
0 5000 10000 15000

−
1.

5
−

1.
0

−
0.

5
0.

0

Gene Set  185 : KEGG_SYSTEMIC_LUPUS_ERYTHEMATOSUS

Number of genes: 18283 (in list), 119 (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 16632
Zero crossing at 10017

−0.5 0.0 0.5
0.

0
0.

5
1.

0
1.

5
2.

0

Gene Set Null Distribution

ES = −0.625  NES = −1.46 Nom. p−val= 0.044 FWER= 0.91 FDR= 0.364
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

 

 

HIST2H2AC
H2AFB1

HIST1H3J
HIST1H2AJ
HIST1H2BH

HIST1H3C
HIST1H3G
HIST1H4J
HIST1H3F

HIST1H2BL
HIST1H2AH
HIST2H2AB
HIST1H2AB
HIST1H2AL
HIST1H2AM
HIST1H2AE

HIST1H3A
HIST1H3I

HIST1H2BI
HIST1H3D
HIST1H3H
HIST1H4C

HIST1H2BO
HIST1H4L

C9
HIST1H4D

HIST1H2BM
CD28

HIST1H3B
HIST1H2BB

C8G
ELANE

HIST1H2BN
HIST1H4B
HLA−DOB
HIST1H4E

CTSG
CD40LG

HIST1H4A
H2AFX

HIST2H3D
HIST1H4H
HIST1H4F
HIST3H2A

HIST1H2AD
HIST2H3C

HIST1H2BG
HIST1H4I

H2AFZ
HIST1H4K

HIST1H2BF
H3F3A
ACTN2
SNRPB

SNRPD1
C6

GRIN2A
HIST1H2BE
HIST1H2BD

IL10
H2AFY

C2
HIST3H2BB
HLA−DQB1

SNRPD3
HIST1H2AK

C7
H2AFV

HIST1H2BC
HLA−DMA
HIST2H4A

H2AFJ
C1QA

HIST1H2AC
HIST1H2BK

IFNG
TRIM21

HLA−DRB1
HLA−DQA2
HLA−DRB5
HLA−DQA1
HIST2H2BE
HLA−DPB1

SSB
CD80
C1QB

HIST1H3E
HIST1H2AG

HLA−DRA
C1QC

HIST1H2BJ
TROVE2

HLA−DPA1
H3F3B

H2AFY2
ACTN1

HIST2H2BF
HLA−DOA

C4A
HIST4H4

H3F3C
TNF

CD86
ACTN4

HLA−DMB
C1S

C5
C1R

FCGR2B
CD40

ACTN3
FCGR2A
FCGR3B

C3
FCGR3A
FCGR1A
FCGR2C
H2BFWT

H2BFM
Class

T
C

G
A

_3
G

_A
B

19
_0

1
T

C
G

A
_4

V
_A

9Q
M

_0
1

T
C

G
A

_X
7_

A
8D

8_
01

T
C

G
A

_X
7_

A
8D

9_
01

T
C

G
A

_X
7_

A
8M

1_
01

T
C

G
A

_X
M

_A
8R

F
_0

1
T

C
G

A
_X

M
_A

8R
G

_0
1

T
C

G
A

_X
M

_A
A

Z
2_

01
T

C
G

A
_X

M
_A

A
Z

3_
01

T
C

G
A

_X
U

_A
92

Q
_0

1
T

C
G

A
_X

U
_A

92
T

_0
1

T
C

G
A

_X
U

_A
92

V
_0

1
T

C
G

A
_X

U
_A

92
Z

_0
1

T
C

G
A

_Y
T

_A
95

D
_0

1
T

C
G

A
_Y

T
_A

95
F

_0
1

T
C

G
A

_Z
B

_A
96

2_
01

T
C

G
A

_Z
B

_A
96

3_
01

T
C

G
A

_Z
B

_A
96

4_
01

T
C

G
A

_Z
B

_A
96

5_
01

T
C

G
A

_Z
B

_A
96

9_
01

T
C

G
A

_Z
B

_A
96

C
_0

1
T

C
G

A
_Z

B
_A

96
D

_0
1

T
C

G
A

_Z
B

_A
96

E
_0

1
T

C
G

A
_Z

B
_A

96
H

_0
1

T
C

G
A

_Z
B

_A
96

K
_0

1
T

C
G

A
_Z

B
_A

96
L_

01
T

C
G

A
_Z

B
_A

96
M

_0
1

T
C

G
A

_Z
B

_A
96

Q
_0

1
T

C
G

A
_Z

L_
A

9V
6_

01
T

C
G

A
_3

G
_A

B
0O

_0
1

T
C

G
A

_3
G

_A
B

0Q
_0

1
T

C
G

A
_3

G
_A

B
0T

_0
1

T
C

G
A

_3
G

_A
B

14
_0

1
T

C
G

A
_3

Q
_A

9W
F

_0
1

T
C

G
A

_3
S

_A
8Y

W
_0

1
T

C
G

A
_3

S
_A

AY
X

_0
1

T
C

G
A

_3
T

_A
A

9L
_0

1
T

C
G

A
_4

V
_A

9Q
I_

01
T

C
G

A
_4

V
_A

9Q
J_

01
T

C
G

A
_4

V
_A

9Q
L_

01
T

C
G

A
_4

V
_A

9Q
N

_0
1

T
C

G
A

_4
V

_A
9Q

R
_0

1
T

C
G

A
_4

V
_A

9Q
S

_0
1

T
C

G
A

_4
V

_A
9Q

T
_0

1
T

C
G

A
_4

V
_A

9Q
U

_0
1

T
C

G
A

_4
V

_A
9Q

W
_0

1
T

C
G

A
_4

V
_A

9Q
X

_0
1

T
C

G
A

_4
X

_A
9F

9_
01

T
C

G
A

_4
X

_A
9F

A
_0

1
T

C
G

A
_4

X
_A

9F
B

_0
1

T
C

G
A

_4
X

_A
9F

C
_0

1
T

C
G

A
_4

X
_A

9F
D

_0
1

T
C

G
A

_5
G

_A
9Z

Z
_0

1
T

C
G

A
_5

K
_A

A
A

P
_0

1
T

C
G

A
_5

U
_A

B
0D

_0
1

T
C

G
A

_5
U

_A
B

0E
_0

1
T

C
G

A
_5

U
_A

B
0F

_0
1

T
C

G
A

_5
V

_A
9R

R
_0

1
T

C
G

A
_X

7_
A

8D
6_

01
T

C
G

A
_X

7_
A

8D
7_

01
T

C
G

A
_X

7_
A

8D
B

_0
1

T
C

G
A

_X
7_

A
8D

D
_0

1
T

C
G

A
_X

7_
A

8D
E

_0
1

T
C

G
A

_X
7_

A
8D

F
_0

1
T

C
G

A
_X

7_
A

8D
G

_0
1

T
C

G
A

_X
7_

A
8D

J_
01

T
C

G
A

_X
7_

A
8M

0_
01

T
C

G
A

_X
7_

A
8M

3_
01

T
C

G
A

_X
7_

A
8M

4_
01

T
C

G
A

_X
7_

A
8M

5_
01

T
C

G
A

_X
7_

A
8M

6_
01

T
C

G
A

_X
7_

A
8M

7_
01

T
C

G
A

_X
7_

A
8M

8_
01

T
C

G
A

_X
H

_A
85

3_
01

T
C

G
A

_X
M

_A
8R

8_
01

T
C

G
A

_X
M

_A
8R

9_
01

T
C

G
A

_X
M

_A
8R

B
_0

1
T

C
G

A
_X

M
_A

8R
C

_0
1

T
C

G
A

_X
M

_A
8R

D
_0

1
T

C
G

A
_X

M
_A

8R
E

_0
1

T
C

G
A

_X
M

_A
8R

H
_0

1
T

C
G

A
_X

M
_A

8R
I_

01
T

C
G

A
_X

M
_A

8R
L_

01
T

C
G

A
_X

M
_A

A
Z

1_
01

T
C

G
A

_X
U

_A
92

O
_0

1
T

C
G

A
_X

U
_A

92
U

_0
1

T
C

G
A

_X
U

_A
92

W
_0

1
T

C
G

A
_X

U
_A

92
X

_0
1

T
C

G
A

_X
U

_A
92

Y
_0

1
T

C
G

A
_X

U
_A

93
0_

01
T

C
G

A
_X

U
_A

93
1_

01
T

C
G

A
_X

U
_A

93
2_

01
T

C
G

A
_X

U
_A

93
3_

01
T

C
G

A
_X

U
_A

93
6_

01
T

C
G

A
_X

U
_A

A
X

V
_0

1
T

C
G

A
_X

U
_A

A
X

W
_0

1
T

C
G

A
_X

U
_A

A
X

X
_0

1
T

C
G

A
_X

U
_A

A
X

Y
_0

1
T

C
G

A
_X

U
_A

A
X

Z
_0

1
T

C
G

A
_X

U
_A

AY
0_

01
T

C
G

A
_X

U
_A

AY
1_

01
T

C
G

A
_Y

T
_A

95
E

_0
1

T
C

G
A

_Y
T

_A
95

G
_0

1
T

C
G

A
_Y

T
_A

95
H

_0
1

T
C

G
A

_Z
B

_A
96

1_
01

T
C

G
A

_Z
B

_A
96

6_
01

T
C

G
A

_Z
B

_A
96

A
_0

1
T

C
G

A
_Z

B
_A

96
B

_0
1

T
C

G
A

_Z
B

_A
96

F
_0

1
T

C
G

A
_Z

B
_A

96
G

_0
1

T
C

G
A

_Z
B

_A
96

I_
01

T
C

G
A

_Z
B

_A
96

O
_0

1
T

C
G

A
_Z

B
_A

96
P

_0
1

T
C

G
A

_Z
B

_A
96

R
_0

1
T

C
G

A
_Z

B
_A

96
V

_0
1

T
C

G
A

_Z
C

_A
A

A
7_

01
T

C
G

A
_Z

C
_A

A
A

A
_0

1
T

C
G

A
_Z

C
_A

A
A

F
_0

1
T

C
G

A
_Z

C
_A

A
A

H
_0

1
T

C
G

A
_Z

T
_A

8O
M

_0
1

clus3 NON.clus3


