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Number of genes: 22643 (in list), 53 (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 1992
Zero crossing at 7751

−0.5 0.0 0.5
0.

0
0.

5
1.

0
1.

5
2.

0
2.

5

Gene Set Null Distribution

ES = 0.567  NES = 1.52 Nom. p−val= 0.0319 FWER= 0.741 FDR= 0.258
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

 

 

PLA2G2A
PLA2G2C

PLA2G5
ALOX15

PTGIS
CBR3

PLA2G4E
PLA2G2E

CYP2B6
GPX7

ALOX12
GGT5

PLA2G2F
ALOX12B

PTGES
JMJD7−PLA2G4B

PTGS2
PTGES2
PLA2G6

PLA2G4A
PLA2G12A

GPX3
LTA4H

ALOX15B
CYP2U1

ALOX5
GPX4
GPX1

PLA2G12B
CYP4F2

CYP4A22
EPHX2

PLA2G2D
LTC4S
GGT7

PTGDS
GGT1

PTGS1
CBR1

CYP4F3
TBXAS1

GPX2
GGT6

CYP2E1
HPGDS

AKR1C3
PLA2G1B

PLA2G3
CYP2C8

CYP4A11
CYP2C9

CYP2C19
PLA2G10

Class

T
C

G
A

_B
R

_4
19

1_
01

T
C

G
A

_B
R

_4
26

7_
01

T
C

G
A

_B
R

_4
29

2_
01

T
C

G
A

_B
R

_4
36

3_
01

T
C

G
A

_B
R

_6
71

0_
01

T
C

G
A

_B
R

_7
71

7_
01

T
C

G
A

_B
R

_7
72

2_
01

T
C

G
A

_B
R

_8
05

8_
01

T
C

G
A

_B
R

_8
29

1_
01

T
C

G
A

_B
R

_8
48

4_
01

T
C

G
A

_B
R

_A
4J

6_
01

T
C

G
A

_B
R

_A
4P

D
_0

1
T

C
G

A
_C

D
_5

80
4_

01
T

C
G

A
_C

D
_8

52
9_

01
T

C
G

A
_C

D
_8

53
2_

01
T

C
G

A
_C

G
_4

30
1_

01
T

C
G

A
_C

G
_4

30
6_

01
T

C
G

A
_C

G
_4

43
7_

01
T

C
G

A
_C

G
_4

46
2_

01
T

C
G

A
_C

G
_4

47
6_

01
T

C
G

A
_C

G
_5

71
6_

01
T

C
G

A
_C

G
_5

71
9_

01
T

C
G

A
_C

G
_5

72
2_

01
T

C
G

A
_C

G
_5

72
6_

01
T

C
G

A
_C

G
_5

73
2_

01
T

C
G

A
_C

G
_5

73
4_

01
T

C
G

A
_D

7_
65

21
_0

1
T

C
G

A
_D

7_
65

27
_0

1
T

C
G

A
_D

7_
68

17
_0

1
T

C
G

A
_D

7_
85

75
_0

1
T

C
G

A
_D

7_
85

76
_0

1
T

C
G

A
_E

Q
_A

4S
O

_0
1

T
C

G
A

_F
P

_8
21

1_
01

T
C

G
A

_H
F

_7
13

1_
01

T
C

G
A

_H
F

_7
13

2_
01

T
C

G
A

_H
F

_7
13

3_
01

T
C

G
A

_H
U

_A
4G

2_
01

T
C

G
A

_H
U

_A
4G

3_
01

T
C

G
A

_H
U

_A
4G

9_
01

T
C

G
A

_H
U

_A
4G

C
_0

1
T

C
G

A
_H

U
_A

4G
J_

01
T

C
G

A
_H

U
_A

4G
P

_0
1

T
C

G
A

_H
U

_A
4G

X
_0

1
T

C
G

A
_H

U
_A

4H
2_

01
T

C
G

A
_H

U
_A

4H
6_

01
T

C
G

A
_H

U
_A

4H
B

_0
1

T
C

G
A

_B
7_

58
16

_0
1

T
C

G
A

_B
7_

58
18

_0
1

T
C

G
A

_B
R

_4
18

7_
01

T
C

G
A

_B
R

_4
20

1_
01

T
C

G
A

_B
R

_4
25

3_
01

T
C

G
A

_B
R

_4
25

5_
01

T
C

G
A

_B
R

_4
25

6_
01

T
C

G
A

_B
R

_4
25

7_
01

T
C

G
A

_B
R

_4
27

9_
01

T
C

G
A

_B
R

_4
28

0_
01

T
C

G
A

_B
R

_4
29

4_
01

T
C

G
A

_B
R

_4
35

7_
01

T
C

G
A

_B
R

_4
36

1_
01

T
C

G
A

_B
R

_4
36

2_
01

T
C

G
A

_B
R

_4
36

6_
01

T
C

G
A

_B
R

_4
36

7_
01

T
C

G
A

_B
R

_4
36

8_
01

T
C

G
A

_B
R

_4
36

9_
01

T
C

G
A

_B
R

_4
37

0_
01

T
C

G
A

_B
R

_4
37

1_
01

T
C

G
A

_B
R

_6
45

2_
01

T
C

G
A

_B
R

_6
45

3_
01

T
C

G
A

_B
R

_6
45

4_
01

T
C

G
A

_B
R

_6
45

5_
01

T
C

G
A

_B
R

_6
45

6_
01

T
C

G
A

_B
R

_6
45

7_
01

T
C

G
A

_B
R

_6
45

8_
01

T
C

G
A

_B
R

_6
56

3_
01

T
C

G
A

_B
R

_6
56

4_
01

T
C

G
A

_B
R

_6
56

5_
01

T
C

G
A

_B
R

_6
56

6_
01

T
C

G
A

_B
R

_6
70

5_
01

T
C

G
A

_B
R

_6
70

6_
01

T
C

G
A

_B
R

_6
70

7_
01

T
C

G
A

_B
R

_6
70

9_
01

T
C

G
A

_B
R

_6
80

1_
01

T
C

G
A

_B
R

_6
80

2_
01

T
C

G
A

_B
R

_6
80

3_
01

T
C

G
A

_B
R

_6
85

2_
01

T
C

G
A

_B
R

_7
19

6_
01

T
C

G
A

_B
R

_7
19

7_
01

T
C

G
A

_B
R

_7
70

3_
01

T
C

G
A

_B
R

_7
70

7_
01

T
C

G
A

_B
R

_7
71

5_
01

T
C

G
A

_B
R

_7
71

6_
01

T
C

G
A

_B
R

_7
72

3_
01

T
C

G
A

_B
R

_7
85

1_
01

T
C

G
A

_B
R

_7
90

1_
01

T
C

G
A

_B
R

_7
95

7_
01

T
C

G
A

_B
R

_7
95

8_
01

T
C

G
A

_B
R

_7
95

9_
01

T
C

G
A

_B
R

_8
05

9_
01

T
C

G
A

_B
R

_8
06

0_
01

T
C

G
A

_B
R

_8
07

7_
01

T
C

G
A

_B
R

_8
07

8_
01

T
C

G
A

_B
R

_8
08

0_
01

T
C

G
A

_B
R

_8
08

1_
01

T
C

G
A

_B
R

_8
28

4_
01

T
C

G
A

_B
R

_8
28

6_
01

T
C

G
A

_B
R

_8
28

9_
01

T
C

G
A

_B
R

_8
29

7_
01

T
C

G
A

_B
R

_8
36

1_
01

T
C

G
A

_B
R

_8
36

2_
01

T
C

G
A

_B
R

_8
36

3_
01

T
C

G
A

_B
R

_8
36

4_
01

T
C

G
A

_B
R

_8
36

5_
01

T
C

G
A

_B
R

_8
36

6_
01

T
C

G
A

_B
R

_8
36

7_
01

T
C

G
A

_B
R

_8
36

8_
01

T
C

G
A

_B
R

_8
36

9_
01

T
C

G
A

_B
R

_8
37

1_
01

T
C

G
A

_B
R

_8
37

2_
01

T
C

G
A

_B
R

_8
37

3_
01

T
C

G
A

_B
R

_8
38

0_
01

T
C

G
A

_B
R

_8
38

1_
01

T
C

G
A

_B
R

_8
38

2_
01

T
C

G
A

_B
R

_8
38

4_
01

T
C

G
A

_B
R

_8
48

3_
01

T
C

G
A

_B
R

_8
48

5_
01

T
C

G
A

_B
R

_8
48

6_
01

T
C

G
A

_B
R

_8
48

7_
01

T
C

G
A

_B
R

_8
58

8_
01

T
C

G
A

_B
R

_8
58

9_
01

T
C

G
A

_B
R

_8
59

0_
01

T
C

G
A

_B
R

_8
59

1_
01

T
C

G
A

_B
R

_8
59

2_
01

T
C

G
A

_B
R

_8
67

7_
01

T
C

G
A

_B
R

_8
67

8_
01

T
C

G
A

_B
R

_8
67

9_
01

T
C

G
A

_B
R

_8
68

0_
01

T
C

G
A

_B
R

_8
68

2_
01

T
C

G
A

_B
R

_8
68

3_
01

T
C

G
A

_B
R

_8
68

6_
01

T
C

G
A

_B
R

_8
68

7_
01

T
C

G
A

_B
R

_A
44

T
_0

1
T

C
G

A
_B

R
_A

45
2_

01
T

C
G

A
_B

R
_A

45
3_

01
T

C
G

A
_B

R
_A

4C
R

_0
1

T
C

G
A

_B
R

_A
4C

S
_0

1
T

C
G

A
_B

R
_A

4I
U

_0
1

T
C

G
A

_B
R

_A
4I

V
_0

1
T

C
G

A
_B

R
_A

4I
Y

_0
1

T
C

G
A

_B
R

_A
4I

Z
_0

1
T

C
G

A
_B

R
_A

4J
1_

01
T

C
G

A
_B

R
_A

4J
2_

01
T

C
G

A
_B

R
_A

4J
4_

01
T

C
G

A
_B

R
_A

4J
5_

01
T

C
G

A
_B

R
_A

4J
7_

01
T

C
G

A
_B

R
_A

4J
8_

01
T

C
G

A
_B

R
_A

4J
9_

01
T

C
G

A
_B

R
_A

4P
E

_0
1

T
C

G
A

_B
R

_A
4P

F
_0

1
T

C
G

A
_B

R
_A

4Q
I_

01
T

C
G

A
_C

D
_5

79
8_

01
T

C
G

A
_C

D
_5

79
9_

01
T

C
G

A
_C

D
_5

80
0_

01
T

C
G

A
_C

D
_5

80
1_

01
T

C
G

A
_C

D
_5

80
3_

01
T

C
G

A
_C

D
_5

81
3_

01
T

C
G

A
_C

D
_8

52
4_

01
T

C
G

A
_C

D
_8

52
6_

01
T

C
G

A
_C

D
_8

52
8_

01
T

C
G

A
_C

D
_8

53
0_

01
T

C
G

A
_C

D
_8

53
1_

01
T

C
G

A
_C

D
_8

53
3_

01
T

C
G

A
_C

D
_8

53
4_

01
T

C
G

A
_C

D
_8

53
5_

01
T

C
G

A
_C

D
_8

53
6_

01
T

C
G

A
_C

D
_A

48
6_

01
T

C
G

A
_C

D
_A

48
7_

01
T

C
G

A
_C

D
_A

48
9_

01
T

C
G

A
_C

D
_A

48
C

_0
1

T
C

G
A

_C
D

_A
4M

G
_0

1
T

C
G

A
_C

D
_A

4M
H

_0
1

T
C

G
A

_C
D

_A
4M

I_
01

T
C

G
A

_C
D

_A
4M

J_
01

T
C

G
A

_C
G

_4
30

4_
01

T
C

G
A

_C
G

_4
30

5_
01

T
C

G
A

_C
G

_4
43

6_
01

T
C

G
A

_C
G

_4
43

8_
01

T
C

G
A

_C
G

_4
44

0_
01

T
C

G
A

_C
G

_4
44

1_
01

T
C

G
A

_C
G

_4
44

2_
01

T
C

G
A

_C
G

_4
44

3_
01

T
C

G
A

_C
G

_4
44

4_
01

T
C

G
A

_C
G

_4
44

9_
01

T
C

G
A

_C
G

_4
46

0_
01

T
C

G
A

_C
G

_4
46

5_
01

T
C

G
A

_C
G

_4
46

6_
01

T
C

G
A

_C
G

_4
46

9_
01

T
C

G
A

_C
G

_4
47

2_
01

T
C

G
A

_C
G

_4
47

4_
01

T
C

G
A

_C
G

_4
47

5_
01

T
C

G
A

_C
G

_4
47

7_
01

T
C

G
A

_C
G

_5
71

7_
01

T
C

G
A

_C
G

_5
71

8_
01

T
C

G
A

_C
G

_5
72

0_
01

T
C

G
A

_C
G

_5
72

1_
01

T
C

G
A

_C
G

_5
72

3_
01

T
C

G
A

_C
G

_5
72

4_
01

T
C

G
A

_C
G

_5
72

5_
01

T
C

G
A

_D
7_

55
77

_0
1

T
C

G
A

_D
7_

55
78

_0
1

T
C

G
A

_D
7_

65
18

_0
1

T
C

G
A

_D
7_

65
19

_0
1

T
C

G
A

_D
7_

65
20

_0
1

T
C

G
A

_D
7_

65
22

_0
1

T
C

G
A

_D
7_

65
24

_0
1

T
C

G
A

_D
7_

65
25

_0
1

T
C

G
A

_D
7_

65
26

_0
1

T
C

G
A

_D
7_

65
28

_0
1

T
C

G
A

_D
7_

68
15

_0
1

T
C

G
A

_D
7_

68
18

_0
1

T
C

G
A

_D
7_

68
20

_0
1

T
C

G
A

_D
7_

68
22

_0
1

T
C

G
A

_D
7_

85
70

_0
1

T
C

G
A

_D
7_

85
72

_0
1

T
C

G
A

_D
7_

85
73

_0
1

T
C

G
A

_D
7_

85
74

_0
1

T
C

G
A

_D
7_

85
78

_0
1

T
C

G
A

_D
7_

85
79

_0
1

T
C

G
A

_D
7_

A
4Y

T
_0

1
T

C
G

A
_D

7_
A

4Y
U

_0
1

T
C

G
A

_D
7_

A
4Y

V
_0

1
T

C
G

A
_D

7_
A

4Y
X

_0
1

T
C

G
A

_D
7_

A
4Y

Y
_0

1
T

C
G

A
_D

7_
A

4Z
0_

01
T

C
G

A
_E

Q
_8

12
2_

01
T

C
G

A
_F

1_
61

77
_0

1
T

C
G

A
_F

1_
68

74
_0

1
T

C
G

A
_F

1_
68

75
_0

1
T

C
G

A
_F

1_
A

44
8_

01
T

C
G

A
_F

P
_7

73
5_

01
T

C
G

A
_F

P
_7

82
9_

01
T

C
G

A
_F

P
_7

91
6_

01
T

C
G

A
_F

P
_7

99
8_

01
T

C
G

A
_F

P
_8

09
9_

01
T

C
G

A
_F

P
_8

20
9_

01
T

C
G

A
_F

P
_8

21
0_

01
T

C
G

A
_F

P
_8

63
1_

01
T

C
G

A
_F

P
_A

4B
E

_0
1

T
C

G
A

_H
F

_7
13

4_
01

T
C

G
A

_H
F

_7
13

6_
01

T
C

G
A

_H
U

_8
23

8_
01

T
C

G
A

_H
U

_8
24

4_
01

T
C

G
A

_H
U

_8
60

2_
01

T
C

G
A

_H
U

_8
60

4_
01

T
C

G
A

_H
U

_8
60

8_
01

T
C

G
A

_H
U

_8
61

0_
01

T
C

G
A

_H
U

_A
4G

6_
01

T
C

G
A

_H
U

_A
4G

8_
01

T
C

G
A

_H
U

_A
4G

F
_0

1
T

C
G

A
_H

U
_A

4G
H

_0
1

T
C

G
A

_H
U

_A
4G

N
_0

1
T

C
G

A
_H

U
_A

4G
T

_0
1

T
C

G
A

_H
U

_A
4G

U
_0

1
T

C
G

A
_H

U
_A

4G
Y

_0
1

T
C

G
A

_H
U

_A
4H

0_
01

T
C

G
A

_H
U

_A
4H

3_
01

T
C

G
A

_H
U

_A
4H

4_
01

T
C

G
A

_H
U

_A
4H

5_
01

T
C

G
A

_H
U

_A
4H

8_
01

T
C

G
A

_H
U

_A
4H

D
_0

1
T

C
G

A
_I

N
_7

80
6_

01
T

C
G

A
_I

N
_7

80
8_

01
T

C
G

A
_I

N
_8

46
2_

01
T

C
G

A
_I

N
_8

66
3_

01
T

C
G

A
_I

P
_7

96
8_

01

clus3 NON.clus3


