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Gene Set  1 : KEGG_GLYCOLYSIS_GLUCONEOGENESIS

Number of genes: 19051 (in list), 61 (in gene set)
Gene List Index

R
un

ni
ng

 E
nr

ic
hm

en
t S

co
re

 (
R

E
S

)

"clus5" "NON.clus5" 

Peak at 1692
Zero crossing at 10918

−0.6 −0.4 −0.2 0.0 0.2 0.4 0.6
0

1
2

3

Gene Set Null Distribution

ES = 0.488  NES = 1.5 Nom. p−val= 0.0403 FWER= 0.956 FDR= 1
ES

P
(E

S
)

Gene Set Null Density
Observed Gene Set ES value

Neg. ES "NON.clus5"  Pos. ES: "clus5" 

 Heat Map for Genes in Gene Set

 

 

ALDH3B2
ADH6
PCK1
GCK

ENO2
PKLR

ALDOB
PGM1
ENO3
PKM2
PGK1
PCK2
PFKM

PGAM4
PFKL
ADH4
FBP2

ALDH7A1
PDHA1

HK2
TPI1

PFKP
HK1

GAPDH
GPI

PDHB
ACSS2

DLAT
ALDH1B1

GALM
ALDOA

ALDH9A1
DLD

ENO1
LDHA

PGAM1
ADH5

ALDH3A2
ALDOC

AKR1A1
G6PC2
PGM2
LDHB

ALDH2
BPGM

HK3
ALDH3B1

G6PC
PGAM2

FBP1
ADH1A

ALDH3A1
ACSS1

ALDH1A3
LDHAL6A
LDHAL6B

LDHC
PDHA2

PGK2
ADH1B
ADH1C

Class

T
C

G
A

_2
G

_A
A

F
L_

01

T
C

G
A

_2
G

_A
A

F
O

_0
1

T
C

G
A

_2
G

_A
A

G
8_

01

T
C

G
A

_4
K

_A
A

1H
_0

1

T
C

G
A

_4
K

_A
A

A
L_

01

T
C

G
A

_V
F

_A
8A

C
_0

1

T
C

G
A

_X
E

_A
A

N
R

_0
1

T
C

G
A

_X
E

_A
A

O
D

_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
J_

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
V

_0
1

T
C

G
A

_2
G

_A
A

F
Y

_0
1

T
C

G
A

_2
G

_A
A

F
Z

_0
1

T
C

G
A

_2
G

_A
A

G
0_

01

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
7_

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
G

_0
1

T
C

G
A

_2
G

_A
A

G
I_

01

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
M

_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
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
W

_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

G
Z

_0
1

T
C

G
A

_2
G

_A
A

H
0_

01

T
C

G
A

_2
G

_A
A

H
2_

01

T
C

G
A

_2
G

_A
A

H
3_

01

T
C

G
A

_2
G

_A
A

H
4_

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

L5
_0

1

T
C

G
A

_2
G

_A
A

L7
_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

LP
_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

LS
_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

LY
_0

1

T
C

G
A

_2
G

_A
A

LZ
_0

1

T
C

G
A

_2
G

_A
A

M
2_

01

T
C

G
A

_2
G

_A
A

M
3_

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

1I
_0

1

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

W
_0

1

T
C

G
A

_S
N

_A
84

X
_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

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

3_
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
3_

A
8G

4_
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
I_

01

T
C

G
A

_X
E

_A
A

N
J_

01

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
C

_0
1

T
C

G
A

_X
E

_A
A

O
F

_0
1

T
C

G
A

_X
E

_A
A

O
J_

01

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

_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

_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

clus5 NON.clus5


