
0 5000 10000 15000

−
0.

8
−

0.
6

−
0.

4
−

0.
2

0.
0

0.
2

Gene Set  688 : REACTOME_CLASS_I_MHC_MEDIATED_ANTIGEN_PROCESSING_PRESENTATION

Number of genes: 18315 (in list), 231 (in gene set)
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Gene Set Null Distribution

ES = 0.336  NES = 1.74 Nom. p−val= 0.0206 FWER= 0.658 FDR= 0.412
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 Heat Map for Genes in Gene Set

 

 

MRC1
ASB4

ZBTB16
ASB13
PARK2
BTRC
ASB1

FBXO2
UBE2E2

SEC61A2
KLHL9
DZIP3

FBXO44
GAN

ASB12
CD207

FBXO27
DET1

RNF41
CBLB
ASB3

UBE2O
FBXW11

FBXW7
SEC24C

CUL2
PJA1

TRIM37
TPP2

FBXO3
STUB1

RNF182
RPS27A

ASB8
PSMD10
NPEPPS

HERC2
TRIM9

RCHY1
TRIM32
HUWE1

UBA5
LRSAM1

WSB1
PSMB5
PSMC6

UBE2R2
UBE2W

UBE2V2
ANAPC13

SKP1
UBE2Q2
PSMC5
PSMA6
TRIM11
KLHL13

ANAPC2
UBE2D1

PJA2
UBE4A
PSMD4

KLHL20
PSMC3

RNF123
PSMB7

UBE2G1
RBX1
UBR1
CUL3

UBE2G2
MKRN1

UBE2Q1
UBOX5

CUL5
VPRBP

SMURF2
RNF220
UBE3B

ANAPC5
UBE3A
KEAP1

UBR4
UBE2K

UBR2
UBE2L3
UBE2E1

TCEB1
VHL

PSMD13
PSMD3

UBA1
ARIH2

TCEB2
UBE2D2
PSMD1
FBXW8
UBE2N
CDC27
UBE2B

SEC24B
UBE2J1
PSMD7
PSMB6
PSMF1
PSMD6

RNF6
ANAPC1

WWP1
ASB7

UBE2D3
UBA52
BLMH
ATG7

PSMD14
UBA2

PSMD2
PSMB1
RNF34
CDC16

UBA3
SEC13
SPSB1
UBE2M
CDC23

RNF4
UBE2Z
PSMC1

SEC23A
PSMA1

UBE2E3
CANX

ANAPC11
UBE2H
CDC34

ANAPC7
SMURF1
RNF138
PSME1
SPSB4
LNPEP
TRIP12
RNF25

PSMB4
RBCK1

UBE2D4
CUL1

ANAPC4
SEC31A

ASB6
PSMA3

SAE1
PSMA4

UBE2L6
PSMD11

UBE2A
SAR1B
PSMA7
PSMB3
UBE3C

ANAPC10
UBE2F

LRRC41
PSMD12
PSMB2
PSMA2
ASB16
UBA6

ITGAV
PSMD8
PSME4
NEDD4

HECTD3
SEC61B
PSMC4
PSMA5
PSMD9
CDC26

UBE2J2
CALR

SEC61A1
PSMC2

CD36
HSPA5
PSMD5
TRIM63

TAP2
ERAP1
PDIA3
ITGB5

PSMB10
TMEM189−UBE2V1

SPSB2
PSME2

B2M
PSMA8

RNF144B
ASB2
TAP1
SKP2

HLA−A
HLA−C
FBXO4

UBA7
FBXO6
PSMB8
UBE2S

CUL7
FCGR1B

HLA−B
TRIM36

CYBB
DTX3L

TRIM21
FCGR1A

CYBA
HLA−F

NCF2
PSMB9

CTSS
SEC24D

NCF4
SEC61G

MRC2
HLA−G

ASB9
UBE2C

FBXO17
ASB5

SOCS1
CDC20
SOCS3

Class
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