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Gene Set  65 : KEGG_TRYPTOPHAN_METABOLISM

Number of genes: 18457 (in list), 39 (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 4106
Zero crossing at 10235

−0.5 0.0 0.5
0.

0
0.

5
1.

0
1.

5
2.

0
2.

5

Gene Set Null Distribution

ES = 0.5  NES = 1.36 Nom. p−val= 0.107 FWER= 0.957 FDR= 0.692
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

 

 

ABP1
AFMID
MAOB

ALDH2
ALDH3A2
ALDH7A1
EHHADH

MAOA
ALDH1B1

CAT
WARS2
ACAT2

IL4I1
ECHS1
HADHA

OGDH
CYP1A1

WARS
ALDH9A1

GCDH
HAAO
HADH
IDO1

AANAT
ASMT

AADAT
ACAT1
TDO2
KMO

CYP1B1
INMT
TPH1

ACMSD
CYP1A2

IDO2
AOX1
DDC

TPH2
OGDHL

Class

T
C

G
A

_2
J_

A
A

B
6_

01

T
C

G
A

_2
J_

A
A

B
O

_0
1

T
C

G
A

_2
J_

A
A

B
P

_0
1

T
C

G
A

_2
L_

A
A

Q
M

_0
1

T
C

G
A

_3
A

_A
9I

5_
01

T
C

G
A

_3
A

_A
9I

H
_0

1

T
C

G
A

_3
A

_A
9I

J_
01

T
C

G
A

_3
A

_A
9I

L_
01

T
C

G
A

_3
A

_A
9I

N
_0

1

T
C

G
A

_3
A

_A
9I

O
_0

1

T
C

G
A

_3
A

_A
9I

R
_0

1

T
C

G
A

_3
A

_A
9I

S
_0

1

T
C

G
A

_3
A

_A
9I

V
_0

1

T
C

G
A

_F
2_

72
76

_0
1

T
C

G
A

_F
B

_A
4P

5_
01

T
C

G
A

_F
B

_A
5V

M
_0

1

T
C

G
A

_F
B

_A
A

P
S

_0
1

T
C

G
A

_F
B

_A
A

Q
2_

01

T
C

G
A

_H
6_

A
45

N
_0

1

T
C

G
A

_H
Z

_7
92

0_
01

T
C

G
A

_H
Z

_7
92

3_
01

T
C

G
A

_H
Z

_8
00

1_
01

T
C

G
A

_H
Z

_8
00

2_
01

T
C

G
A

_H
Z

_8
00

3_
01

T
C

G
A

_H
Z

_8
51

9_
01

T
C

G
A

_H
Z

_8
63

7_
01

T
C

G
A

_H
Z

_A
49

H
_0

1

T
C

G
A

_H
Z

_A
4B

H
_0

1

T
C

G
A

_I
B

_7
64

5_
01

T
C

G
A

_I
B

_7
64

7_
01

T
C

G
A

_I
B

_7
88

8_
01

T
C

G
A

_I
B

_7
89

0_
01

T
C

G
A

_I
B

_7
89

7_
01

T
C

G
A

_I
B

_8
12

6_
01

T
C

G
A

_I
B

_A
5S

O
_0

1

T
C

G
A

_I
B

_A
5S

Q
_0

1

T
C

G
A

_I
B

_A
A

U
Q

_0
1

T
C

G
A

_I
B

_A
A

U
R

_0
1

T
C

G
A

_I
B

_A
A

U
V

_0
1

T
C

G
A

_R
B

_A
A

9M
_0

1

T
C

G
A

_U
S

_A
77

J_
01

T
C

G
A

_X
D

_A
A

U
G

_0
1

T
C

G
A

_X
D

_A
A

U
H

_0
1

T
C

G
A

_X
D

_A
A

U
I_

01

T
C

G
A

_X
N

_A
8T

5_
01

T
C

G
A

_Y
B

_A
89

D
_0

1

T
C

G
A

_2
J_

A
A

B
1_

01

T
C

G
A

_2
J_

A
A

B
4_

01

T
C

G
A

_2
J_

A
A

B
8_

01

T
C

G
A

_2
J_

A
A

B
9_

01

T
C

G
A

_2
J_

A
A

B
A

_0
1

T
C

G
A

_2
J_

A
A

B
E

_0
1

T
C

G
A

_2
J_

A
A

B
F

_0
1

T
C

G
A

_2
J_

A
A

B
H

_0
1

T
C

G
A

_2
J_

A
A

B
I_

01

T
C

G
A

_2
J_

A
A

B
K

_0
1

T
C

G
A

_2
J_

A
A

B
R

_0
1

T
C

G
A

_2
J_

A
A

B
T

_0
1

T
C

G
A

_2
J_

A
A

B
U

_0
1

T
C

G
A

_2
J_

A
A

B
V

_0
1

T
C

G
A

_2
L_

A
A

Q
A

_0
1

T
C

G
A

_2
L_

A
A

Q
E

_0
1

T
C

G
A

_2
L_

A
A

Q
I_

01

T
C

G
A

_2
L_

A
A

Q
J_

01

T
C

G
A

_2
L_

A
A

Q
L_

01

T
C

G
A

_3
A

_A
9I

7_
01

T
C

G
A

_3
A

_A
9I

9_
01

T
C

G
A

_3
A

_A
9I

B
_0

1

T
C

G
A

_3
A

_A
9I

C
_0

1

T
C

G
A

_3
A

_A
9I

U
_0

1

T
C

G
A

_3
A

_A
9I

X
_0

1

T
C

G
A

_3
A

_A
9I

Z
_0

1

T
C

G
A

_3
A

_A
9J

0_
01

T
C

G
A

_3
E

_A
A

AY
_0

1

T
C

G
A

_3
E

_A
A

A
Z

_0
1

T
C

G
A

_F
2_

68
79

_0
1

T
C

G
A

_F
2_

68
80

_0
1

T
C

G
A

_F
2_

72
73

_0
1

T
C

G
A

_F
2_

A
44

G
_0

1

T
C

G
A

_F
2_

A
44

H
_0

1

T
C

G
A

_F
2_

A
7T

X
_0

1

T
C

G
A

_F
2_

A
8Y

N
_0

1

T
C

G
A

_F
B

_A
4P

6_
01

T
C

G
A

_F
B

_A
54

5_
01

T
C

G
A

_F
B

_A
78

T
_0

1

T
C

G
A

_F
B

_A
7D

R
_0

1

T
C

G
A

_F
B

_A
A

P
P

_0
1

T
C

G
A

_F
B

_A
A

P
Q

_0
1

T
C

G
A

_F
B

_A
A

P
U

_0
1

T
C

G
A

_F
B

_A
A

P
Y

_0
1

T
C

G
A

_F
B

_A
A

P
Z

_0
1

T
C

G
A

_F
B

_A
A

Q
0_

01

T
C

G
A

_F
B

_A
A

Q
1_

01

T
C

G
A

_F
B

_A
A

Q
3_

01

T
C

G
A

_F
B

_A
A

Q
6_

01

T
C

G
A

_H
6_

81
24

_0
1

T
C

G
A

_H
8_

A
6C

1_
01

T
C

G
A

_H
V

_A
5A

3_
01

T
C

G
A

_H
V

_A
5A

4_
01

T
C

G
A

_H
V

_A
5A

5_
01

T
C

G
A

_H
V

_A
5A

6_
01

T
C

G
A

_H
V

_A
7O

L_
01

T
C

G
A

_H
V

_A
7O

P
_0

1

T
C

G
A

_H
V

_A
A

8V
_0

1

T
C

G
A

_H
V

_A
A

8X
_0

1

T
C

G
A

_H
Z

_7
28

9_
01

T
C

G
A

_H
Z

_7
91

8_
01

T
C

G
A

_H
Z

_7
91

9_
01

T
C

G
A

_H
Z

_7
92

2_
01

T
C

G
A

_H
Z

_7
92

4_
01

T
C

G
A

_H
Z

_7
92

5_
01

T
C

G
A

_H
Z

_7
92

6_
01

T
C

G
A

_H
Z

_8
00

5_
01

T
C

G
A

_H
Z

_8
31

5_
01

T
C

G
A

_H
Z

_8
31

7_
01

T
C

G
A

_H
Z

_8
63

6_
01

T
C

G
A

_H
Z

_8
63

8_
01

T
C

G
A

_H
Z

_A
49

G
_0

1

T
C

G
A

_H
Z

_A
49

I_
01

T
C

G
A

_H
Z

_A
4B

K
_0

1

T
C

G
A

_H
Z

_A
77

O
_0

1

T
C

G
A

_H
Z

_A
77

P
_0

1

T
C

G
A

_H
Z

_A
77

Q
_0

1

T
C

G
A

_H
Z

_A
8P

0_
01

T
C

G
A

_H
Z

_A
8P

1_
01

T
C

G
A

_H
Z

_A
9T

J_
01

T
C

G
A

_I
B

_7
64

4_
01

T
C

G
A

_I
B

_7
64

6_
01

T
C

G
A

_I
B

_7
64

9_
01

T
C

G
A

_I
B

_7
65

1_
01

T
C

G
A

_I
B

_7
65

2_
01

T
C

G
A

_I
B

_7
65

4_
01

T
C

G
A

_I
B

_7
88

5_
01

T
C

G
A

_I
B

_7
88

6_
01

T
C

G
A

_I
B

_7
88

7_
01

T
C

G
A

_I
B

_7
88

9_
01

T
C

G
A

_I
B

_7
89

1_
01

T
C

G
A

_I
B

_7
89

3_
01

T
C

G
A

_I
B

_8
12

7_
01

T
C

G
A

_I
B

_A
5S

P
_0

1

T
C

G
A

_I
B

_A
5S

S
_0

1

T
C

G
A

_I
B

_A
5S

T
_0

1

T
C

G
A

_I
B

_A
6U

F
_0

1

T
C

G
A

_I
B

_A
6U

G
_0

1

T
C

G
A

_I
B

_A
7L

X
_0

1

T
C

G
A

_I
B

_A
7M

4_
01

T
C

G
A

_I
B

_A
A

U
M

_0
1

T
C

G
A

_I
B

_A
A

U
N

_0
1

T
C

G
A

_I
B

_A
A

U
O

_0
1

T
C

G
A

_I
B

_A
A

U
P

_0
1

T
C

G
A

_I
B

_A
A

U
S

_0
1

T
C

G
A

_I
B

_A
A

U
T

_0
1

T
C

G
A

_I
B

_A
A

U
U

_0
1

T
C

G
A

_I
B

_A
A

U
W

_0
1

T
C

G
A

_L
1_

A
7W

4_
01

T
C

G
A

_L
B

_A
7S

X
_0

1

T
C

G
A

_L
B

_A
8F

3_
01

T
C

G
A

_L
B

_A
9Q

5_
01

T
C

G
A

_M
8_

A
5N

4_
01

T
C

G
A

_O
E

_A
75

W
_0

1

T
C

G
A

_P
Z

_A
5R

E
_0

1

T
C

G
A

_Q
3_

A
5Q

Y
_0

1

T
C

G
A

_Q
3_

A
A

2A
_0

1

T
C

G
A

_R
B

_A
7B

8_
01

T
C

G
A

_R
L_

A
A

A
S

_0
1

T
C

G
A

_S
4_

A
8R

M
_0

1

T
C

G
A

_S
4_

A
8R

O
_0

1

T
C

G
A

_S
4_

A
8R

P
_0

1

T
C

G
A

_U
S

_A
77

4_
01

T
C

G
A

_U
S

_A
77

6_
01

T
C

G
A

_U
S

_A
77

9_
01

T
C

G
A

_U
S

_A
77

E
_0

1

T
C

G
A

_U
S

_A
77

G
_0

1

T
C

G
A

_X
D

_A
A

U
L_

01

T
C

G
A

_X
N

_A
8T

3_
01

T
C

G
A

_Y
H

_A
8S

Y
_0

1

T
C

G
A

_Y
Y

_A
8L

H
_0

1

T
C

G
A

_Z
5_

A
A

P
L_

01

clus3 NON.clus3


