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Gene Set  126 : KEGG_TIGHT_JUNCTION

Number of genes: 17824 (in list), 120 (in gene set)
Gene List Index

R
un

ni
ng

 E
nr

ic
hm

en
t S

co
re

 (
R

E
S

)

"clus1" "NON.clus1" 

Peak at 4069
Zero crossing at 9077

−0.4 −0.2 0.0 0.2 0.4
0

1
2

3
4

5

Gene Set Null Distribution

ES = 0.279  NES = 1.09 Nom. p−val= 0.293 FWER= 0.996 FDR= 1
ES

P
(E

S
)

Gene Set Null Density
Observed Gene Set ES value

Neg. ES "NON.clus1"  Pos. ES: "clus1" 

 Heat Map for Genes in Gene Set

 

 

CLDN14
CLDN9

CLDN19
CLDN6

PRKCG
CTNNA3

RRAS
PRKCA

MYL5
ACTN3
CASK

PPP2R2B
CGN

HCLS1
GNAI3
IGSF5

PPP2R2D
PPP2CB

LLGL1
PPP2R2A

NRAS
EPB41

PPP2R1B
SRC

MYH3
ACTG1

MYL9
EPB41L2
CLDN15

LLGL2
CTTN

TJAP1
ASH1L

AKT1
PRKCZ

PTEN
KRAS

PRKCB
CDC42
RAB13
MLLT4

YES1
VAPA

PARD6A
CLDN18
CSNK2B
PARD6B

JAM2
PARD3

CDK4
RRAS2

F11R
ACTB

ACTN4
EXOC4
SYMPK
ACTN2

TJP1
PRKCQ

PPP2R1A
PPP2R2C

PRKCI
MYH11

CSNK2A1
SPTAN1
MYL12B

MYH9
GNAI2

ZAK
CSDA

MYL12A
INADL

CTNNA1
AKT2

CLDN4
EPB41L1
PARD6G

CLDN3
RHOA

MYH10
PPP2CA
CTNNB1

CRB3
ACTN1
RAB3B

CLDN20
PRKCE
EXOC3

AKT3
MAGI2
MPP5
OCLN

CLDN23
MAGI1

CSNK2A2
JAM3

CLDN5
TJP2

MAGI3
CLDN7
MYH7B

CLDN17
MYH14
MYH15
GNAI1

CLDN16
PRKCH
PRKCD

EPB41L3
MYLPF

CTNNA2
CLDN1

TJP3
MPDZ
MRAS

CLDN8
CLDN10
CLDN2

AMOTL1
CLDN11

Class

T
C

G
A

_K
L_

83
23

_0
1

T
C

G
A

_K
L_

83
27

_0
1

T
C

G
A

_K
L_

83
31

_0
1

T
C

G
A

_K
L_

83
34

_0
1

T
C

G
A

_K
L_

83
38

_0
1

T
C

G
A

_K
L_

83
41

_0
1

T
C

G
A

_K
L_

83
42

_0
1

T
C

G
A

_K
L_

83
45

_0
1

T
C

G
A

_K
M

_8
44

3_
01

T
C

G
A

_K
M

_8
47

6_
01

T
C

G
A

_K
N

_8
42

4_
01

T
C

G
A

_K
N

_8
43

4_
01

T
C

G
A

_K
N

_8
43

5_
01

T
C

G
A

_K
O

_8
40

3_
01

T
C

G
A

_K
O

_8
40

6_
01

T
C

G
A

_K
O

_8
40

7_
01

T
C

G
A

_K
O

_8
41

1_
01

T
C

G
A

_K
O

_8
41

6_
01

T
C

G
A

_K
O

_8
41

7_
01

T
C

G
A

_K
L_

83
24

_0
1

T
C

G
A

_K
L_

83
25

_0
1

T
C

G
A

_K
L_

83
26

_0
1

T
C

G
A

_K
L_

83
28

_0
1

T
C

G
A

_K
L_

83
29

_0
1

T
C

G
A

_K
L_

83
30

_0
1

T
C

G
A

_K
L_

83
32

_0
1

T
C

G
A

_K
L_

83
33

_0
1

T
C

G
A

_K
L_

83
35

_0
1

T
C

G
A

_K
L_

83
36

_0
1

T
C

G
A

_K
L_

83
37

_0
1

T
C

G
A

_K
L_

83
39

_0
1

T
C

G
A

_K
L_

83
40

_0
1

T
C

G
A

_K
L_

83
43

_0
1

T
C

G
A

_K
L_

83
44

_0
1

T
C

G
A

_K
L_

83
46

_0
1

T
C

G
A

_K
M

_8
43

8_
01

T
C

G
A

_K
M

_8
43

9_
01

T
C

G
A

_K
M

_8
44

0_
01

T
C

G
A

_K
M

_8
44

1_
01

T
C

G
A

_K
M

_8
44

2_
01

T
C

G
A

_K
M

_8
47

7_
01

T
C

G
A

_K
M

_8
63

9_
01

T
C

G
A

_K
N

_8
41

8_
01

T
C

G
A

_K
N

_8
41

9_
01

T
C

G
A

_K
N

_8
42

1_
01

T
C

G
A

_K
N

_8
42

2_
01

T
C

G
A

_K
N

_8
42

3_
01

T
C

G
A

_K
N

_8
42

5_
01

T
C

G
A

_K
N

_8
42

6_
01

T
C

G
A

_K
N

_8
42

7_
01

T
C

G
A

_K
N

_8
42

8_
01

T
C

G
A

_K
N

_8
42

9_
01

T
C

G
A

_K
N

_8
43

0_
01

T
C

G
A

_K
N

_8
43

1_
01

T
C

G
A

_K
N

_8
43

2_
01

T
C

G
A

_K
N

_8
43

3_
01

T
C

G
A

_K
N

_8
43

6_
01

T
C

G
A

_K
N

_8
43

7_
01

T
C

G
A

_K
O

_8
40

4_
01

T
C

G
A

_K
O

_8
40

5_
01

T
C

G
A

_K
O

_8
40

8_
01

T
C

G
A

_K
O

_8
40

9_
01

T
C

G
A

_K
O

_8
41

0_
01

T
C

G
A

_K
O

_8
41

3_
01

T
C

G
A

_K
O

_8
41

4_
01

T
C

G
A

_K
O

_8
41

5_
01

clus1 NON.clus1


