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Gene Set  104 : KEGG_CELL_CYCLE

Number of genes: 17824 (in list), 123 (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 3889
Zero crossing at 8765

−0.5 0.0 0.5
0.

0
0.

5
1.

0
1.

5
2.

0

Gene Set Null Distribution

ES = 0.458  NES = 1.3 Nom. p−val= 0.283 FWER= 0.978 FDR= 0.44
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

 

 

SFN
CCNB3
CCND2

CDKN1A
WEE1

CCND3
TGFB2

RB1
TP53
E2F4

CDKN1C
CDKN2B

ESPL1
MDM2

CCND1
YWHAB

RBL2
CDK6

TGFB3
SMC3

CDC16
CDC27

BUB3
SMC1A
HDAC1

YWHAH
ANAPC4

EP300
ZBTB17
CDC25B
CREBBP

SMAD3
CDC14A

HDAC2
SMAD2

FZR1
YWHAQ
SMAD4
RAD21

MAD1L1
STAG1

E2F3
ORC4L
ORC2L

ANAPC7
YWHAE

CDKN1B
YWHAG

RBX1
CHEK1

MYC
CCNE1
PRKDC
YWHAZ

ANAPC10
CCNH
ABL1
E2F5

STAG2
MCM3

CDKN2D
ANAPC13

CDC14B
TFDP1
GSK3B
TGFB1
CHEK2
MCM5

ORC1L
PCNA
CDK7
CDK4

ANAPC2
TFDP2
CDK2

ANAPC5
CCNA2

CUL1
ORC3L

CDC7
GADD45B

MAD2L2
MCM6

CDC25A
ATR

ANAPC1
ORC6L
ORC5L

ANAPC11
E2F1
RBL1

CDC26
MCM4

ATM
SKP1

CDC23
MCM7
CDK1

GADD45A
SKP2

PTTG2
CDC6

PKMYT1
CDKN2A

PLK1
CDKN2C

GADD45G
E2F2

CCNE2
MCM2

CDC20
CDC45

CDC25C
WEE2

TTK
CCNA1

MAD2L1
BUB1

SMC1B
CCNB1
BUB1B
PTTG1
CCNB2

Class

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
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
M

_8
44

0_
01

T
C

G
A

_K
N

_8
41

8_
01

T
C

G
A

_K
N

_8
42

1_
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

6_
01

T
C

G
A

_K
O

_8
40

8_
01

T
C

G
A

_K
L_

83
23

_0
1

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
27

_0
1

T
C

G
A

_K
L_

83
30

_0
1

T
C

G
A

_K
L_

83
31

_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
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
43

_0
1

T
C

G
A

_K
L_

83
44

_0
1

T
C

G
A

_K
L_

83
45

_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

1_
01

T
C

G
A

_K
M

_8
44

2_
01

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
M

_8
47

7_
01

T
C

G
A

_K
M

_8
63

9_
01

T
C

G
A

_K
N

_8
41

9_
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

4_
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
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

4_
01

T
C

G
A

_K
N

_8
43

5_
01

T
C

G
A

_K
N

_8
43

7_
01

T
C

G
A

_K
O

_8
40

3_
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

6_
01

T
C

G
A

_K
O

_8
40

7_
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

1_
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

T
C

G
A

_K
O

_8
41

6_
01

T
C

G
A

_K
O

_8
41

7_
01

clus3 NON.clus3


