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Gene Set  24 : KEGG_AMINO_SUGAR_AND_NUCLEOTIDE_SUGAR_METABOLISM

Number of genes: 18169 (in list), 43 (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 2800
Zero crossing at 8081

−0.6 −0.4 −0.2 0.0 0.2 0.4 0.6
0.

0
0.

5
1.

0
1.

5
2.

0
2.

5

Gene Set Null Distribution

ES = 0.594  NES = 1.9 Nom. p−val= 0.002 FWER= 0.347 FDR= 0.278
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

 

 

GCK
PGM2

GNPDA2
GALT

CMAS
FUK

FPGT
MPI

GNE
CYB5R1

GPI
PGM1

GFPT1
TSTA3
NANP

CYB5R3
GNPDA1

GALK2
UXS1

HK1
PMM1
GMDS
UGP2
HEXB
GALE

GMPPB
GMPPA

PGM3
NAGK

GNPNAT1
CHIT1
HEXA

HK2
GALK1
PMM2

AMDHD2
NANS
UGDH
UAP1

RENBP
NPL

GFPT2
HK3

Class

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
S

_0
1

T
C

G
A

_3
B

_A
9H

T
_0

1
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
8_

01
T

C
G

A
_D

X
_A

48
K

_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
7E

F
_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
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
2L

_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
3T

O
_0

1
T

C
G

A
_H

B
_A

2O
T

_0
1

T
C

G
A

_I
E

_A
4E

J_
01

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
S

_A
3K

7_
01

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
_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
8J

K
_0

1
T

C
G

A
_M

J_
A

68
J_

01
T

C
G

A
_P

C
_A

5D
M

_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
_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
8Y

0_
01

T
C

G
A

_X
6_

A
7W

8_
01

T
C

G
A

_X
6_

A
7W

C
_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
6_

01
T

C
G

A
_Z

4_
A

A
P

G
_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

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
_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
7_

01
T

C
G

A
_D

X
_A

3U
9_

01
T

C
G

A
_D

X
_A

3U
A

_0
1

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
L_

01
T

C
G

A
_D

X
_A

48
N

_0
1

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

8_
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
6Z

2_
01

T
C

G
A

_D
X

_A
7E

I_
01

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

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

8B
U

_0
1

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
J_

01
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

48
G

_0
1

T
C

G
A

_F
X

_A
76

Y
_0

1
T

C
G

A
_F

X
_A

8O
O

_0
1

T
C

G
A

_H
B

_A
3L

4_
01

T
C

G
A

_H
B

_A
3Y

V
_0

1
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

8_
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
K

_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
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

5_
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
_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

N
_0

1
T

C
G

A
_K

1_
A

3P
O

_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
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
_K

F
_A

41
W

_0
1

T
C

G
A

_L
I_

A
67

I_
01

T
C

G
A

_M
B

_A
5Y

A
_0

1
T

C
G

A
_M

B
_A

8J
L_

01
T

C
G

A
_M

J_
A

68
H

_0
1

T
C

G
A

_M
J_

A
85

0_
01

T
C

G
A

_M
O

_A
47

P
_0

1
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
K

_0
1

T
C

G
A

_P
C

_A
5D

L_
01

T
C

G
A

_P
C

_A
5D

N
_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
_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
5V

D
_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
S

_0
1

T
C

G
A

_W
K

_A
8X

T
_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
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

A
_0

1
T

C
G

A
_X

6_
A

7W
B

_0
1

T
C

G
A

_X
6_

A
7W

D
_0

1
T

C
G

A
_X

6_
A

8C
5_

01
T

C
G

A
_X

6_
A

8C
7_

01
T

C
G

A
_X

9_
A

97
1_

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

clus1 NON.clus1


