
0 5000 10000 15000

−
1.

5
−

1.
0

−
0.

5
0.

0

Gene Set  395 : REACTOME_MEIOSIS

Number of genes: 17824 (in list), 92 (in gene set)
Gene List Index

R
un

ni
ng

 E
nr

ic
hm

en
t S

co
re

 (
R

E
S

)

"clus4" "NON.clus4" 

Peak at 15258
Zero crossing at 8216

−0.5 0.0 0.5
0.

0
0.

5
1.

0
1.

5
2.

0

Gene Set Null Distribution

ES = −0.736  NES = −1.64 Nom. p−val= 0.0128 FWER= 0.876 FDR= 1
ES

P
(E

S
)

Gene Set Null Density
Observed Gene Set ES value

Neg. ES "NON.clus4"  Pos. ES: "clus4" 

 Heat Map for Genes in Gene Set

 

 

MSH4
HIST1H2AE
HIST1H2BG
HIST1H2BD

HIST1H4I
HIST1H2BJ
HIST1H2BL
HIST1H2BN
HIST1H2BH

HIST2H3C
HIST1H3G
HIST1H3H

HIST1H2BE
HIST1H4H

MND1
HIST1H3D
HIST1H3J
HIST1H3E

HIST1H2AC
HIST1H3A

HIST1H2BK
HIST1H2AD

STAG3
HIST2H2AA3

HIST1H2BF
HIST2H3D

TEX15
FKBP6

REC8
HIST1H4E

HIST1H2BO
HIST4H4

RAD51
H2AFX

HIST1H2BC
HIST3H2BB

HIST1H3C
TEX12

LMNB1
SMC1B

HIST1H2BI
HIST1H4D
HIST1H4B
HIST2H4A

DMC1
HIST2H2BE

HIST1H4C
HIST1H4A

H2AFZ
HIST1H3B

BLM
CDK4

ACD
UBE2I

HSPA2
MLH3

DIDO1
TINF2
SUN2
CDK2

TERF2
RPA2

HIST1H4J
ATR

H3F3A
HIST2H2AC

NBN
ATM

SMC1A
MLH1

STAG1
STAG2
MSH5

SYNE1
SYCP2
TERF1

TERF2IP
RBBP8

POT1
MRE11A

RPA3
TOP3A
RAD50
RAD21
SYNE2
H3F3B
LMNA
SMC3
RPA1

BRCA2
RAD51C
BRCA1

Class

T
C

G
A

_K
L_

83
26

_0
1

T
C

G
A

_K
L_

83
33

_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
M

_8
47

7_
01

T
C

G
A

_K
N

_8
41

9_
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
28

_0
1

T
C

G
A

_K
L_

83
29

_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
34

_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
38

_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
L_

83
41

_0
1

T
C

G
A

_K
L_

83
42

_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

0_
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
63

9_
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

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
42

8_
01

T
C

G
A

_K
N

_8
42

9_
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

6_
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

8_
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

clus4 NON.clus4


