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Gene Set  376 : REACTOME_TRANSLATION

Number of genes: 17824 (in list), 146 (in gene set)
Gene List Index

R
un

ni
ng

 E
nr

ic
hm

en
t S

co
re

 (
R

E
S

)

"clus5" "NON.clus5" 

Peak at 6177
Zero crossing at 8945

−0.5 0.0 0.5
0.

0
0.

5
1.

0
1.

5
2.

0

Gene Set Null Distribution

ES = 0.542  NES = 1.88 Nom. p−val= 0.0413 FWER= 0.328 FDR= 0.869
ES

P
(E

S
)

Gene Set Null Density
Observed Gene Set ES value

Neg. ES "NON.clus5"  Pos. ES: "clus5" 

 Heat Map for Genes in Gene Set

 

 

RPS28
SEC61A2

EIF2B4
EIF5B

EIF4A1
EIF3C
SSR1

GSPT2
RPL21
SRPR
EIF3A

EIF2B2
EIF4G1

SSR3
EIF2B1
EIF2S2

SSR2
EIF4E

SPCS2
LOC653566

SRP72
RPL19
EIF3F
SRP9

RPL23A
EIF3I

EIF3J
DDOST
RPLP2
SRP19

RPS27A
RPL13

RPL27A
SRP68
RPN2

SEC61A1
RPS7

RPS12
EEF1A1

FAU
RPL31
SSR4

EEF1D
RPS24
TRAM1

RPL37A
SRP14
EIF2B3
RPL23
RPS20
RPS19
RPS13

SEC11C
SRP54
EIF2S3
EIF3B
EIF4H

RPL27
RPLP1
EIF2S1
RPS21

SEC11A
RPS15A
EIF2B5
RPL12

RPL26L1
EIF1AX
SPCS3

RPN1
RPL11
RPL26
RPS2

RPL10A
RPL22
RPS4X

EIF5
RPL13A

RPS18
RPL30
RPL34

SEC61B
RPL36
RPS25
RPS11

PABPC1
EIF3D
ETF1

EIF3H
RPS3
RPL5

RPL10
RPL39
RPL4

RPS4Y1
EEF1G
RPL28
EIF4B
RPS9

RPS10
SRPRB

RPS8
EEF2
RPL3

EIF3G
RPL18

EEF1B2
RPL8

UBA52
RPS29
EIF3E

RPL38
EIF3K

RPS16
SPCS1
RPLP0
RPL37

SEC61G
EIF4A2
RPL29
RPL6

RPS15
RPL14
RPL35

RPL35A
RPL17

RPL18A
RPS3A

RPS6
RPL41
RPS23
RPL7A
RPL32
RPS14
RPS5

RPL15
RPS27
RPL24
RPS17
RPSA

EIF4EBP1
RPL36A

RPL7
RPS26

RPL9
RPSAP9

FAM153A
Class

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
26

_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

clus5 NON.clus5


