

_0
1

T
C

G
A

_D
X

_A
2J

0_
01

T
C

G
A

_D
X

_A
2J

1_
01

T
C

G
A

_D
X

_A
2J

4_
01

T
C

G
A

_D
X

_A
3L

T
_0

1
T

C
G

A
_D

X
_A

3L
U

_0
1

T
C

G
A

_D
X

_A
3L

Y
_0

1
T

C
G

A
_D

X
_A

3M
2_

01
T

C
G

A
_D

X
_A

3U
5_

01
T

C
G

A
_D

X
_A

3U
6_

01
T

C
G

A
_D

X
_A

3U
7_

01
T

C
G

A
_D

X
_A

3U
8_

01
T

C
G

A
_D

X
_A

3U
9_

01
T

C
G

A
_D

X
_A

3U
B

_0
1

T
C

G
A

_D
X

_A
3U

C
_0

1
T

C
G

A
_D

X
_A

3U
D

_0
1

T
C

G
A

_D
X

_A
3U

E
_0

1
T

C
G

A
_D

X
_A

3U
F

_0
1

T
C

G
A

_D
X

_A
48

J_
01

T
C

G
A

_D
X

_A
48

K
_0

1
T

C
G

A
_D

X
_A

48
L_

01
T

C
G

A
_D

X
_A

48
O

_0
1

T
C

G
A

_D
X

_A
48

P
_0

1
T

C
G

A
_D

X
_A

48
R

_0
1

T
C

G
A

_D
X

_A
48

U
_0

1
T

C
G

A
_D

X
_A

6B
7_

01
T

C
G

A
_D

X
_A

6B
9_

01
T

C
G

A
_D

X
_A

6B
A

_0
1

T
C

G
A

_D
X

_A
6B

B
_0

1
T

C
G

A
_D

X
_A

6B
E

_0
1

T
C

G
A

_D
X

_A
6B

F
_0

1
T

C
G

A
_D

X
_A

6B
G

_0
1

T
C

G
A

_D
X

_A
6B

H
_0

1
T

C
G

A
_D

X
_A

6Y
Q

_0
1

T
C

G
A

_D
X

_A
6Y

R
_0

1
T

C
G

A
_D

X
_A

6Y
S

_0
1

T
C

G
A

_D
X

_A
6Y

T
_0

1
T

C
G

A
_D

X
_A

6Y
U

_0
1

T
C

G
A

_D
X

_A
6Y

V
_0

1
T

C
G

A
_D

X
_A

6Y
X

_0
1

T
C

G
A

_D
X

_A
6Y

Z
_0

1
T

C
G

A
_D

X
_A

6Z
0_

01
T

C
G

A
_D

X
_A

6Z
2_

01
T

C
G

A
_D

X
_A

7E
F

_0
1

T
C

G
A

_D
X

_A
7E

L_
01

T
C

G
A

_D
X

_A
7E

M
_0

1
T

C
G

A
_D

X
_A

7E
N

_0
1

T
C

G
A

_D
X

_A
7E

S
_0

1
T

C
G

A
_D

X
_A

7E
T

_0
1

T
C

G
A

_D
X

_A
7E

U
_0

1
T

C
G

A
_D

X
_A

8B
G

_0
1

T
C

G
A

_D
X

_A
8B

H
_0

1
T

C
G

A
_D

X
_A

8B
K

_0
1

T
C

G
A

_D
X

_A
8B

L_
01

T
C

G
A

_D
X

_A
8B

M
_0

1
T

C
G

A
_D

X
_A

8B
N

_0
1

T
C

G
A

_D
X

_A
8B

O
_0

1
T

C
G

A
_D

X
_A

8B
P

_0
1

T
C

G
A

_D
X

_A
8B

Q
_0

1
T

C
G

A
_D

X
_A

8B
R

_0
1

T
C

G
A

_D
X

_A
8B

S
_0

1
T

C
G

A
_D

X
_A

8B
T

_0
1

T
C

G
A

_D
X

_A
8B

U
_0

1
T

C
G

A
_D

X
_A

8B
V

_0
1

T
C

G
A

_D
X

_A
8B

X
_0

1
T

C
G

A
_D

X
_A

8B
Z

_0
1

T
C

G
A

_D
X

_A
B

2E
_0

1
T

C
G

A
_D

X
_A

B
2F

_0
1

T
C

G
A

_D
X

_A
B

2G
_0

1
T

C
G

A
_D

X
_A

B
2O

_0
1

T
C

G
A

_D
X

_A
B

2P
_0

1
T

C
G

A
_D

X
_A

B
2Q

_0
1

T
C

G
A

_D
X

_A
B

2S
_0

1
T

C
G

A
_D

X
_A

B
2T

_0
1

T
C

G
A

_D
X

_A
B

2V
_0

1
T

C
G

A
_D

X
_A

B
2W

_0
1

T
C

G
A

_D
X

_A
B

2X
_0

1
T

C
G

A
_D

X
_A

B
2Z

_0
1

T
C

G
A

_D
X

_A
B

32
_0

1
T

C
G

A
_D

X
_A

B
35

_0
1

T
C

G
A

_D
X

_A
B

37
_0

1
T

C
G

A
_F

X
_A

3N
J_

01
T

C
G

A
_F

X
_A

3T
O

_0
1

T
C

G
A

_F
X

_A
48

G
_0

1
T

C
G

A
_F

X
_A

76
Y

_0
1

T
C

G
A

_H
B

_A
2O

T
_0

1
T

C
G

A
_H

B
_A

3L
4_

01
T

C
G

A
_H

B
_A

43
Z

_0
1

T
C

G
A

_H
B

_A
5W

3_
01

T
C

G
A

_H
S

_A
5N

7_
01

T
C

G
A

_H
S

_A
5N

9_
01

T
C

G
A

_H
S

_A
5N

A
_0

1
T

C
G

A
_I

E
_A

3O
V

_0
1

T
C

G
A

_I
E

_A
4E

H
_0

1
T

C
G

A
_I

E
_A

4E
I_

01
T

C
G

A
_I

E
_A

4E
J_

01
T

C
G

A
_I

E
_A

4E
K

_0
1

T
C

G
A

_I
E

_A
6B

Z
_0

1
T

C
G

A
_I

F
_A

3R
Q

_0
1

T
C

G
A

_I
F

_A
4A

J_
01

T
C

G
A

_I
F

_A
4A

K
_0

1
T

C
G

A
_I

S
_A

3K
6_

01
T

C
G

A
_I

S
_A

3K
7_

01
T

C
G

A
_I

S
_A

3K
8_

01
T

C
G

A
_I

S
_A

3K
A

_0
1

T
C

G
A

_I
W

_A
3M

4_
01

T
C

G
A

_I
W

_A
3M

6_
01

T
C

G
A

_J
V

_A
5V

E
_0

1
T

C
G

A
_K

1_
A

3P
N

_0
1

T
C

G
A

_K
1_

A
42

W
_0

1
T

C
G

A
_K

1_
A

42
X

_0
1

T
C

G
A

_K
1_

A
6R

T
_0

1
T

C
G

A
_K

1_
A

6R
U

_0
1

T
C

G
A

_K
1_

A
6R

V
_0

1
T

C
G

A
_K

D
_A

5Q
S

_0
1

T
C

G
A

_K
D

_A
5Q

T
_0

1
T

C
G

A
_K

D
_A

5Q
U

_0
1

T
C

G
A

_L
I_

A
9Q

H
_0

1
T

C
G

A
_M

B
_A

5Y
8_

01
T

C
G

A
_M

B
_A

5Y
9_

01
T

C
G

A
_M

B
_A

5Y
A

_0
1

T
C

G
A

_M
B

_A
8J

K
_0

1
T

C
G

A
_M

J_
A

68
H

_0
1

T
C

G
A

_M
J_

A
68

J_
01

T
C

G
A

_M
O

_A
47

P
_0

1
T

C
G

A
_P

C
_A

5D
K

_0
1

T
C

G
A

_P
C

_A
5D

L_
01

T
C

G
A

_P
C

_A
5D

M
_0

1
T

C
G

A
_P

C
_A

5D
O

_0
1

T
C

G
A

_P
C

_A
5D

P
_0

1
T

C
G

A
_Q

C
_A

6F
X

_0
1

T
C

G
A

_Q
C

_A
7B

5_
01

T
C

G
A

_Q
Q

_A
5V

2_
01

T
C

G
A

_Q
Q

_A
5V

9_
01

T
C

G
A

_Q
Q

_A
5V

B
_0

1
T

C
G

A
_Q

Q
_A

5V
C

_0
1

T
C

G
A

_Q
Q

_A
5V

D
_0

1
T

C
G

A
_S

G
_A

6Z
4_

01
T

C
G

A
_S

G
_A

84
9_

01
T

C
G

A
_S

I_
A

71
O

_0
1

T
C

G
A

_U
E

_A
6Q

T
_0

1
T

C
G

A
_U

E
_A

6Q
U

_0
1

T
C

G
A

_V
T

_A
80

J_
01

T
C

G
A

_V
T

_A
B

3D
_0

1
T

C
G

A
_W

K
_A

8X
O

_0
1

T
C

G
A

_W
K

_A
8X

S
_0

1
T

C
G

A
_W

K
_A

8X
X

_0
1

T
C

G
A

_W
K

_A
8X

Y
_0

1
T

C
G

A
_W

K
_A

8X
Z

_0
1

T
C

G
A

_W
K

_A
8Y

0_
01

T
C

G
A

_W
P

_A
9G

B
_0

1
T

C
G

A
_X

2_
A

95
T

_0
1

T
C

G
A

_X
6_

A
7W

8_
01

T
C

G
A

_X
6_

A
7W

A
_0

1
T

C
G

A
_X

6_
A

7W
B

_0
1

T
C

G
A

_X
6_

A
7W

C
_0

1
T

C
G

A
_X

6_
A

7W
D

_0
1

T
C

G
A

_X
6_

A
8C

2_
01

T
C

G
A

_X
6_

A
8C

3_
01

T
C

G
A

_X
6_

A
8C

4_
01

T
C

G
A

_X
6_

A
8C

5_
01

T
C

G
A

_X
6_

A
8C

6_
01

T
C

G
A

_X
9_

A
97

1_
01

T
C

G
A

_Z
4_

A
A

P
G

_0
1

clus3 NON.clus3


