
0 5000 10000 15000

−
1.

0
−

0.
5

0.
0

0.
5

Gene Set  353 : PID_IL8CXCR1_PATHWAY

Number of genes: 17824 (in list), 28 (in gene set)
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Gene Set Null Distribution
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 Heat Map for Genes in Gene Set

 

 

IL8
RAB5A
ARRB2

PLD1
GNAI2
GNG2

CBL
PRKCA

GNB1
LYN

PRKCE
PDPK1

HCK
PRKCB
GNA15
ARRB1
GNA14
PIK3R6

ADRBK1
AKT1

PLCB3
FGR

PIK3CG
PLCB2
PLCB1
DNM1

CXCR1
PRKCG

Class

T
C

G
A

_K
L_

83
24

_0
1

T
C

G
A

_K
L_

83
30

_0
1

T
C

G
A

_K
M

_8
43

8_
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

5_
01

T
C

G
A

_K
N

_8
42

6_
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
O

_8
40

9_
01

T
C

G
A

_K
O

_8
41

0_
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
L_

83
23

_0
1

T
C

G
A

_K
L_

83
25

_0
1

T
C

G
A

_K
L_

83
26

_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
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
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
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

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
47

7_
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
41

9_
01

T
C

G
A

_K
N

_8
42

1_
01

T
C

G
A

_K
N

_8
42

4_
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

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
41

1_
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

clus2 NON.clus2


