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Gene Set  705 : REACTOME_ANTIGEN_PROCESSING_UBIQUITINATION_PROTEASOME_DEGRADATION

Number of genes: 18646 (in list), 194 (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 12975
Zero crossing at 10330

−0.4 −0.2 0.0 0.2 0.4
0

2
4

6

Gene Set Null Distribution

ES = −0.274  NES = −1.67 Nom. p−val= 0.0306 FWER= 0.82 FDR= 0.832
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

 

 

TRIM36
ASB5

TRIM63
ASB12
TRIM9

ZBTB16
UBE2U
PARK2

ASB4
UBE2V2

TCEB1
FBXO4

SKP2
ASB8

PSMB9
UBE2Q2
UBE2W
DTX3L

TMEM189−UBE2V1
PSMD6
WWP1

GAN
UBA3

LRRC41
KLHL20

UBA5
PSMC1

ANAPC10
UBE2A
UBA52
PSMC3
RCHY1
PSMB1
UBE2B

ANAPC13
PSMD10
PSMA6
PSMD9
UBE3B
PSMC2
SPSB4

PJA1
CDC26

RNF138
TRIM21
LNPEP
PSMA1
UBE2S

UBA1
PSMD2
PSMA4

RNF182
PJA2

PSMD13
VPRBP

RNF4
UBE2G2

RBX1
FBXW8

UBE2G1
KEAP1
UBE2N

RNF123
PSMA3

UBA7
DZIP3

RNF34
PSMD7
PSME2
PSMC6

UBE2D3
PSMA2
CDC20
FBXO3
SOCS3

ANAPC7
CUL1

UBE2J2
PSMB6
PSME1

PSMD11
UBE2J1

UBA6
UBE2Q1
UBE2D4
PSMD4

UBE2L6
PSMD1

CUL3
STUB1
RNF41
TRIP12
BLMH

PSMB4
UBE2E2
ANAPC5

PSMB8
UBE2R2

UBE2K
UBR2
CUL5

TRIM32
SKP1

HECTD3
PSMD8
UBE2H

UBE2E3
CBLB

PSME4
ASB6

ARIH2
ASB2

PSMB7
RNF220

SMURF1
UBE3C
PSMC4
PSMD3

DET1
UBE2L3
MKRN1
PSMD5

ASB7
CUL2

PSMA5
BTRC

VHL
KLHL9
UBE2F
CDC34

HUWE1
PSMB2

FBXW11
FBXO6

PSMD14
UBE2D2

CDC23
UBE4A
PSMC5
UBE3A

RNF6
UBE2E1
ANAPC2

HERC2
PSMB5

ANAPC11
PSMA7

ASB1
PSMB10
FBXW7

ATG7
UBE2M

SAE1
TRIM37

UBR1
PSMF1
UBE2C
UBE2Z

UBA2
RBCK1
TRIM11
RNF25

PSMD12
UBR4
CUL7

NEDD4
ASB3

SMURF2
SPSB1
CDC27
PSMB3

NPEPPS
RPS27A
ANAPC4

TCEB2
TPP2

UBE2D1
FBXO27

CDC16
ANAPC1
KLHL13
UBE2O
UBOX5

LRSAM1
ASB13
WSB1

ASB16
FBXO17

SPSB2
FBXO44

RNF144B
SOCS1

ASB9
FBXO2

Class

T
C

G
A

_N
5_

A
4R

J_
01

T
C

G
A

_N
5_

A
4R

S
_0

1

T
C

G
A

_N
5_

A
59

F
_0

1

T
C

G
A

_N
6_

A
4V

G
_0

1

T
C

G
A

_N
8_

A
4P

L_
01

T
C

G
A

_N
8_

A
56

S
_0

1

T
C

G
A

_N
9_

A
4Q

3_
01

T
C

G
A

_N
9_

A
4Q

7_
01

T
C

G
A

_N
A

_A
4Q

Y
_0

1

T
C

G
A

_N
D

_A
4W

A
_0

1

T
C

G
A

_N
F

_A
4W

U
_0

1

T
C

G
A

_N
F

_A
4W

X
_0

1

T
C

G
A

_N
5_

A
4R

8_
01

T
C

G
A

_N
5_

A
4R

A
_0

1

T
C

G
A

_N
5_

A
4R

D
_0

1

T
C

G
A

_N
5_

A
4R

F
_0

1

T
C

G
A

_N
5_

A
4R

M
_0

1

T
C

G
A

_N
5_

A
4R

N
_0

1

T
C

G
A

_N
5_

A
4R

O
_0

1

T
C

G
A

_N
5_

A
4R

T
_0

1

T
C

G
A

_N
5_

A
4R

U
_0

1

T
C

G
A

_N
5_

A
4R

V
_0

1

T
C

G
A

_N
5_

A
59

E
_0

1

T
C

G
A

_N
6_

A
4V

9_
01

T
C

G
A

_N
6_

A
4V

C
_0

1

T
C

G
A

_N
6_

A
4V

D
_0

1

T
C

G
A

_N
6_

A
4V

E
_0

1

T
C

G
A

_N
6_

A
4V

F
_0

1

T
C

G
A

_N
7_

A
4Y

0_
01

T
C

G
A

_N
7_

A
4Y

5_
01

T
C

G
A

_N
7_

A
4Y

8_
01

T
C

G
A

_N
7_

A
59

B
_0

1

T
C

G
A

_N
8_

A
4P

I_
01

T
C

G
A

_N
8_

A
4P

M
_0

1

T
C

G
A

_N
8_

A
4P

N
_0

1

T
C

G
A

_N
8_

A
4P

O
_0

1

T
C

G
A

_N
8_

A
4P

P
_0

1

T
C

G
A

_N
8_

A
4P

Q
_0

1

T
C

G
A

_N
9_

A
4P

Z
_0

1

T
C

G
A

_N
9_

A
4Q

1_
01

T
C

G
A

_N
9_

A
4Q

4_
01

T
C

G
A

_N
9_

A
4Q

8_
01

T
C

G
A

_N
A

_A
4Q

V
_0

1

T
C

G
A

_N
A

_A
4Q

W
_0

1

T
C

G
A

_N
A

_A
4Q

X
_0

1

T
C

G
A

_N
A

_A
4R

0_
01

T
C

G
A

_N
A

_A
4R

1_
01

T
C

G
A

_N
A

_A
5I

1_
01

T
C

G
A

_N
D

_A
4W

6_
01

T
C

G
A

_N
D

_A
4W

C
_0

1

T
C

G
A

_N
D

_A
4W

F
_0

1

T
C

G
A

_N
F

_A
4X

2_
01

T
C

G
A

_N
F

_A
5C

P
_0

1

T
C

G
A

_N
G

_A
4V

U
_0

1

T
C

G
A

_N
G

_A
4V

W
_0

1

T
C

G
A

_Q
M

_A
5N

M
_0

1

T
C

G
A

_Q
N

_A
5N

N
_0

1

clus3 NON.clus3


