Altered genes in CCM models with 2 validations enrichment data.

# enriched genes category description enriched genes FDR value term name
ARHGEF5 | MYH9|CNN2 |ADD1|FERMT3|TJP1|FLT1|CAPN2 |SDPR|ZYX|SNCA|TPM4 |FYN | MYO
28 GO Component actin cytoskeleton 1C|MYH10| TPM3|FLNA|CNN3 |SPTAN1|CLIC4| TPM2|FSCN1|MYO1B|SEPT7|FLNB|SPTBN2|C| 6.94E-14 | GO.0015629
FL1|TLN2

RCN1|ARHGEFS |MAP2KS5 | PLOD1|MYH9| CYP24A1|MMP2 | EHD4| APLP1|GAPDH|RBP1|GNB4
|PPP3R1 | PLEK|ENO1|MT2A|CDC25B | HSPB1|BCL2L2| PXDN | ARF3| THBS1|COL8AL | VWF | DNA
JB6|CNN2|PRKCG | NGEF | TUBB4A| ARHGAP31| CAD|ADD1 | EXOC6B|FERMT3| TJP1| FLT1|PLOD
2|APP|KIT|NPC1L1|CCRS| CAPN2| ANXAS|ITGA2|NOS3| MELK | CKB|CCT2 | PLK1 | TUBA1A| GLO
D4|BCL2L1| CDC25A|SDPR|ARF4|MMP14|BRSK1| DAB2 |NQO1 | CALR|CDC25C | STXBP6 | ZYX|F
130 GO Component cytoplasmic part LNC|PRKCH|CYP2R1|LCK|SNCA |CAV1|RGS12 | TUBBAB| PTGES| DOK4| PTMA | TPM4|ANXA2|A | 6.94E-14 | GO.0044444
NXAG6|FYN |FN1|FAS|ARHGEF26 | PTRF| MYO1C|MYH10| DPP4|TGM2 | DLLL| ARHGAP30| COPA |
TPM3|GSTO1 | SLK| FLNA|CNN3 |PTPN1|SDC4|SPTAN1| DNM1| TLR4| CLIC4| ANXAL | TBC1D4|T
PM2|PIR|PSIP1|SDC1|FSCN1|XRCC5|MYO1B|G6PD|PPP3CA|CAMK2B|LDHB|BCL2 | CAMK2A|
SEPT7|PAICS|CDC42|SUN1|PDIA6| TOP2B| FLNB|SPTBN2| CFL1| ARF1|VIM|NUMB|APBA2 |PR
KCSH|MCM3

RCN1|ARHGEF5 | MAP2K5 |PLOD1| MYH9| CYP24A1|MMP2 |EHD4 | APLP1| GAPDH|RBP1|GNB4
|PPP3R1|PLEK|ENO1|MT2A|CDC25B| HSPB1|BCL2L2 | PXDN | ARF3| PDGFRA| THBS1| COL8AL |V
WF|DNAJB6|CNN2|PRKCG | AKT3 | NGEF | TUBB4A| ARHGAP31| CAD |ADD1|EXOC6B|FERMT3|T
JP1|FLT1|PLOD2|APP |KIT|NPCI1L1|CCRS|CAPN2|ANXAS |ITGA2 |NOS3| MELK|CKB|CCT2 | PLK
1|TUBA1A|TUBA1C|GLOD4|DDB1|BCL2L1|CDC25A | SDPR|ARF4| MMP14|BRSK1|DAB2|NQO1
| CALR|CDC25C| STXBP6 | ZYX | FLNC|PRKCH|RARB| CYP2R1|LCK|SNCA|CAV1|RGS12 | TUBB4B|
PTGES| MAP4K4| DOK4|PTMA | TPM4 | ANXA2 | ANXA6 | FYN | FN1|FAS | ARHGEF26 | PTRF|SFPQ|
MYO1C|MYH10|DPP4| ARHGEF15| TGM2 | DLL1| ARHGAP30| COPA | TPM3 | GSTO1 | SLK| FLNA|C
NN3|PTPN1|SDC4|SPTAN1|DNM1|TLR4|CLIC4|ANXA1|TBC1D4| TPM2|PIR|PSIP1|SDC1|FSC
N1|XRCC5|MYO1B|G6PD|PPP3CA|CAMK2B |LDHB|BCL2 | CAMK2A | DYRK1A | SEPT7 | PAICS|CD
C42|SUN1|PDIA6|TOP2B|WEE1|FLNB|SPTBN2|CFL1|ARF1|VIM|NUMB|APBA2 | TLN2 | PRKCS
H|CAMK1D|MCM3

142 GO Component cytoplasm 1.28E-13 G0.0005737

ARHGEFS5| MAP2KS | MYH9 | GAPDH |RBP1| GNBA4 | PPP3R1| PLEK|ENO1| MT2A|CDC25B | HSPB1 |
BCL2L2| DNAJB6| PRKCG | NGEF | TUBB4A | ARHGAP31|CAD| ADD1 | TIP1|APP|CAPN2 | ANXAS |N
0S3|CKB|CCT2| PLK1| TUBA1A |BCL2L1|CDC25A | SDPR|ARF4| MMP14]| DAB2 |[NQO1| CALR| CD
88 GO Component cytosol €25C|ZYX| FLNC|PRKCH | LCK|SNCA |RGS12 | TUBBAB| DOK4 | PTMA| TPM4 | ANXA2 |[FYN|FAS|AR| 1.72E-12 | GO.0005829
HGEF26| PTRF| MYO1C| MYH10| TGM2| ARHGAP30| COPA | TPM3 | GSTO1 | FLNA|CNN3|PTPN1|S
PTAN1|CLIC4| ANXA1|TBC1D4| TPM2|PIR| PSIP1|FSCN1|XRCCS | G6PD | PPP3CA| CAMK28B | LDH
B|BCL2| CAMK2A|SEPT7| PAICS| CDC42 | PDIAG | TOP2B| FLNB|SPTBN2 | CFLL|ARF1|VIM

ARHGEF5| MAP2K5 | MYHO | GAPDH | CDC25B | HSPB1|CNN2 | TUBB4A [ADD1 | FERMT3 | TJP1 | FLT1
|APP|CAPN2|NOS3|CCT2|PLK1| TUBALA| TUBAIC| BCL2L1|SDPR | MMP14|BRSK1 | ZYX | FLNC|
52 GO Component cytoskeleton NR112|LCK|SNCA | TUBBAB| TPM4| FYN|MYO1C| MYH10| TPM3 | FLNA|CNN3|SPTAN1|DNM1|C| 2.51E-11 [ GO.0005856
LIC4|TPM2 | FSCN1|MYO1B | CAMK2B| DYRK1A | SEPT7|CDC42 | FLNB|SPTBN2| CFLL|VIM|TLN2 |
MCcM3

RCN1|ARHGEFS | MAP2K5|PLOD1| MYH9|CYP24A1| MMP2|EHD4|APLP1|CCL2 | GAPDH |RBP1|
GNB4|PPP3R1|PLEK|ENO1|MT2A|CDC25B| HSPB1|BCL2L2 | PXDN | ARF3| PDGFRA | THBS1| COL
8A1|VWF|RORA | DNAIB6|CNN2 | PRKCG | AKT3 | NGEF | TUBB4A | ARHGAP31|CAD| ADD1 |EXOC6E
B|FERMT3| TJP1|FLT1|PLOD2 |APP|CSFAR | KIT|NPC1L1|CCRS| CAPN2 | ANXAS|ITGA2|NOS3|M
ELK|CKB|CCT2|PLK1|TUBA1A| TUBAC| GLODA | DDB1 | BCL2L1|CDC25A | SDPR|ARF4| MMP14|
BRSK1|DAB2| TENC1|NQO1|CALR|CDC25C | STXBP6 | ZYX | RORC|FLNC| PRKCH| RARB| CYP2R1|
155 GO Component intracellular NR1I2|LCK|SNCA|CAV1|RGS12| TUBBAB | PTGES|USP1|MAP4K4| DOK4|PTMA|TPM4|ANXA2| | 1.12E-10 | GO.0005622
ANXA6| FYN|FN1|FAS|ARHGEF26 | PTRF| SFPQ| EPHA2| MYOLC|RXRG | MYH10| DPP4| ARHGEFL
5|TGM2| DLL1| ARHGAP30| COPA | TPM3|GSTO1|SLK| FLNA| CNN3|PTPN1|SDC4|SPTAN1 | DN
M1|TLR4|CLIC4|RXRB|ANXA1|TBC1D4|TPM2|PIR | PSIP1|SDC1|FSCN1|XRCCS | MYO1B| G6PD
|PPP3CA|CAMK2B |LDHB|BCL2 | CAMK2A | DYRK1A|SEPT7| PAICS| CDC42|SUN1 | PDIA6 | RARG |
TOP2B|WEEL |FLNB|PBK|SPTBN2| CFL1|ARF1|VIM|NR1H4|NUMB |APBA2 | TLN2| PRKCSH | CA
MK1D|MCM3

ARHGEFS | MYH9 | PLEK| HSPB1 | PDGFRA| PRKCG | NGEF | TUBB4A | ARHGAP31 | CAD| FERMT3 | TJP

1|APP|NPC1L1|CAPN2|ITGA2|CKB|ARF4|BRSK1|NQO1|SNCA|CAV1|RGS12| ANXA2|FYN|AR

HGEF26 | EPHA2| MYO1C| MYH10| DPP4| ARHGEF15 | FLNA| CNN3 | DNM1 | CLIC4| ANXAL | FSCN1
| MYO1B|PPP3CA| CAMK2B| CAMK2A | DYRK1A|SEPT7 | CDCA42 | CFL1 | ARF1 | VIM | TLN2

48 GO Component cell projection 6.20E-10 G0.0042995

RCN1|ARHGEF5| MAP2KS5 | PLOD1| MYH9|CYP24A1| MMP2 | EHD4 | APLP1| GAPDH | RBP1|GNB4
|PPP3R1|PLEK|ENO1|MT2A|CDC25B | HSPB1|BCL2L2 |PXDN | ARF3|PDGFRA|THBS1|COL8AL|V
WF|RORA | DNAJB6 | CNN2 | PRKCG| AKT3| NGEF | TUBB4A | ARHGAP31| CAD|ADD1 | EXOC6B| FER
MT3|TJP1|FLT1|PLOD2|APP|CSFLR|KIT|NPC1L1|CCRS|CAPN2 | ANXAS | ITGA2 |NOS3| MELK|C
KB|CCT2|PLK1|TUBALA|TUBALC|GLOD4 | DDB1|BCL2L1|CDC25A|SDPR | ARF4|MMP14 | BRSK1
| DAB2|NQO1 | CALR|CDC25C | STXBP6| ZYX| RORC|FLNC|PRKCH | RARB| CYP2R1|NR1I2|LCK|SN
CA|CAV1|RGS12|TUBB4B|PTGES|USP1| MAP4K4| DOK4|PTMA | TPM4 | ANXA2 |ANXA6 | FYN |F
N1|FAS|ARHGEF26|PTRF |SFPQ|MYO1C|RXRG |MYH10|DPP4| ARHGEF15 | TGM2 | DLLL|ARHG
AP30|COPA | TPM3|GSTO1|SLK|FLNA|CNN3|PTPN1|SDC4|SPTAN1|DNM1 | TLR4|CLIC4|RXRB
| ANXA1|TBC1D4|TPM2 | PIR | PSIP1|SDC1|FSCN1|XRCC5|MYO1B|G6PD | PPP3CA|CAMK2B|LD
HB|BCL2 | CAMK2A | DYRK1A | SEPT7 | PAICS | CDC42 | SUN1 | PDIA6|RARG | TOP2B | WEE1 | FLNB|P
BK|SPTBN2|CFLL|ARF1|VIM|NR1H4|NUMB|APBA2| TLN2 | PRKCSH | CAMK1D|MCM3

152 GO Component intracellular part 1.03E-09 G0.0044424

ARHGEFS [ITGB4| MYH9 | PDGFRA| CNN2| PRKCG| ARHGAP31|ADD1[FERMT3 | TIP1[APP [KIT|IT
33 GO Component cell junction GA2|BCL2L1|BRSK1|TENC1|ZYX|PRKCH|SNCA|RGS12| CDH5|EPHA2 | DPP4|DLL1|FLNA|SDC4 | 1.26E-09 | GO.0030054
| CLICA] FSCN1|PPP3CA | CAMK2B| CAMK2A | SPTBN2| CFL1

ARHGEF5|MAP2K5 | MYH9| CDC258 | HSPB1|CNN2 | TUBBAA [ADD1 | FERMT3 | TJP1|APP|CAPN2

|CCT2|PLK1 | TUBALA|TUBAIC|BCL2L1| BRSK1 | ZYX|LCK| TUBBAB| TPM4|FYN|MYO1C| MYH10

| TPM3|FLNA|SPTAN1|DNM1|CLIC4| TPM2|FSCN1|MYO18|CAMK28B|SEPT7|CDCA42 | FLNB|SP
TBN2| CFLL|VIM|MCM3

41 GO Component cytoskeletal part 1.88E-09 G0.0044430

ARHGEFS | ITGB4| MYH9| CYP24A1| MMP2| EHD4| APLP1|GAPDH | PPP3R1 | PLEK| ENO1 [HSPB1|

PDGFRA|THBS1|PRKCG |ADD1|ICAM1|EXOC6B| TIP1|FLT1|APP | CSFAR [KIT|NPC1L1| CCRS|CA

PN2|ANXAS|ITGA2 |NOS3| MELK|SDPR | ARF4| MMP14| DAB2 | TENC1| CALR| STXBP6| FLNC|JAG

84 GO Component cell periphery 2|PRKCH |LCK|SNCA| CAV1|RGS12|CDH5 | ANXA2| FYN|FN1|FAS| PTRF|EPHA2|MYO1C|MYH1 | 1.88E-09 | G0.0071944

0|DPP4|TGM2|DLL1|FLNA|SDC4|SPTAN1|DNM1| TLR4| CLIC4| ANXA1|SDC1|FSCN1|XRCCS|

MYO1B|G6PD | PPP3CA|CAMK2B|LTBAR | CAMK2A | SEPT7|CDC42 | PDIAG | FLNB | SPTBN2 | CFL1|
ARF1|VIM|NUMB| APBA2| TLN2 |ABCB1




82

GO Component

plasma membrane

ARHGEFS5|ITGB4| MYH9| CYP24A1| MMP2 | EHD4| APLP1|GAPDH | PPP3R1 | PLEK|ENO1|HSPB1]

PDGFRA | THBS1|PRKCG |ADD1|ICAM1 | TJP1|FLT1| APP|CSF1R|KIT|NPC1LL| CCRS | CAPN2 | ANX

AS|ITGA2|NOS3| MELK | SDPR | ARF4| MMP14| DAB2 | TENC1 | CALR | STXBP6 | FLNC|JAG2 | PRKCH

|LCK|SNCA | CAV1|RGS12| CDHS | ANXA2|FYN|FN1|FAS|PTRF|EPHA2 | MYOLC|MYH10|DPP4|T

GM2|DLL1|FLNA|SDC4| DNM1 | TLR4|CLIC4| ANXAL | SDC1|FSCN1|XRCCS |MYO1B|G6PD|PPP3

CA|CAMK2B |LTBA4R | CAMK2A | SEPT7|CDC42 | PDIAG | FLNB| SPTBN2 | CFL1| ARF1|VIM|[NUMB| A
PBA2ITLN2|ABCB1

4.84E-09

G0.0005886

45

GO Component

plasma membrane bounded cell projection

MYHO|PLEK|HSPB1| PDGFRA | PRKCG | NGEF | TUBB4A | ARHGAP31|CAD|APP [NPCILL|CAPN2|I

TGA2|CKB| ARF4|BRSK1|NQO1|SNCA|CAV1|RGS12 | ANXA2| FYN| ARHGEF26 | EPHA2 [ MYO1C|

MYH10|DPP4| ARHGEF15| FLNA| CNN3|DNM1 | CLIC4] ANXA1|FSCN1|MYO1B|PPP3CA|CAMK2
B|CAMK2A| DYRK1A|SEPT7 |CDC42 | CFL1|ARF1|VIM|TLN2

4.84E-09

G0.0120025

GO Component

membrane raft

ICAM1|APP |CAPN2|NOS3| TUBA1A |SDPR| LCK|CAV1| ANXA2 [FYN | FAS|PTRF| MYO1C|DPP4|
DLL1|SDCA|LDHB|LTB4R

6.24E-09

G0.0045121

GO Component

cell cortex

MYH9|ENO1|EXOC6B| CAPN2 | MELK | STXBP6 | SNCA|CAV1|ANXA2| MYH10|FLNA|SPTAN1|SEP
T7[FLNB|SPTBN2| CFLL

7.82E-09

G0.0005938

69

GO Component

intracellular non-membrane-bounded organelle

ARHGEFS | MAP2K5 | MYH9|MMP2|GAPDH|RBP1|ENO1|CDC25B| HSPB1|DNAJB6| CNN2 | TUBB
4A|ADD1|FERMT3| TJP1|FLT1| APP|CAPN2|NOS3| CCT2| PLK1| TUBA1A | TUBALC|BCL2L1|SDP
RIMMP14|BRSK1|DAB2 | ZYX| FLNC|NR112 |LCK| SNCA| CAV1|RGS12| TUBB4B| TPM4|ANXA2 | F
YN |SFPQ|MYO1C|MYH10| TPM3|FLNA| CNN3|SDC4|SPTAN1|DNM1|CLIC4| TPM2 |PSIP1|FSC
N1|XRCCS|MYO18|PPP3CA|CAMK2B|DYRK1A|SEPT7|CDC42| RARG| TOP2B| WEEL|FLNB|SPT
BN2|CFL1|VIMINR1H4ITLN2 | MCM3

1.01E-08

G0.0043232

161

GO Component

cell part

RCN1|ARHGEF5|MAP2KS5| PLOD1|ITGB4| MYH9 | CYP24A1| MMP2 | EHD4|APLP1|CCL2 | GAPDH
|RBP1|GNB4|PPP3R1|PLEK|ENO1|MT2A|CDC258 |HSPB1|BCL2L2 | PXDN | ARF3 | PDGFRA| THB
S1|COLBAL|VWF|RORA|DNAJB6| CNN2| PRKCG| AKT3| NGEF | TUBB4A| ARHGAP31| CAD |ADD1
|ICAM1|EXOC6B | FERMT3 | TIP1|FLT1|PLOD2| APP | CSF1R | KIT|NPCLLL| CCRS | CAPN2 | ANXAS |1
TGA2|NOS3| MELK| CKB|CCT2| PLK1| TUBALA | TUBALC| GLOD4| DDB1|BCL2L1|CDC25A|SDPR |
ARF4|MMP14|BRSK1|DAB2| TENC1|NQO1 | CALR| CDC25C | STXBP6| ZYX | RORC| FLNC | JAG2 |PR
KCH|RARB| CYP2R1|NR1I2 | LCK|SNCA|CAV1|RGS12 | TUBB4B| PTGES| USP1| MAP4K4| CDH5| D
OK4|PTMA| TPM4| ANXA2 | ANXAG | FYN | FN1| FAS| ARHGEF26 | PTRF | SFPQ| EPHA2 | MYOLC|RXR
G|MYH10| DPP4|ARHGEF15| TGM2 | DLL1| ARHGAP30| COPA | TPM3| GSTO1 | SLK|FLNA|CNN3 |

PTPN1|SDC4|SPTAN1|DNM1 | TLR4|CLIC4|RXRB|ANXA1| TBC1D4| TPM2 | PIR| PSIP1|SDC1 [FSC
N1|XRCC5|MYO1B|G6PD|PPP3CA|CAMK2B |LDHB|LTBAR | BCL2| CAMK2A| DYRK1A [SEPT7 | PAI
CS|CDCA42|SUN1|PDIAG|RARG | TOP2B|WEE1| FLNB | PBK|SPTBN2| CFL1| ARF1|VIM|NR1H4|N

UMB|APBA2| TLN2|PRKCSH| ABCB1 | CAMK1D |MCM3

1.06E-08

GO0.0044464

49

GO Component

vesicle

EHDA4|THBS1|VWF|CNN2|ICAM1|FERMT3 | FLT1|APP|KIT|NPC1L1| CCRS|NOS3|CCT2| TUBAL

A|BCL2L1|MMP14|BRSK1|DAB2 | CALR | ZYX|SNCA| CAV1| TUBB4B|ANXA2 | ANXA6 | FYN|FN1 |

MYO1C| DPP4|DLL1|ARHGAP30|COPA|PTPN1|SPTAN1|DNM1 | TLR4|CLIC4|ANXAL|TBC1D4|X
RCC5|MYO1B|CAMK2B | CAMK2A | SUN1| PDIA6 | FLNB|VIM [NUMB| APBA2

1.53E-08

G0.0031982

25

GO Component

perinuclear region of cytoplasm

EHD4|APLP1|GAPDH | MT2A | ARF3 | DNAJB6 | PRKCG | APP | CAPN2|ITGA2| CALR| CDC25C| SNCA|
CAV1|PTGES|ANXA2|ANXA6 | FYN | SLK| FLNA| TLR4|CLIC4| MYO1B|ARF1|MCM3

1.53E-08

G0.0048471

GO Component

stress fiber

MYH9|CNN2|ZYX|TPM4|MYH10|TPM3|FSCN1|SEPT7|FLNB

2.79E-08

G0.0001725

47

GO Component

cytoplasmic vesicle

EHDA|THBS1|VWF|CNN2 [FERMT3[FLT1|APP |KIT|NPCIL1|CCR5|NOS3|CCT2 | TUBATA | BCL2L

1|MMP14|BRSK1| DAB2 | CALR | ZYX|SNCA|CAV1|TUBBA4B| ANXA2| ANXA6 | FYN|FN1|MYO1C|

DPP4|DLL1|ARHGAP30|COPA| PTPN1|SPTAN1|DNM1 | TLR4|CLIC4| ANXAL|XRCCS |MYO1B|C
AMK2B | CAMK2A [SUN1 | PDIA6 | FLNB|VIM [NUMB| APBA2

3.45E-08

G0.0031410

GO Component

cell leading edge

ITGB4|MYHO | PLEK| ARHGAP31| APP | ARF4| ANXA2 | ARHGEF26 | EPHA2 [MYO1C|MYH10| DPP4 |
SLK|FSCN1|CFL1|ARF1|VIMITLN2

7.49E-08

G0.0031252

GO Component

cytoplasmic region

MYH9|ENO1|HSPB1 | TUBBAA |EXOCEB| CAPN2 | MELK | STXBP6 | SNCA|CAV1|ANXA2 | MYH10| FL]
NA|SPTAN1|SEPT7|FLNB|SPTBN2|CFLL

2.30E-07

G0.0099568

50

GO Component

plasma membrane part

ITGB4|MYHO | PLEK| PDGFRA | THBS1|PRKCG |[ICAM1 | TJP1|FLT1|APP| CSF1R|KIT|NPC1L1|CCRS

| ANXAS |ITGA2 |NOS3 | SDPR| ARF4| MMP14 | CALR | JAG2 | LCK | CAV1| CDHS | ANXA2| FYN |FN1|F

AS|PTRF|EPHA2| MYO1C|MYH10| DPP4| TGM2 | DLLL|SDC4 | TLR4| ANXA1|SDC1|FSCN1|G6PD|
LTBA4R| CAMK2A | SEPT7|SPTBN2 | CFL1|ARF1|NUMB| ABCB1

2.95E-07

G0.0044459

23

GO Component

cell surface

ITGB4|ENO1|PDGFRA | THBS1|ICAM1|APP|CSF1R|KIT|CCRS | ANXAS [ITGA2 | CALR | CDH5 | ANX
A2|FAS|EPHA2 | DPP4|SDCA| TLR4| CLICA| ANXA1|SDC1| ABCB1

4.01E-07

G0.0009986

29

GO Component

neuron projection

HSPB1|PRKCG | NGEF | TUBBA4A|CAD|APP|CAPN2[ITGA2 |CKB|ARF4|BRSK1|NQO1|SNCA|RGS1
2|FYN|MYO1C|MYH10| ARHGEF15| FLNA| CNN3|DNM1|FSCN1|PPP3CA|CAMK2B|CAMK2A|D
YRK1A|CDC42|ARF1[VIM

1.67E-06

G0.0043005

135

GO Component

organelle

RCN1|ARHGEFS|MAP2KS |PLOD1| MYH9| CYP24A1| MMP2 | EHD4 | GAPDH |RBP1|PPP3R1|ENO
1|MT2A|CDC25B|HSPB1|BCL2L2 | PXDN|ARF3| PDGFRA | THBS1|COL8AL | VWF | RORA| DNAJB6
| CNN2|PRKCG| AKT3| TUBB4A|CAD|ADD1 |ICAM1 | FERMT3 | TIP1|FLT1|PLOD2 | APP| CSF1R|KI
T|NPC1L1|CCRS|CAPN2 |ITGA2|NOS3| MELK| CKB| CCT2| PLK1| TUBA1A| TUBALC| GLOD4| DDB
1|BCL2L1|CDC25A | SDPR|ARF4| MMP14| BRSK1| DAB2 | CALR| CDC25C|ZYX | RORC| FLNC|RARB
|CYP2R1|NR1I2|LCK|SNCA | CAV1|RGS12 | TUBBAB| PTGES|USP1| PTMA | TPM4 | ANXA2| ANXA6
|FYN|FN1|FAS| PTRF|SFPQ|MYO1C|RXRG | MYH10| DPP4|TGM2 | DLL1| ARHGAP30| COPA|TPM
3|FLNA|CNN3|PTPN1|SDC4|SPTAN1|DNM1 | TLR4|CLIC4|RXRB| ANXAL|TBC1D4| TPM2|PIR|P
SIP1|SDC1|FSCN1|XRCCS|MYO1B| G6PD|PPP3CA|CAMK2B|BCL2 | CAMK2A| DYRK1A [ SEPT7|C
DC42|SUN1|PDIA6|RARG | TOP2B | WEE1| FLNB|PBK|SPTBN2| CFLL|ARF1|VIM|NR1H4|NUMB
| APBA2| TLN2|PRKCSH| CAMK1D|MCM3

1.75E-06

G0.0043226

GO Component

supramolecular polymer

MMP2|ENO1|HSPB1|COL8A1| DNAJB6| TUBBA4A|CCT2 | TUBA1A | TUBAIC|FLNC|SNCA | TUBB4
B|TPM4|FYN|MYO1C|TPM3|FLNA|SDC4|DNM1|TPM2|FSCN1|MYO1B|PPP3CA|FLNB|VIM

1.75E-06

G0.0099081

GO Component

cell cortex part

MYH9|ENO1|EXOC6B|CAPN2|STXBP6|FLNA|SPTAN1|SEPT7|SPTBN2|CFL1

1.78E-06

G0.0044448

GO Component

myelin sheath

GNB4|TUBB4A | CKB|CCT2| TUBA1A|TUBB4B|ANXA2|DNM1|FSCN1|LDHB|BCL2

2.11E-06

G0.0043209
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GO Component

intracellular organelle

RCN1|ARHGEFS|MAP2KS |PLOD1| MYH9|CYP24A1| MMP2 | EHD4 | GAPDH |RBP1|PPP3R1|ENO
1|MT2A|CDC25B|HSPB1|BCL2L2 | PXDN| ARF3| PDGFRA | THBS1|COL8AL | VWF | RORA| DNAJB6
|CNN2|PRKCG | AKT3 | TUBB4A | CAD| ADD1 | FERMT3 | TIP1|FLT1|PLOD2 |APP| CSF1R|KIT|NPC1
L1|CCR5|CAPN2|ITGA2 | NOS3| MELK| CKB| CCT2 | PLK1|TUBA1A| TUBAC| GLOD4| DDB1 | BCL2L
1|CDC25A | SDPR | ARF4|MMP14|BRSK1 | DAB2 | CALR | CDC25C| ZYX | RORC| FLNC|RARB| CYP2R1
|NR112|LCK|SNCA| CAV1|RGS12| TUBB4B| PTGES| USP1|PTMA| TPM4| ANXA2 | ANXAG | FYN | FN
1|FAS| PTRF|SFPQ|MYO1C|RXRG|MYH10| DPP4|TGM2| DLL1| ARHGAP30| COPA | TPM3 | FLNA |
CNN3|PTPN1|SDC4|SPTANL|DNM1|TLR4| CLICA|RXRB|ANXAL|TPM2 | PIR |PSIP1|SDC1|FSCN
1|XRCC5|MYO1B|G6PD|PPP3CA|CAMK2B|BCL2| CAMK2A | DYRKLA|SEPT7 | CDC42|SUN1|PDI
A6|RARG | TOP2B|WEE1 | FLNB|PBK|SPTBN2| CFL1| ARF1|VIM|NR1H4|NUMB|APBA2 | TLN2|P
RKCSH |CAMK1D |MCM3

2.11E-06

G0.0043229

GO Component

actin filament

TPM4|FYN|MYO1C|TPM3|FLNA|TPM2|FSCN1|MYO1B

2.41E-06

G0.0005884

31

GO Component

plasma membrane bounded cell projection part

PLEK|HSPB1|PRKCG |NGEF | TUBB4A | CAD|APP|NPCILL| CAPN2 |ITGA2| CKB|ARF4|BRSK1|NQ
01|SNCA|RGS12|FYN|EPHA2 | MYO1C|MYH10| DPP4| ARHGEF15 | FLNA |CNN3| DNM1|FSCN1|
PPP3CA|DYRK1A|SEPT7|CDC42|CFLL

2.41E-06

G0.0120038




RCN1|ARHGEFS|MAP2KS |PLOD1| MYH9| CYP24A1| MMP2 | EHD4 | GAPDH |RBP1|PPP3R1|ENO
1|CDC25B| HSPB1|BCL2L2 | ARF3| THBS1| COL8AL|VWF|RORA| DNAJBG| CNN2| TUBB4A | CAD|A
DD1|FERMT3|TIP1|PLOD2| APP|CSF1R|NPC1L1|CAPN2|NOS3|CCT2|PLK1| TUBALA|TUBAIC|
DDB1|BCL2L1|CDC25A |SDPR|MMP14| BRSK1| DAB2| CALR | CDC25C | ZYX|RORC| FLNC|RARB| C

109 GO Component organelle part YP2R1|NR1I2|LCK|SNCA|CAV1|RGS12 | TUBBAB| PTGES|USP1|PTMA| TPM4 | ANXA2|ANXAG| F| 2.82€-06 | GO.0044422
YN |FN1|FAS|PTRF| SFPQ| MYO1C|RXRG | MYH10| COPA [ TPM3| FLNA| PTPN1 | SDC4|SPTAN1|D
NM1|TLR4| CLIC4|RXRB|ANXAL| TPM2| PIR| PSIP1|SDC1 | FSCN1|XRCCS | MYO1B | PPP3CA| CA
MK2B BCL2| CAMK2A | DYRK1A | SEPT7 | CDC42 | SUN1 | PDIAG| RARG | TOP2B | WEEL | FLNB|SPTB
N2| CFLL| ARF1|VIM|NR1H4|PRKCSH|MCM3
CYP24A1| EHDA4| BCL2L2 | ICAM1|APP | CAPN2|NOS3 [ TUBALA| BCL2L1 | SDPR | DAB2 | CALR[LCK]|
34 GO Component whole membrane SNCA|CAV1|ANXA2|ANXAG| FYN | FAS| PTRF|MYOLC| DPP4|DLLL|COPA|SDC4|TLR4|ANXAL| | 2.82E-06 | GO.0098805
MYO1B|CAMK2B | LDHBILTBAR |BCL2 | CAMK2A|SUN1
2 GO Component contractile fiber part MMP2|ENO1|HSPB1| DNAJBG | FLNC | TPM4 | TPM3 | FLNA| SDC4| TPM2| PPP3CA | FLNB 4.28E-06 | _G0.0044449
” 60 Component supramolecular fiber MMP2|ENO1| HSPB1| DNAJBS| TUBBAA|CCT2| TUBALA| TUBAICI FLNC|SNCA[TUBBAB[TPMA] | , o0 |
FYN|MYO1C|TPM3|FLNA|SDC4| DNM1 | TPM2 | FSCN1| MYO1B | PPP3CA| FLNB| VIM
" 0 Component celcell junction MYH9|CNN2|PRKCGIADDllTJPlIAPPIKlgéxTéEffCHICDHSIDPPA\FLNA\CLIC4|FSCN1\PPP 5006 | G0.0005911
2 GO Component myofibril MMP2|ENO1|HSPBL| DNAJBG | FLNC| TPM4 | TPM3| FLNA|SDC4| TPM2| PPP3CA|FLNB 4.856-06 | _GO.0030016
HSPB1|PRKCG | NGEF | TUBB4A| CAD | APP | CAPN2 | ITGA2 | CKB | BCL2LL| ARF4|BRSK1|NQO1|SN
32 GO Component neuron part CA|RGS12|FYN|MYOI1C|MYH10| ARHGEF15 | FLNA|CNN3|DNM1|FSCN1|PPP3CA|CAMK2B|C | 4.96E-06 | G0.0097458
AMK2A | DYRK1A|CDC42 | SPTBN2 | ARF1 [ VIM | APBA2
RCN1|ARHGEFS | MAP2KS | PLOD1|MYHO| CYP24A1| EHD4| GAPDH | RBP1 | PPP3R1|CDC25B | HSP
B1|BCL2L2| ARF3| THBSL| COLBAT | VWF[RORA| DNAJBS | CNN2 | TUBBAA| CAD |ADD1 | FERMT3 |
TIP1|PLOD2 | APP|CSFIR [NPCIL1|CAPN2NOS3|CCT2 | PLK1| TUBA1A| TUBALC| DDB1|BCL2LL
|CDC25A|SDPR|MMP14| BRSK1| DAB2 | CALR | CDC25C|ZYX | RORC|RARB| CYP2R1|NR1I2[LCK(S
106 GO Component intracellular organelle part NCA|CAV1|RGS12| TUBBAB| PTGES|USPL|PTMA [ TPM4| ANXA2 | ANXA6 | FYN [ FN1[FAS|PTRF|S| 6.03E-06 | G0.0044446
FPQ|MYO1C|RXRG | MYH10|COPA|TPM3|FLNA|PTPN1|SDC4|SPTANL| DNM | TLR4| CLICA|RX
RB|ANXAL|TPM2|PIR|PSIP1]SDC1|FSCN1|XRCCS | MYO1B | PPP3CA| CAMK2B | BCL2 | CAMK2A|
DYRK1A|SEPT7|CDC42|SUN1 | PDIAG|RARG| TOP2B| WEEL | FLNB | SPTBN2| CFLL|ARFL| VIM|NR
1H4|PRKCSH| MCM3
2 GO Component external side of plasma membrane PDGFRA| THBS1[ICAML|KIT|CCRS | ANXAS | TGAZ| CALR | CDH5 | TLR4| ANXAL|SDCL 6.30E-06 | G0.0009897
% 60 Component olasma membrane region MYH3| PLEK | PRKCG | TJPLINPCLLL|NOS3 | SOPR| ARFA| CAV1 | ANXA2| N1 PTRFEPHA2 IMYOL| | (oo | oo
CIMYH10|DPP4|DLLL|ANXAL|FSCN1|CAMK2A|SEPT7|SPTBN2 | CFLL| ARF1|NUMB| ABCB1
" 0 Component e of membrane PDGFRAlTHBSllICAM1|KIT|CCR5|ANXA|SS|DI'(I':(iA|\éé(;gLR|LCKICDHSIFYN\PTPN1\TLR4\ANXA1 111605 | G0.0098552
1 GO Component sarcomere MMP2ENOL|HSPBL| DNAIB6|FLNC|TPM4 | TPM3 | FLNA|TPM2|PPP3CA|FLNB 1.12€-05 | G0.0030017
10 GO Component ruffle MYH9| PLEK| ARF4| ANXA2 | ARHGEF26 EPHA2|MYOIC|FSCNZ | CFLL| TLN2 1.76E-05 | _G0.0001726
RCN1|ARHGEFS | MAP2KS |PLOD1|MYHO| CYP24A1| MMP2 | EHD4| GAPDH [RBP1|PPP3R1|ENO
1|MT2A|CDC25B| HSPB1| BCL2L2 | PXDN | ARF3| PDGFRA | THBS1| COL8A1| VWF | RORA | DNAJB6
|CNN2|PRKCG | AKT3 | CAD| ADD1 [ICAM1 | FERMT3 | FLTL| PLOD2 | APP | CSFIR | KIT|NPCIL1|CCR
5|CAPN2|ITGA2 NOS3| MELK| CKB| CCT2| PLK1| TUBA1A| TUBAIC| GLOD4| DDB1 | BCL2L1|CDC
25A|SDPR| ARF4|MMP14 | BRSK1 | DAB2| CALR | CDC25C| ZYX| RORC| RARB| CYP2R1 [ NR1I2| SNC
123 Goc t brane-bounded I 2.08E-05 | G0.0043227
omponen membrane-bounded organelle A|CAV1|RGS12|TUBB4B| PTGES| USP1|PTMA| ANXA2 | ANXAG | FYN | FN1| FAS | PTRF|SFPQ| MY
O1C|RXRG|DPP4|TGM2 | DLL1 | ARHGAP30| COPA | FLNA|PTPN1|SDC4| SPTANT|DNM1 | TLR4|C
LIC4|RXRB| ANXAL| TBCLD4 | PIR | PSIP1| SDCL|XRCCS | MYO1B| G6PD| PPP3CA| CAMK2B | BCL2 |
CAMK2A|DYRK1A|SEPT7|CDC42 | SUN1 | PDIA6| RARG| TOP2B | WEEL | FLNB| PBK| CFL1|ARFL| VI
M|NR1H4|NUMB| APBA2| PRKCSH | CAMKLD | MCM3
ARHGEFS | PLOD1|ITGB4| MYH9 | CYP24A1|MMP2 | EHDA4| APLP1| GAPDH | PPP3R1| PLEK| ENOL |
HSPB1|BCL2L2| ARF3| PDGFRA| THBS1|PRKCG | AKT3| NGEF| ADD1|ICAM1 | TIP1|FLTL| PLOD2 | A
PP|CSFIR|KIT|NPCLLL| CCRS |CAPN2 | ANXAS | ITGA2|NOS3 | MELK | TUBA1A | BCL2L1 | SDPR | ARF
100 60 Component embrane 4|MMP14| DAB2 | TENCL| CALR| STXBP6| FLNC|JAG2| PRKCH| CYP2RT|LCK| SNCAICAVEIRGS12] | ) e o | oo o
PTGES|CDHS5 | ANXA2 | ANXAG | FYN |FN1|FAS| PTRF| EPHA2 | MYOLC| MYH10| DPP4|TGM2| DLL
|COPA|FLNA|PTPN1|SDC4|SPTAN1|DNM1 | TLR4|CLIC4| ANXAL|SDC1| FSCN1| XRCCS | MYO1B
|G6PD|PPP3CA|CAMK2B | LDHB|LTBAR| BCL2 | CAMK2A | SEPT7|CDC42|SUN1 | PDIAG | RARG| FL
NB|SPTBN2|CFLL|ARFL|VIM|NUMB|APBA2 | TLN2 | ABCB1
- 0 Component ynapse MYHS | LAMAS | PRKCG] CAD| APPITGA2| BCL2LL | ARFA|BRSK1SNCAIRGS12 [ FYNIMYHIOICN | oo ™ -
N3|DNM1|PPP3CA| CAMK2B|CAMK2A|CDC42 |ARFL|APBA2 | TLN2
12 GO Component extracellular matrix APLP1|LAMAA| PXDN [LAMAS | THBS1|COL8A1[VWF|MMP14|CALR|ANXA2 [FN1[MMRN2 | 5.69E-05 | G0.0031012
RCN1|ARHGEFS|CYP24A1|RBPL|PPP3RL|CDC25B | THBS1|COLBAL|VWF|RORA| DNAIB6|CNN
2| CAD|ADD1 | FERMT3 | APP | CSFIR | CCT2 | PLK1| DDB1| BCL2L1| CDC25A | SDPR | MMP14| BRSK1
e 60 Component intracellulr organelle lumen DAB2| CALR| CDC25C | RORC|RARB| NR1I2|SNCA|RGS12| TUBB4B| PTGES | USPLIPTMAIANXAZ | oy ol oo o
|FN1|FAS|PTRF|SFPQ|MYO1C|RXRG | FLNA|SDC4|SPTAN1| DNML| CLIC4|RXRB| ANXAL| PIR| P
SIP1|SDC1|XRCCS | PPP3CA| CAMK2B| BCL2 | CAMK2A | DYRK1A | PDIAG | RARG| TOP2B | WEEL | CF
L1|VIM|NR1H4|PRKCSH|MCM3
EHD4|THBSL|VWF|CNN2|FERMT3| APP| NPC1L1|NOS3| CCT2 [ BCL2L1| DAB2 | CALR[SNCA [ CAV
29 GO Component cytoplasmic vesicle part 1|TUBBA4B| ANXA2| ANXAG| FN1| MYOLC|COPA| SPTAN1 | TLR4| CLICA| ANXAL|XRCCS |MYO1B| | 9.14E-05 | GO.0044433
CAMK2B|CAMK2A|SUNL
11 GO Component adherens junction MYHO | ARHGAP31|ADDL| TJP1|ITGA2 | TENCL| ZYX| CDH5 | EPHA2  DLLL|SDC4 9.90E-05 | _G0.0005912
" PRKCG| TUBBAA | CAD|APP | CAPN2| CKB| ARF4|NQO1|SNCA|RGS12 | FYN [ MYH10| ARHGEF15|F
19 Goc t todendrit tment 1.20E-04 | G0.0036477
omponen somatodendritic compartmen LNA|CNN3|PPP3CA|DYRK1A|CDCA42|SPTBN2
7 GO Component basement membrane APLP1|LAMAA [ LAMAS | COLBAL|ANXA2 [ FN1[MMRN2 1.30E:04 | _G0.0005604
3 GO Component muscle thin filament tropomyosin TPM4|TPM3|TPM2 1.40E-04 G0.0005862
13 GO Component apical part of cell TIP1|APPNPCIL1|CAV1|FN1|DPP4|DLLL| CLIC4|ANXAL|MYO1B|SPTBN2[NUMB|ABCBL | 1.40E-04 | GO.0045177
s 0 Component aynapse part LAMAS | PRKCG| CAD| APP| ITGA2 [BCL2LT| ARF4|BRSKL|SNCAFYNMYHIO|CNN3[DNML[PPP [ I~
3CA|CAMK2A|CDC42| ARF1|APBA2
2 GO Component cytoplasmic vesicle lumen THBSL|VWF|CNN2 [ FERMT3 | APP | CCT2 | CALR| TUBB4B | ANXA2| FNL|SPTANL|XRCCS 2.70E-04 | _G0.0060205
8 GO Component cell-substrate junction ITGB4| MYH9 | ARHGAP31[ITGA2 | TENCL| ZYX| EPHA2[SDCA 2.80E:04 | _G0.0030055
- 0 Component dendrite PRKCG| APP| CAPN2| CKB| ARF4|NQOT|RGS12| FYN|MYHIO| ARHGEF15 | FLNA|CNN3[PPPICAT | ™ " -
DYRK1A|CDC42
6 GO Component cortical cytoskeleton MYH9|CAPN2|FLNA|SPTAN1|SPTBN2|CFL1 4.30E-04 G0.0030863
’ 60 Component microtubule cytoskeleton MAP2KS| MYH9| GAPDH| CDC258| HSPB1 | TUBBAA| APP| CCT2 | PLKL|TUBALA| TUBATCIBCL2LL |, oo | o
|BRSKL|LCK| TUBBAB| MYH10| SPTAN1| DNM1 | CLIC4| CAMK2B|SEPT7 | CDC42| MCM3
RCN1[PLODL|EHD4|GAPDH| PXDN [ARF3 | THBS1]| COLBAL|VWF|CNN2 | FERMT3|FLT1[PLOD2 |
APP|KIT|CCRS | CAPN2|NOS3| CCT2| TUBATA|BCL2L1| ARF4| MMP14|BRSK1 | DAB2 | CALR| CYP2
58 GO Component endomembrane system R1|SNCA|CAV1|TUBBAB | PTGES| ANXA2| ANXAG| FYN | FN1| PTRF|MYO1C|TGM2|COPA|PTPN1| 5.70E-04 | GO.0012505
|SDC4|SPTAN1|DNM1| TLR4| ANXA1| TBC1D4|SDCL|XRCCS | MYO1B|CAMK28B|BCL2|CDCA2|S
UN1[PDIAGIARF1INUMB|APBA2 | PRKCSH
1 GO Component secretory granule lumen THBS1|VWFICNN2|FERMT3 | APP | CCT2 | TUBB4B| ANXA2 | FNT|SPTANI|XRCCS 7.10E-04 | _GO.0034774




5 GO Component cortical actin cytoskeleton MYH9|CAPN2 |SPTAN1|SPTBN2|CFL1 7.30E-04 G0.0030864
10 GO Component endocytic vesicle NOS3|CALR|ZYX|CAV1|MYO1C|DPP4|CAMK2B|CAMK2A|FLNB|VIM 8.50E-04 G0.0030139
20 O Component secretary vesicle THBS1|VWF|CNN2|FERMT3| APP |KIT|CCT2 | BCL2LL| BRSK1| CALR|SNCA| CAVL| TUBBABIANX | o (oo o [ o0 o000
A2|FN1|SPTAN1|DNM1|XRCC5|SUN1|APBA2
4 GO Component podosome ARHGEF5|FERMT3|TJP1|FSCN1 0.001 G0.0002102
7 GO Component focal adhesion MYH9 |ARHGAP31|ITGA2 | TENC1|ZYX|EPHA2|SDC4 0.001 G0.0005925
11 GO Component axon part HSPB1|NGEF|TUBB4A|CAD|APP|ITGA2|BRSK1|SNCA|MYH10|DNM1|FSCN1 0.001 G0.0033267
7 GO Component nuclear periphery CAD|RGS12|SFPQ|CLIC4|PSIP1|CFL1|VIM 0.001 G0.0034399
6 GO Component brush border MYH9[NPC1L1|MYO1C|MYH10|MYO1B|FLNB 0.0012 G0.0005903
ARHGEF5|PLOD1|ITGBA4|MYH9| GAPDH | PPP3R1|ENO1|HSPB1|BCL2L2 | LAMAS | PDGFRA| THB
S1|COL8A1|CAD|ADD1|EXOC6B|FERMT3 | TIP1|FLT1|APP|CSFIR|ITGA2|CCT2 | PLK1|TUBAIA
61 GO Component protein-containing complex | DDB1|BCL2L1|CALR|STXBP6 | SNCA|CAV1|ANXA2 | FN1|FAS|PTRF|SFPQ|MYO1C|MYH10|CO| 0.0012 G0.0032991
PA|FLNA|DNM1|TLR4|CLIC4| ANXA1|SDC1|FSCN1|XRCC5|MYO1B|PPP3CA |BCL2 | DYRK1A |SE
PT7|CDCA42|SUN1|PDIA6 |RARG | TOP2B| ARF1|VIM|PRKCSH|MCM3
RCN1|ARHGEFS | MAP2KS | PLOD1|MYH9|CYP24A1| MMP2|EHD4| GAPDH |RBP1| PPP3R1|ENO
1|MT2A|CDC25B|HSPB1|BCL2L2 | PXDN|ARF3|PDGFRA | THBS1|COL8A1| VWF|RORA|DNAJBG
|PRKCG|AKT3|CAD|ADD1|PLOD2 | APP | CSF1R |KIT|CAPN2|ITGA2 |NOS3 | MELK | CKB| CCT2|PL
K1|TUBA1C|GLOD4|DDB1|BCL2L1|CDC25A|SDPR|ARF4|MMP14|BRSK1|DAB2|CALR|CDC25
109 GO Component intracellular membrane-bounded organelle C|ZYX|RORC|RARB|CYP2R1|NR1I2|SNCA|CAV1|RGS12 | TUBB4B|PTGES|USP1|PTMA|ANXA2 [ 0.0018 G0.0043231
| ANXAG|FYN|FN1|FAS|PTRF|SFPQ|MYO1C|RXRG| TGM2 | ARHGAP30| COPA | FLNA|PTPN1|SD
C4|SPTAN1|DNM1|CLIC4|RXRB|ANXA1|PIR|PSIP1|SDC1|XRCCS|G6PD|PPP3CA|CAMK2B|BC
12| CAMK2A| DYRK1A|SEPT7|CDC42|SUN1| PDIAG|RARG | TOP2B| WEE1 | PBK| CFL1|ARF1|VIM|
NR1H4|NUMB |PRKCSH|CAMK1D|MCM3
6 GO Component nuclear matrix CAD|RGS12|SFPQ|CLIC4|CFL1|VIM 0.0019 G0.0016363
5 GO Component platelet alpha granule lumen THBS1|VWF|FERMT3|APP|FN1 0.0019 G0.0031093
i O Component polymeric cytoskeletal fiber TUBBAA| CCT2|TUBALA| TUBALC| TUBB4B | TPM4 | FYN|MYOLC| TPM3| FLNA|DNM1[TPM2[FsC[ o 60.0099513
N1|MYO1B|VIM
ARHGEF5 | MAP2K5 | MYH9| CYP24A1| MMP2 | EHDA4 | GAPDH |RBP1|PPP3R1|ENO1|MT2A|CDC2
5B|HSPB1|PDGFRA|RORA | DNAJB6|PRKCG | AKT3| CAD|ADD1|APP|CSF1R|CAPN2|ITGA2|NOS
3| MELK|CKB| PLK1|TUBALC| DDB1|BCL2L1|CDC25A|SDPR| MMP14|BRSK1| DAB2|CALR | CDC2
79 GO Component nucleus 5C|ZYX|RORC|RARB|NR1I2|SNCA|RGS12|PTGES|USP1|PTMA|FYN |FAS|PTRF|SFPQ|MYOLC|| 0.0024 G0.0005634
RXRG | FLNA|DNM1 | CLIC4|RXRB|ANXA1 | PIR| PSIP1|XRCC5 | G6PD | PPP3CA| CAMK2B | BCL2 | CA
MK2A|DYRK1A|SEPT7|SUN1|RARG | TOP2B| WEE1 | PBK|CFL1|VIM|NR1H4| NUMB|CAMK1D |
MCM3
5 GO Component cell-cell adherens junction MYH9|ADD1|TJP1|ZYX|CDH5 0.0024 G0.0005913
2 O Component extracellular region part MMP2|APLP1|CCL2|LAMA4 | PXDN | LAMAS | THBS1| COLBAL| VWF|ICAML|FLTL|APP[KITIANX| oo o 60.0044421
A5|CKB|MMP14|CALR|SNCA|ANXA2|FN1|COPA|MMRN2|ANXA1|PDIA6
ARHGEF5 | CYP24A1|GAPDH [RBP1|PPP3R1|CDC258 |RORA|DNAJB6|CAD|ADD1|APP|CSFIR| P
LK1|DDB1|BCL2L1|CDC25A|SDPR|BRSK1|DAB2 | CALR| CDC25C | RORC |RARB|NR1I2|SNCA |RG
55 GO Component nuclear part S12|PTGES|USP1|PTMA |FAS|PTRF|SFPQ|MYO1C|RXRG|FLNA|DNM1 |CLIC4|RXRB|ANXAL|PI| 0.0033 G0.0044428
R|PSIP1|XRCC5 | PPP3CA|CAMK2B|BCL2 | CAMK2A | DYRK1A | SUN1|RARG | TOP2B | WEE1 | CFL1|
VIM|NR1H4|MCM3
2 GO Component myosin Il filament MYH9|MYH10 0.0034 G0.0097513
6 GO Component 7 disc HSPB1|DNAJB6|FLNC|FLNA|PPP3CA|FLNB 0.0035 G0.0030018
MMP2|APLP1|CCL2|LAMA4 | PLEK| PXDN | LAMAS | THBS1| COL8A1 | VWF|CNN2 [ICAM1 | FERMT
36 GO Component extracellular region 3|FLTL|APP|KIT|ANXA5| CKB|CCT2|MMP14|CALR|SNCA | TUBB4B| ANXA2 |[FN1|FAS|DPP4|DL| 0.0041 G0.0005576
L1|COPA|FLNA|MMRN2|SDC4|SPTAN1|ANXA1|XRCC5|PDIA6
2 GO Component calcineurin complex PPP3R1|PPP3CA 0.0049 G0.0005955
5 GO Component ruffle membrane PLEK|ARF4|EPHA2 | MYO1C|CFL1 0.0049 G0.0032587
7 GO Component lamellipodium ARHGAP31|APP|EPHA2 | MYH10|DPP4|FSCN1|CFL1 0.0054 G0.0030027
3 GO Component lamellipodium membrane EPHA2|DPP4|CFL1 0.0054 G0.0031258
11 GO Component postsynapse PRKCG |APP |ARF4|SNCA|FYN|MYH10|CNN3|PPP3CA|CAMK2A |CDC42 | ARF1 0.0058 G0.0098794
2 GO Component macropinosome MMP14|ANXA2 0.0063 G0.0044354
7 GO Component actin-based cell projection PDGFRA|APP|MYO1C|CLIC4|FSCN1|MYO1B|CDC42 0.0063 G0.0098858
8 GO Component distal axon NGEF|CAD|APP|ITGA2 | BRSK1|SNCA|MYH10|FSCN1 0.0063 G0.0150034
2% O Component extracellular space MMP2|CCL2 | PXDN|LAMAS | THBS1|ICAM1| FLTL| APP |KIT| ANXAS | CKB|MMP14|CALRISNCA| | oo 60.0005615
ANXA2|FN1|COPA|MMRN2|ANXA1|PDIA6
6 GO Component dendritic spine APP|ARF4|MYH10|CNN3|PPP3CA|CDC42 0.0067 G0.0043197
9 GO Component spindle MAP2KS5|MYH9|CDC25B|HSPB1|APP|PLK1|MYH10|SEPT7|CDC42 0.0076 G0.0005819
12 GO Component cell body TUBB4A|CAD|CKB|CCT2|NQO1|SNCA|FYN|MYH10|FLNA|CNN3|CDC42|SPTBN2 0.0076 G0.0044297
4 GO Component extracellular matrix component LAMA4 |LAMAS|COL8A1|FN1 0.0076 G0.0044420
PLOD1|ITGB4|MYH9|APLP1|PLEK | PDGFRA| THBS1| PRKCG|ICAM1|TIP1|FLT1|PLOD2|APP|CS
FAR|KIT|NPC1L1| CCR5|CAPN2 | ANXAS | ITGA2|NOS3| TUBA1A|BCL2L1|SDPR|ARF4| MMP14|
73 60 Component membrane part DAB2|CALR|STXBP6| JAG2| CYP2R1|LCK| SNCA| CAV1 | PTGES| CDHS | ANXA2|FYN|FNL|FASIPT | 0 60.0044425
RF|EPHA2|MYO1C|MYH10|DPP4|TGM2|DLL1| COPA|PTPN1|SDC4|DNM1|TLR4|CLIC4| ANXA
1|SDC1|FSCN1|G6PD|CAMK2B|LDHB|LTB4R|BCL2 | CAMK2A [SEPT7|CDC42|SUN1|PDIA6|RA
RG|FLNB|SPTBN2|CFL1|ARF1|NUMB|ABCB1
12 GO Component axon HSPB1|NGEF|TUBB4A|CAD|APP|ITGA2|BRSK1|SNCA|MYH10|DNM1|FSCN1|DYRK1A 0.0078 G0.0030424
6 GO Component leading edge membrane PLEK|ARF4|EPHA2|MYO1C|DPP4|CFL1 0.0078 G0.0031256
RCN1|PLOD1|EHD4|PXDN [THBS1|COL8A1|VWF|PLOD2|APP|CAPN2 |BCL2L1| CALR|CYP2R1|
27 GO Component endoplasmic reticulum SNCA|CAV1|PTGES|FYN|FN1|PTRF|TGM2|COPA|PTPN1|CAMK2B | BCL2|CDC42| PDIAG|PRKC| 0.0088 G0.0005783
SH
2 GO Component Bcl-2 family protein complex BCL2L2|BCL2L1 0.0093 G0.0097136
9 GO Component early endosome EHD4|APP|CAV1|ANXA2|PTPN1|TLR4|ANXA1|MYO1B|NUMB 0.0104 G0.0005769
3 GO Component immunological synapse MYH9|ICAM1|LCK 0.0108 G0.0001772
3 GO Component spindle midzone APP|PLK1|CDC42 0.0108 G0.0051233
2 GO Component fibrinogen complex THBS1|FN1 0.0112 G0.0005577
2 GO Component nuclear envelope lumen APP|PTGES 0.0112 G0.0005641
2 GO Component spectrin SPTAN1|SPTBN2 0.0112 G0.0008091
6 GO Component midbody PLK1|ANXA2|MYH10|CLIC4|SEPT7|CDC42 0.0115 G0.0030496
4 GO Component myosin complex MYH9|MYO1C|MYH10|MYO1B 0.0118 G0.0016459
4 GO Component sarcoplasm THBS1|CALR|FLNC|CAMK2B 0.0123 G0.0016528
1 60 Component cytoplasmic vesicle membrane NPC1L1|NOS3| BCL2L1|DABZlCALR|SNCAIL(22:\|/51L|JII:‘/|1Y01C|COPA|CLIC4|ANXA1|CAMK2B|CAM 0.0127 50.0030659
6 GO Component exocytic vesicle APP|BCL2L1|BRSK1|SNCA|DNM1|APBA2 0.0136 G0.0070382
4 GO Component rough endoplasmic reticulum PLOD1|PLOD2|APP|SNCA 0.0146 G0.0005791
4 GO Component lipid droplet GAPDH|RBP1|CAV1|ANXA2 0.0146 G0.0005811
4 GO Component caveola NOS3|SDPR|CAV1|PTRF 0.0146 G0.0005901
8 GO Component endoplasmic reticulum lumen RCN1|THBS1|COL8A1|APP|CALR|FN1|PDIA6|PRKCSH 0.0147 G0.0005788
5 GO Component sarcolemma PPP3R1|FLNC|ANXA2|ANXAL|PPP3CA 0.0147 G0.0042383
5 GO Component phagocytic vesicle CALR|ZYX|MYO1C|FLNB|VIM 0.0147 G0.0045335
i O Component secretory granule THBSllVWF|CNN2|FERMT3IAPP|KIT|CCT25||CS/L\JL’::{CAV1|TUBBAB|ANXA2|FN1|SPTAN1\XRCC 0.0156 60.0030141
8 GO Component apical plasma membrane NPC1L1|CAV1|FN1|DPP4|DLL1|ANXA1|SPTBN2|ABCB1 0.0167 G0.0016324




4 GO Component extracellular exosome ICAM1|ANXA2|FN1|ANXAL 0.0178 G0.0070062

ARHGEF5 | CYP24A1|RBP1|PPP3R1|CDC258 | RORA | DNAJB6|CAD|ADD1|CSF1R|PLK1|DDB1|C
8 60 Component nuclear lumen DC25A|SDPR|BRSK1| DAB2|CDC25C |RORC|RARB| NR1I2|RGS12| USP1|PTMA|FAS|PTRFSFPQ| (o) 60.0031981

|MYO1C|RXRG | FLNA|DNM1|CLIC4|RXRB| ANXA1|PIR| PSIP1|XRCCS | PPP3CA|CAMK2B|BCL2 |

CAMK2A|DYRK1A|RARG | TOP2B | WEE1 | CFL1|VIM|NR1H4|MCM3
4 GO Component microvillus PDGFRA|MYO1C|CLIC4|FSCN1 0.0191 G0.0005902
8 GO Component cell projection membrane PLEK|NPC1L1|ARF4|EPHA2|MYO1C|DPP4|FSCN1|CFL1 0.0195 G0.0031253
10 GO Component neuronal cell body TUBB4A |CAD|CKB|NQO1|SNCA|MYH10|FLNA|CNN3|CDC42|SPTBN2 0.0198 G0.0043025
20 O Component endoplasmic reticulum part RCN1|PLOD1| THBS1| COLBAL|PLOD2 | APP|CAPN2| CALR| CYP2RL| CAVL|PTGES|FYN|FNL|CO| o o o 60.0044432
PA|PTPN1|CAMK2B|BCL2|CDC42|PDIA6|PRKCSH

ARHGEF5|CYP24A1|RBP1|PPP3R1|CDC25B | RORA|DNAJB6|CAD|ADD1|CSFIR|PLK1[DDB1|C
2 60 Component nucleoplasm DC25A|SDPR|BRSK1|CDC25C | RORC| RARB|NR1I2|USP1|PTMA|FAS | PTRF|SFPQIMYOLCIRXR [ 0 o o 60.0005654

G|DNM1|RXRB|ANXA1|PIR|PSIP1|XRCC5|PPP3CA|CAMK2B|BCL2| CAMK2A | DYRK1A|RARG|

TOP2B|WEE1|NR1H4|MCM3
s 60 Component endosome EHD4|FLT1| APP| CCRS | TUBAA| MMP14| CAV1|ANXA2| ANXAG | FYN[PTPN1 [ TLRA|ANXALIMY| ' 50.0005768
01B|NUMB

5 GO Component extrinsic component of plasma membrane LCK|ANXA2|FYN |[ANXAL1|NUMB 0.0267 G0.0019897
2 GO Component perinuclear endoplasmic reticulum CAPN2|FYN 0.0271 G0.0097038
2 GO Component exocyst EXOC6B|STXBP6 0.0298 G0.0000145
4 GO Component filopodium APP|FSCN1|MYO1B|CDC42 0.0298 G0.0030175
2 GO Component filamentous actin MYO1C|FSCN1 0.0298 G0.0031941
2 GO Component invadopodium DPP4|FSCN1 0.0298 G0.0071437
6 GO Component basolateral plasma membrane TJP1|CAV1|ANXA2|MYO1C|ANXA1|NUMB 0.0305 G0.0016323
5 GO Component endocytic vesicle membrane NOS3|CALR|CAV1|CAMK2B|CAMK2A 0.0305 G0.0030666
11 GO Component lysosome KIT|CAPN2|CCT2|DAB2|SNCA|TUBB4B|ANXA2| ANXA6|SDC4|ANXA1|SDC1 0.0322 G0.0005764
5 GO Component synaptic vesicle BCL2L1|BRSK1|SNCA|DNM1|APBA2 0.0322 G0.0008021
3 GO Component cleavage furrow MYH9|MYH10|SEPT7 0.0322 G0.0032154
8 GO Component presynapse CAD|ITGA2|BCL2L1|BRSK1|SNCA|DNM1|CAMK2A|APBA2 0.0322 G0.0098793
4 GO Component Golgi lumen APP|MMP14|SDC4|SDC1 0.0333 G0.0005796
2 GO Component glial cell projection APP|FYN 0.0341 G0.0097386
5 GO Component growth cone NGEF|APP [SNCA|MYH10|FSCN1, 0.0345 G0.0030426
4 GO Component melanosome MMP14|ANXA2 | ANXAG|PDIA6 0.037 G0.0042470
2 GO Component costamere FLNC|SDC4 0.037 G0.0043034
3 GO Component neuromuscular junction MYH9|APP|MYH10 0.038 G0.0031594
9 GO Component nuclear envelope GAPDH|APP|BCL2L1|CALR|SNCA|PTGES|MYO1C|BCL2|SUN1 0.0388 G0.0005635
3 GO Component tethering complex EXOC6B|STXBP6|CDC42 0.0393 G0.0099023
5 GO Component vacuolar lumen CCT2|TUBB4B|ANXA2|SDC4|SDC1 0.0444 G0.0005775
3 GO Component sarcoplasmic reticulum THBS1|CALR|CAMK2B 0.0444 G0.0016529
2 GO Component mast cell granule KIT|ANXA1 0.045 G0.0042629
4 GO Component acrosomal vesicle KIT|CALR|CAV1|SUN1 0.0463 G0.0001669
2 GO Component acrosomal membrane CAV1|SUN1 0.0479 G0.0002080
2 GO Component rough endoplasmic reticulum membrane PLOD1|PLOD2 0.0479 G0.0030867

ARHGEF5 | PLOD1|ITGB4|MYH9|APLP1|CCL2| GAPDH | LAMA4 | PPP3R1 | PLEK|ENO1|CDC258|H

SPB1|BCL2L2|PXDN [LAMAS | PDGFRA | THBS1|VWF|RORA | DNAJB6|CNN2|NGEF | ARHGAP31|

CAD|ADD1|ICAM1|FERMT3|TJP1|FLT1|APP|CSF1R |KIT|NPCIL1|CCR5|CAPN2|ITGA2 [NOS3|

CKB|CCT2|PLK1| TUBA1A|DDB1|BCL2L1|CDC25A | SDPR | ARF4| MMP14| BRSK1| DAB2 | TENC1 |
21 60 Function protein binding NQOL| CALR| CDC25C| STXBP6 | FLNC|JAG2 | PRKCH|RARB|LCK|SNCA|CAVL| TUBBABICDHSIPT| . 2or oo | o 00ccis

MA | TPM4|ANXA2 | ANXA6 | FYN |FN1|FAS| ARHGEF26| PTRF|SFPQ|MYO1C|MYH10|DPP4|ARH

GEF15|TGM2|DLL1| COPA|TPM3|SLK|FLNA|CNN3|PTPN1|SDC4|SPTAN1|DNM1|TLR4 |ANXA

1|TBC1D4|TPM2|PSIP1|SDC1|FSCN1|XRCCS|MYO1B|G6PD|PPP3CA|CAMK2B|LDHB|BCL2|C

AMK2A|DYRK1A|SEPT7 | PAICS|CDC42|SUN1|RARG | TOP2B| FLNB | SPTBN2|CFL1|ARF1|VIM|N

R1H4|NUMB|TLN2|PRKCSH|CAMK1D

RCN1|ARHGEFS|MAP2K5|PLOD1 |ITGB4|MYH9 | CYP24A1| MMP2 | EHD4|APLP1|CCL2| GAPDH

|LAMA4 |RBP1|GNB4|PPP3R1|PLEK|ENO1|MT2A|CDC25B | HSPB1|BCL2L2 | PXDN | LAMAS | AR

F3|PDGFRA | THBS1|VWF |RORA| DNAJB6|CNN2 | PRKCG | AKT3 | NGEF| TUBB4A | ARHGAP31|CA

D|ADD1|ICAM1|FERMT3 | TJP1|FLT1|PLOD2 | APP|CSF1R|KIT|NPC1L1|CCRS | CAPN2|ANXAS ||

TGA2|NOS3 | MELK | CKB|CCT2|PLK1| TUBAIA| TUBA1C|DDB1|BCL2L1|CDC25A | SDPR|ARF4| M
153 60 Function binding MP14| BRSK1| DAB2| TENC1|NQO1| CALR| CDC25C| STXBPG | ZYX|RORC| FLNC|JAG2[PRKCHIRA| 2o o | o 000sass

RB|CYP2R1|NR1I2|LCK|SNCA|CAV1| TUBBAB|PTGES| MAPAK4|CDHS | PTMA | TPM4|ANXA2| A

NXA6 | FYN |FN1|FAS|ARHGEF26| PTRF | SFPQ|EPHA2 | MYO1C|RXRG | MYH10| DPP4| ARHGEF15

| TGM2 | DLL1|COPA | TPM3|SLK| FLNA|CNN3|PTPN1|SDC4|SPTAN1|DNM1 | TLR4|RXRB|ANXA

1|TBC1D4|TPM2|PIR|PSIP1|SDC1|FSCN1|XRCCS |MYO1B|G6PD|PPP3CA|CAMK2B|LDHB|LTB

4R|BCL2| CAMK2A | DYRK1A | SEPT7| PAICS| CDC42 | SUN1|RARG | TOP2B | WEE1 | FLNB| PBK |SPTB

N2|CFL1|ARF1|VIM|NR1H4|NUMB |APBA2 | TLN2 | PRKCSH | ABCB1|CAMK1D | MCM3

ARHGEF5 | MAP2K5 | PLOD1|MYHS | EHD4 | APLP1 | PLEK|ARF3| PDGFRA | THBS1|PRKCG | AKT3 | T

UBB4A |CAD |FLT1|PLOD2|APP|CSF1R|KIT| ANXAS | ITGA2|NOS3 | MELK | CKB| CCT2 | PLK1| TUBA
66 60 Function anion binding 1A|TUBALC|SDPR| ARF4|BRSKL| STXBP6| PRKCH | LCK|SNCA | TUBBA4B | PTGES | MAPAKA|ANXA2 | 4 o 0 | 0 0000 o

| ANXAG6|FYN|FN1|EPHA2|MYO1C|MYH10|TGM2 | SLK| DNM1|ANXA1|XRCC5 | MYO1B| CAMK

2B|CAMK2A | DYRK1A | SEPT7| PAICS|CDC42 | TOP2B| WEE1 | PBK | SPTBN2 | ARF1|NR1H4|ABCB1

|CAMK1D|MCM3

PLOD1|MYH9|APLP1|GAPDH | PLEK| ENO1|HSPB1|BCL2L2 | PDGFRA|THBS1|VWF|DNAJB6|CA
5 60 Function identical protein binding D|ADD1|APP|CSFIR|KIT|PLKL|BCL2L1|NQO1 | FLNC|LCK|SNCA|CAVL| TPMA4 | ANXA2 [ANXAS| | ¢ joc 0 | o 0000

FYN|FN1|FAS| PTRF|SFPQ|DPP4|SLK|FLNA|SDC4|DNM1 | TLR4|ANXA1|TPM2 |SDC1|G6PD|C

AMK2B | LDHB| BCL2| CAMK2A | DYRK1A | SEPT7 | PAICS | CDC42 | FLNB|VIM

ARHGEF5|PPP3R1|PLEK|ENO1|CDC25B| HSPB1|PDGFRA|VWF | NGEF| CAD|APP|CSFIR|KIT|N

PC1L1|CKB|CCT2|PLK1|BCL2L1|CDC25A | SDPR|ARF4|BRSK1|TENC1|CALR|CDC25C |STXBPG|P
56 GO Function enzyme binding RKCH | LCK|SNCA| CAV1|CDH5 | ANXA2 | FYN | FN1|FAS|ARHGEF26|SFPQ|MYO1C|DPP4|ARHGE | 1.33E-12 | G0.0019899

F15|FLNA|PTPN1|SDC4|SPTAN1|DNM1|TBC1D4|XRCCS| PPP3CA | CAMK2B|LDHB|BCL2 |CAM

K2A|CDC42 | TOP2B|SPTBN2|PRKCSH

ARHGEFS5|MAP2KS5 | MYH9|EHD4 | APLP1|ARF3 | PDGFRA|THBS1|PRKCG | AKT3 | TUBB4A|CAD|F

LT1|APP|CSF1R|KIT|ITGA2|NOS3|MELK|CKB|CCT2|PLK1| TUBA1A|TUBALC|ARF4|BRSK1|PR
55 GO Function carbohydrate derivative binding KCH|LCK|TUBB4B|MAP4K4 | ANXA6|FYN|FN1|EPHA2|MYO1C|MYH10|TGM2|SLK|DNM1|TLR| 2.35E-12 G0.0097367

4|XRCC5|MYO1B|CAMK2B|CAMK2A | DYRK1A|SEPT7 | PAICS|CDC42 | TOP2B|WEE1|PBK|ARF1

|ABCB1|CAMK1D|MCM3

ARHGEF5 | MAP2KS5 | PLOD1|MYHS | EHD4| GAPDH | RBP1| ARF3 | PDGFRA | PRKCG | AKT3| TUBB4A

|CAD|FLT1|PLOD2 |CSFIR|KIT|NOS3|MELK|CKB|CCT2|PLK1| TUBA1A|TUBALC|ARF4|BRSK1|
58 GO Function small molecule binding PRKCH|LCK|CAV1|TUBB4B | MAP4K4 | ANXAG | FYN | EPHA2 | MYO1C|MYH10|TGM2|SLK|DNM1 | 7.32E-12 |  GO.0036094

|XRCC5|MYO1B|G6PD | CAMK2B |LDHB|LTB4R | CAMK2A|DYRK1A|SEPT7 | PAICS|CDC42 | TOP2
B|WEE1|PBK|ARF1|NR1H4|ABCB1|CAMK1D|MCM3




53

GO Function

nucleotide binding

ARHGEF5| MAP2K5 | MYHO| EHD4| GAPDH | ARF3 | PDGFRA| PRKCG| AKT3 | TUBB4A| CAD| FLT1|CS
F1R|KIT|NOS3 | MELK| CKB|CCT2| PLK1| TUBALA | TUBALC| ARF4| BRSK1 | PRKCH|LCK | TUBBAB|
MAP4K4 | ANXAG | FYN | EPHA2| MYO1C| MYH10| TGM2 | SLK| DNM1|XRCC5 | MYO1B| G6PD | CAM
K28 |LDHB| LTBA4R| CAMK2A | DYRK1A|SEPT7 | PAICS | CDC42| TOP2B | WEE1 | PBK | ARF1|ABCB1|C

AMK1D|MCM3

8.06E-12

G0.0000166

49

GO Function

ribonucleotide binding

ARHGEFS | MAP2KS | MYH9| EHD4 | ARF3 | PDGFRA| PRKCG| AKT3 | TUBB4A| CAD | FLT1| CSFIR |KIT

|NOS3| MELK | CKB| CCT2 | PLK1| TUBA1A| TUBALC| ARF4| BRSK1 | PRKCH | LCK| TUBB4B| MAP4K4

|ANXAG | FYN |[EPHA2 | MYO1C|MYH10|TGM2 | SLK| DNM1| XRCCS | MYO18 | CAMK2B| CAMK2A|
DYRK1A|SEPT7 | PAICS|CDC42| TOP2B|WEE1 | PBK | ARF1|ABCB1|CAMK1D |MCM3

1.88E-11

G0.0032553

48

GO Function

purine ribonucleoside triphosphate binding

ARHGEFS | MAP2KS | MYH9| EHD4 | ARF3 | PDGFRA| PRKCG| AKT3 | TUBB4A| CAD | FLT1| CSFIR |KIT

| MELK| CKB|CCT2| PLK1| TUBALA | TUBALC| ARF4|BRSK1| PRKCH |LCK | TUBBAB| MAPA4K4 | ANXA

6|FYN|EPHA2|MYO1C|MYH10| TGM2 | SLK | DNM1|XRCCS | MYO18 | CAMK2B | CAMK2A | DYRK1
AISEPT7|PAICS|CDC42 | TOP2B| WEE1 | PBK|ARF1|ABCB1]| CAMK1D |MCM3

1.88E-11

G0.0035639

35

GO Function

protein-containing complex binding

MYH9|GNB4|LAMAS | PDGFRA | THBS1|VWF|ADD1 [ICAM1|FERMT3 |APP|ITGA2 | PLK1|DDB1|
MMP14|CALR | FLNC|RARB|LCK|SNCA|TPM4|FYN|FN1|MYO1C|MYH10| TPM3|FLNA|PTPN1|
DNM?1|TPM2|FSCN1|XRCC5|MYO1B| CFL1 [VIM[TLN2

1.88E-11

G0.0044877

48

GO Function

purine ribonucleotide binding

ARHGEFS | MAP2KS | MYH9| EHD4 | ARF3 | PDGFRA| PRKCG| AKT3| TUBB4A| CAD | FLT1 | CSFIR |KIT

| MELK| CKB|CCT2| PLK1| TUBALA | TUBALC| ARF4|BRSK1| PRKCH |LCK | TUBBAB| MAP4K4 | ANXA

6|FYN|EPHA2|MYO1C|MYH10| TGM2 | SLK|DNM1|XRCCS | MYO18B | CAMK2B | CAMK2A | DYRK1
AISEPT7|PAICS|CDC42 | TOP2B| WEE1 | PBK | ARF1|ABCB1| CAMK1D|MCM3

4.61E-11

G0.0032555

95

GO Function

ion binding

RCN1|ARHGEFS|MAP2KS |PLOD1| MYH9|CYP24A1| MMP2 | EHD4| APLP1|PPP3R1| PLEK|ENO1|
MT2A | PXDN| ARF3| PDGFRA | THBS1|RORA| PRKCG| AKT3| TUBB4A| CAD | FLT1|PLOD2| APP| CSF
1R|KIT| CAPN2 | ANXAS | ITGA2 | NOS3| MELK | CKB| CCT2 | PLK1| TUBA1A| TUBAIC| SDPR | ARF4|
MMP14|BRSK1 | TENC1 | CALR | STXBP6 | ZYX | RORC|JAG2 | PRKCH|RARB| CYP2R1|NR1I2|LCK|SN
CA|TUBBAB| PTGES | MAP4K4| CDHS | TPM4 | ANXA2| ANXA6 | FYN | FN1|EPHA2 | MYO1C|RXRG|
MYH10|TGM2 | DLL1|SLK|PTPN1|SPTAN1|DNM1|RXRB|ANXA1|PIR|XRCC5 | MYO1B|PPP3CA|
CAMK2B | CAMK2A | DYRK1A| SEPT7 | PAICS | CDC42| RARG | TOP2B| WEE1 | PBK | SPTBN2 | ARFL|N
R1H4|PRKCSH | ABCB1|CAMK1D|MCM3

5.31E-11

G0.0043167

23

GO Function

actin binding

MYH9|CNN2|ADD1 | CCR5|NOS3| FLNC|SNCA|TPM4|MYO1C|MYH10| TPM3| FLNA|CNN3|SPT
AN1|TPM2|FSCN1|MYO1B|CAMK2B|DYRK1A|FLNB|SPTBN2| CFL1|TLN2

6.57E-11

G0.0003779

31

GO Function

cytoskeletal protein binding

MYH9| GAPDH |CNN2|ADD1|NPC1L1|CCR5| CAPN2 [NOS3|PLK1|BRSK1|FLNC|SNCA|TPM4|A
NXA2|FYN|MYO1C|MYH10| TPM3| FLNA|CNN3|SPTAN1|DNM1 | TPM2 | FSCN1|MYO1B| CAMK
2B|DYRK1A | FLNB|SPTBN2 | CFLL|TLN2

6.60E-10

G0.0008092

GO Function

calmodulin binding

MYH9|PPP3R1|CNN2|ADD1| TJP1|NOS3|FAS| MYO1C|MYH10|CNN3|SPTAN1|MYO18 |PPP3C
AICAMK2B | CAMK2A | CAMK1D

7.68E-10

G0.0005516

43

GO Function

drug binding

MAP2KS5|MYH9 |EHD4|PPP3R1| MT2A| PDGFRA|PRKCG |AKT3|CAD| FLT1|CSFLR|KIT|NPCILL]

NOS3|MELK|CKB|CCT2| PLK1| BRSK1|PRKCH |RARB|NR1I2 | LCK | MAP4K4| FYN | EPHA2| MYO1C

| MYH10|SLK|FSCN1|XRCCS | MYO1B| PPP3CA | CAMK2B | CAMK2A | DYRK1A| PAICS| TOP2B | WEE
1|PBK|ABCB1|CAMK1D|MCM3

1.76E-09

G0.0008144

25

GO Function

protein kinase activity

MAP2K5 | CCL2 | PDGFRA | PRKCG | AKT3| CAD | FLT1| CSFR|KIT| MELK| PLK1| BRSK1|PRKCH | LCK|
MAP4K4 | FYN|EPHA2 | SLK| CAMK2B | CAMK2A | DYRK1A | CDC42 | WEEZ | PBK | CAMK1D

6.75E-09

G0.0004672

38

GO Function

signaling receptor binding

ITGB4|APLP1|CCL2 |LAMA4|PXDN|LAMAS | PDGFRA| THBS1 | VWF | ICAM1 | FERMT3 | APP|ITGA2
|ARF4|MMP14| CALR|JAG2 | RARB|LCK| CAV1| TUBB4B| CDH5| FYN|FN1|MYO1C|DPP4|DLLL|C
OPA|FLNA|PTPN1|DNM1|TLR4|ANXA1|CAMK2A|CDC42 |RARG| CFL1|NR1H4

2.90E-08

G0.0005102

GO Function

actin filament binding

MYH9|ADD1|FLNC|TPM4|MYO1C|MYH10|TPM3|FLNA|TPM2|FSCN1|MYO1B|CFL1|TLN2

5.18E-08

GO0.0051015

26

GO Function

kinase activity

MAP2KS5 | CCL2| PDGFRA |PRKCG | AKT3| CAD| FLT1| CSF1R| KIT| MELK| CKB| PLK1 | BRSK1| PRKCH|
LCK|MAP4K4| FYN|EPHA2| SLK | CAMK2B| CAMK2A | DYRK1A| CDC42 | WEE | PBK| CAMK1D

2.79€-07

G0.0016301

33

GO Function

protein dimerization activity

PLOD1|MYH9|PLEK|ENO1|HSPB1|BCL2L2| PDGFRA |VWF|ADD1|APP|CSFLR [KIT|CAPN2 [ITGA
2|BCL2L1|CAV1 | TPM4|ANXA6| SFPQ| DPP4|SLK | FLNA|DNM1 | TLR4|ANXAL| TPM2| G6PD | PPP
3CA|CAMK2B|BCL2| CAMK2A|TOP2B| ARF1

3.07E-07

G0.0046983

35

GO Function

ATP binding

MAP2KS5 | MYHO |EHDA4| PDGFRA [PRKCG | AKT3 [CAD | FLT1| CSFIR | KIT| MELK|CKB|CCT2 [ PLK1|B
RSK1|PRKCH |LCK| MAP4K4 | FYN | EPHA2 [ MYO1C|MYH10|SLK|XRCC5 | MYO1B| CAMK28B | CAMK
2A| DYRK1A | PAICS | TOP2B| WEE1 | PBK| ABCB1 | CAMK1D|MCM3

4.10E-07

G0.0005524

GO Function

nuclear receptor activity

RORA |RORC|RARB|NR1I2|RXRG|RXRB|RARG|NR1H4

5.63E-07

G0.0004879

25

GO Function

protein homodimerization activity

PLOD1|MYH9|PLEK|ENO1|HSPB1|BCL2L2| PDGFRA |VWF|ADD1|APP|CSFIR |KIT|BCL2LL|TPM
4] ANXAG|SFPQ|DPP4|SLK| FLNA|ANXA1 | TPM2| G6PD|CAMK2B | BCL2 | CAMK2A

8.56E-07

G0.0042803

21

GO Function

GTPase binding

ARHGEF5|ENO1|PDGFRA |NGEF [KIT|NPCLLL| ARF4| STXBP6| PRKCH| CAV1| ANXA2 |FYN [ARHG
EF26|MYO1C| ARHGEF15|FLNA|SPTAN1|TBC1D4|CAMK2B| CAMK2A| SPTBN2

1.37E-06

G0.0051020

GO Function

steroid hormone receptor activity

RORA |RORC|RARB|NR1I2|RXRG|RXRB|RARG|NR1H4

1.47E-06

G0.0003707

GO Function

Ras GTPase binding

ARHGEFS | PDGFRA|NGEF| KIT|NPC1L1|STXBP6 | PRKCH | CAV1|ANXA2 | FYN| ARHGEF26 | MYO1C
| ARHGEF15 | FLNA|SPTAN1|TBC1D4| CAMK2B| CAMK2A| SPTBN2

1.58E-06

G0.0017016

GO Function

integrin binding

LAMAS | THBS1|VWF |ICAM1|FERMT3|APP|ITGA2 | MMP14 | CALR|FN1

2.55E-06

G0.0005178

GO Function

catalytic activity, acting on a protein

MAP2K5 [PLOD1| MMP2|CCL2| GAPDH | PPP3R1|CDC258| PDGFRA| PRKCG | AKT3| CAD|FLT1|PL

0D2| CSFIR|KIT|CAPN2 | MELK | PLK1|CDC25A | MMP14| BRSK1 | TENC1 | CDC25C| PRKCH| LCK|U

SP1|MAP4K4|FYN |EPHA2| DPP4| TGM2 | SLK|PTPN1|PPP3CA|CAMK2B|CAMK2A| DYRK1A |CD
C42|PDIA6| WEE1|PBK|CAMK1D

3.32E-06

G0.0140096

76

GO Function

organic cyclic compound binding

ARHGEFS5| MAP2KS | MYH9| CYP24A1 | EHD4|GAPDH |ENO1 | PXDN | ARF3 | PDGFRA | RORA| PRKC
G|AKT3|TUBBAA|CAD|FLT1|APP|CSF1R|KIT|NOS3 | MELK| CKB|CCT2| PLK1|TUBALA | TUBAIC
| DDB1| ARF4|BRSK1|CALR [RORC| PRKCH|RARB| CYP2R1|NR1I2|LCK|SNCA [ CAV1 | TUBB4B|M
AP4K4| ANXAG | FYN | PTRF| SFPQ| EPHA2 | MYO1C | RXRG | MYH10| TGM2 | SLK| DNM1 |RXRB| ANX
A1|PSIP1|XRCC5|MYO1B|G6PD| CAMK2B| LDHB|LTB4R | BCL2 | CAMK2A| DYRK1A | SEPT7 | PAICS
|CDC42|RARG| TOP2B| WEE1 | PBK|ARF1|VIM | NR1H4| ABCB1|CAMK1D | MCM3

3.65E-06

G0.0097159

75

GO Function

heterocyclic compound binding

ARHGEFS | MAP2K5 | MYH9| CYP24A1 | EHD4| GAPDH |ENO1 | PXDN | ARF3| PDGFRA| RORA | PRKC

G|AKT3|TUBB4A| CAD|FLT1|APP|CSFIR|KIT|NOS3| MELK| CKB|CCT2|PLK1| TUBALA| TUBALC

| DDB1|ARF4|BRSK1|CALR|RORC|PRKCH|RARB | CYP2R1|NR1I2|LCK|SNCA|TUBB4B| MAP4K4

| ANXA6| FYN | PTRF |SFPQ|EPHA2 | MYO1C|RXRG | MYH10| TGM2| SLK | DNM1|RXRB | ANXA1|PS|

P1|XRCC5|MYO1B|G6PD|CAMK2B|LDHB|LTB4R | BCL2| CAMK2A| DYRK1A|SEPT7| PAICS|CDC4
2|RARG | TOP2B | WEE1|PBK|ARF1|VIM|NR1H4|ABCB1|CAMK1D|MCM3

4.30E-06

GO0.1901363

21

GO Function

kinase binding

PLEK|CDC25B|HSPB1| PLK1|BCL2L1]| CDC25A|SDPR |BRSK1| TENC1| CDC25C|LCK| CAV1|FAS|FL
NA|PTPN1|SDC4|DNM1|LDHB|CDC42 | TOP2B| PRKCSH

5.24E-06

G0.0019900

GO Function

protein tyrosine kinase activity

MAP2KS |PDGFRA|FLT1|CSF1R [ KIT|MELK|LCK|FYN|EPHA2 | DYRK1A | WEEL

8.33E-06

G0.0004713

20

GO Function

calcium ion binding

RCN1|EHDA4|PPP3R1|THBS1| TUBBAA|CAPN2| ANXAS | MELK| CALR|JAG2 |SNCA|CDH5 | TPM4|
ANXA2| ANXA6| DLL1|SPTAN1| ANXA1|PPP3CA|PRKCSH

3.24E-05

G0.0005509

20

GO Function

protein domain specific binding

MYH9| GAPDH | PPP3R1|BCL2L2 | ARHGAP31|APP| TUBA1A | DDB1 |BCL2L1|CDC25C|LCK|SNCA|
FYN|FN1|TGM2|DNM1|BCL2|CDC42 | ARF1|VIM

3.59E-05

G0.0019904




ARHGEFS | EHD4|ARF3 | TUBBA4A [ TUBALA| TUBALC| ARF4| TUBB4B| ANXAG | TGM2| DNM1|SEPT

14 GO Function GTP binding 4.81E-05 G0.0005525
71CDC42|ARF1
8 GO Function structural constituent of cytoskeleton TUBB4A|TUBA1A|TUBALC|TUBB4B|SPTAN1|SPTBN2|VIM|TLN2 6.01E-05 G0.0005200
1 60 Function lpid binding ARHGEFS | RBP1|PLEK| THBS1|RORA| ANXAS| MELK| SDPR | STXBP6|RORC|SNCA|CAVLIANXA2([ ¢ oo | o0 oo
ANXAG6|TLR4|ANXA1|MYO1B|SPTBN2|NR1H4
MAP2KS5|PLOD1|MYH9|CYP24A1| MMP2|CCL2| GAPDH | PPP3R1|ENO1|CDC25B | PXDN | ARF3|
PDGFRA|PRKCG|AKT3| TUBBAA | CAD| FLT1|PLOD2 | CSF1R | KIT| CCRS | CAPN2 | NOS3| MELK| CKB
74 60 Function catalytic activity IPLK1| TUBALA| TUBAIC| CDC25A | ARF4| MMP14|BRSKL| TENCL|NQOL|CDC25C|PRKCH|CYP2 | oo oo | o0 oo
R1|LCK|SNCA|TUBBA4B|PTGES|USP1|MAP4KA|FYN|EPHA2 | MYO1C| MYH10|DPP4| TGM2|GST
01[SLK|PTPN1|DNM1|ANXA1|PIR|XRCC5 | MYO1B|G6PD|PPP3CA|CAMK2B|LDHB | CAMK2A|
DYRK1A|PAICS|CDCA42 | PDIAG | TOP2B| WEE1 | PBK|ARF1|ABCB1|CAMK1D|MCM3
4 GO Function actin-dependent ATPase activity MYH9|MYO1C|MYH10|MYO1B 6.49E-05 G0.0030898
6 GO Function protein kinase C binding PLEK|HSPB1|SDPR|SDC4|TOP2B|PRKCSH 6.78E-05 G0.0005080
. MAP2KS5 | PRKCG | AKT3 | MELK | PLK1|BRSK1 | PRKCH|MAP4K4|SLK|CAMK2B | CAMK2A | DYRK1A
15 GO Function protein serine/threonine kinase activity I I I I lCDC42|| PBKICLMKlD I I I I I 7.23E-05 G0.0004674
11 GO Function Ras guanyl-nucleotide exchange factor activity ARHGEF5|PDGFRA|NGEF | KIT|FYN|ARHGEF26 IZARHGEFISISPTANIICAMKZBICAMKZAISPTBN 9.53E-05 G0.0005088
. - - PLEK|CDC25B|HSPB1|PLK1|BCL2L1|CDC25A|SDPR|BRSK1|CDC25C|LCK|CAV1|PTPN1|SDC4|
17 GO Functi tein ki bind 1.50E-04 G0.0019901
unction protein kinase binding DNM1|CDC42|TOP28|PRKCSH
ARHGEF5 | CCL2 | GAPDH | HSPB1 | PXDN | PDGFRA | DNAIB6 | NGEF |ARHGAP31|APP | KIT| ANXAS |
33 GO Function molecular function regulator ARF4|JAG2 | SNCA|CAV1|RGS12| ANXA2| FYN|FN1|ARHGEF26 | ARHGEF15| ARHGAP30|COPA| | 1.50E-04 | G0.0098772
FLNA|SPTAN1|ANXA1|TBC1D4|XRCC5|CAMK2B | BCL2 | CAMK2A | SPTBN2
12 GO Function guanyl-nucleotide exchange factor activity ARHGEFS|PDGFRA|NGEF| KIT| ARF4|FYN| Ag:TiEFZZG |ARHGEF15|SPTANL| CAMK28| CAMK2A| 1.60E-04 G0.0005085
) - LAMA4|PXDN | TUBB4A|ADD1|TUBA1A|TUBALC|CAV1|TUBB4B|TPM4|COPA | TPM3|SPTAN1
18 GO Function structural molecule activit: 1.90E-04 G0.0005198
ructural molecule activit |ANXA1[TPM2| SEPT7 | SPTBN2 | VIM|TLN2
23 50 Function transition metalion binding PLOD1|CYP24AL|MMP2| APLP1|MT2A|RORA| PRKCG | CAD|PLOD2|APPINOS3|MMPL4|CALR | , (o o 0 o
|RORC|RARB|CYP2R1|NR1I2| SNCA|RXRG | PTPN1|RXRB|RARG |NR1H4
RCN1|MAP2K5|PLOD1 |CYP24A1| MMP2 |EHD4|APLP1|PPP3R1|ENO1|MT2A|PXDN | THBS1|R
ORA|PRKCG | TUBBA4A| CAD|PLOD2 | APP | KIT| CAPN2 | ANXAS | ITGA2 |NOS3 | MELK | PLK1| MMP1
57 GO Function metal ion binding 4|BRSK1| TENC1|CALR|ZYX|RORC|JAG2 | PRKCH|RARB|CYP2R1|NR1I2|SNCA|CDH5 | TPM4|A | 2.80E-04 | G0.0046872
NXA2|ANXA6 | FYN |RXRG | TGM2|DLL1|PTPN1|SPTAN1|RXRB|ANXA1 | PIR| PPP3CA|CAMK2A |
RARG|TOP2B|WEE1|NR1H4|PRKCSH
12 GO Function tubulin binding MYHS | GAPDH | PLK1| BRSK1|SNCA | FYN|MYO1C|MYH10| CNN3|DNM1|MYO18B|DYRK1A 4.00E-04 | G0.0015631
4 GO Function microfilament motor activity MYH9|MYO1C|MYH10|MYO1B 4.50E-04 G0.0000146
9 GO Function protein C-terminus binding DAB2|LCK|FN1|MYO1C|DNM1|SDC1|XRCC5|TOP2B|VIM 4.50E-04 G0.0008022
5 GO Function non-membrane Spa"”':_g_i""‘e'" tyrosine kinase MELK|LCK| FYN | DYRKLA | WEEL 8.50E-04 | G0.0004715
activity
) o - MYH9|ARF3| TUBBA4A | TUBA1A| TUBALC|ARF4| TUBB4B|MYO1C|MYH10| DNM1|ANXAL|XRCC
18 GO Function | de-triphosphat: tivit 9.60E-04 G0.0017111
nucleoside-triphosphatase activity 5|MYO1B|CDC42 | TOP2B| ARF1|ABCB1|MCM3
8 GO Function phosphoprotein phosphatase activity PPP3R1|CDC25B|CDC25A|TENC1|CDC25C|LCK|PTPN1|PPP3CA 0.0012 G0.0004721
14 GO Function protein heterodimerization activity BCLZLZMDD“AP”CAPNN'TGAZ'BCLZL”C'Q\S'TPMA'TLR4'TPW'PPPsCMBCLZ'TOPZB'A 0.0012 G0.0046982
3 GO Function BH domain binding BCL2L2|BCL2L1|BCL2 0.0012 G0.0051400
3 GO Function phospholipase inhibitor activity ANXAS |ANXA2 | ANXAL 0.0015 G0.0004859
5 GO Function transmembrane rece:ctz‘r/i’z\:me'" tyrosine kinase PDGFRA|FLT1|CSF1R|KIT| EPHA2 00017 | G0.0004714
6 GO Function cytokine binding PXDN|THBS1|CSF1R|KIT|CCR5|FAS 0.0018 G0.0019955
4 GO Function disordered domain specific binding GAPDH|BCL2L2 |[FYN|FN1 0.0018 G0.0097718
6 GO Function chaperone binding VWF|DNAJB6|APP|CDC25A | CALR|FN1 0.0019 G0.0051087
9 GO Function microtubule binding MYH9|GAPDH |PLK1|SNCA|MYO1C|MYH10|CNN3|DNM1|MYO1B 0.0025 G0.0008017
2 GO Function CD8 receptor binding LCK|FYN 0.0029 G0.0042610
3 GO Function retinoid X receptor binding RARB|RARG |NR1H4 0.0029 G0.0046965
11 GO Function phospholipid binding PLEK|THBS1|ANXAS | SDPR|STXBP6|SNCA|ANXA2 | ANXA6|ANXA1|MYO1B|SPTBN2 0.0032 G0.0005543
3 GO Function Ral GTPase binding PRKCH|MYO1C|FLNA 0.0033 G0.0017160
5 GO Function virus receptor activity ICAM1|CCR5|ITGA2|EPHA2|DPP4 0.0036 G0.0001618
7 GO Function Rho GTPase binding ARHGEFS5|NGEF | STXBP6 | CAV1|ARHGEF26 | ARHGEF15 | FLNA 0.0036 G0.0017048
2 GO Function procollagen-lysine 5-dioxygenase activity PLOD1|PLOD2 0.0042 G0.0008475
3 GO Function tau protein binding SNCA|FYN|DYRK1A 0.0042 G0.0048156
9 GO Function GTPase activity ARF3|TUBB4A | TUBA1A | TUBA1C|ARF4|TUBB4B|DNM1|CDC42| ARF1 0.0048 G0.0003924
4 GO Function calcium-dependent phospholipid binding ANXAS|ANXA2 | ANXAG |ANXAL 0.0052 G0.0005544
2 GO Function phospholipase A2 inhibitor activity ANXA2|ANXA1 0.0061 G0.0019834
7 GO Function protein binding, bridging MYH9|DDB1|DAB2|CAV1|ANXA1|FSCN1|SUN1 0.0062 G0.0030674
4 GO Function sterol binding RORA |RORC|CAV1|ANXA6 0.0062 G0.0032934
5 GO Function steroid binding RORA [RORC|CAV1|ANXA6 [NR1H4 0.0063 G0.0005496
6 GO Function protease binding VWEF|KIT|ANXA2 |FN1|DPP4|BCL2 0.0068 G0.0002020
6 50 Function sincion binding MMP2|MT2A|RORA| PRKCG| CAD|MMP14| CALR|RORC|RARB|NR1I2| SNCA|RXRG | PTPNLIRX | o 60.0008270
RB|RARG|NR1H4
2 GO Function oxysterol binding RORA|RORC 0.0079 G0.0008142
2 GO Function BH3 domain binding BCL2L1|BCL2 0.0079 G0.0051434
3 GO Function protein folding chaperone HSPB1|CCT2|CALR 0.0087 G0.0044183
6 GO Function iron ion binding PLOD1|CYP24A1|PLOD2|CALR|CYP2R1|SNCA 0.0097 G0.0005506
2 GO Function creatine kinase activity CKB|MAP4K4 0.01 G0.0004111
4 GO Function collagen binding THBS1|VWF|ITGA2[FN1 0.011 G0.0005518
3 GO Function calmodulin-dependent protein kinase activity CAMK2B | CAMK2A|CAMK1D 0.0111 G0.0004683
3 GO Function ephrin receptor binding APP|FYN|PTPN1 0.0111 G0.0046875
2 GO Function calcium-dependent protein s.el.'lne/threomne PPP3R1|PPPICA 00122 60.0004723
phosphatase activity
2 GO Function vascular endothelial growtvhvfactor-actlvated PDGFRA|FLT1 0.0122 60.0005021
receptor activity
2 GO Function T cell receptor binding LCK|FYN 0.0149 G0.0042608
2 GO Function CD4 receptor binding LCK|FYN 0.0149 G0.0042609
3 GO Function proteoglycan binding THBS1|APP|ITGA2 0.015 G0.0043394
2 GO Function phosphatldyllnosltol-4;$-$|sphosphate 3-kinase PDGFRA|KIT|LCK|FYN 0.015 60.0046934
activity
1 50 Function oxidoreductase activity PLODllCYP24A1|GAPDH|PXDN|PLODZlNOIS:[LII\L(ZollcYPZRlISNCAIGST01|PIRIGGPDlLDHB 0.0154 60.0016491
6 GO Function phosphatase binding PPP3R1|CSF1R|LCK|CDH5|PTPN1|BCL2 0.0163 G0.0019902
9 GO Function phosphoric ester hydrolase activity PPP3R1|CDC25B|CCR5|CDC25A|TENC1|CDC25C|LCK|PTPN1|PPP3CA 0.0163 G0.0042578
5 GO Function ion channel binding CAV1|CDH5|FYN|FLNA|PRKCSH 0.0185 G0.0044325
MYH9|MMP2 |PPP3R1|CDC25B | ARF3| TUBB4A | CAD | CCR5 | CAPN2 | TUBA1A | TUBA1C|CDC25A
33 GO Function hydrolase activity | ARF4|MMP14| TENC1|CDC25C| LCK | TUBB4B| USP1| MYO1C|MYH10|DPP4|PTPN1|DNM1|A | 0.0187 G0.0016787
NXA1|XRCC5|MYO1B|PPP3CA|CDC42|TOP2B|ARF1|ABCB1|MCM3
5 GO Function protein phosphatase binding CSF1R|LCK|CDH5|PTPN1|BCL2 0.02 G0.0019903




GO Function

Rho guanyl-nucleotide exchange factor activity

ARHGEFS5 | NGEF | ARHGEF26 | ARHGEF15

0.0203

G0.0005089

GO Function

peptidase activator activity

APP|CAV1|FN1

0.0203

G0.0016504

N

GO Function

calcium-dependent protein serine/threonine kinase
activity

PRKCG | CAMK2A

0.0225

G0.0009931

GO Function

oxidoreductase activity, acting on NAD(P)H, heme
protein as acceptor

NOS3|NQO1

0.0259

G0.0016653

GO Function

protein membrane anchor

MYH9|SUN1

0.0259

G0.0043495

GO Function

ATPase activity, coupled

MYH9|MYO1C|MYH10|ANXA1|XRCC5|MYO1B|TOP2B|ABCB1

0.027

G0.0042623

GO Function

peptide disulfide oxidoreductase activity

GSTO1|PDIA6

0.0288

G0.0015037

GO Function

cyclosporin A binding

PPP3R1|PPP3CA

0.0288

G0.0016018

GO Function

nitric-oxide synthase binding

CAV1|DNM1

0.0288

G0.0050998

GO Function

structural constituent of muscle

TPM4|TPM3|TPM2

0.0311

G0.0008307

GO Function

heparan sulfate proteoglycan binding

APP|ITGA2

0.0318

G0.0043395

7] N7 (71 [T INYEN] A [N AN

GO Function

NADP binding

GAPDH|NOS3|G6PD

0.0323

G0.0050661

-
15}

GO Function

cofactor binding

PLOD1|CYP24A1|GAPDH|PXDN |PLOD2 |NOS3|CYP2R1|PTGES|G6PD|LDHB

0.0331

G0.0048037

GO Function

peptide binding

PPP3R1|APP|ITGA2|CALR|PTGES|PPP3CA|APBA2

0.0348

G0.0042277

GO Function

G protein-coupled receptor binding

ITGB4|APLP1|CCL2|APP|FYN|FLNA|DNM1

0.0359

G0.0001664

GO Function

phosphatidylinositol bisphosphate binding

PLEK|STXBP6|ANXA2|MYO1B

0.0363

G0.1902936

NIESEIRY

GO Function

protein kinase C activity

PRKCG | PRKCH

0.0382

G0.0004697

GO Function

oxidoreductase activity, acting on paired donors,
with incorporation or reduction of molecular oxygen

PLOD1|CYP24A1|PLOD2|NOS3|CYP2R1

0.0382

G0.0016705

w

GO Function

extracellular matrix binding

GO Function

THBS1|ITGA2 | ANXA2

0.0402

G0.0050840

protein tyrosine phosphatase activity

10

GO Function

CDC25B|CDC25A|CDC25C|PTPN1

0.0433

G0.0004725

enzyme activator activity

DNAJB6|ARHGAP31|APP|CAV1|RGS12|FN1|ARHGEF15|ARHGAP30|TBC1D4|XRCCS

0.0457

G0.0008047

GO Function

enzyme regulator activity

GAPDH|HSPB1|DNAJB6| ARHGAP31| APP | ANXAS | SNCA| CAV1|RGS12 | ANXA2 [FN1| ARHGEF1
5| ARHGAP30| ANXA1 | TBC1D4|XRCCS

0.0469

G0.0030234

29

GO Function

transferase activity

MAP2K5 | CCL2| GAPDH [ PDGFRA| PRKCG| AKT3| CAD | FLT1|CSFAR [KIT|MELK|CKB| PLK1| BRSK1
|PRKCH | LCK| MAP4K4 | FYN | EPHA2 | TGM2| GSTO1 | SLK | CAMK2B| CAMK2A | DYRK1A | CDC42 | W
EE1|PBKICAMK1D

0.0489

G0.0016740

70

GO Process

regulation of cellular component organization

ARHGEFS | MAP2KS | MYH9| EHD4| CCL2 | PLEK|ENO1| PDGFRA | THBS1| DNAJB6 | PRKCG| NGEF| T

UBBA4A|ADD1|ICAM1|TJP1|APP|CSF1R | KIT|CAPN2|ITGA2 |CCT2|PLK1|DDB1|BCL2L1 | MMP1

4|BRSK1|DAB2 | CALR | CDC25C| STXBP6 | PRKCH | SNCA| CAV1| MAP4K4| ANXA2 | FYN|FN1|SFPQ

|EPHA2 |MYO1C|MYH10| DPP4|ARHGEF15| DLL1|SLK|FLNA|PTPN1|SDC4|SPTAN1|DNM1|TLR

4|CLIC4| ANXAL | TBC1D4|SDC1|FSCN1|XRCCS | G6PD | PPP3CA | CAMK2B | BCL2 | DYRK1A|SEPT7
|CDC42|SPTBN2 | CFL1|ARF1|VIM|CAMK1D

1.88E-19

GO0.0051128

127

GO Process

response to stimulus

ARHGEFS | MAP2KS | PLOD1 | ITGB4| MYH9 | CYP24A1| MMP2 | EHD4| APLP1| CCL2 | GAPDH | GNB4
|PPP3R1 | PLEK|ENO1|MT2A|HSPB1|BCL2L2 | PXDN|LAMAS | PDGFRA| THBS1 | VWF | RORA| CNN
2|PRKCG | AKT3 |NGEF | ARHGAP31| CAD|ADD1 | ICAM1|FERMT3 | TJP1|FLT1|PLOD2 | APP |CSFIR
|KIT|NPC1L1|CCRS | CAPN2 |ANXAS | ITGA2|NOS3 | MELK | CCT2| PLK1|DDB1 |BCL2L1| CDC25A| A
RF4|MMP14|BRSK1|DAB2 | TENC1|NQO1 | CALR| CDC25C | ZYX|RORC | JAG2 | PRKCH|RARB| CYP
2R1|NR112|LCK|SNCA |CAV1|RGS12 | TUBB4B| PTGES| USP1| MAPA4K4| CDH5 | DOK4| ANXA2 | AN
XA6|FYN|FN1|FAS|ARHGEF26 | SFPQ| EPHA2 [MYO1C| RXRG | MYH10| DPP4| TGM2 | DLL1 | ARHG
AP30|GSTO1|SLK|FLNA|PTPN1|SDC4|SPTAN1|DNM1|TLR4| CLIC4|RXRB| ANXA1 | TBC1D4|PSI
P1|SDC1|FSCN1|XRCCS|G6PD|PPP3CA|CAMK28B|LTBAR |BCL2 | CAMK2A|CDC42 |SUN1|PDIA6
|RARG| FLNB | PBK|SPTBN2 | CFL1| ARF1|VIM|NR1H4|PRKCSH| ABCB1|CAMK1D

5.52E-19

G0.0050896

113

GO Process

cellular response to stimulus

ARHGEF5 | MAP2KS5 | ITGB4| MYH9| CYP24A1| MMP2 | EHD4 | APLP1|CCL2 | GAPDH | GNB4 | PPP3R
1|PLEK|MT2A|HSPB1|BCL2L2| PXDN |LAMAS | PDGFRA | THBS1|RORA|CNN2 | PRKCG | AKT3|NG
EF| ARHGAP31|CAD|ADD1|ICAM1|FERMT3|TJP1|FLT1|APP|CSFLR|KIT|NPC1L1|CCRS|CAPN2
| ANXAS | ITGA2 | NOS3| MELK | PLK1| DDB1| BCL2L1| CDC25A | ARF4 | BRSK1| DAB2 | TENC1|NQO1
| CALR|CDC25C| ZYX|RORC|JAG2 | PRKCH|RARB|NR112|LCK|SNCA | CAV1|RGS12 | PTGES |USP1
| MAP4K4|CDH5 | ANXA2 | ANXA6 | FYN | FN1|FAS | ARHGEF26| SFPQ| EPHA2 | MYO1C | RXRG | TGM
2|DLL1|ARHGAP30|GSTO1 | SLK|FLNA|PTPN1|SDC4|SPTAN1|DNM1 | TLR4 | CLIC4|RXRB|ANXA
1|TBC1D4|SDC1|FSCN1|XRCC5|G6PD|PPP3CA|CAMK2B|LTB4R|BCL2 | CAMK2A|CDC42|PDIA
6|RARG | FLNB|PBK|SPTBN2 | CFL1| ARF1|VIM|NR1H4|PRKCSH | CAMK1D

5.52E-19

G0.0051716

96

GO Process

signal transduction

ARHGEFS5| MAP2KS | ITGB4| MYHI| CYP24A1| MMP2 | CCL2 | GNB4|PPP3R1| PLEK | MT2A | HSPB1 |
BCL2L2 |LAMAS | PDGFRA|RORA|CNN2 | PRKCG | AKT3 | NGEF | ARHGAP31|ADD1 | ICAM1 | FERMT
3|TIP1|FLT1|APP|CSF1R | KIT|CCRS | ANXAS | ITGA2|NOS3| MELK | PLK1|DDB1|BCL2L1| ARF4|B
RSK1|DAB2| TENC1| CALR|CDC25C|ZYX|RORC|JAG2 | PRKCH|RARB|NR112 |LCK| SNCA| CAV1|R
GS12|PTGES| MAP4K4 | CDHS | ANXA2 | ANXAG| FYN | FN1|FAS | ARHGEF26| EPHA2 | MYO1C|RXRG
|TGM2 | DLLL|ARHGAP30| GSTO1|SLK| FLNA|PTPN1|SDC4|SPTAN1|DNM1 | TLR4|RXRB | ANXAL
|SDC1|FSCN1|PPP3CA| CAMK2B|LTB4R | BCL2| CAMK2A | CDC42 | PDIAG | RARG | FLNB| SPTBN2|
CFLL|ARF1|VIM|NR1H4|PRKCSH| CAMK1D

1.40€-17

G0.0007165

98

GO Process

signaling

ARHGEFS| MAP2KS | ITGB4| MYHI| CYP24A1| MMP2 | CCL2 | GNB4|PPP3R1| PLEK | MT2A | HSPB1 |
BCL2L2 |LAMAS | PDGFRA|RORA|CNN2 | PRKCG | AKT3 | NGEF | ARHGAP31|ADD1 | ICAM1 | FERMT
3|TIP1|FLT1|APP|CSFLR|KIT| CCRS |ANXAS|ITGA2|NOS3| MELK | PLK1| DDB1|BCL2L1|ARF4|B
RSK1|DAB2| TENC1|NQO1|CALR|CDC25C|ZYX|RORC|JAG2 | PRKCH | RARB| NR112 |LCK|SNCA|C
AV1|RGS12 | PTGES| MAP4K4|CDHS | ANXA2 | ANXAG | FYN | FN1|FAS | ARHGEF26 | EPHA2 | MYO1C
|RXRG|TGM2 | DLL1|ARHGAP30|GSTO1|SLK|FLNA|PTPN1|SDC4|SPTAN1|DNM1 | TLR4 |RXRB|
ANXA1|SDC1|FSCN1|PPP3CA|CAMK2B|LTB4R |BCL2| CAMK2A|CDC42 | PDIAG | RARG| FLNB|SP
TBN2|CFL1| ARF1|VIM|NR1H4|APBA2| PRKCSH|CAMK1D

1.61E-16

G0.0023052

98

GO Process

cell communication

ARHGEFS5| MAP2KS | ITGB4| MYHI| CYP24A1| MMP2 | CCL2 | GNB4|PPP3R1| PLEK | MT2A | HSPB1 |
BCL2L2 |LAMAS | PDGFRA|RORA|CNN2 | PRKCG | AKT3 | NGEF | ARHGAP31 | ADD1 | ICAM1 | FERMT
3|TIP1|FLT1|APP|CSFLR|KIT| CCRS |ANXAS|ITGA2|NOS3| MELK | PLK1| DDB1|BCL2L1 | ARF4|B
RSK1|DAB2| TENC1|NQO1|CALR|CDC25C|ZYX | RORC|JAG2 | PRKCH | RARB|NR112 |LCK|SNCA|C
AV1|RGS12 | PTGES| MAP4K4|CDHS | ANXA2 | ANXAG | FYN | FN1|FAS | ARHGEF26 | EPHA2 | MYO1C
|RXRG|TGM2 | DLL1|ARHGAP30| GSTO1| SLK|FLNA|PTPN1|SDC4|SPTAN1|DNM1 | TLR4 |RXRB|
ANXA1|SDC1|FSCN1|PPP3CA|CAMK2B|LTB4R |BCL2| CAMK2A|CDC42 | PDIAG | RARG| FLNB|SP
TBN2|CFLL|ARF1|VIM|NR1H4|APBA2 |PRKCSH|CAMK1D

6.56E-16

G0.0007154

66

GO Process

regulation of localization

ARHGEFS | MAP2KS | EHD4| CCL2 | GAPDH | LAMA4| HSPB1|LAMAS | PDGFRA| THBS1| DNAJB6 | PR

KCG|AKT3|ICAM1|FERMT3| FLT1| APP|CSF1R|KIT| CCRS|ITGA2|NOS3| CCT2|PLK1|BCL2L1|M

MP14|BRSK1| DAB2 | CALR|STXBP6 | PRKCH | LCK| SNCA | CAV1| MAP4K4 | ANXA2| FYN | FN1| PTRF

|EPHA2|MYO1C|MYH10|DPP4|DLL1| GSTO1|SLK|FLNA|PTPN1| MMRN2|SDC4| DNM1 | TLR4|

CLIC4| ANXA1 | TBC1D4|SDC1|G6PD|PPP3CA| CAMK28|BCL2 | CAMK2A | ARF1|NR1H4|NUMB|
ABCB1|CAMK1D

2.01E-15

G0.0032879

68

GO Process

cellular response to chemical stimulus

ARHGEFS | MAP2K5 | CYP24A1 | MMP2|EHD4| APLP1 | CCL2 | GAPDH|MT2A|HSPB1|PXDN [LAMA

5|PDGFRA|THBS1|RORA|CNN2|CAD|ADD1 |ICAM1 | FLT1|APP| CSFIR|KIT| CCRS | CAPN2 |ITGA

2|NOS3| MELK|BCL2L1|NQO1| CALR|ZYX|RORC|RARB| NR1I2 | SNCA|CAV1 | CDH5 | ANXA2 | FYN

|FN1|FAS|EPHA2|MYO1C|RXRG|GSTO1|PTPN1 | TLR4|CLIC4|RXRB|ANXA1| TBC1D4|SDC1|FS

CN1|XRCC5|G6PD|PPP3CA|CAMK2B|BCL2 | CAMK2A|CDC42| PDIAG|RARG | FLNB|CFLL|ARF1]
VIMINR1H4

2.01E-15

G0.0070887




75

GO Process

response to stress

MAP2K5 | PLOD1|ITGB4|MMP2 | CCL2 | GAPDH | MT2A | HSPB1|BCL2L2 | PXDN | PDGFRA| THBS1|V

WF|RORA|PRKCG | CAD| ADD1 |ICAM1 | PLOD2| APP | CSF1R | KIT|NPC1L1| CCRS | CAPN2 | ANXAS |

ITGA2|NOS3| MELK | PLK1|DDB1 | BCL2L1| ARF4| MMP14 | BRSK1|NQO1 | CALR | CDC25C| ZYX | PR

KCH|LCK|SNCA|CAV1|TUBBA4B | PTGES| USP1|FYN |FN1|FAS|SFPQ|EPHA2 |MYO1C| MYH10|DP

P4|SLK|FLNA|PTPN1|SDC4| TLR4|ANXA1|PSIP1|SDC1|XRCC5|G6PD|PPP3CA| CAMK2B|LTBAR
|BCL2| CAMK2A|CDC42 | PDIAG| FLNB|VIM | NR1H4 | CAMK1D

3.17E-15

G0.0006950

96

GO Process

cellular component organization

ARHGEFS | ITGB4| MYH9 | MMP2 | EHD4| CCL2 | GAPDH |LAMA4 | PLEK | CDC25B| PXDN | LAMAS | PD
GFRA|THBS1|COL8A1|VWF|DNAJB6|CNN2|AKT3 | TUBBA4A |ADD1|ICAM1|FERMT3| TJP1| APP
| CSFAR|KIT| CCR5|ITGA2|NOS3| CCT2 | PLK1| TUBA1A| TUBALC | DDB1 | BCL2L1 | SDPR|ARF4|M

MP14|BRSK1| DAB2 | CALR | ZYX | FLNC| SNCA| CAV1| TUBB4B| MAPA4K4| CDHS | DOK4 | PTMA | TP

M4| ANXA2 | ANXA6 | FYN |FN1|FAS| ARHGEF26|SFPQ|EPHA2| MYO1C|RXRG |MYH10|TGM2| TP
M3 |SLK|FLNA|CNN3|PTPN1|SDC4|SPTAN1|DNM1|CLIC4| ANXA1| TPM2|PSIP1|FSCN1|XRCC

5|MYO1B|BCL2| CAMK2A|SEPT7|CDC42|SUN1|RARG| TOP2B | WEE1 | FLNB | SPTBN2 | CFL1| ARF

1|VIM|NR1H4| NUMB | TLN2| ABCB1

3.17E-15

G0.0016043

69

GO Process

response to organic substance

MAP2KS5|CYP24A1| MMP2|EHD4|APLP1|CCL2 | GAPDH| MT2A [HSPB1|LAMAS | PDGFRA [ THBS1

|RORA|CNN2|PRKCG | CAD|ADD1 |ICAM1|FLT1|APP|CSF1R|KIT|CCRS| CAPN2 | ANXAS | ITGA2 |

NOS3|BCL2L1|MMP14|NQO1| CALR| ZYX |RORC|RARB|NR1I2 | SNCA|CAV1 | PTGES| CDHS | ANX

A2|FYN|FN1|FAS|EPHA2|MYO1C|RXRG|GSTO1|PTPN1|DNM1| TLR4| RXRB|ANXA1| TBC1D4|

SDC1|FSCN1|XRCC5|G6PD| PPP3CA | CAMK2B|BCL2 | CAMK2A | CDC42 | PDIAG| RARG | FLNB | CFL
1|ARF1IVIMINR1H4

4.53E-15

G0.0010033

61

GO Process

cellular response to organic substance

MAP2KS5 | CYP24A1| MMP2| EHD4| APLP1|CCL2 | GAPDH | MT2A | HSPB1|LAMAS | PDGFRA | THBS1
|RORA|CNN2|CAD|ADD1 |ICAM1|FLT1|APP|CSF1R|KIT|CCRS| CAPN2 |ITGA2|NOS3|BCL2L1 |
CALR|ZYX|RORC|RARB|NR1I2| SNCA| CAV1|CDHS | ANXA2 | FYN|FN1|FAS| MYO1C| RXRG| GST

01|PTPN1|TLR4|RXRB| ANXA1| TBC1D4|SDC1|FSCN1|XRCC5| PPP3CA | CAMK2B|BCL2 | CAMK2

A|CDCA42|PDIA6|RARG | FLNB|CFL1|ARF1|VIM|NR1H4

4.53E-15

GO0.0071310

50

GO Process

regulation of programmed cell death

ARHGEFS5 | MAP2K5 | CCL2 | GAPDH | ENO1| HSPB1|BCL2L2 | THBS1| DNAJB6 | PRKCG | NGEF [ICAM

1|APP|CSF1R |KIT| CCRS | ANXAS [NOS3| MELK | PLK1|DDB1|BCL2L1|ARF4|DAB2 |[NQO1|CALR|

RORC|PRKCH|RARB|LCK | SNCA | CAV1 | MAPA4K4 | FYN | FAS| ARHGEF26 | SFPQ| TGM2| DLL1 | SLK |
FLNA|PTPN1|ANXA1|G6PD|BCL2| CAMK2A|RARG | CFL1|NR1H4|CAMK1D

8.45E-15

GO0.0043067

40

GO Process

cytoskeleton organization

ARHGEF5|MYH9|CCL2 | GAPDH | PLEK|LAMAS | PDGFRA | DNAJBG |[CNN2 [ TUBB4A [ADD1 | KIT|PL

K1|TUBA1A|TUBA1C|BRSK1|CALR |ZYX | TUBB4B|TPM4|MYH10| TPM3|SLK|FLNA|CNN3 | PTP

N1|SPTAN1|ANXAL|TPM2|FSCN1|MYO1B|BCL2|CDCA42|SUN1|WEE1|FLNB|SPTBN2|CFL1|VI
M|TLN2

1.13e-14

G0.0007010

49

GO Process

regulation of apoptotic process

ARHGEFS | MAP2KS | CCL2 | GAPDH | ENO1 |HSPB1 | BCL2L2 | THBS1| DNAJB6 | PRKCG | NGEF | ICAM

1|APP| CSF1R| CCRS |ANXAS | NOS3| MELK | PLK1|DDB1 | BCL2L1| ARF4| DAB2|NQO1| CALR|ROR

C|PRKCH|RARB|LCK|SNCA | CAV1| MAP4K4| FYN | FAS | ARHGEF26 | SFPQ| TGM2| DLLL | SLK | FLN
A[PTPN1|ANXA1|G6PD|BCL2| CAMK2A|RARG | CFL1|NR1H4|CAMK1D

2.37E-14

G0.0042981

51

GO Process

regulation of cell death

ARHGEFS | MAP2KS5| CCL2 | GAPDH| ENO1| HSPB1|BCL2L2 | THBS1| DNAJB6 | PRKCG| NGEF [ICAM

1|APP|CSF1R |KIT| CCRS |ANXAS |[NOS3| MELK | PLK1|DDB1|BCL2L1|ARF4|DAB2 |[NQO1|CALR|

RORC| PRKCH | RARB | LCK| SNCA|CAV1| MAPA4K4 | FYN | FAS| ARHGEF26 | SFPQ| TGM2 | DLL1 | SLK|
FLNA|PTPN1|TLR4| ANXA1|G6PD|BCL2| CAMK2A|RARG | CFL1 |NR1H4|CAMK1D

2.86E-14

GO0.0010941

59

GO Process

cell surface receptor signaling pathway

ITGB4|MYH9|MMP2| CCL2 [PPP3R1| PLEK| MT2A [HSPB1|BCL2L2 [LAMAS | PDGFRA|RORA|CNN

2|NGEF|ICAM1|FERMT3 |FLT1|APP|CSF1R |KIT| CCRS | ITGA2| NOS3 | DDB1 | BCL2L1| ARF4| DAB

2|ZYX|RORC|JAG2| LCK|SNCA | CAV1|CDHS | ANXA2 | FYN |FN1|FAS|EPHA2 |MYO1C| DLLL| GST

O1|FLNA|PTPN1|DNM1|TLR4|ANXA1|SDC1|FSCN1|PPP3CA|CAMK2B|BCL2 | CAMK2A| CDC42
IRARG | CFLLIARF1|VIM|NR1H4

3.66E-14

G0.0007166

37

GO Process

negative regulation of programmed cell death

MAP2KS5|CCL2|ENO1 |HSPB1 | BCL2L2 | THBS1| DNAJB6| PRKCG|ICAM1| CSFAR|KIT| CCRS | ANXA
5|NOS3|PLK1|DDB1|BCL2L1|ARF4|DAB2|NQO1|RORC|PRKCH |RARB|SNCA|CAV1|MAPAK4|
FYN|FAS|DLL1| FLNA| PTPN1|ANXA1|BCL2 |RARG| CFL1|NR1H4| CAMK1D

1.20€-13

G0.0043069

85

GO Process

negative regulation of cellular process

MAP2KS5 | MYHO| APLP1|CCL2 | GAPDH | PLEK | ENO1 | HSPB1|BCL2L2| PXDN | PDGFRA| THBS1|RO

RA|DNAJB6 | PRKCG | AKT3 | NGEF | TUBB4A | ADD1|ICAM1 | FLT1| APP | CSFIR [KIT| CCRS | ANXAS|

NOS3|PLK1|DDB1|BCL2L1| ARF4| MMP14|BRSK1| DAB2 | TENC1|NQO1| CALR|CDC25C|STXBPG

|RORC|PRKCH | RARB|NR1I2| LCK|SNCA | CAV1 |RGS12 | PTGES | MAP4K4 | CDH5 | ANXA2 | FYN [FN

1|FAS|SFPQ|EPHA2 | DPP4| ARHGEF15| DLL1| GSTO1|FLNA|PTPN1| MMRN2|SDC4|SPTAN1|D

NM1|TLR4|CLIC4| ANXA1| TBC1D4|XRCCS | GEPD|PPP3CA|BCL2 | DYRK1A|CDC42 |RARG| TOP2
B|PBK|SPTBN2| CFL1|ARF1|VIM|NR1H4| CAMK1D

1.72E-13

G0.0048523

75

GO Process

regulation of biological quality

MYH9|CCL2| GAPDH |RBP1| PLEK| MT2A | HSPB1 | PDGFRA | THBS1|VWF | RORA| PRKCG | AKT3|N

GEF|CAD|ADD1 |ICAM1|APP|CSF1R|KIT| CCRS| ANXAS | ITGA2 [NOS3 | CKB| CCT2| PLK1|DDB1|

BCL2L1|BRSK1| TENC1|NQO1|CALR|PRKCH|CYP2R1|LCK|SNCA|CAV1| MAP4KA| ANXA2 | ANXA

6|FYN|FN1|MYO1C|MYH10|DPP4|ARHGEF15| TGM2 | DLL1|COPA| GSTO1|FLNA|SPTAN1|TLR

4| CLICA| ANXA1|XRCC5| G6PD | PPP3CA | CAMK2B | BCL2 | CAMK2A | SEPT7 | CDC42|SUN1 | PDIAG
|RARG | FLNB|SPTBN2| CFL1|ARF1|VIM|NR1H4| TLN2 | ABCB1

1.72E-13

G0.0065008

145

GO Process

biological regulation

ARHGEFS | MAP2KS | ITGB4| MYHO| CYP24A1 | MMP2 |EHDA4| APLP1| CCL2 | GAPDH [LAMA4|RBP1
| GNB4|PPP3R1|PLEK|ENO1|MT2A|CDC258 | HSPB1|BCL2L2 | PXDN |LAMAS | PDGFRA| THBS1|C
OL8A1|VWF|RORA | DNAJB6|CNN2 | PRKCG | AKT3 | NGEF | TUBB4A | ARHGAP31|CAD|ADD1 |ICA
M1|FERMT3|TJP1|FLT1|APP|CSFIR |KIT|CCRS | CAPN2 | ANXAS | ITGA2 | NOS3 | MELK | CKB|CCT2
|PLK1|TUBA1A| DDB1|BCL2L1|CDC25A | ARF4|MMP14| BRSK1 | DAB2 | TENC1|NQO1 | CALR | CD
C25C|STXBP6|ZYX | RORC|JAG2| PRKCH| RARB| CYP2R1 | NR1I2|LCK | SNCA|CAV1 |RGS12 | TUBB
4B|PTGES|USP1|MAPA4K4| CDH5 | ANXA2| ANXA6| FYN|FN1 | FAS| ARHGEF26 | PTRF|SFPQ| EPHA
2|MYO1C|RXRG|MYH10| DPP4| ARHGEF15 | TGM2 | DLL1| ARHGAP30| COPA | GSTO1| SLK | FLNA|
CNN3|PTPN1|MMRN2|SDC4|SPTAN1|DNM1|TLR4|CLIC4|RXRB|ANXA1| TBC1D4| TPM2|PIR|
PSIP1|SDC1|FSCN1|XRCCS | G6PD| PPP3CA | CAMK2B|LTBAR| BCL2 | CAMK2A | DYRK1A| SEPT7|C
DC42|SUN1|PDIA6|RARG | TOP2B| FLNB| PBK| SPTBN2| CFL1|ARF1|VIM|NR1H4| NUMB|APBA2
| TLN2 |PRKCSH| ABCB1| CAMK1D

1.94E-13

G0.0065007




160

GO Process

cellular process

RCN1|ARHGEFS |MAP2KS | PLOD1|ITGB4| MYHI | CYP24A1| MMP2 | EHD4|APLP1| CCL2| GAPDH
|LAMA4|RBP1|GNB4|PPP3R1 | PLEK |ENO1|MT2A| CDC258 |HSPB1|BCL2L2| PXDN | LAMAS | AR
F3|PDGFRA | THBS1| COLBAL|VWF|RORA| DNAJBE| CNN2| PRKCG| AKT3| NGEF | TUBB4A| ARHG
AP31|CAD|ADD1|ICAM1|EXOCEB| FERMT3 | TJP1|FLT1|PLOD2 | APP|CSF1R [KIT|NPCIL1| CCRS
|CAPN2| ANXAS | ITGA2 [NOS3 | MELK| CKB| CCT2 | PLK1| TUBA1A | TUBALC| DDB1|BCL2L1| CDC2
5A|SDPR|ARF4| MMP14|BRSK1| DAB2| TENC1|NQO1 | CALR|CDC25C| ZYX|RORC|FLNC|JAG2|P
RKCH|RARB|CYP2R1|NR1I2 |LCK|SNCA|CAV1|RGS12 | TUBB4B | PTGES| USP1| MAP4K4| CDHS |
DOK4|PTMA|TPM4| ANXA2 | ANXAG | FYN | FN1| FAS|ARHGEF26 | PTRF | SFPQ| EPHA2 [ MYO1C|R
XRG|MYH10| DPP4|TGM2| DLLL| ARHGAP30| TPM3| GSTO1 | SLK | FLNA|CNN3|PTPN1| MMRN2 |
SDC4|SPTAN1|DNM1|TLR4| CLIC4| RXRB|ANXA1| TBC1D4| TPM2| PIR | PSIP1|SDC1|FSCN1|XRC
C5|MYO18B|G6PD |PPP3CA | CAMK2B| LDHB | LTB4R|BCL2 | CAMK2A | DYRK1A| SEPT7 | PAICS|CDC
42|SUN1|PDIA6|RARG | TOP2B | WEE1 | FLNB | PBK|SPTBN2 | CFL1|ARF1|VIM|NR1H4|NUMB| AP
BA2|TLN2|PRKCSH | ABCB1| CAMK1D|MCM3

2.27E-13

G0.0009987

38

GO Process

negative regulation of cell death

MAP2K5 | CCL2 | ENO1|HSPB1|BCL2L2 | THBS1|DNAJB6 | PRKCG | ICAM1| APP | CSFAR|KIT|CCRS |
ANXAS |NOS3| PLK1| DDB1|BCL2L1| ARF4| DAB2 [NQO1|RORC| PRKCH |RARB|SNCA|CAV1|MA
P4K4|FYN|FAS|DLLL|FLNA|PTPN1|ANXAL|BCL2 |RARG |CFL1|NR1H4|CAMK1D

2.37E-13

GO0.0060548

89

GO Process

positive regulation of cellular process

ARHGEF5 | MAP2KS | MYH9 | MMP2 | EHD4 | CCL2| GAPDH | PPP3R1| PLEK| ENO1|CDC25B | HSPB1 |
PDGFRA|THBS1|RORA | PRKCG | AKT3|NGEF|ADD1 |ICAM1|FERMT3 |FLT1|APP|CSF1R |KIT|ITG
A2|NOS3|MELK|CCT2 | PLK1|DDB1|BCL2L1|CDC25A| ARF4| MMP14|DAB2|NQO1 | CALR|CDC2
5C|RORC|JAG2|PRKCH|RARB|NR112|LCK|SNCA | CAV1|MAP4K4 | CDHS | ANXA2| FYN|FN1|FAS
| ARHGEF26 | PTRF|SFPQ| MYO1C|RXRG | MYH10| DPP4 | ARHGEF15| TGM2| DLL1| GSTO1 | SLK | FL
NA|PTPN1|SDC4|DNM1|TLR4|RXRB|ANXA1|PSIP1|SDC1|FSCN1|XRCC5 |PPP3CA|CAMK2B|B
CL2|CAMK2A | DYRK1A | SEPT7|CDC42 |[RARG| CFL1|VIM | NR1H4|NUMB | CAMK1D

3.19€-13

G0.0048522

94

GO Process

developmental process

MAP2KS5 [PLOD1|ITGB4|MYH9| CYP24A1[MMP2[APLP1|CCL2| PPP3R1 [ PLEK|CDC25B|BCL2L2 |
LAMAS |PDGFRA|THBS1|COL8A1|RORA|PRKCG | AKT3 | NGEF | CAD| ADD1 [ICAM1 | FERMT3 | TP
1|FLT1|APP|CSFIR|KIT| CAPN2 |ITGA2|NOS3| MELK | CKB| BCL2L1| ARF4| MMP14 | BRSK1| DAB2
| TENC1|NQO1|CALR|RORC|FLNC|JAG2 | PRKCH|RARB|LCK|SNCA | CAV1| USP1| MAP4K4| CDH
5|DOK4| ANXA2 | FYN|FN1|FAS| ARHGEF26 | EPHA2 | MYH10| ARHGEF15 | TGM2| DLLL| FLNA|CN
N3|MMRN2|SDC4|SPTAN1 | CLIC4| ANXAL | PIR | SDC1|FSCN1|XRCC5 | G6PD| PPP3CA | CAMK2B|
BCL2|CAMK2A | DYRK1A |SEPT7|CDC42 | SUN1|RARG | TOP2B | WEEL | FLNB|SPTBN2 | CFLL|VIM|
NUMBIAPBA2 | CAMK1D

3.27E-13

G0.0032502

81

GO Process

response to chemical

ARHGEFS | MAP2K5 | CYP24A1 [ MMP2| EHD4| APLP1|CCL2 | GAPDH|MT2A|HSPBL| PXDN [LAMA

5|PDGFRA| THBS1|RORA|CNN2 |PRKCG | CAD|ADD1 [ICAM1 | FLT1|APP| CSFAR|KIT|NPC1L1|CC

RS|CAPN2 | ANXAS | ITGA2 | NOS3 | MELK | BCL2L1| MMP14|NQO1| CALR| ZYX |RORC| RARB| CYP2

R1|NRLI2|LCK|SNCA|CAV1 | PTGES| CDHS | DOK4| ANXA2 | FYN | FN1| FAS|EPHA2 [ MYO1C|RXRG

|MYH10|GSTO1|PTPN1|SPTAN1|DNM1 | TLR4|CLIC4|RXRB|ANXAL|TBC1D4|SDC1|FSCN1|XR

CC5|G6PD|PPP3CA | CAMK2B|BCL2 | CAMK2A | CDC42| PDIA6| RARG | FLNB|SPTBN2 | CFLL| ARF1
|VIMINR1H4|ABCB1

3.27E-13

G0.0042221

36

GO Process

negative regulation of apoptotic process

MAP2K5 | CCL2 | ENOL|HSPB1|BCL2L2 | THBS1|DNAJB6| PRKCG|ICAM1|CSF1R|CCRS|ANXAS [N
0S3|PLK1|DDB1|BCL2L1|ARF4|DAB2|NQO1|RORC|PRKCH|RARB|SNCA|CAV1|MAP4K4|FYN
|FAS|DLL1|FLNA|PTPN1|ANXA1|BCL2| RARG|CFL1|NR1H4|CAMK1D

3.27E-13

G0.0043066

54

GO Process

anatomical structure morphogenesis

ITGB4|MYHS|MMP2|APLP1|CCL2 | PPP3R1|LAMAS | PDGFRA| THBS1| COL8AL|RORA|AKT3|AD

D1|FERMT3|FLT1|APP|CSF1R|CAPN2|ITGA2|NOS3|BCL2L1|MMP14|BRSK1|JAG2 | RARB| CAV

1|MAP4K4| DOK4| ANXA2 | FYN|FN1|ARHGEF26| EPHA2 | MYH10| ARHGEF15| TGM2 | DLL1 | FLNA

| MMRN2|SDC4|SPTAN1| CLIC4|SDC1 | FSCN1|BCL2 | CAMK2A|CDC42 | RARG | TOP2B | WEE1 | FL
NB|SPTBN2|CFL1|NUMB

5.02E-13

G0.0009653

920

GO Process

anatomical structure development

MAP2KS |PLOD1|ITGB4|MYH9| MMP2 | APLP1|CCL2 |PPP3R1| PLEK| CDC258 | BCL2L2 |LAMAS | P
DGFRA|THBS1|COL8A1|RORA | PRKCG | AKT3 | NGEF | CAD| ADD1 [ICAM1 | FERMT3 | TJP1|FLTL|A
PP|CSFLR|KIT|CAPN2 |ITGA2|NOS3|MELK| CKB|BCL2L1 | ARF4| MMP14|BRSK1|DAB2 | TENC1 |
CALR|RORC|FLNC|JAG2 |PRKCH |RARB|LCK | CAV1 | USP1| MAP4K4| CDHS | DOK4| ANXA2 | FYN | F
N1|FAS|ARHGEF26 | EPHA2| MYH10| ARHGEF15| TGM2 | DLL1| FLNA|CNN3| MMRN2 | SDC4|SPT
ANZ|CLIC4|ANXA1|PIR |SDC1|FSCN1|XRCCS | G6PD| PPP3CA| CAMK28B| BCL2 | CAMK2A | DYRK1
A|CDCA42|SUN1|RARG|TOP2B| WEE1| FLNB|SPTBN2|CFL1|VIM|NUMB|APBA2 | CAMK1D

8.31E-13

G0.0048856

44

GO Process

movement of cell or subcellular component

ARHGEFS5|ITGBA| MYH9| CCL2 | HSPB1 | LAMAS | PDGFRA| THBS1|ICAM1 | FLT1|APP | CSFAR [KIT|

CCRS5|ITGA2|NOS3| ARF4| MMP14|LCK| CAV1|DOK4| TPM4| FYN|FN1|EPHA2 | MYO1C| MYH10

|DPP4|TPM3 | FLNA|MMRN2|SDC4 |SPTAN1|ANXA| TPM2|SDC1|FSCN1|MYO18|CDC42 |SU
N1|TOP2B[SPTBN2[CFL1|VIM

8.59E-13

G0.0006928

93

GO Process

positive regulation of biological process

ARHGEFS [ MAP2K5 | MYHI|MMP2| EHD4|CCL2 | GAPDH | PPP3R1|PLEK[ENO1| CDC25B[HSPB1 |
PDGFRA | THBS1|COL8A1|RORA |PRKCG | AKT3|NGEF |ADD1|ICAM1|FERMT3| FLT1| APP|CSF1R
|KIT|ITGA2 [NOS3 | MELK| CCT2 | PLK1| DDB1|BCL2L1| CDC25A| ARF4| MMP14|DAB2 NQO1 | CA
LR|CDC25C |RORC|JAG2|PRKCH |RARB|NR1I2|LCK | SNCA|CAV1| MAP4K4 | CDHS | ANXA2 | FYN|
FN1|FAS| ARHGEF26 | PTRF|SFPQ|EPHA2| MYO1C|RXRG| MYH10| DPP4| ARHGEF15 | TGM2 | DLL
1|GSTO1|SLK|FLNA|PTPN1|SDC4|DNM1 | TLR4 |RXRB|ANXAL|PSIP1|SDC1|FSCN1|XRCCS | G6
PD|PPP3CA|CAMK2B|BCL2 | CAMK2A | DYRK1A| SEPT7 | CDC42| RARG| CFLL |VIM |NR1H4|NUM
BIABCB1ICAMKID

1.92E-12

G0.0048518

79

GO Process

system development

MAP2K5 | ITGB4| MYH9| MMP2 [APLP1| CCL2 | PPP3R1| PLEK | BCL2L2 | LAMAS | PDGFRA [ THBS1|C

OL8A1|RORA | PRKCG | AKT3 |NGEF | CAD|ADD1 |ICAM1|FLTL|APP|CSF1R|KIT|ITGA2 NOS3| ME

LK|CKB|BCL2L1|ARF4|MMP14|BRSK1| TENC1|CALR |[RORC|JAG2|PRKCH |RARB |LCK|CAV1|US

P1|MAP4K4|CDH5 | DOK4 | ANXA2| FYN |FN1|EPHA2 [ MYH10| ARHGEF15 | TGM2 | DLLL|FLNA|M

MRN2 | SDC4|SPTAN1| CLIC4| ANXA1| PIR|SDC1|XRCCS | GEPD|PPP3CA| CAMK2B|BCL2| CAMK2

A|DYRK1A|CDC42 | SUN1|RARG | TOP28 | WEE1 | FLNB|SPTBN2 | CFLL|VIM|NUMB|APBA2 | CAM
K1D

2.97E-12

G0.0048731

71

GO Process

cell differentiation

ITGB4|MYH9|CYP24A1| MMP2 | CCL2 | PPP3R1 | PLEK|CDC25B| LAMAS| PDGFRA [COL8AL|RORA

|NGEF|ADD1|ICAM1|FERMT3 | TIP1|FLT1|APP| CSFAR| KIT| CAPN2 | ITGA2| BCL2L1| ARF4|MMP

14| BRSK1| DAB2 | CALR|RORC| FLNC|JAG2 | PRKCH | RARB| LCK| CAV1| MAP4K4| DOK4 | ANXA2 | F

YN|FN1|ARHGEF26|EPHA2 [MYH10|DLL1|FLNA|CNN3|SDC4|SPTAN1| CLIC4|ANXAL| PIR|SDC

1|XRCC5|G6PD|PPP3CA| CAMK28B|BCL2| CAMK2A | SEPT7|CDC42| SUN1 |RARG | TOP2B | WEE1 |
FLNB|SPTBN2 | CFL1|VIMINUMB|CAMK1D

4.02E-12

G0.0030154

87

GO Process

negative regulation of biological process

MAP2KS | MYH9 | APLP1|CCL2 | GAPDH | PLEK | ENO1| MT2A | HSPB1|BCL2L2 | PXDN | PDGFRA | THB
S1|RORA|DNAJB6 | PRKCG | AKT3| NGEF | TUBB4A| ADD1 |ICAM1 |FLT1|APP| CSFLR |KIT| CCRS |A
NXAS5|NOS3|PLK1|DDB1|BCL2L1| ARF4| MMP14|BRSK1| DAB2| TENC1|NQO1|CALR|CDC25C|S
TXBP6|RORC| PRKCH|RARB| NR112 |LCK| SNCA| CAV1|RGS12| PTGES | MAP4K4 | CDHS | ANXA2| F
YN |FN1|FAS|SFPQ|EPHA2 | DPP4| ARHGEF15 | DLL1|GSTO1|FLNA|PTPN1|MMRN2|SDC4|SPTA
N1|DNM1|TLR4|CLIC4] ANXA1| TBC1D4|XRCC5| G6PD | PPP3CA |BCL2 | DYRK1A | CDCA42 | RARG |
TOP28B|PBK|SPTBN2 | CFL1| ARFL|VIM|NR1H4|NUMB|CAMK1D

5.37E-12

G0.0048519

37

GO Process

response to cytokine

MMP2| CCL2|GAPDH | MT2A [LAMAS | THBS1|RORA|CNN2|ICAM1| CSFAR|KIT| CCR5|BCL2LL|Z
YX|RORC|SNCA | PTGES|ANXA2 | FYN |[FN1|FAS|MYO1C|GSTO1| TLR4| ANXA1|SDC1|FSCN1|XR
CC5|CAMK2B|BCL2 | CAMK2A| CDC42 | RARG | FLNB| CFL1 | ARF1|VIM

1.05E-11

G0.0034097

34

GO Process

regulation of locomotion

MAP2K5 |CCL2 | LAMA4|HSPB1 | LAMAS | PDGFRA|THBS1|AKT3|ICAM1 | FERMT3 | FLT1|APP | CSF
1R|KIT|ITGA2|NOS3| DDB1|MMP14| DAB2| CALR|SNCA|FN1|PTRF|EPHA2 | MYO1C|SLK| FLNA
|MMRN2|SDC4|CLIC4| ANXA1 | BCL2 | NUMB|CAMK1D

1.52E-11

G0.0040012
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GO Process

regulation of cellular process

ARHGEFS5| MAP2KS | ITGB4| MYHI| CYP24A1 | MMP2 | EHD4| APLP1| CCL2| GAPDH | LAMA4| GNB4
|PPP3R1 | PLEK|ENO1|MT2A|CDC258 | HSPB1|BCL2L2| PXDN | LAMAS | PDGFRA | THBS1|RORA| D
NAJB6| CNN2|PRKCG| AKT3 | NGEF | TUBB4A | ARHGAP31|ADD1 |ICAM1 | FERMT3 | TJP1|FLT1|AP
P|CSFIR [KIT|CCRS | CAPN2| ANXAS | ITGA2 |NOS3 | MELK| CCT2 | PLK1| TUBA1A| DDB1 |BCL2L1|C
DC25A| ARF4| MMP14|BRSK1| DAB2| TENC1|NQO1| CALR|CDC25C|STXBP6 | ZYX|RORC|JAG2 |P
RKCH|RARB|NR1I2|LCK|SNCA | CAV1|RGS12 | TUBBAB| PTGES|USP1| MAP4K4| CDHS5 | ANXA2 |A
NXAG|FYN |FN1|FAS|ARHGEF26 | PTRF|SFPQ| EPHA2 | MYO1C|RXRG | MYH10| DPP4 | ARHGEF15
|TGM2 | DLL1|ARHGAP30| COPA|GSTO1 | SLK| FLNA |PTPN1|MMRN2|SDC4|SPTAN1|DNM1 | TL
R4|CLIC4|RXRB| ANXA1|TBC1D4|PIR| PSIP1|SDC1|FSCN1|XRCCS | GEPD|PPP3CA| CAMK28B LT
B4R |BCL2| CAMK2A| DYRK1A |SEPT7|CDC42 | PDIAG | RARG| TOP2B | FLNB | PBK|SPTBN2 | CFL1|A
RF1|VIM|NR1H4|NUMB|PRKCSH | CAMK1D

2.12E-11

G0.0050794

35

GO Process

cellular response to cytokine stimulus

MMP2|CCL2|GAPDH | MT2A [LAMAS | THBS1|RORA|CNN2|ICAM1| CSFAR|KIT| CCR5|BCL2LL|Z
YX|RORC|ANXA2 |FYN|FN1|FAS|MYO1C|GSTO1 | TLR4|ANXA1|SDC1|FSCN1|XRCC5| CAMK28
|BCL2| CAMK2A | CDC42 | RARG | FLNB| CFL1| ARF1|VIM

2.37E-11

G0.0071345

56

GO Process

immune system process

ARHGEFS | MYH9|CCL2 | GAPDH | PLEK| MT2A | PXDN| PDGFRA [ THBS1|RORA| CNN2|ADD1[ICAM

1|FLT1|APP|CSFIR | KIT| CCRS| MELK|CCT2 | CALR | ZYX|RORC|JAG2 | LCK | SNCA | CAV1 | TUBBA4B|

ANXA2|FYN |FN1|FAS|SFPQ|EPHA2 [ MYO1C|DPP4|DLL1|SDC4|SPTAN1| TLR4| ANXA1 | PIR|SD

C1/XRCC5|G6PD| PPP3CA| CAMK2B |LTBAR | BCL2 | CAMK2A | CDC42| FLNB|SPTBN2 | ARF1|VIM |
NR1H4

2.77e-11

G0.0002376

31

GO Process

regulation of cell migration

MAP2K5|CCL2| LAMA4|HSPB1 [LAMAS | PDGFRA|THBS1| AKT3|ICAM1| FERMT3 | FLT1| APP | CSF
1R|KIT|ITGA2|NOS3|MMP14|DAB2 | CALR | FN1|EPHA2 | MYO1C|SLK|FLNA|MMRN2 |SDC4|CLI
C4|ANXA1|BCL2|NUMB|CAMK1D

3.86E-11

G0.0030334

32

GO Process

regulation of cell motility

MAP2K5 |CCL2 | LAMA4| HSPB1|LAMAS | PDGFRA| THBS1| AKT3|ICAM1|FERMT3 | FLT1| APP | CSF
1R|KIT|ITGA2|NOS3|MMP14|DAB2 | CALR | FN1| PTRF|EPHA2| MYOLC|SLK| FLNA| MMRN2 | SD
C4|CLIC4| ANXA1|BCL2| NUMB|CAMK1D

3.92E-11

G0.2000145

100

GO Process

multicellular organismal process

MAP2KS | ITGB4| MYH9| CYP24A1| MMP2| APLP1|CCL2 | PPP3R1 | PLEK| CDC25B | BCL2L2 | LAMAS
|PDGFRA| THBS1| COLBAL|VWF|RORA | PRKCG | AKT3 | NGEF | CAD| ADD1 [ICAM1 | FLT1|APP| CSF
1R|KIT|NPC1L1| CAPN2|ANXAS|ITGA2 |NOS3 | MELK| CKB| PLK1|BCL2L1 | ARF4| MMP14| BRSK1
| DAB2| TENC1| CALR| CDC25C|RORC|JAG2 | PRKCH | RARB|LCK| SNCA | CAV1| USP1| MAP4K4|CD
H5|DOK4| TPM4 | ANXA2|FYN | FN1|FAS|EPHA2| MYH10|DPP4| ARHGEF15| TGM2 | DLLL| COPA|
TPM3|FLNA| MMRN2|SDC4|SPTAN1| DNM1| TLR4| CLIC4| ANXA1| TPM2 | PIR| SDC1| XRCCS | G6
PD|PPP3CA | CAMK2B|LTB4R| BCL2 | CAMK2A | DYRK1A| SEPT7|CDC42| SUN1|RARG| TOP28B | WE
E1|FLNB|SPTBN2|CFLL|VIM|NR1H4|NUMB| APBA2| CAMK1D

4.51E-11

G0.0032501

34

GO Process

protein phosphorylation

MAP2K5 | CCL2|CDC25B | PDGFRA|PRKCG | AKT3 | CAD| FLT1|APP| CSFR|KIT| CCRS | MELK | PLK1
|BRSK1|PRKCH |LCK| MAP4K4 | FYN | EPHA2 | SLK| PTPN1 | SPTAN1 | TLR4| CAMK2B | BCL2 | CAMK2
A[DYRK1A|CDCA42| WEE1 | PBK|SPTBN2| CFL1| CAMK1D

4.57E-11

GO0.0006468

43

GO Process

cell development

MYH9|PPP3R1|CDC25B | LAMAS | PDGFRA|ICAM1|FERMT3 | TIP1|APP|CSFIR |KIT|BCL2L1|ARF

4|BRSK1|FLNC|RARB| MAP4K4 | DOK4 | ANXA2 | FYN | FN1|ARHGEF26 | EPHA2 [ MYH10| DLL1 | FLN

A|SDC4|SPTAN1|CLIC4|SDC1|G6PD|PPP3CA|BCL2|CAMK2A | CDCA2 | RARG | TOP2B| WEEL | FL
NBISPTBN2|CFL1|VIM|NUMB

6.94E-11

G0.0048468

33

GO Process

regulation of cellular component movement

MAP2K5 |CCL2 | LAMA4| HSPB1|LAMAS | PDGFRA| THBS1| AKT3|ICAM1|FERMT3 | FLT1| APP | CSF
1R|KIT|ITGA2|NOS3| MMP14|DAB2 | CALR | CAV1|FN1|PTRF|EPHA2 | MYO1C|SLK|FLNA|MMR
N2|SDC4|CLIC4| ANXAL|BCL2 | NUMB|CAMK1D

7.65E-11

G0.0051270

82

GO Process

multicellular organism development

MAP2K5 | ITGB4| MYH9| MMP2 [APLP1| CCL2|PPP3R1| PLEK | BCL2L2 | LAMAS | PDGFRA [ THBS1|C

OL8A1|RORA |PRKCG | AKT3 |NGEF | CAD|ADD1|ICAM1|FLT1|APP|CSF1R|KIT| CAPN2|ITGA2|N

0S3| MELK| CKB|BCL2L1| ARF4| MMP14 | BRSK1| DAB2 | TENC1| CALR| RORC|JAG2 | PRKCH|RARB

|LCK|CAV1]| USP1| MAP4K4| CDHS | DOK4|ANXA2 | FYN | FN1|FAS|EPHA2 |MYH10| ARHGEF15 | T

GM2|DLL1|FLNA|MMRN2 | SDC4|SPTAN1 | CLIC4| ANXAL | PIR|SDC1|XRCCS |GEPD | PPP3CA|CA

MK2B | BCL2 | CAMK2A| DYRK1A | CDC42| SUN1|RARG| TOP2B| WEEL | FLNB|SPTBN2 | CFL1|VIM |
NUMBIAPBA2 | CAMK1D

136

GO Process

regulation of biological process

8.93E-11

G0.0007275

ARHGEFS | MAP2K5 | ITGB4| MYHO| CYP24A1|MMP2 | EHD4 | APLP1|CCL2| GAPDH |LAMA4 | GNB4
|PPP3R1|PLEK|ENO1|MT2A|CDC25B |HSPB1|BCL2L2 | PXDN |LAMAS | PDGFRA| THBS1| COL8AL
|RORA | DNAJB6 | CNN2 | PRKCG| AKT3 | NGEF | TUBB4A | ARHGAP31|ADD1 | ICAM1 | FERMT3 | TJP1
|FLT1|APP|CSF1R | KIT| CCRS | CAPN2| ANXAS | ITGA2 [NOS3 | MELK| CCT2 | PLK1| TUBA1A| DDB1|
BCL2L1|CDC25A | ARF4|MMP14|BRSK1|DAB2| TENC1|NQO1 | CALR | CDC25C| STXBP6| ZYX | ROR
C|JAG2|PRKCH|RARB|NR1I2|LCK|SNCA|CAV1|RGS12 | TUBB4B|PTGES| USP1| MAP4K4|CDHS
|ANXA2 | ANXA6| FYN | FN1|FAS|ARHGEF26 | PTRF | SFPQ|EPHA2| MYO1C|RXRG| MYH10| DPP4|
ARHGEF15| TGM2| DLL1| ARHGAP30| COPA | GSTO1| SLK| FLNA| PTPN1|MMRN2| SDC4 | SPTAN1 |
DNM?1 | TLR4|CLIC4|RXRB|ANXA1| TBC1D4|PIR | PSIP1|SDC1|FSCN1|XRCCS | G6PD|PPP3CA|CA
MK2B|LTB4R | BCL2 | CAMK2A | DYRK1A | SEPT7|CDCA2| PDIA6 | RARG | TOP2B| FLNB | PBK | SPTBN2
| CFLL| ARF1|VIM|NR1H4| NUMB | APBA2 | PRKCSH| ABCB1| CAMK1D

1.07E-10

G0.0050789

25

GO Process

actin filament-based process

ARHGEF5 | MYH9 | PLEK | PDGFRA | CNN2 | ADD1 | KIT| CALR| ZYX| TPM4 | MYO1C| MYH10| TPM3 | FL
NA|CNN3|PTPN1|ANXAL|TPM2|FSCN1|MYO1B|BCL2|CDC42|FLNB|CFL1|VIM

1.10E-10

G0.0030029

23

GO Process

actin cytoskeleton organization

ARHGEF5|MYH9 | PLEK| PDGFRA|CNN2[ADD1 |KIT| CALR|ZYX | TPM4|MYH10| TPM3 | FLNA|CNN
3|PTPN1|ANXA1|TPM2|FSCN1|MYO1B|BCL2|CDCA42| FLNB|CFL1

1.92E-10

G0.0030036

32

GO Process

regulation of cellular component biogenesis

ARHGEFS | PLEK | THBS1| DNAJB6 | TUBB4A|ADD1 [ICAM1 | TJP1[KIT| PLK1| DDB1|MMP14|STXBP
6|PRKCH | SNCA|CAV1 | EPHA2| MYO1C| ARHGEF15| SLK | FLNA|SDC4| SPTAN1| TLR4| SDC1| FSC
N1|XRCC5 | DYRK1A|SEPT7|CDCA42 | SPTBN2 | ARF1

2.05E-10

G0.0044087

61

GO Process

animal organ development

MAP2K5 [ITGB4| MYHI|MMP2[APLP1|CCL2| PPP3R1 | PLEK [ BCL2L2 [LAMAS | PDGFRA|COL8AL |

RORA|AKT3|CAD|ADD1|ICAM1|APP|CSFLR |KIT|ITGA2|NOS3| MELK | CKB| BCL2L1| ARF4| MM

P14|TENC1| CALR|RORC|JAG2| RARB|LCK|CAV1|ANXA2| FYN|FN1|EPHA2 | MYH10| ARHGEF15

| TGM2 | DLL1|FLNA | SDC4| CLIC4| ANXAL | PIR| SDC1|XRCCS | G6PD | PPP3CA|BCL2| CDC42 | SUN1
IRARG | TOP2B| FLNB|SPTBN2|CFL1|VIMINUMB

2.57E-10

G0.0048513

38

GO Process

phosphorylation

MAP2K5 | CCL2 | GAPDH |ENO1|CDC258 | PDGFRA|PRKCG | AKT3 | CAD| FLT1| APP | CSFR|KIT| CC
RS | MELK| CKB| PLK1| BRSK1|PRKCH |LCK|SNCA| MAP4K4| FYN | EPHA2 | SLK| PTPN1 | SPTAN1 | TL
R4|CAMK2B|BCL2 | CAMK2A | DYRK1A| CDC42 | WEE1 | PBK | SPTBN2 | CFL1| CAMK1D

2.69E-10

G0.0016310

50

GO Process

phosphate-containing compound metabolic process

MAP2KS5 | CCL2 | GAPDH | PPP3R1| PLEK [ENO1|CDC25B | ARF3 | PDGFRA [RORA | PRKCG | AKT3 | CA

D|FLT1|APP|CSF1R |KIT| CCRS | MELK | CKB|PLK1|CDC25A | BRSK1| TENC1|CDC25C| PRKCH |LCK

| SNCA | MAP4K4|FYN |[EPHA2 | SLK| PTPN1|SPTAN1| TLR4| G6PD| PPP3CA| CAMK2B|LDHB| BCL2
| CAMK2A| DYRK1A| PAICS | CDC42 | WEE1 | PBK | SPTBN2 | CFL1| ARF1| CAMK1D

2.72E-10

G0.0006796

45

GO Process

positive regulation of molecular function

ARHGEFS | MAP2K5 | CCL2 | PLEK| CDC25B | PDGFRA| THBS1| DNAJB6 | ARHGAP31[ADD1 | ICAM1 |

FLT1|APP|CSFIR|KIT|ITGA2|NOS3| CCT2| PLK1| ARF4| PRKCH | LCK| SNCA| CAV1|RGS12| MAP4

K4] ANXA2| FYN|FN1|FAS| EPHA2| ARHGEF15 | ARHGAP30| GSTO1|SLK| PTPN1|SDCA4 | TLR4| TBC
1D4|XRCCS | PPP3CA|BCL2| CAMK2A | ABCB1|CAMK1D

3.19E-10

G0.0044093

36

GO Process

positive regulation of cellular component
organization

ARHGEFS |CCL2 | PLEK|ADD1|ICAM1|APP |KIT|ITGA2|CCT2| DDB1|DAB2 | CALR |SNCA|CAVL|A
NXA2|FYN|FN1|SFPQ|MYO1C| ARHGEF15| DLL1|FLNA|SDC4| DNM1|TLR4| ANXAL|SDC1|FSCN
1|XRCCS5 | PPP3CA|CAMK2B|BCL2 | SEPT7|CDC42| CFL1|CAMKID

3.78E-10

G0.0051130

42

GO Process

intracellular signal transduction

ARHGEF5|MAP2K5| CCL2 |PPP3R1| PLEK|HSPB1|BCL2L2 | PDGFRA | PRKCG | AKT3 [ARHGAP31|T)

P1|APP|CSF1R|KIT|CCRS|NOS3|MELK|PLK1|BCL2L1| BRSKL| TENC1|CDC25C| PRKCH| MAP4K4

| FYN|EPHA2 | ARHGAP30| GSTO1 | SLK| PTPN1 | SPTAN1| TLR4| PPP3CA| CAMK28B| BCL2| CAMK2A
|CDC42 | SPTBN2 | CFL1| PRKCSH | CAMK1D

4.74E-10

G0.0035556




65

GO Process

regulation of molecular function

ARHGEFS | MAP2K5 | CCL2 | GAPDH | PLEK| CDC25B | HSPB1 | PXDN| PDGFRA | THBS1 | DNAJB6| NGE

F|ARHGAP31|ADD1|ICAM1 |FLT1|APP| CSFIR|KIT| ANXAS | ITGA2 |NOS3|CCT2 | PLK1|CDC25A|

ARF4|DAB2|NQO1|CDC25C | JAG2 | PRKCH| LCK | SNCA| CAV1 |RGS12 | MAPAK4 | ANXA2 | FYN [ FN

1|FAS| ARHGEF26 | EPHA2 | ARHGEF15 | ARHGAP30| COPA | GSTO1 | SLK| FLNA| CNN3| PTPN1|SDC

4|SPTAN1|TLR4| ANXA1 | TBC1D4| TPM2 | XRCC5 | PPP3CA| CAMK2B | BCL2 | CAMK2A |SPTBN2 [N
R1H4|ABCB1ICAMKID

5.02E-10

GO0.0065009

36

GO Process

locomotion

ARHGEFS5|ITGB4| MYH9| CCL2 | LAMAS | PDGFRA| THBS1|ICAM1 [FLT1|APP| CSFLR [KIT|CCRS [IT
GA2|NOS3| ARF4| MMP14|LCK| CAV1|DOK4| FYN|FN1|EPHA2 | MYH10| DPP4|FLNA|MMRN2|S
DC4|SPTAN1|ANXA1|SDC1|FSCN1|SUN1|TOP2B|SPTBN2|CFL1

5.26E-10

G0.0040011

36

GO Process

regulation of organelle organization

ARHGEFS5 | PLEK | PDGFRA| TUBB4A| ADD1 [ICAM1|APP| CSF1R| CAPN2 | CCT2 | PLK1|BCL2L1 | CAL
RICDC25C| STXBP6| SNCA| ANXA2 | SFPQ| MYO1C| ARHGEF15 | FLNA|SDC4|SPTAN1| CLIC4|ANX
A1|TBC1D4|SDC1|FSCN1|XRCCS | BCL2| DYRK1A |SEPT7|CDC42 | SPTBN2 | CFLL|ARFL

6.74E-10

G0.0033043

71

GO Process

regulation of response to stimulus

ARHGEF5| MAP2KS | MMP2 | APLP1|CCL2 |PPP3R1| PLEK|ENO1|HSPB1|BCL2L2 | PXDN | PDGFRA |
THBS1|RORA | DNAJB6| PRKCG | AKT3 | NGEF | ARHGAP31|ICAM1 | FLT1|APP | CSFIR | KIT|ITGA2 |
NOS3|BCL2L1|MMP14| DAB2| CALR| ZYX | JAG2| PRKCH | LCK | SNCA| CAV1 |RGS12 | USP1| MAP4K
4| CDH5|ANXA2|FYN|FN1|FAS| ARHGEF26 | SFPQ| EPHA2 | MYO1C| ARHGEF15| TGM2| DLL1| AR
HGAP30|COPA|GSTO1|FLNA| PTPN1|MMRN2| DNM1| TLR4| ANXA1|XRCC5 | GGPD | PPP3CA| C
AMK2B | BCL2| DYRK1A | CDCA2 | PBK|NR1H4|ABCB1|CAMK1D

6.74E-10

G0.0048583

85

GO Process

localization

ARHGEFS5|ITGB4| MYH9 | EHD4 | APLP1|CCL2 |PPP3R1| PLEK | HSPB1|LAMAS | ARF3| PDGFRA| TH
BS1|VWF|CNN2|TUBBAA|CAD|ADD1 |ICAM1|EXOC6B| FERMT3| FLT1| APP | KIT|NPC1L1| CCRS
| ANXAS | ITGA2|NOS3| CCT2 | PLK1| TUBA1A | TUBALC|BCL2L1| ARF4| MMP14| BRSK1| DAB2| CA
LR|STXBP6|NR112|LCK|SNCA| CAV1| TUBB4B|ANXA2| ANXA6| FYN| FN1|EPHA2|MYO1C| MYH
10| DPP4|TGM2 | DLL1| COPA|FLNA|MMRN2|SDC4|SPTAN1| DNM1 | TLR4| CLIC4| ANXA1 | TBC1
D4|PSIP1|SDC1|FSCN1|XRCCS|MYO1B | PPP3CA |BCL2 | CAMK2A|CDC42 | SUN1 | PDIAG | TOP2B|
FLNB|SPTBN2| CFL1|ARF1|NR1H4| APBA2| TLN2 | ABCB1

7.19E-10

G0.0051179

24

GO Process

positive regulation of locomotion

HSPB1|PDGFRA|THBS1|AKT3[ICAM1|FERMT3 [FLT1|APP|CSFLR |KIT|ITGA2|NOS3| DDB1|MM
P14|DAB2| CALR [ FN1|PTRF|MYO1C|FLNA|ANXA1|BCL2 | NUMB|CAMK1D

8.43E-10

G0.0040017

30

GO Process

cell migration

ARHGEFS | MYH9|CCL2 [LAMAS | PDGFRA | THBS1|ICAM1| FLT1|KIT| CCRS|ITGA2|NOS3| ARF4|
MMP14|LCK| CAV1|FYN|FN1|EPHA2| MYH10| DPP4| FLNA| MMRN2|SDC4| ANXA1|SDC1|FSCN
1|SUN2|TOP2B| CFL1

8.51E-10

G0.0016477

27

GO Process

cytokine-mediated signaling pathway

MMP2|CCL2 | MT2A|LAMAS|RORA|CNN2 | ICAM1 | CSF1R | KIT| CCRS | BCL2L1|RORC|ANXA2 | FY
N|FN1|FAS|GSTO1]|ANXA1|SDC1|FSCN1|CAMK2B|BCL2| CAMK2A|CDC42|CFLL|ARF1|VIM

9.48E-10

G0.0019221

19

GO Process

angiogenesis

MYH9| MMP2| CCL2| PPP3R1|LAMAS | PDGFRA | THBS1| COL8A1| RORA [ FLT1|NOS3| MMP14|
CAV1|ANXA2|FN1|EPHA2|DLL1| MMRN2| CLIC4

1.18E-09

G0.0001525

23

GO Process

positive regulation of cell motility

HSPB1|PDGFRA|THBS1|AKT3|ICAM1|FERMT3|FLT1|APP|CSFLR [KIT|ITGA2|NOS3|MMP14|D
AB2|CALR|FN1|PTRF| MYOLC| FLNA|ANXA1|BCL2 | NUMB|CAMK1D

1.31E-09

G0.2000147

44

GO Process

regulation of transport

ARHGEF5|EHD4| CCL2| GAPDH | THBS1 | PRKCG [ICAM1|APP | CSF1R|ITGA2 [NOS3| BRSK1| DAB2

|CALR|STXBP6 | SNCA|CAV1| MAP4K4 | ANXA2 | FYN | FN1|MYO1C| MYH10|DPP4|DLL1|GSTO1 |

FLNA|PTPN1|SDC4|DNM1|TLR4|CLIC4| ANXA1|TBC1D4|SDC1|G6PD| PPP3CA | CAMK2B|BCL2
| CAMK2A | ARF1|NR1H4|ABCB1|CAMK1D

1.41E-09

G0.0051049

53

GO Process

regulation of developmental process

MAP2K5 | MYHI [CCL2 | LAMA4| HSPB1|LAMAS [ PDGFRA| THBS1|RORA | AKT3 [NGEF [ADD1]ICA

M1|FLT1|APP|CSF1R |KIT|NOS3|MMP14|BRSK1|DAB2 | CALR |RORC| PRKCH|RARB| SNCA| CAV

1|MAP4K4| CDHS | ANXA2| FYN|FN1|EPHA2 |MYH10| ARHGEF15 | DLLL| FLNA| MMRN2| TLR4| A

NXA1|XRCC5|G6PD| PPP3CA|CAMK2B|BCL2 |SEPT7|CDC42 |RARG | CFL1|VIM|NR1H4|NUMB|
CAMK1D

1.53E-09

G0.0050793

26

GO Process

regulation of cell adhesion

MAP2K5 | CCL2| LAMA4 | LAMAS | THBS1 | COL8A1 |ICAM1|FERMT3|ITGA2 | MMP14| CALR |JAG2 |
LCK|CAV1|FYN |FN1|EPHA2 | DPP4|TGM2|DLL1 | SLK|FLNA|SDC4| ANXA1|BCL2 | CDC42

1.70E-09

G0.0030155

64

GO Process

regulation of signaling

ARHGEFS | MAP2K5 | APLP1|CCL2 | PLEK | ENO1|HSPB1|BCL2L2 |PXDN|PDGFRA|THBS1|RORA|A

KT3|NGEF| ARHGAP31|ICAM1 | FLT1|APP | CSFIR |KIT|ITGA2|NOS3| BCL2L1|MMP14|BRSK1|D

AB2|CALR | JAG2| PRKCH|LCK|SNCA | CAV1 | RGS12 | MAPA4K4 | ANXA2 | FYN | FN1| FAS | ARHGEF26

|SFPQ|EPHA2 | MYO1C| DPP4| ARHGEF15| TGM2 | DLL1| ARHGAP30| COPA| GSTO1 | FLNA|PTPN1

|MMRN2|DNM1 | TLR4| ANXA1|PPP3CA| CAMK2B|BCL2 | CAMK2A | DYRK1A|CDC42 | PBK | ARF1
INR1H4

2.11E-09

G0.0023051

29

GO Process

tube development

ITGB4|MYH9|MMP2| CCL2 | PPP3R1|LAMAS | PDGFRA | THBS1|COL8AL|RORA | FLT1|CSF1R [KIT
|NOS3| MMP14|RARB|CAV1|ANXA2|FN1|EPHA2| TGM2|DLL1| MMRN2 | SDC4 | CLIC4|SDC1|B
CL2|RARG|CFLL

2.19E-09

G0.0035295

40

GO Process

negative regulation of response to stimulus

MAP2K5 | APLP1|CCL2 | PLEK|ENO1|HSPB1|BCL2L2 | PXDN | PDGFRA | THBS1|RORA | AKT3|ICAM

1|APP|NOS3|BCL2L1| MMP14|DAB2 | CALR|SNCA|CAV1|RGS12| MAP4K4|CDHS |ANXA2 | FYN |

FAS|EPHA2|GSTO1|PTPN1|MMRN2|DNM1|TLR4|ANXA1|PPP3CA |BCL2| DYRK1A|CDC42|PBK
INR1H4

2.35E-09

G0.0048585

31

GO Process

cell motility

ARHGEFS [ITGB4| MYH9| CCL2| LAMAS | PDGFRA | THBS1[ICAM1 | FLT1[KIT|CCR5 | ITGA2 [NOS3|
ARF4|MMP14|LCK | CAV1 | FYN | FN1| EPHA2 | MYH10| DPP4| FLNA| MMRN2 | SDC4| ANXA1|SDC1
|FSCN1|SUN1|TOP2B|CFLL

2.56E-09

G0.0048870

22

GO Process

positive regulation of cell migration

HSPB1|PDGFRA|THBS1|AKT3|ICAM1|FERMT3|FLT1|APP|CSFIR |KIT|ITGA2|NOS3|MMP14|D
AB2|CALR|FN1|MYO1C|FLNA|ANXA1|BCL2 [NUMB|CAMK1D

3.72E-09

G0.0030335

63

GO Process

regulation of cell communication

ARHGEFS | MAP2KS | APLP1|CCL2 | PLEK | ENO1|HSPB1|BCL2L2 | PXDN | PDGFRA| THBS1|RORA| A
KT3|NGEF| ARHGAP31|ICAM1 |FLT1|APP|CSFLR |KIT|ITGA2|NOS3|BCL2L1|MMP14|BRSK1|D
AB2|CALR|JAG2| PRKCH | LCK|SNCA | CAV1|RGS12| MAP4K4 | FYN | FN1|FAS| ARHGEF26 | SFPQ|E
PHA2|MYO1C| DPP4| ARHGEF15 | TGM2| DLL1| ARHGAP30| COPA | GSTO1|FLNA | PTPN1|MMRN
2|DNM1|TLR4| ANXA1|PPP3CA| CAMK2B|BCL2 | CAMK2A | DYRK1A|CDC42 | PBK | ARF1|NR1H4

3.94E-09

G0.0010646

27

GO Process

cellular component morphogenesis

MVYH9|LAMAS | PDGFRA|ADD1|FERMT3 | APP | CSF1R | BCL2L1|BRSK1|MAPA4K4 | DOK4|FYN|FN1
| ARHGEF26 | EPHA2 | MYH10| FLNA|SPTAN1 | CLIC4| BCL2 | CAMK2A | CDC42| TOP2B| WEEL| FLNB
ISPTBN2|NUMB

6.12E-09

G0.0032989

25

GO Process

tube morphogenesis

MYH9| MMP2|CCL2| PPP3R1|LAMAS | PDGFRA | THBS1| COL8AL |RORA| FLT1|CSF1R [NOS3|MM
P14| CAV1|ANXA2 |FN1|EPHA2 | TGM2 | DLL1| MMRN2|SDC4| CLIC4|BCL2 | RARG| CFL1

6.37E-09

G0.0035239

GO Process

regulation of actin filament-based process

ARHGEF5|MYH9 | PLEK| PDGFRA|CNN2[ADD1|ICAM1| CSF1R| CAV1| MYO1C| ARHGEF15 | FLNA |
SDC4|SPTAN1|FSCN1|CDC42|SPTBN2| CFL1|ARF1

7.85E-09

G0.0032970

56

GO Process

regulation of multicellular organismal process

MAP2K5 | GAPDH |LAMA4 | PLEK [ENO1|HSPB1|LAMAS | PDGFRA| THBS1|RORA |AKT3 [NGEF |AD

D1|ICAM1|FLT1|APP|CSF1R [KIT|ANXAS|ITGA2|NOS3| MMP14 | BRSK1| DAB2| CALR| PRKCH|R

ARB|SNCA|CAV1|MAPA4K4| CDH5 | ANXA2 | ANXAG | FYN | FN1|EPHA2 | ARHGEF15 | DLL1 | GSTO1|

FLNA|MMRN2| TLR4| ANXA1|XRCC5 | G6PD | PPP3CA | CAMK2B| BCL2 | SEPT7|CDC42 |RARG | CFL
1[VIM|NR1H4|NUMB| CAMK1D

8.30E-09

G0.0051239

25

GO Process

cell morphogenesis

MYH9|LAMAS | ADD1|FERMT3 | APP | CSF1R | BRSK1| MAP4K4| DOK4| FYN | FN1|ARHGEF26| EPH
A2|MYH10|FLNA|SPTAN1|CLIC4|BCL2 | CAMK2A|CDC42 | TOP2B| WEE1 | FLNB|SPTBN2 [NUMB

8.78E-09

G0.0000902

22

GO Process

regulation of cytoskeleton organization

ARHGEFS5 | PLEK [ PDGFRA| TUBB4A| ADD1 [ICAM1 | CSFIR | CAPN2| PLK1|SNCA|MYO1C| ARHGEF
15| FLNA|SDCA4|SPTAN1 | CLIC4| FSCN1|DYRK1A|CDCA42 | SPTBN2 | CFL1|ARF1

9.12E-09

G0.0051493

GO Process

regulation of endocytosis

EHD4|CCL2|PRKCG|APP|ITGA2|DAB2 | CALR|SNCA|CAV1|ANXA2|DLL1|PTPN1|DNM1|PPP3C
A|ARF1|CAMK1D

1.17E-08

G0.0030100




MYH9| MMP2|CCL2| PPP3R1|LAMAS | PDGFRA | THBS1| COL8AL |RORA| FLT1[NOS3|MMP14|C

22 GO Process vasculature development 1.30E-08 G0.0001944
AV1|CDH5 | ANXA2 | FN1|EPHA2| MYH10| ARHGEF15|DLL1| MMRN2 | CLICA
- 00 Process celljunction organization ITGB4|LAMAS|TJP1|CSF1R|ITGAZlFLNClC[;P:ii;gl|FLNA|FSCN1|BCL2|CDC42|NR1H4|NUM La0r.08 | ©0.0034330
MAP2K5 | LAMAA | HSPB1| LAMAS [THBSL| AKT3 | NGEF| ADD1 | FLT1|APP [KIT|NOS3| MMP14|BR
) ) ) SK1|DAB2|CALR|PRKCH |RARB|SNCA| CAV1| MAP4K4| CDHS | FYN | FN1| EPHA2 | ARHGEF15 | DLL
4 Gop lation of multicellul I devel t 1.40E-08 | G0.2000026
rocess regulation of multiceflular organismal development | 1\ ¢\ \a| MMRN2 | TLR4| ANXAL | XRCCS | GEPD| PPP3CA| CAMK2B | BCL2 | SEPT7 | CDC42 | RARG | C
FL1|VIM|NR1H4|NUMB|CAMK1D
ARHGEFS | MAP2KS | CCL2 | PLEK | CDC25B | PDGFRA | THBS1| DNAIBG | ARHGAP31 | ICAM1 | FLT1|A
37 GO Process positive regulation of catalytic activity PP|CSFIR|KIT|ITGA2|NOS3| CCT2 | PLK1| ARF4|LCK|SNCA| CAV1|RGS12| MAPAKA4|FYN |FN1|F | 1.51€-08 | G0.0043085
AS|EPHA2| ARHGEF15| ARHGAP30| SLK| PTPN1|SDC4| TLR4| TBC1D4| XRCCS | BCL2
13 GO Process cell junction assembly ITGBA4|LAMAS | TIP1|ITGA2 | FLNC|CDHS | FN1|FLNA|FSCN1|BCL2|CDC42[NRIH4|TLN2 | 153E-08 | G0.0034329
CYP24A1| APLP1|CCL2| THBS1|RORA| PRKCG | CAD|ICAML| APP| CCRS | ITGA2| BCL2LL | MMP14
29 GO Process response to organic cyclic compound |NQO1|CALR|RORC|RARB|NR1I2|SNCA|CAV1|PTGES|RXRG|RXRB|ANXA1|SDC1|G6PD|BCL2| 1.57E-08 G0.0014070
|RARG |NR1H4
MAP2K5 | APLPL|PLEK|ENOL | HSPB1[BCL2L2| PXDN | THBS1|RORA| ICAML | APP|NOS3| BCL2LL|
35 GO Process negative regulation of cell communication | MMP14|DAB2| CALR|SNCA| CAV1|RGS12| MAPAK4| FYN | FAS| EPHA2 | GSTOL|PTPNL|MMRN2|| 1.73€-08 | G0.0010648
DNM|TLR4|PPP3CA[BCL2| DYRKIA| CDC42|PBK| ARFLINR1H4
— - — MYH9|LAMAS | FERMT3| APP | CSF1R | BRSK1|DOK4 | FYN | FN1|ARHGEF26 | EPHA2|MYH10| FLNA
2 Gop II morph Ived in differentiat 1.78€-08 | G0.0000904
rocess cell morphogenesis involved in difierentiation ISPTAN1 | CLIC4|BCL2| CAMK2A|CDC42 | TOP2B | FLNB|SPTBN2 | NUMB
MAP2K5 | APLP1| PLEK| ENOL|HSPB1[BCL2L2| PXDN | THBS1|RORA| ICAML | APP|NOS3| BCL2LL |
35 GO Process negative regulation of signaling MMP14|DAB2| CALR |SNCA | CAV1|RGS12| MAPA4KA | FYN | FAS|EPHA2| GSTO1|PTPN1|MMRN2|| 1.80E-08 | G0.0023057
DNM|TLR4|PPP3CA[BCL2| DYRKIA| CDC42|PBK| ARFLINR1H4
ARHGEF5 | MAP2K5| APLP1|CCL2 | PLEK| ENO1| HSPB1| BCL2L2| PDGFRA | THBSL| RORA|AKT3 | N
N ) ) GEF|ARHGAP31|ICAM1 | FLT1| APP| CSFLR [ KIT| BCL2LL| CALR| LCK| CAVL| MAPA4KA | FYN | FN1|F
) Gop lation of intracellul. I transduct 2.34E-08 | G0.1902531
rocess regulation ot intraceliular signal transcuction | | ARHGEF26| SFPQ| EPHA2 | ARHGEF15 | TGM2| ARHGAP30| GSTO1 | PTPN1| TLR4| PPP3CA| BCL
2|DYRK1A|CDCA42| PBK|NR1H4
ARHGEF5 | CCL2| GAPDH|APP | CSFIR | ITGA2 | DAB2 | CALR| SNCA| CAVL| ANXA2 [FYN|MYOLC|M
29 GO Process positive regulation of transport YH10|DLL1| GSTO1|FLNA|SDC4|DNM1 | TLR4| ANXAT|SDC1|GEPD | PPP3CA|BCL2 | CAMK2A|N | 2.40E-08 | GO.0051050
R1H4|ABCB1|CAMKID
MYH9| EHDA4| APLP1|PLEK|ARF3 [ THBS1] VWF| CNN2 | EXOC6B | FERMT3 | APP [KIT|ANXAS| CCT2
a 60 Process vesicle-mediated transport |BCL2LL| ARF4| DAB2 | CALR|STXBP6 | SNCA| CAV1 | TUBBAB | ANXAZ| FYN|FNLIMYOLCIMYHIO| | oo o)
TGM2|DLL1|COPA| FLNA|SPTANL| DNM1|ANXA1 | TBC1D4|XRCCS | MYO1B|CDCA2 | PDIAG|SPT
BN2| ARF1
n <0 Process blood vessel development MYHO[MMP2|CCL2 | PPP3R1|LAMAS | PDGFRA|THBST| COLBAT|RORAIFLTL[NOS3[MMP1AIC | T
AV1|CDHS5 | ANXA2 | FN1|EPHA2 | MYH10| DLL1 | MMRN2 | CLICA
MAP2KS5 [ MYHS | CCL2 | HSPBL| THBS1 | AKT3 | NGEF [ICAM1| FLTL| CSFIR|KIT|NOS3 | BRSKL | DAB
30 GO Process regulation of anatomical structure morphogenesis | 2| CALR|CDH5|FYN|FN1|EPHA2|MYH10|DLL1|FLNA|MMRN2|ANXA1|PPP3CA|CAMK2B|BCL [ 2.88E-08 G0.0022603
2|SEPT7|CDC42|CFLL
MMP2|APLPL|CCL2 | PDGFRA| THBSL|RORA [ CAD|ICAML[APP | KIT|CAPN2|TGAZ|BCL2LL|M
36 GO Process response to endogenous stimulus MP14|NQO1| CALR|ZYX |RORC|RARB | NR1I2 | SNCA [ CAV1| CDHS | ANXA2 | FYN|RXRG | PTPN1| T| 2.95E-08 | G0.0009719
LR4|RXRB|ANXAL| TBC1D4|SDC1[BCL2| CAMK2AIRARG | NR1H4
CYP24A1|MMP2 | APLP1|CCL2| PDGFRA| THBS1|RORA| CAD | ICAM1| APP | CCRS | CAPN2|ITGA2 |
37 GO Process response to oxygen-containing compound NOS3|BCL2L1|NQO1|CALR|RORC|SNCA|CAV1|PTGES|FYN|FAS|PTPN1|DNM1|TLR4|ANXA1|| 3.22E-08 G0.1901700
TBCLD4|SDC1|XRCCS| GEPD| PPP3CA BCL2| CAMK2A |RARG | CFLL|NR1H4
ARHGEFS | MAP2KS| CCL2 | GAPDH | PLEK | CDC25B | HSPB1 | PDGFRA | THBS1 | DNAIB6 | NGEF | ARH
) N GAP31|ICAMI |FLT1|APP | CSF1R | KIT| ANXAS | ITGA2 |NOS3| CCT2 | PLK1| CDC25A | ARF4|NQO1 |
48 GO Process lation of catalytic activit 326608 | GO.0050790
roc regulation of catalytic activity CDC25C|LCK|SNCA|CAV1|RGS12| MAPA4KA| ANXA2 | FYN| FN1|FAS|EPHA2 | ARHGEF15 | ARHGA
P30|SLK|CNN3|PTPN1|SDC4| TLR4| ANXA1 | TBC1D4| TPM2 | XRCCS | BCL2
ARHGEF5 | MMP2 | PLEK| ENO1 | HSPB1|PDGFRA| THBS1| RORA| DNAJBG| PRKCG | AKT3 | APP|ITG
35 GO Process regulation of response to stress A2|NOS3|BCL2L1|ZYX|SNCA|CAV1|USP1|MAP4K4|CDH5|ANXA2|FYN|FAS|SFPQ|TGM2|PTP| 3.77E-08 G0.0080134
N1[TLR4|ANXAT|XRCCS | PPP3CA| DYRK1A| PBK|NR1H4|ABCB1
o <0 Process supramolecular fiber organization PDGFRA|DNAJB6| ADD| APP |ZYX|SNCA| TPMA| ANXA2 | MYH10 | TPM3|SLKIFLNATTPM2IFSCN| , -
1|MYO18|BCL2|CDC42|CFL1|VIM
CCL2|PPP3R1|RORA|NGEF| APP| CSF1R | KIT| ARF4| MMP14|BRSK1| CALR | JAG2 | PRKCH|RARB|
38 GO Process neurogenesis MAPAK4|DOK4| FYN|FN1|MYH10| DLLL|FLNA|SDC4|SPTANL| ANXAL|XRCCS | PPP3CA|CAMK2 | 4.58E-08 | G0.0022008
B|BCL2| CAMK2A| CDC42| SUN1 | TOP2B | WEEL | SPTBN2 | CFL|VIM | NUMB| CAMK1D
. ) ) EHD4|CCL2|PRKCG [ APP | ITGA2| DAB2 | CALR [STXBP6| SNCA| CAVL|ANXA2| DLLL|PTPN1|SDCA
21 GO Process lation of vesicle-mediated t rt 475608 | GO.0060627
reguation ofvesicle-mediated transpo IDNM1|ANXA1| TBC1D4|SDC1|PPP3CA | ARFL| CAMKID
PLOD1[MMP2|THBS1|RORA|CNN2|ICAML | PLOD2|APP | KIT|CAPN2 [ ITGA2|NOS3| DDB1[BCL
31 GO Process response to abiotic stimulus 211|CDC25A|MMP14|BRSK1[NQO1|CYP2R1| CAV | USP1|FYN| FAS| DPP4| TLR4|ANXAL|PSIP1| 5.03E-08 | G0.0009628
IXRCCS |BCL2|SUN1|PBK
ARHGEFS| MAP2KS | EHD4| CCL2 | PLEK|ENO1 | CDC25B | PDGFRA | THBS1 [ICAML | FLT1|APP | CSF1
31 GO Process positive regulation of phosphate metabolic process |R|KIT|ITGA2|NOS3|PLK1|DAB2|SNCA|CAV1|MAP4K4|ANXA2|FYN|FAS|SLK|PTPN1|SDC4|TL| 5.03E-08 G0.0045937
RAIXRCCS|BCL2|NR1HA
24 <0 Process aymbiont process CCL2| GAPDH|PDGFRA|ICAM1| CCRS|ITGA2| DDBI |BCL2LL | CDC25C | 2VX| LCK| CAVIIANXAZIF| _ o~ =
YN|FN1|EPHA2 | DPPA4|PSIP1|XRCCS | DYRK1A|CDCA2|CFL1|ARF1[VIM
. 0 Process response to pid CYP24AL|CCL2 | THBS1| RORA| CAD| ICAM1| CCRS|ITGA2|NOS3|NQO1 | CALR |RORCIRARBINRL| o il 0
12| SNCA | CAV1 | PTGES | FAS|RXRG | TLR4| RXRB| ANXAL| SDC1|XRCC5 | BCL2 | RARG [ NR1H4
PLOD1|ITGB4|MMP2| PPP3R1|LAMAS | PDGFRA | COL8A1|ICAM1 | TJP1| CSFIR|ITGA2NOS3|M
39 GO Process tissue development MP14|BRSK1|DAB2| CALR|RORC|JAG2 | RARB| CAV1 | FN1|ARHGEF26| EPHA2 | MYH10|TGM2|D| 7.94E-08 | G0.0009888
LL1|FLNA| CNN3|SDC4| CLIC4| ANXA1 | SDC1 | PPP3CA| BCL2| CDC42 |RARG | FLNB|CFL1 [VIM
atomical stractore formation imvatved | TGB4IMYRS[MMP2[CCL2 PPP3RL|LAMAS | PDGFRA[THESL|COLBAL [RORA|FLTL| CAPN2[ITG
27 GO Process o A2|NOS3|MMP14]|CAV1| ANXA2|FN1|EPHA2 | MYH10| TGM2| DLL1| MMRN2|SDC4|CLIC4|RA | 8.80E-08 | GO.0048646
phog RGICFLL
- ) ARHGEF5 | CCL2| GAPDH | THBSL|NGEF | APP | MELK| BCL2L1|NQO1 | RARB| LCK | SNCA| CAVL [ FYN
2 Gop t lation of cell death 9.98E-08 | G0.0010942
rocess positive regulation of cefl dea |FAS| ARHGEF26|SFPQITGM2 | TLR4| ANXA1 | BCL2 | CAMK2A | RARG | CAMKLD
17 GO Process regulation of supramolecular fiber organization ARHGEFS | PLEK| TUBBAA| ADD1|ICAML| APP|SNCA| MYOLC | ARHGEF15 | FLNA| SDC4|SPTANL | 1.01E-07 G0.1902903
DYRK1A|CDC42 | SPTBN2|CFL1|ARF1
MAP2KS | APLPL|PLEK|ENO1|HSPB1|BCL2L2| PXDN | THBS1|RORA|ICAMI | APP|NOS3| BCL2LL |
32 GO Process negative regulation of signal transduction MMP14|DAB2|CALR|SNCA|CAV1|RGS12|FYN|FAS|EPHA2|GSTO1|PTPN1|MMRN2|DNM1|T | 1.16E-07 G0.0009968
LR4|BCL2 | DYRK1A|CDC42 | PBK|NR1H4
o membrane bounded cell ororection | MYMOIPLEKTLAMAS [TUBBAA] APP| CSFIR|KIT|PLKL | TUBALA| ARFA|BRSKL [TUBBAB MAPAKA
30 GO Process P S prol |DOKA| FYN|ARHGEF26| MYH10| FLNA|SDC4|SPTAN1 | FSCN1 | BCL2 | CAMK2A|SEPT7|CDC42|T| 1.276-07 | G0.0120036
8 OP2B|WEE1|SPTBN2|ARFLINUMB
ARHGEF5 | MAP2K5| APLP1CCL2 | PLEK|ENO1|HSPB1|BCL2L2 | PXDN | PDGFRA| THBSI|RORA A
KT3|NGEF | ARHGAP31|ICAM1 |FLT1| APP| CSF1R| KIT|NOS3 | BCL2L1 | MMP14| DAB2 | CALR | JAG
s6 GO Process regulation of signal transduction 2|PRKCH |LCK|SNCA | CAV1 |RGS12 | MAPAK4 | FYN | FN1|FAS | ARHGEF26| SFPQ| EPHA2 | MYOLC| | 1.31E-07 | GO.0009966

ARHGEF15|TGM2|DLL1|ARHGAP30|COPA|GSTO1|FLNA|PTPN1|MMRN2|DNM1|TLR4|PPP3C
A|BCL2|DYRK1A|CDC42|PBKINR1H4




46

GO Process

multi-organism process

MMP2|CCL2|GAPDH|ENO1|CDC25B| HSPB1|BCL2L2 |PDGFRA|CAD|ICAM1|APP [KIT|CCRS [IT

GA2|NOS3| CCT2|PLK1|DDB1|BCL2L1| CALR|CDC25C| ZYX |JAG2 | LCK|SNCA| CAV1 | PTGES|AN

XA2|FYN|FN1|FAS|EPHA2| DPP4|TLR4|CLIC4|PSIP1|XRCC5 | BCL2 | DYRK1A|SEPT7|CDCA42|SU
N1|CFL1|ARF1|VIM|NR1H4

1.85E-07

G0.0051704

23

GO Process

negative regulation of cellular component
organization

THBS1|DNAJB6| NGEF | TUBB4A| ADD1|APP | PLK1|BCL2L1| MMP14|SNCA|CAV1| MAP4K4 | FYN
| DPP4| ARHGEF15| SPTAN| TBC1D4|XRCCS | PPP3CA| DYRK1A | CDC42|SPTBN2|VIM

1.91E-07

G0.0051129

21

GO Process

hemopoiesis

MYH9| PLEK | PDGFRA|RORA|ADD1 |APP|CSF1R |KIT| MELK|RORC|JAG2 |LCK|ANXA2 |EPHA2|D
LL1|ANXA1|PIR | XRCC5 | G6PD|BCL2|CDCA2

1.98E-07

G0.0030097

26

GO Process

circulatory system development

MAP2K5|MYH9 [MMP2| CCL2 [PPP3R1|LAMAS | PDGFRA | THBS1|COL8AT|RORA [CAD|FLT1|NO
$3|MMP14|CALR |RARB|CAV1|CDHS5 | ANXA2| FN1|EPHA2 | MYH10| ARHGEF15 | DLL1| MMRN2
IcLica

1.99e-07

G0.0072359

GO Process

response to metal ion

MT2A|THBS1|ADD1|ICAM1|APP [KIT[NQO1|CALR|CYP2R1|SNCA|CAV1 | PTGES| CLICA|SDC1 |
G6PD|PPP3CA|BCL2

2.54E-07

G0.0010038

GO Process

regulation of actin cytoskeleton organization

ARHGEFS | PLEK [PDGFRA|ADD1 [ICAM1|CSFIR|MYO1C|ARHGEF15| FLNA| SDC4|SPTAN1|FSCN
1]CDC42|SPTBN2|CFLL|ARFL

2.74E-07

G0.0032956

58

GO Process

positive regulation of metabolic process

ARHGEF5|MAP2K5 | MYH9| EHD4| CCL2| PPP3R1 | PLEK|ENO1|CDC258B [HSPB1|PDGFRA| THBS1

|RORA |PRKCG |ICAM1 | FLT1|APP| CSFAR|KIT|ITGA2|NOS3|CCT2 | PLK1| DDB1| ARF4| MMP14|

DAB2|CALR |[RORC|RARB|NR1I2 |LCK|SNCA|CAV1| MAP4K4| ANXA2 | FYN|FN1|FAS|SFPQ| MY

01C|RXRG|DLL1|SLK|PTPN1|SDC4| TLR4|RXRB| ANXAL | PSIP1|XRCCS | PPP3CA |BCL2 | DYRK1A
IRARG | VIMINR1H4|CAMK1D

2.78E-07

G0.0009893

20

GO Process

response to inorganic substance

MT2A|THBS1|ADD1|ICAM1|APP [KIT[NOS3|NQO1|CALR | CYP2R1|SNCA|CAV1|PTGES |FYN|C
LIC4|ANXA1|SDC1|G6PD|PPP3CA|BCL2

3.25E-07

G0.0010035

27

GO Process

cellular response to oxygen-containing compound

CYP24A1|MMP2|APLP1|CCL2 [PDGFRA|RORA[ICAM1|APP|CCR5|CAPN2[ITGA2 [NOS3|BCL2L
1/NQO1|RORC|SNCA|CAV1|FYN|PTPN1|TLR4| ANXA1|TBC1D4|XRCCS | PPP3CA|CAMK2A |RA
RG[NR1H4

3.67E-07

G0.1901701

56

GO Process

organelle organization

ARHGEFS [ MYH9|CCL2 [ GAPDH | PLEK| CDC25B | LAMAS | PDGFRA | DNAJB6| CNN2 [AKT3 | TUBB4

A|ADD1|KIT|NOS3|PLK1| TUBA1A | TUBALC|DDB1|BCL2L1| BRSK1| CALR | ZYX|SNCA|CAV1|TU

BB4B|PTMA|TPM4| ANXA2 | SFPQ| MYH10| TPM3| SLK| FLNA| CNN3| PTPN1 |SPTAN1|DNM1|A

NXA1|TPM2|FSCN1|XRCCS|MYO18|BCL2 | CAMK2A|SEPT7 |CDC42| SUN1| TOP2B | WEE1|FLNB
|SPTBN2| CFLL|VIMINR1H4|TLN2

3.78E-07

G0.0006996

22

GO Process

positive regulation of apoptotic process

ARHGEFS5 | CCL2 | GAPDH | THBS1 |NGEF | APP| MELK| BCL2L1|NQO1|RARB|LCK | SNCA|CAV1 [FAS
| ARHGEF26|SFPQ| TGM2 | ANXA1|BCL2 | CAMK2A | RARG| CAMK1D

3.87E-07

G0.0043065

45

GO Process

nervous system development

APLP1|CCL2 |PPP3R1|RORA|PRKCG |AKT3|NGEF |APP|CSFIR|KIT| CKB|ARF4|MMP14|BRSK1|
CALR|JAG2| PRKCH| RARB| MAP4K4 | DOK4| FYN|FN1|MYH10| DLL1|FLNA|SDC4| SPTAN1|ANX
AL|XRCCS | PPP3CA|CAMK2B|BCL2 | CAMK2A| DYRK1A | CDC42| SUN1|RARG | TOP2B | WEEL|SPT
BN2|CFL1|VIM|NUMB|APBA2|CAMK1D

4.10E-07

G0.0007399

32

GO Process

defense response

CCL2| GAPDH|MT2A|THBS1|ICAM1 [APP| CSFIR | KIT| CCRS | ZYX | LCK|SNCA | TUBB4B| PTGES [V,
N|FN1|FAS|SFPQ|MYO1C|DPP4|TLR4| ANXA1|SDC1|XRCC5 | CAMK2B|LTB4R | BCL2 | CAMK2A|
FLNB|VIM|NR1H4|CAMK1D

4.34E-07

G0.0006952

37

GO Process

regulation of cell population proliferation

MAP2KS5 | MMP2 | CCL2 | CDC25B | LAMAS | PDGFRA| THBS1|AKT3 | FLT1| APP |CSF1R [KIT|ITGA2|
NOS3|BCL2L1| TENC1|CALR |JAG2 | PRKCH | RARB|LCK| CAV1 | PTGES| CDHS | ANXA2| FYN | FN1|F
AS|DPP4|TGM2| DLL1|FLNA|SDC4| ANXA1|XRCC5|BCL2 |RARG

4.46E-07

G0.0042127

30

GO Process

cellular response to endogenous stimulus

MMP2|APLP1|CCL2 [PDGFRA|RORA|CAD|ICAM1|APP [KIT|CAPN2 [ITGA2 | BCL2L1 [CALR|ZYX]
RORC|RARB|NR1I2|SNCA| CAV1|CDHS | FYN|RXRG | PTPN1 | TLR4| RXRB|ANXA1| TBC1D4|CAM
K2A |RARG|NR1H4

4.87E-07

G0.0071495

55

GO Process

positive regulation of macromolecule metabolic
process

ARHGEFS [ MAP2KS | MYH9|EHD4|CCL2 | PPP3R1[ENO1| CDC258B [HSPB1 | PDGFRA| THBS1|RORA
|PRKCG|ICAM1 |FLT1|APP|CSFLR |KIT|ITGA2|NOS3|CCT2| PLK1| DDB1|ARF4| MMP14|DAB2 |
CALR |RORC|RARB| NR112|LCK| SNCA | CAV1| MAP4K4| ANXA2| FYN | FN1|FAS|SFPQ|MYO1C |RX
RG|DLLL|SLK|PTPN1|SDCA4 | TLR4|RXRB|PSIP1|XRCCS| PPP3CA |BCL2 | DYRK1A|RARG|VIM|NR

5.53E-07

G0.0010604

54

GO Process

cellular protein modification process

RCN1[MAP2K5|PLOD1|CCL2 | GAPDH|PPP3R1|CDC25B | PDGFRA| THBS1|[PRKCG [AKT3 [CAD| F

LT1|PLOD2|APP|CSF1R | KIT| CCRS | MELK|PLK1|DDB1|CDC25A | ARF4|BRSK1| TENC1|CDC25C|

PRKCH |LCK|USP1| MAP4K4 | FYN |[FN1|SFPQ|EPHA2| TGM2 | SLK|PTPN1|SPTAN1| TLR4| ANXAL

|PPP3CA| CAMK2B|BCL2 | CAMK2A | DYRK1A| CDC42 | PDIAG | WEEL | PBK | SPTBN2 | CFLL|NR1H4|
PRKCSHICAMK1D

5.89E-07

GO0.0006464

36

GO Process

positive regulation of multicellular organismal
process

GAPDH | PLEK|ENO1 [HSPB1 | THBS1|RORA | AKT3|ICAM1| FLTL|APP|CSF1R|KIT|ITGA2 [NOS3|
MMP14|DAB2 | CALR| PRKCH|RARB|CAV1|CDHS | ANXA2 | FYN|FN1|DLL1| GSTO1|FLNA| TLR4|
ANXA1|XRCCS | PPP3CA|CAMK2B | BCL2 | NR1H4|NUMB|CAMK1D

7.09€-07

G0.0051240

GO Process

protein autophosphorylation

PDGFRA|PRKCG | CAD| FLT1|CSF1R |KIT| MELK|LCK| FYN|SLK| CAMK2B | CAMK2A | DYRK1A

7.28€-07

G0.0046777

GO Process

positive regulation of endocytosis

CCL2|APP|ITGA2|DAB2|CALR|SNCA|ANXA2|DLL1|DNM1|PPP3CA|CAMK1D

7.42E-07

G0.0045807

GO Process

response to steroid hormone

THBS1|RORA|CAD|ICAM1|CALR|RORC|RARB|NR1I2| CAV1|RXRG | RXRB| ANXA1|SDC1|BCL2|
RARG|NR1H4

7.63E-07

G0.0048545

53

GO Process

positive regulation of nitrogen compound metabolic
process

ARHGEFS | MAP2KS | MYH9| EHD4|CCL2| PPP3R1|ENO1| CDC258B | HSPB1 | PDGFRA| THBS1|RORA
|PRKCG|ICAM1 |FLT1|APP|CSFAR | KIT|ITGA2|NOS3|CCT2 | PLK1| DDB1|ARF4| MMP14|DAB2 |
RORC|RARB|NR1I2|LCK|SNCA|CAV1|MAP4K4| ANXA2 | FYN|FN1|FAS|SFPQ|RXRG | DLL1|SLK|
PTPN1|SDC4|TLR4|RXRB|PSIP1|XRCCS | PPP3CA|BCL2| DYRK1A|RARG | VIM | NR1H4

8.35E-07

G0.0051173

37

GO Process

regulation of phosphate metabolic process

ARHGEFS | MAP2KS5 | EHD4| CCL2 | PLEK|ENO1|CDC25B| HSPB1|PDGFRA [ THBS1[ICAM1|FLT1[A
PP|CSFIR|KIT|ITGA2|NOS3|PLK1|CDC25A] DAB2|CDC25C | SNCA|CAV1 | MAPAKA| ANXA2 | FYN
|FN1|FAS|EPHA2|SLK| PTPN1|SDCA|TLR4|XRCCS | BCL2| PBK|NR1H4

1.11E-06

G0.0019220

54

GO Process

positive regulation of cellular metabolic process

ARHGEFS| MAP2KS | MYH9| EHD4| CCL2| PPP3R1 | PLEK | ENO1|CDC258 | HSPB1 | PDGFRA| THBS1
|RORA |PRKCG |ICAM1|FLT1|APP| CSF1R|KIT|ITGA2|NOS3| CCT2 | PLK1| ARF4| MMP14| DAB2|

RORC|RARB|NR1I2|LCK|SNCA|CAV1|MAP4K4 | ANXA2 |[FYN|FN1|FAS|SFPQ|RXRG| DLL|SLK|
PTPN1|SDC4| TLR4|RXRB| ANXA1| PSIP1|XRCCS | PPP3CA |BCL2 | DYRK1A |[RARG| VIM|NR1H4

1.11E-06

GO0.0031325

36

GO Process

positive regulation of protein metabolic process

ARHGEFS5 | MAP2KS | MYH9| EHD4| CCL2| ENO1 | CDC25B| HSPB1| PDGFRA | THBS1[ICAMY | FLT1|
APP|CSF1R|KIT|ITGA2|PLK1| DDB1| MMP14|DAB2 |LCK|SNCA| CAV1| MAP4K4|ANXA2 | FYN|F
N1|FAS|SLK|PTPN1|SDC4|TLR4|XRCC5|BCL2 | DYRK1A|VIM

1.18E-06

G0.0051247

42

GO Process

positive regulation of response to stimulus

ARHGEF5| MAP2KS | MMP2| CCL2| PLEK| HSPB1| PDGFRA | THBS1 |PRKCG [ AKT3[ICAM1 | FLT1[AP

P|CSF1R|KIT|ITGA2|BCL2L1 | DAB2 | CALR | JAG2| PRKCH| LCK | SNCA | CAV1| MAP4K4| FYN| FAS|S

FPQ|MYO1C| TGM2|DLL1|GSTOL|FLNA |PTPN1| TLR4| ANXAL|XRCCS | PPP3CA |BCL2| CDC42 N
R1H4|CAMK1D

1.21E-06

G0.0048584

31

GO Process

regulation of hydrolase activity

ARHGEF5|MAP2K5| CCL2 | GAPDH| PLEK | PDGFRA | THBS1| DNAJB6 | NGEF [ARHGAP31[ICAM1|F
LT1|APP|KIT|ITGA2 |NOS3 | ARF4|LCK|SNCA|CAV1|RGS12 | FYN|FN1|FAS|EPHA2 | ARHGEF15|
ARHGAP30|CNN3|ANXA1|TBC1D4|TPM2

1.45E-06

G0.0051336

GO Process

extracellular matrix organization

ITGB4|MMP2|LAMA4|PXDN |LAMAS | PDGFRA| THBS1| COL8AL| VWF|ICAM1|APP|ITGA2| MM
P14| ANXA2|FN1

1.46E-06

G0.0030198

GO Process

peptidyl-amino acid modification

MAP2KS | PLOD1| GAPDH | PDGFRA| PRKCG| AKT3| CAD | FLT1 | PLOD2 | CSFAR| KIT| MELK| PLK1 | PR
KCH|LCK|FYN|EPHA2 | TGM2 | CAMK2B| BCL2 | CAMK2A | DYRK1A| WEE1 | NR1H4| CAMK1D

1.52E-06

G0.0018193

GO Process

regulation of cell morphogenesis

MYH9| CCL2 [NGEF|ICAM1| CSFAR|KIT| BRSK1| CALR |[FYN [FN1| MYH10|FLNA|ANXAL|PPP3CA |
CAMK2B|SEPT7|CDC42|CFLL

1.55E-06

G0.0022604

GO Process

response to interferon-gamma

CCL2|GAPDH|MT2A|ICAM1|ZYX|SNCA|MYO1C|TLR4|CAMK2B|CAMK2A|FLNB|VIM

1.58E-06

G0.0034341

GO Process

epithelial cell development

ICAM1|TJP1|RARB|ARHGEF26|EPHA2|DLL1 |FLNA|CLIC4|SDC1|RARG|FLNB|VIM

1.87E-06

G0.0002064




THBS1|RORA|CAD|ICAM1 |KIT|ITGA2| MMP14|NQO1 | CALR [RORC|RARB|NR112| CAV1|ANXA

2 Gop toh 1.92E-06 | G0.0009725
rocess response to hormone 2|FYN|RXRG|PTPN1|RXRB|ANXAL| TBC1D4|SDC1|BCL2 | CAMK2A | RARG | NR1H4
ARHGEFS| CYP24A1|CCL2 | GAPDH | ENO1 | HSPB1| PDGFRA | THBS1|CNN2 | CAD | ICAM1 | FLT1] AP
39 GO Process response to external stimulus P|CSFIR|KIT|CCRS|ITGA2|NOS3 |BCL2L1| MMP14|NQO1|SNCA| CAV1 | PTGES| DOK4|FYN |FAS| 2.01€-06 | G0.0009605
|EPHA2| MYH10|SPTAN1 | TLR4|ANXAL| G6PD|BCL2 | SUN1|SPTBN2 | CFL1|ARF1|NR1H4
) - BCL2L2| LAMAS | COLBA1[RORA| CSFIR | KIT|ITGA2 | MELK| PLK1 | BCL2L1 [ CDC25A| MMP14| DAB
2 GO Process Il populat liferat 2.17€-06 | G0.0008283
cell population proliteration 2|CDC25C|FYN|EPHA2 | MYH10| FSCN1|XRCCS | BCL2 | NUMB| ABCB1
CCL2]GAPDH [MT2A | PXDN | THBSL|RORA | CNN2ICAM1| APP| CSFAR| KIT| CCRS | CCT2| ZVX|RO
35 GO Process immune response RC|LCK|SNCA|TUBB4B|ANXA2| FYN | FAS| SFPQ| MYO1C| DLLL|SPTAN1|TLR4| ANXAL|XRCCS| | 2.30E-06 | G0.0006955
CAMK2BILTBAR|BCL2| CAMK2A| FLNB| VIMINR1H4
" . — ARHGEF5|CCL2| PLEK | PDGFRA| DNAIB6 | ARHGAP31| ICAM1 [ FLTL| APP | KIT| ITGA2 | ARF4| LCK]|
23 Gop t lation of hydrolase activit 2.47€-06 | G0.0051345
rocess posttive regulation of ydrolase activity SNCA|CAV1|RGS12|FYN|FN1|FAS|EPHA2 | ARHGEF15 | ARHGAP30| TBC1D4
tive rerutation of cellutar oroteim metabotic | ARHGEFSIMAPZKS [MYHS | EHDA| CCL2 [ENOL |CDC25B | PDGFRA| THBSL|ICAML|FLT1[APP|CSF
34 GO Process P 8 sl 1R|KIT|ITGA2 [ PLK1|MMP14| DAB2 | LCK | SNCA | CAV1 | MAP4KA| ANXA2 | FYN | FN1| FAS|SLK|PT| 2.68E-06 | G0.0032270
P PN1I5DC4| TLRAIXRCCS | BCL2 [ DYRKIAIVIM
RORA|NGEF| APP | CSFIR| KIT| ARF4|BRSKL| CALR |JAG2| PRKCH | RARB | MAP4K4| DOKA | FYN|FN
33 GO Process generation of neurons 1|MYH10| DLLL|FLNA|SDC4|SPTAN1|XRCCS| PPP3CA | CAMK2B | BCL2| CAMK2A|CDC42|TOP2 | 2.68E-06 | G0.0048699
BIWEE1|SPTBN2| CFL1|VIM|NUMB| CAMKID
- <0 Process leukoeyte differentiation MYH9|RORAIAPPICSFlR|K|T|RORClJAGZ|LCK2|ANXA2|EPHA2|DLL1|ANXA1|PIR|BCLZ\CDC4 570006 | 20.0002521
% 00 Process iral process CCL2|PDGFRATICAMI] CCR5| ITGA2| DDBI [BCL2LT|CDC25CIZVX| LCK| CAVA [ FYNEPRAZIDPP | T
4]PSIPL|XRCCS | DYRKIA|CDCA2 | ARFLIVIM
" ) ) | ARHGEF5|MAP2KS | EHD4|CCL2 | CDC25B | PDGFRA | THBSL|ICAMI | FLT1| APP| CSFR | KIT| PLK1|
2 Gop t lation of protein phosphorylat 2.93E-06 | G0.0001934
rocess positive regulation of protein phosphorylation DAB2|SNCA | CAV1| MAP4K4| ANXA2| FYN | FAS| SLK|PTPN1|SDC4| TLR4|XRCCS | BCL2
RCN1[MAP2K5 | PLOD1| MYHS | MMP2| CCL2 | GAPDH| PPP3R1| CDC25B | PDGFRA| THBSTVWF|
PRKCG | AKT3| CAD|ADD1 | FLT1|PLOD2| APP | CSFIR| KIT|NPCIL1| CCRS | CAPN2| MELK | PLK1|D
. 0 Process orotein metabolic process DB1|CDC25A| ARF4|MMP14| BRSK1 | TENC1| CALR | CDC25C| PRKCH|LCKISNCA|USP1|MAPAKA | oo ol 0
|ANXA2|FYN |FN1|SFPQ|EPHA2| DPP4|TGM2|SLK|PTPN1|SPTAN1 | TLR4|ANXAT | PPP3CA| CA
MK2B|BCL2 | CAMK2A | DYRK1A | CDC42 | PDIAG| WEE1 | PBK| SPTBN2 | CFL1|NR1H4 | PRKCSH| CA
MKID
- <0 Process head development MMP2|PDGFRA|RORA|AKT3 | APP | CSFIR | CKB| ARF4 | MMP14|RARBFYN|MYHIO[DLLTIFINA| _ I -
[XRCCS | PPP3CA | BCL2 | SUN1|RARG | TOP2B | SPTBN2 |NUMB
) ] ITGBA4|PPP3R1|LAMAS | CSFIR [ITGA2|NOS3|MMP14|BRSK1[JAG2| EPHA2 | TGM2| DLLL|FLNA
19 Gop t h 323606 | G0.0048729
rocess ssue morphogenesis |SDC4| CLIC4|BCL2 | CDCA42|RARG | CFLL
ARHGEFS | MAP2KS | EHD4| CCL2 | CDC25B | HSPBL| PDGFRA| THBSL|ICAML [FLTL|APP | CSFIR| K|
32 GO Process regulation of protein phosphorylation TIPLK1|CDC25A | DAB2|CDC25C| SNCA| CAV | MAPAKA| ANXA2 [ FYN | FN1| FAS|EPHA2[SLK|PT | 3.60E-06 | G0.0001932
PN1[SDCA|TLRA|XRCC5 |BCL2 [PBK
11 GO Process cellular response to interferon-gamma CCL2|GAPDH|MT2A|[ICAM1|ZYX|MYO1C|TLR4|CAMK2B|CAMK2A|FLNB|VIM 3.60E-06 G0.0071346
. 0 Process cell activation MYHS| PDGFRA|VWF |RORA|CNN2| PRKCG|ICAM1 | APPKIT| CCT2 |RORCIIAG2IPRKCHILCK]S | L oo o | o
NCA | TUBBA4B|ANXA2 | FYN |DPP4| DLLL| FLNA|SPTAN1 | TLRA| ANXA1|XRCCS | PPP3CA| BCL2
13 GO Process regulation of actin filament organization ARHGEFS'PLEKlADDlIICAMllMYOICMRH?}E;’;"FLNA|SDC4|SPTAN1|CDC42ISPTBNZICFLI 3.96E-06 G0.0110053
10 GO Process G2/M transition of mitotic cell cycle CDC25B | TUBB4A | MELK| PLK1[TUBALA| CDC25A] CDC25C | TUBB4B| WEEL|ABCBL 4.04E-06 | _G0.0000086
MYH9|EHD4| APLP1|PPP3R1| PLEK| HSPB1| ARF3 | THBSL| VWF | CNN2| CAD | ADD1 | EXOC6B| FER
MT3|APP|KIT|NPC1L1|CCRS | ANXAS | ITGA2| CCT2 | PLKL| TUBA1A | TUBALC | BCL2L1 | ARF4|BRS
65 GO Process establishment of localization K1|DAB2 | CALR | STXBP6| NR1I2|LCK|SNCA| CAV1 | TUBB4B | ANXA2| ANXAG| FYN|FN1|MYOIC| | 4.556-06 | G0.0051234
MYH10|TGM2|DLLL| COPA|FLNA|SPTAN1|DNM1| TLR4| CLIC4| ANXAL | TBC1DA4| PSIP1|XRCCS
IMYO1B| PPP3CA BCL2| CAMK2A|CDC42 | SUN1 | PDIAG| SPTBN2 | ARFL|NR1H4| APBA2 | ABCBL
= <0 Process regulation of body fluid levels PLEK|PDGFRAI THBS1|VWFPRKCG | CAD| ANXASITGA2INOS3 [ PRKCHILCKICAVI[ANXAZ[FY | , o T
N|COPA[FLNA|TLR4|CDC42
— CYP24A1|CCL2|RORA [ICAML| CCR5 [ ITGA2| NOS3| CALR [RORC|RARB| NR1I2 | RXRG | TLR4 | RXR
18 GO P Ilul tolipid 523606 | GO.0071396
rocess cellular response to lipi BlANXAllXRCCSlRARGlNR1H4
24 <0 Process regulation of cell development NGEF | ADDL| APP | KIT|BRSK1| CALR | PRKCH| RARB| MAP4K4| CDH5 [ FYN|FNLIDLLI[FINATXRCC| o I -
51G6PD|PPP3CA| CAMK2B | BCL2 | CDCA2 | CFLL|VIM|NUMB|CAMKID
RCN1|MAP2K5 | PLOD1 | MYHS | MMP2| CCL2| GAPDH | PPP3R1|ENO1| CDC258 | PDGFRA | THBS1
|VWF|RORA|PRKCG | AKT3 | CAD|ADD1 | FLTL| PLOD2 | APP| CSFIR |KIT|NPCILL| CCRS | CAPN2 |
) ! NOS3|MELK| CKB | PLK1| DDB1|CDC25A | ARF4| MMP14|BRSK1 | TENCI | CALR | CDC25C | PRKCH | L
75 Gop t d metabol 5.62E-06 | GO.1901564
rocess organonitrogen compound metabolic process | | A |USP1| MAPAK4 | ANXA2| FYN |FN1|SFPQ| EPHA2 | DPP4|TGM2 | GSTOL|SLK|PTPN1|S
DC4|SPTAN| TLR4| ANXA1|SDC1| G6PD | PPP3CA | CAMK2B | LDHB|BCL2 | CAMK2A| DYRK1A| PAI
CS|CDC42|PDIAG| WEE1 | PBK| SPTBN2| CFL1|NR1H4| PRKCSH| CAMK1D
ARHGEFS| MAP2KS5 | CCL2 | PDGFRA [THBSL| AKT3 | ICAML | FLT1| APP| CSFIR|KIT|TGA2 | BCL2LL
35 GO Process positive regulation of signaling |DAB2| CALR|JAG2 | PRKCH [ LCK| SNCA | CAV1| MAPAK4| ANXA2 | FYN | FAS| SFPQ|MYO1C|TGM2| 6.41E-06 | G0.0023056
|DLL1| GSTO1|FLNA|PTPN1|TLR4|PPP3CA|BCL2 | NR1HA
PPP3R1|LAMAS |ICAMI|TJP1| CSFIR|ITGA2| MMP14|BRSK1| DAB2|JAG2 | RARB| ARHGEF26|E
27 GO Process epithelium development PHA2|TGM2| DLLL| FLNA|CNN3|SDC4| CLIC4| ANXAL| SDC1 | BCL2 | CDC42 | RARG | FLNB| CFLL|VI| 6.50E-06 | G0.0060429
M
CCL2|RBP1[MT2A|PDGFRA[RORA|AKT3 | ADD1|ICAM1|APP [KIT|CCRS [NOS3 | CKB|DDBL|TEN
33 GO Process homeostatic process C1|CALR|LCK|SNCA| CAVL| ANXAG| TGM2 | DLLL| GSTO1 | TLR4|CLIC4| ANXAL|XRCCS | G6PD| PP | 6.83E-06 | G0.0042592
P3CA|BCL2 | PDIAGIARF1INR1H4
. ) CCL2|PLEK|HSPB1|PDGFRA| THBS1|RORA|PRKCG | APP | ITGA2 | NOS3| CALR | ZVX|SNCA| CAVL |
2 Gop lation of to external stimul 6.98E-06 | G0.0032101
rocess reguiation of response to external stimulus CDHS | ANXA2 | TGM2| TLRA| ANXAL | PBK| NR1H4| CAMKID
14 GO Process leukocyte migration ARHGEFS | MYH9| CCL2 [ ICAM1 | FLTL|KIT| CCRS | LCK| CAVL[FYN | FN1|SDC4|ANXAL|SDCL | 7.46E-06 | GO.0050900
,. CCL2| GAPDH|MT2A[ICAM1| APP| CSF1R| ZVX| LCK|SNCA| TUBBAB| FYN| SFPQ| MYOLC | TLR4|A
21 Gop t 7.80E-06 | G0.0045087
rocess Innate immune response NXA1|XRCCS|CAMK2B| CAMK2A | FLNB|VIM[NR1H4
MVYH9| EHD4| APLP1|PPP3R1 | PLEK | HSPB1| ARF3 | THBSL| VWF | CNN2| CAD | ADD1 | EXOC6B| FER
MT3|APP | KIT|NPCIL1|CCRS| ANXAS | CCT2 | TUBALA | TUBAIC|BCL2L1 | ARF4| BRSK1| DAB2 | CA
63 GO Process transport LR|STXBP6|NR1I2|LCK|SNCA| CAV1 | TUBBAB | ANXA2| ANXAG| FYN| FN1|MYOIC|MYH10|TGM| 8.35E-06 | GO.0006810
2|DLLL|COPA|FLNA|SPTAN1|DNM1| TLR4| CLICA| ANXAT | TBC1D4| PSIP1|XRCCS | MYO18 | PPP
3CA|BCL2| CAMK2A|CDC42 | SUN1| PDIAG | SPTBN2 | ARFL| NR1H4| APBA2 | ABCB1
CDC25B [ TUBBA4A | MELK|PLK1[TUBALA| CDC25A | CDC25C | TUBBAB| PPP3CA | CAMK2A| WEEL
13 GO Process mitotic cell cycle phase transition l ! l ! l l l l l l l 8.40E-06 G0.0044772
ABCB1|MCM3
18 GO Process cellular response to organic cyclic compound CYP24AL|APLP1| CCL2|RORA|ICAM1| APP|ITGA2| CALR | RORC|RARB|NR112| SNCA| CAVL|RXR 8.40E-06 G0.0071407
G|RXRB|ANXA1|RARG|NR1H4
23 00 Process elotor homeostasie CCL2|MT2A|PDGFRATADD1|ICAML| APP | CCRS | NOS3 | CKB| TENCL | CALR| LCKISNCATCAVLIA | & oo ™ =
NXA6|TGM2|GSTO1|CLIC4| PPP3CA|BCL2 | PDIAG | ARFL|NR1H4
= <0 Process regulation of cel activation CCL2|PLEK|PDGFRA | THBS1| RORA| APP|NOS3 | MMP14| LCK| SNCA| CAVI | FYNIDPPAISDCAITL| o oo ™
R4IANXAT[BCL2|CDC42
o 00 Process itotic ell eycle process CDC258|TUBB4A| MELK| PLKL | TUBALA| BCL2LL| CDC25A BRSKI|CDC25CI TUBBABIMYHIOIFL| oI =~ -~

NA|PPP3CA|CAMK2A|TOP2B|WEE1|CFL1|ABCB1|MCM3




MYH9|EHD4|APLP1|THBS1| APP | BCL2L1| DAB2 | CALR|SNCA|CAV1|FYN|MYO1C| TGM2|DLLL |

18 GO Process endocytosis 9.45E-06 G0.0006897
DNM1|ANXA1|CDC42|PDIA6
20 50 Process mitotic cell cycle CDC258TUBBAA| MELK| PLKL| TUBALA|BCL2LL| CDC25A| BRSK1|CDC25C| TUBB4BIMYHIOIFL| oo o 0o o
NA|PPP3CA|CAMK2A|TOP2B|WEE1|PBK|CFL1|ABCB1|MCM3
23 GO Process regulation of nervous system development NGEF|APP|KIT|BRSK1| CALR | PRKCH |RARB | SNCA| MAPAKA| FYN| FN1| ARHGEF LS| DLLL|FLNA| 1.06E-05 G0.0051960
XRCC5|PPP3CA|CAMK2B|BCL2|RARG|CFL1|VIM|NUMB|CAMKID
12 GO Process negative regulation of apoptotic signaling pathway MAP2K5|ENO1|HSPB1|BCL2L2 | THBS1|ICAM1|NOS3|BCL2L1|FYN|FAS|PTPN1|BCL2 1.11E-05 G0.2001234
RCN1|MAP2KS |PLOD1|MMP2|CCL2 | GAPDH | PPP3R1|CDC25B | PDGFRA| THBS1|PRKCG [AKT3
| CAD|FLT1|PLOD2|APP|CSFR|KIT| CCRS | CAPN2 | MELK| PLK1| DDB1|CDC25A| ARF4|BRSK1|T
57 GO Process cellular protein metabolic process ENC1]|CDC25C|PRKCH|LCK|SNCA|USP1|MAP4KA|FYN [FN1|SFPQ|EPHA2 | TGM2[SLK|PTPN1| | 1.21E-05 | GO.0044267
SPTAN1|TLR4| ANXA1|PPP3CA|CAMK2B | BCL2 | CAMK2A| DYRK1A|CDC42 | PDIA6 | WEEL| PBK|S
PTBN2|CFL1|NR1H4|PRKCSH|CAMK1D
10 GO Process regulation of cell shape MYH9|CCL2|ICAM1 |CSFIR|KIT|FYN|FN1|MYH10|ANXA1|SEPT7 1.30E-05 G0.0008360
16 60 Process morphogenesis of an epithelium PPP3R1|LAMAS | CSF1R|MMP14|BRSK1|JAG2|EPHA2| TGM2|DLLL|FLNA|sDCa|cLica[BCL2[C| | oo T C0 h002000
DC42|RARG|CFL1
MMP2|CCL2|PPP3R1|THBS1|RORA|ICAM1|APP [KIT|ITGA2| MMP14| CALR | PRKCH [ LCK|SNCA
31 GO Process regulation of immune system process |CAV1|FYN|SFPQ|MYO1C|DPP4|DLL1|PTPN1|SDC4|TLR4| ANXA1|XRCC5|PPP3CA|BCL2|CDC| 1.32E-05 G0.0002682
42|RARG|NR1H4|CAMK1D
. . . ARHGEF5|GAPDH | DNAJB6 | APP | CSF1R|CCT2|PLK1|BCL2L1| DAB2|PRKCH | MAP4K4|FYN |FN1
24 GO Process lati f protein localizati 1.46E-05 G0.0032880
reguiation ot protein locafization |EPHA2|MYO1C| MYH10| DPP4| PTPN1 | TLR4 | ANXAL| PPP3CA | BCL2 [NR1H4|NUMB
12 GO Process T cell activation MYH9 |RORA|ICAM1|KIT|RORC|JAG2|LCK|FYN |DPP4|ANXA1|PPP3CA|BCL2 1.46E-05 G0.0042110
ARHGEFS5 | MAP2K5 | CCL2 | PDGFRA| THBS1| AKT3 | ICAM1 | FLT1|APP|CSF1R|KIT|ITGA2 | BCL2L1
34 GO Process positive regulation of cell communication |DAB2|CALR|JAG2|PRKCH |LCK|SNCA|CAV1|MAP4K4 |FYN | FAS|SFPQ|MYO1C|TGM2|DLL1|G| 1.52E-05 G0.0010647
STO1|FLNA|PTPN1|TLR4|PPP3CA|BCL2|NR1H4
2% 60 Process epithelial cell differentiation PPP3RL|LAMAS|ICAM1|TJP1|ITGA2 | DAB2| JAG2 |RARB| ARHGEF26 | EPHA2| DLLL[FLNA|CNN3| | (o [ oo o
|CLIC4| ANXA1|SDC1|CDC42|RARG|FLNB|VIM
8 GO Process regulation of coagulation PLEK|PDGFRA|THBS1|ANXAS5|NOS3|CAV1|ANXA2|TLR4 1.55E-05 G0.0050818
ARHGEF5|PLEK|TUBB4A|ADD1|ICAM1|DDB1|STXBP6|SNCA|MYO1C|SPTAN1|TLR4|FSCN1|D
16 GO Process regulation of protein complex assembly I I I lYRKlA:CDC42||SPTBN|2|ARF1| I I I I 1.77E-05 G0.0043254
8 GO Process regulation of cell junction assembly THBS1|TJP1|MMP14|PRKCH|CAV1|MYO1C|SLK|SDC4 1.82E-05 G0.1901888
17 60 Process inflammatory response CCL2|THBS1|ICAM1 | APP|CSFIR| KIT|CCRS|SNCA| PTGES | FNL|FAS| TLR4| ANXAL|SDCLILTBAR| | ooc | o0 oo
INR1H4|CAMK1D
ARHGEFS5 | MAP2K5 | CCL2 | PDGFRA| THBS1| AKT3|ICAM1 | FLT1|APP|CSF1R | KIT|BCL2L1| DAB2 |
32 GO Process positive regulation of signal transduction CALR|JAG2|PRKCH|LCK|CAV1|MAP4K4|FYN|FAS|SFPQ|MYO1C|TGM2|DLL1|GSTO1|FLNA|P| 1.87E-05 G0.0009967
TPN1|TLR4|PPP3CA|BCL2|NR1H4
15 GO Process positive regulation of cell adhesion CCL2|COLBAL|ICAML|ITGA2 | CALR| LCK|CAV:::|4F;N [FN1|DPP4|TGM2|FLNAISDCAIANXALICD] 4 goe o5 | G0 0045785
8 GO Process integrin-mediated signaling pathway ITGB4|MYH9 | PLEK|LAMAS | FERMT3|ITGA2|ZYX|CDC42 1.94E-05 G0.0007229
ARHGEFS5 | MAP2KS [ MYH9 | EHD4 | CCL2 | GAPDH | ENO1|CDC25B | HSPB1|PDGFRA | THBS1|DNAJ
) ) , B6|PRKCG |ICAM1|FLT1|APP|CSFIR|KIT|ITGA2 | PLK1]|CDC25A| MMP14|DAB2 | CALR| CDC25C
44 GO Process lati f cellul t tabol 2.07E-05 G0.0032268
regulation ot ceflular protein MetabolCProcess | | oy | SNCA|CAV1|MAPA4KA|ANXA2 |FYN|FN1|FAS|EPHA2|SLK| PTPN1|SDC4| TLR4| XRCCS | G6
PDIBCL2|DYRK1A|PBK|VIM
ARHGEF5 | MAP2K5 | MYH9 | EHD4 | CCL2| GAPDH | ENO1|CDC25B | HSPB1| PDGFRA| THBS1| DNAJ
) ) , B6|PRKCG [ICAM1|FLT1|APP|CSFIR|KIT[ITGA2|PLK1|DDB1|CDC25A| MMP14|DAB2 | CALR|C
46 GO Process lati f prot tabol 2.22E-05 G0.0051246
regulation ot protein metabolic process DC25C|LCK|SNCA| CAVL| MAPAK4 | ANXA2 | FYN | FN1|FAS|EPHA2 | SLK| FLNA| PTPN1|SDC4| TLR
4|XRCC5|G6PD|BCL2 | DYRK1A [PBK|VIM
) ITGBA|PDGFRA | VWF | PRKCG | ANXAS [ ITGA2 | ARF4|PRKCH| LCK| FYN [FN1|MYH10|FLNA|SDC4
18 GOP t d 2.25E-05 G0.0009611
rocess response to wounding | ANXAL|SDC1|BCL2 | CDCA2
19 GO Process regulation of cell projection organization NGEF[ICAML|APP|KIT|ITGA2| BRSK1| CAV1|MAP4KA | FYN |FN1|EPHA2 |FSCN1| PPP3CA|CAM 2.33E-05 GO0.0031344
K2B|SEPT7|CDC42 | CFL1|VIM|CAMKID
ARHGEF5 | MAP2K5 | EHDA4|CCL2| CDC25B | HSPB1 | PDGFRA | THBS1|PRKCG | ICAM1|FLT1|APP|C
35 GO Process regulation of protein modification process SF1R|KIT|PLK1|CDC25A|DAB2|CDC25C|SNCA|CAV1|MAP4K4 |ANXA2 | FYN|FN1|FAS|EPHA2|| 2.35E-05 G0.0031399
SLK|PTPN1|SDC4|TLR4|XRCC5|G6PD|BCL2 | DYRK1A|PBK
11 GO Process peptidyl-tyrosine phosphorylation MAP2K5 |PDGFRA|FLT1|CSF1R [KIT|MELK|LCK|FYN|EPHA2 | DYRK1A|WEEL 2.40E-05 G0.0018108
18 GO Process positive regulation of organelle organization ARHGEFS |PLEK|ICAM1| CCT2 | ANXA2|SFPQ| MYOLC| ARHGEFLS | FLNA|SDC4| ANXAL | SDCLIFS 2.50E-05 G0.0010638
CN1|XRCC5|BCL2|SEPT7|CDC42|CFL1
8 GO Process regulation of blood vessel endothelial cell migration MAP2K5 |HSPB1|THBS1|AKT3|NOS3|EPHA2 | MMRN2|ANXA1 2.59E-05 G0.0043535
11 GO Process cellular response to steroid hormone stimulus RORA|ICAM1|CALR|RORC|RARB|NR1I2|RXRG|RXRB|ANXA1|RARG|NR1H4 2.60E-05 G0.0071383
- ) ) _— ARHGEFS | MAP2KS5 | EHD4 | CCL2| CDC25B | PDGFRA | THBS1|ICAM1 | FLT1|APP| CSF1R|KIT| PLK1 |
27 GO Process t lati f prot: dificati 2.69E-05 GO0.0031401
positive regulation ot protein modification Process | 1, py | SNCA|CAV| MAPAK4| ANXA2 | FYN | FAS|SLK| PTPN1|SDC4| TLR4| XRCCS | BCL2 | DYRK1A
MAP2K5|ENO1|HSPB1|BCL2L2 | THBS1|[ICAM1|NOS3|BCL2L1|LCK|CAV1|FYN|FAS|SFPQ|PTP
15 GO Process regulation of apoptotic signaling pathway l l l l l N1|l|3CL2 l l l l l IsFeal 2.69E-05 G0.2001233
11 GO Process actin filament organization ADD1|ZYX|TPM4|TPM3|FLNA|TPM2|FSCN1|MYO1B|BCL2|CDC42 | CFL1 2.93E-05 G0.0007015
2 60 Process response o organonitrogen compound MMP2|APLP1|PDGFRA| PRKCG | CAD | ICAM1|APP| CAPN2|ITGA2[BCL2LL|SNCA|CAVLIFYN[PT| oo o o0 o o
PN1|DNM1|TLR4|ANXA1|TBC1D4|SDC1|PPP3CA|CAMK2A|CFL1|NR1H4
N ] ) o MAP2K5|MMP2|CDC258 | PDGFRA| THBS1 | AKT3 | FLT1|CSFIR [KIT|ITGA2|BCL2L1| CALR| PRKC
23 GO Process t lati f cell lati liferat 3.02E-05 G0.0008284
posttive reguation of cel popuTation proTieration HIRARB|ANXA2 | FN1|DPP4|TGM2| DLL1 | FLNA|ANXAT|BCL2 |RARG
PDGFRA|THBS1|RORA|NGEF|ADD1|APP |KIT| MMP14|BRSK1| DAB2 | CALR|RORC|PRKCH|RAR
34 GO Process regulation of cell differentiation B|CAV1|MAP4K4|CDHS | FYN |FN1|DLL1|FLNA| TLR4| ANXA1|XRCCS | G6PD|PPP3CA|CAMK2B| | 3.20E-05 | G0.0045595
BCL2|CDC42|RARG|CFL1|VIM|NUMB|CAMK1D
MAP2KS5 | EHD4|CCL2 [HSPB1| PDGFRA| THBS1|CAD | FLT1|APP|ZYX|SNCA|CAV1|CDHS| FYN|E
17 GOP t th fact 3.34E-05 G0.0070848
rocess response to growth factor PHA2|MYOLC| ANXAL
19 GO Process positive regulation of transferase activity ARHGEFS|MAP2K5|CDC25B| PDGFRA| THBS1|FLT1| APP| CSFLRKIT| CCT2 [ PLK1|SNCA|MAP4K 3.65E-05 G0.0051347
4|FYN|SLK|PTPN1|SDC4|TLR4|XRCC5
ITGB4| MYH9| MMP2|LAMAS | PDGFRA | COL8A1 | ADD1| FLT1|KIT| CAPN2 |ITGA2 [NOS3|BCL2LL
23 GO Process mbryo development 3.71E-05 G0.0009790
embryo developmen |MMP14JAG2 |RARB|FN1|MYH10| DLL1|SDC4|RARG | CFLL| APBA2
2 GO Process positive regulation of |n}race|lu|ar signal ARHGEF5|MAP2K5|CCL2 |PDGFRA|THBS1|AKT3|ICAM1|FLT1|APP|CSF1R|KIT|BCL2L1|CALR| 373605 60.1902533
transduction LCK|CAV1|MAP4K4 |FYN|SFPQ|TGM2|GSTO1|PTPN1|TLR4|PPP3CA|BCL2
17 GO Process negative regulation of |r?tracellular signal APLP1|PLEK|ENO1|HSPB1|BCL2L2 | THBS1|RORA|BCL2L1|CAV1|EPHA2|GSTO1|PTPN1|TLR4| 3.936.05 60.1902532
transduction BCL2|DYRK1A |PBK|NR1H4
10 GO Process cell-cell junction organization LAMAS | TJP1|CSF1R|ITGA2|CDH5|FSCN1|BCL2 | NR1H4|NUMB|TLN2 4.36E-05 G0.0045216
n 60 Process regulation of cellular localization APP|CCT2|PLKL|BCL2L1|BRSKL| DAB2| PRKCH|SNCA| CAV1 | MAPAK4| ANXAZFYNIEPHAZ[MY[ oo o o0
01C|GSTO1|PTPN1|DNM1|BCL2|CAMK2A|NR1H4|NUMB
10 GO Process regulation of 'ea“"’;zi‘::” species metabolic THBS1|ICAM1|APP | ARF4|SNCA|CAV1|FYN | TLR4| G6PD|BCL2 457605 | GO.2000377
9 GO Process steroid hormone mediated signaling pathway RORA|CALR|RORC|RARB|NR1I2|RXRG|RXRB|RARG|NR1H4 4.63E-05 G0.0043401
9 GO Process male gonad development BCL2L2|PDGFRA|ICAM1|KIT|BCL2L1|MMP14|FLNA|SDC1|BCL2 4.89E-05 G0.0008584
18 GO Process cellular response to hormone stimulus RORA|ICAMLKIT|ITGA2| CALR|RORC|RARB| NR112| CAV1|FYN |RXRG | PTPNL|RXRB | ANXAL|T 5.08E-05 G0.0032870
BC1D4|CAMK2A|RARG |NR1H4
13 GO Process positive regulation of cell activation CCL2|PLEK|THBS1|APP|MMP14|LCK|CAV1|FYN|DPP4|TLR4|ANXA1|BCL2|CDC42 5.16E-05 G0.0050867
» 60 Process cell adhesion ITGB4| APLP1|CCL2 | LAMA4|LAMAS | PDGFRA [ THBS1| COLBAL|VWFICAMLIFERMT3[APPIKIT[ (oo o o0 oo
|ITGA2|ZYX|CDH5|FN1|EPHA2|MYH10|DPP4|BCL2 | TLN2
10 GO Process intracellular receptor signaling pathway CYP24A1|RORA|CALR|RORC|RARB|NR1I2|RXRG|RXRB|RARG|NR1H4 5.42E-05 G0.0030522




ARHGEFS5| MAP2K5| CDC25B | HSPB1| PDGFRA | THBS1| FLTL|APP|CSF1R|KIT|PLK1|CDC25A|CD

22 GO Process regulation of kinase activity 5.75E-05 G0.0043549
C25C|SNCA|CAV1|MAP4K4 |FYN|SLK|PTPN1|SDC4|TLR4| XRCC5
) MMP2|APLP1|PDGFRA|PRKCG|CAD|ICAM1|APP|CAPN2|ITGA2|BCL2L1|NQO1|SNCA|CAV1|
24 GO Process to nitl d 5.82E-05 G0.1901698
response to nitrogen compoun FYN|PTPN1|DNM1|TLR4|ANXAL|TBC1D4|SDC1|PPP3CA|CAMK2A | CFL1|NR1H4
16 50 Process cell part morphogenesis APP|CSFIR|BCL2LL|BRSK1| MAPAK4 | DOK4| FYN|MYH10| SPTAN1BCL2 |CAMK2A|CDCA2[TOP| ¢ oo oo [ <0 1032090
2B|WEE1|SPTBN2|NUMB
ITGBA4|EHD4|LAMAS | PDGFRA |VWF| TUBBA4A|ADD1|FERMT3 | TJP1|APP |KIT|ITGA2|CCT2|PLK
1|TUBA1A|DDB1|CALR|ZYX|FLNC|CAV1|TUBB4B | CDH5 | ANXA2 | ANXAG| FN1|FAS| ARHGEF26
41 GO Process llul t bl 6.26E-05 G0.0022607
ceflular component assembly |RXRG|MYH10| TGM2 | FLNA| DNM1|PSIP1]|FSCN1|MYO1B|BCL2 | SEPT7|CDC42 |SPTBN2 [NR1
H4|TLN2
MAP2K5|EHD4|CCL2|HSPB1|PDGFRA|THBS1|CAD|FLT1|APP|ZYX|SNCA|CAV1|CDH5|FYN|M
16 GO Process cellular response to growth factor stimulus l l l l l l l l I l l l l l 6.27E-05 GO0.0071363
YO1C|ANXA1
”n 50 Process regulation of protein kinase activity ARHGEF5 | MAP2K5| CDC258| HSPB1| THBSL|FLT1| APP| CSFAR|KIT|PLK1|CDC25A|CDC25CISN | oor oo | o0 n0assso
CAICAV1|MAP4K4|FYN|SLK|PTPN1|SDC4|TLR4|XRCC5
8 GO Process myeloid leukocyte differentiation MYH9|APP|CSF1R|KIT|ANXA2 |EPHA2|PIR|CDC42 6.39E-05 G0.0002573
18 GO Process regulation of p!asrf\a membl.'ane.s bounded cell NGEF|ICAM1|APP|KIT|BRSK1|CAV1|MAP4K4|FYN|FN1|EPHA2|FSCN1|PPP3CA|CAMK2B|SE 6.80E-05 60.0120035
projection organization PT7|CDC42|CFL1|VIM|CAMK1D
2 50 Process regulation of neurogenesis NGEF| APP|KIT|BRSK1|CALR | PRKCH|RARB| MAP4K4 | FYN|FN1| DLL1|FLNA|XRCCS[PPP3CAIC| _ oo oo o0 oo o
AMK2B|BCL2|CFL1|VIM|NUMB|CAMK1D
iti lation of lecular fibi
10 GO Process posttive reguia ::;;;::?;m ecuartiber ARHGEFS| PLEK|ICAM1 | APP | MYO1C| ARHGEF15 | FLNA | SDC4|CDC42| CFL1 723605 | GO.1902905
8 GO Process negative regulation of etf”"s'c apoptotic signaling MAP2KS | THBS1[ICAM1|NOS3 | BCL2LL | FYN | FAS | BCL2 7.23E05 | G0.2001237
pathway
11 GO Process regulation of muscle system process ENO1|KIT|[ITGA2|NOS3|CAV1|ANXA6|GSTO1|FLNA|G6PD|PPP3CA|CAMK2B 7.35E-05 G0.0090257
1 60 Process response to oxidative stress PXDNlPDGFRAlAPP|NOS3|MELK|MMP14|N0201|SNCA|FYN IANXAL[PSIP1[SDC1]G6PDIBCL| - oo o [ <0 ho0ga70
18 50 Process microtubule-based process MYH9| GAPDH | HSPB1|TUBB4A| APP| PLK1| TUBALA | TUBAIC|BRSK1|TUBB4B|MYOLCIMYH1O| _ \oo oo | o0 oo
ISLK|FLNA|MYO1B|CDCA42|SUN1|WEEL
13 GO Process response to oxygen levels PLOD1|MMP2|THBS1|RORA|ICAM1|PLOD2 | CAPN2|ITGA2 | MMP14|CAV1|FAS|DPP4|BCL2 | 7.43E-05 | GO.0070482
8 GO Process actin filament-based movement MYH9|TPM4|MYO1C|MYH10|TPM3|TPM2|MYO1B|VIM 7.56E-05 G0.0030048
13 50 Process response to acid chemical MMP2|PDGFRAIICAM1|CAPN2|ITGA2|BCLZLiINQOllPTGESIFYN IXRCCS|RARGICFLLINRIH| oo oo [ o0 ho0i0n
16 GO Process regulation of protein s.el.'me/threonme kinase ARHGEF5|MAP2K5|HSPB1|THBS1|FLT1|APP|CSF1R|KIT|PLK1|CDC25A|CDC25C|SNCA|CAV1 7.90E-05 60.0071900
activity | MAP4K4 |PTPN1|TLR4
6 GO Process interleukin-12-mediated signaling pathway CNN2|ANXA2|GSTO1|CDC42|CFL1|ARF1 7.96E-05 G0.0035722
16 GO Process positive regulation of cell development ADDL| APP|KIT|CALR|PRKCH| RARBICDH;LTL’}L;&;[LFLNMXRCCSICAMKZB BCL2|cDCA2|NU 8.39E-05 G0.0010720
ARHGEF5|MAP2K5|CDC25B | PDGFRA|THBS1 | FLT1|APP|CSF1R|KIT|SNCA|MAP4K4|FYN|SLK
17 GO Process positive regulation of kinase activity I I I PTPLlISDC|4|TLR|4|XR|CCS 1K I I I I 8.86E-05 G0.0033674
22 GO Process positive regulation of immune system process MMP2|CCL2 | THBS1|ICAML|APP|ITGA2| MMP14| CALR | PRKCH | LCK| CAVL| FYN| SFPQIMYO1C 9.49E-05 G0.0002684
|DPP4|TLR4|ANXA1|XRCC5 |BCL2|CDC42 |NR1H4|CAMK1D
MAP2K5|CCL2| BCL2L2 | PDGFRA | THBS1|RORA |ADD1|ICAM1|NPC1L1|NOS3| MELK | PLK1|DDB
31 GO Process cellular response to stress 1|BCL2L1|BRSK1|NQO1|CALR|CDC25C |SNCA|CAV1|USP1|FAS|SFPQ|EPHA2 |SLK|PTPN1|AN | 9.49E-05 | GO.0033554
XA1|XRCC5|G6PD|BCL2|PDIA6
18 GO Process regulation of cellular response to stress ARHGEFS|ENO1|HSPB1|DNAIBG|PRKCG | AKT3 | APP | BCL2LL| CAVL|USPL|MAPAKA| FYN| FAS| 9.49E-05 G0.0080135
SFPQ|PTPN1|TLR4|DYRK1A |PBK
7 GO Process regulation of blood coagulation PLEK|PDGFRA|THBS1|NOS3|CAV1|ANXA2|TLR4 9.85E-05 G0.0030193
10 GO Process regulation of cell-substrate adhesion THBS1|COL8A1|MMP14|CALR|FN1|SLK|FLNA|SDC4|BCL2|CDC42 1.00E-04 G0.0010810
9 GO Process regulation of endothelial cell migration MAP2K5|HSPB1|THBS1|AKT3|NOS3|CALR|EPHA2 | MMRN2 | ANXA1 1.10E-04 G0.0010594
» 60 Process cell cycle process MYHO|CDC25B| THBS1| TUBB4A | MELK | PLKL| TUBALA | BCL2LL| CDC25A | BRSK1|CDC25CITUBB| 4o o0 | <o hionn0n
4B|MYH10|FLNA|PPP3CA|CAMK2A |SUN1|TOP2B | WEE1| CFL1|ABCB1|MCM3
» 50 Process leukocyte activation MYH9|RORA| CNN2|ICAM1 | APP KIT| CCT2| RORC|JAG2[LCK|SNCA | TUBBAB|ANXA2[FYN[DPP[ | oo ) [ 0 0 o
4|DLL1|SPTAN1|TLR4|ANXA1|XRCC5|PPP3CA|BCL2
) - ARHGEF5 | MAP2K5 | CDC25B | HSPB1|PDGFRA | THBS1 | FLT1|APP| CSF1R |KIT| CCT2|PLK1|CDC25
23 GO Process egulation of transferase activit 1.10E-04 G0.0051338
resulation of transterase activity A|CDC25C | SNCA|CAV1 | MAP4KA | FYN |SLK|PTPN1 | SDCA| TLR4| XRCCS
11 GO Process regulation of calcium ion transport CCL2|ICAM1|NOS3|SNCA|CAV1|FYN|GSTO1|G6PD|CAMK2B|BCL2 | CAMK2A 1.10E-04 G0.0051924
12 GO Process response to hypoxia PLOD1|MMP2|THBS1|RORA|ICAM1|PLOD2|CAPN2|ITGA2 | MMP14|CAV1|DPP4|BCL2 1.20E-04 | GO0.0001666
» 60 Process response to drug MT2A| THBS1 | PRKCG | CAD|ICAM1| NPCILL|ITGA2 | BCL2L1|NQO1| CALRINRLI2|LCKISNCAICA| 4 5oc o0 | 60 0042493
V1|FYN|ANXA1|SDC1|XRCC5|G6PD|PPP3CA|BCL2|ABCB1
i 50 Process neuron projection morphogenesis APP|CSFLR|BRSK1|MAPA4K4| DOK4|FYN|MYH10|SPTAN1|BCL2 | CAMK2A| CDC42| TOP2BIWEE| 5o o0 | <0 004ssi2
1|SPTBN2|NUMB
10 GO Process gonad development BCL2L2|PDGFRA|ICAM1 |KIT|NOS3|BCL2L1|MMP14|FLNA|SDC1|BCL2 1.40E-04 G0.0008406
7 GO Process multicellular organism growth ADD1|TENC1|RARB|CLIC4|RARG |SPTBN2 |APBA2 1.40E-04 G0.0035264
ARHGEF5|MAP2K5|CDC25B| THBS1|FLT1|APP|CSF1R|KIT|SNCA|MAP4K4|FYN|SLK|PTPN1|S
16 GO Process positive regulation of protein kinase activity l l l l DC4||TLR|4|)<RCC|5 l l l l l l 1.40E-04 G0.0045860
22 GO Process negative regulation of developmental process MAP2K5| THBS1|RORA|AKT3 INGEF | APP|NOS3 | CALR [RARB| CAVL| MAPAKA| ANXA2 | ARHGEF 1.40E-04 G0.0051093
15|DLL1|MMRN2 | TLR4| ANXA1|G6PD|PPP3CA |BCL2 |RARG|VIM
MYH9|EHD4|PPP3R1|PLEK|HSPB1|LAMAS | TUBBAA| EXOC6B| APP| KIT| CCRS| PLK1| TUBALA|T
38 GO Process cellular localization UBA1C|ARF4|BRSK1| CALR | STXBP6|LCK|SNCA|CAV1| TUBB4B|ANXA2| MYO1C|MYH10|COPA| 1.50E-04 | GO.0051641
|FLNA|SPTAN1|DNM1|TBC1D4|PSIP1|XRCCS| PPP3CA |CDC42|SUN1|FLNB|SPTBN2|TLN2
12 GO Process positive regulation of leukocyte activation CCL2|THBS1|APP|MMP14|LCK|CAV1|FYN|DPP4|TLR4|ANXA1|BCL2|CDC42 1.60E-04 G0.0002696
7 GO Process female gonad development PDGFRA|ICAM1|KIT|NOS3|BCL2L1|MMP14|BCL2 1.60E-04 G0.0008585
MAP2KS5|CCL2 | PDGFRA|KIT|CCR5|MAP4K4 |FYN |SLK|PTPN1|SPTAN1|CAMK2B|CAMK2A | SPT]
13 GO Process signal transduction by protein phosphorylation l l KT l lBN2| l l l l l 1.60E-04 G0.0023014
i 50 Process wound healing PDGFRA|VWF| PRKCG| ANXAS | ITGA2 | PRKCH| LCK | FYN|FNL|MYH10|FLNA[SDCA|ANXALISDC|  coc o0 [ <0 0042060
1/cDC42
9 GO Process regulation of extrinsic apoptotic signaling pathway MAP2K5|THBS1|ICAM1|NOS3|BCL2L1| CAV1|FYN|FAS|BCL2 1.60E-04 G0.2001236
9 GO Process regulation of intrinsic apoptotic signaling pathway ENO1|HSPB1|BCL2L2|BCL2L1|LCK|CAV1|SFPQ|PTPN1|BCL2 1.60E-04 G0.2001242
. RORA|AKT3|APP | CSF1R| CKB|ARF4|RARB|FYN |MYH10|DLL1|FLNA|XRCC5|PPP3CA|BCL2|SU
18 GO Pi bi devell t 1.70E-04 G0.0007420
rocess rain developmen N1|TOP2B|SPTBN2|NUMB
10 GO Process myeloid cell differentiation MYH9|ADD1|APP|CSF1R|KIT|ANXA2 | EPHA2|PIR|G6PD|CDC42 1.70E-04 G0.0030099
2 50 Process secretion PLEK| THBS1|VWF| CNN2| CAD|EXOC6B | FERMT3| APP| KIT| ANXAS | CCT2 | BRSKL| CAVLITUBBA| 4 oo o0 [ < d0aea0a
B|ANXA2|FN1|MYH10|COPA|FLNA|SPTAN1|TLR4|ANXA1|XRCC5|NR1H4
CCL2|THBS1|RORA|APP|MMP14|LCK|SNCA|CAV1|FYN|DPP4|SDC4|TLR4|ANXA1|BCL2|CDC
15 GO Process regulation of leukocyte activation l l l l l l |42 l l l l l l l 1.90E-04 G0.0002694
6 GO Process actin cytoskeleton reorganization MYH9|PLEK|KIT|FLNA|PTPN1|ANXA1 1.90E-04 G0.0031532
13 GO Process lymphocyte activation MYH9|RORA|ICAM1 |KIT|RORC|JAG2|LCK|FYN|DPP4|DLL1|ANXA1|PPP3CA|BCL2 2.00E-04 G0.0046649
8 GO Process regulation of wound healing PLEK|PDGFRA|THBS1|NOS3|CAV1|ANXA2|TLR4|ANXAL 2.00E-04 G0.0061041
12 GO Process regulation of vasculature development MAP2K5 |[HSPB1|THBS1 |AKT3 | FLT1|KIT|NOS3|CDH5|EPHA2 | DLL1| MMRN2 | ANXA1 2.00E-04 G0.1901342




ITGB4|MMP2| APLP1|CCL2 | LAMAS | PDGFRA | COL8A1| AKT3| CSF1R|ITGA2 [NOS3| MMP14 | JA

21 GO Process animal organ morphogenesis 2.10E-04 G0.0009887
G2|RARB|CAV1|EPHA2|TGM2|DLL1|SDC1|BCL2|RARG
10 GO Process regulation of epithelial cell migration MAP2K5 |HSPB1|THBS1|AKT3|ITGA2|NOS3|CALR|EPHA2 | MMRN2 | ANXA1 2.10E-04 G0.0010632
6 GO Process negative regulation of protein polymerization TUBB4A|ADD1|SNCA|SPTAN1|DYRK1A|SPTBN2 2.10E-04 G0.0032272
i ) MT2A|PDGFRA|ICAM1|APP|CCR5| CKB| CALR|LCK|SNCA|CAV1|ANXA6 | TGM2|GSTO1|CLIC4|
18 GO Pi llular ch I 'h t: 2.20E-04 GO0.0055082
rocess cellular chemical homeostasis PPP3CA|BCL2|ARFL|NR1HA
9 GO Process regulation of cell cycle G2/M phase transition CDC25B | TUBB4A |APP|PLK1|TUBA1A|CDC25A|BRSK1|CDC25C | TUBB4B 2.30E-04 G0.1902749
6 GO Process positive regulation of acbtl'" filament bundle ARHGEFS | PLEK | ARHGEF15 | FLNA | SDC4| CDC42 240604 | G0.0032233
assembly
. o MAP2K5 | CCL2|CDC258| TUBB4A |APP | PLK1| TUBA1A|DDB1|BCL2L1|BRSK1|CDC25C| TUBB4B
17 GO Process lat f mitoti Il cycl 2.50E-04 G0.0007346
regulation of mitotic ce cycle |MAPAK4|SLK| ANXA1|BCL2 | TOP2B
8 GO Process platelet degranulation PLEK|THBS1|VWF|FERMT3 |APP|ANXAS5|FN1|FLNA 2.60E-04 G0.0002576
15 GO Process cellular response to organonitrogen compound MMP2|APLP1|PDGFRA|ICAML|APP|CAPN2|BCL2LL|SNCA|CAV1|FYN|PTPN1|TLR4| TBC1D4] 2.60E-04 G0.0071417
CAMK2A|NR1H4
4 GO Process vascular endothelial growth factor signaling pathway HSPB1|PDGFRA|FLT1|MYO1C 2.70E-04 G0.0038084
7 GO Process gland morphogenesis LAMAS | CSF1R|CAV1|EPHA2|TGM2|BCL2|RARG 2.80E-04 G0.0022612
i 50 Process chemotaxis ARHGEF5 | CCL2| PDGFRA|FLT1| APP| CSFLR KIT| CCRS | DOKA| FYN|EPHA2 [MYHLO[SPTANLIAN| , oo ) [ 0 0 oo
XA1|SPTBN2
9 GO Process peptidyl-serine phosphorylation PRKCG |AKT3|PLK1|PRKCH|CAMK2B|BCL2 | CAMK2A|DYRK1A|CAMK1D 2.90E-04 G0.0018105
. APP|CSF1R | ARF4|BRSK1|MAP4K4|DOK4|FYN|MYH10|SDC4|SPTAN1|BCL2 | CAMK2A|CDC42|
17 GO Pi tion devel t 2.90E-04 GO0.0031175
rocess neuron projection developmen TOP2B|WEEL|SPTBN2 |NUMB
5 GO Process cellular response to vascular endothelial growth HSPB1|PDGFRA|FLT1|MYO1C| ANXAL 2.90E-04 | G0.0035924
factor stimulus
9 GO Process regulation of leukocyte migration CCL2|THBS1|ICAM1|APP|ITGA2| MMP14|CALR|ANXA1|CAMK1D 3.10E-04 G0.0002685
12 GO Process MAPK cascade MAP2K5|CCL2| PDGFRA|KIT|CCRS | MAP4K4|FYN | PTPN1|SPTAN1|CAMK2B|CAMK2A|SPTBN2| 3.20E-04 | GO.0000165
4 GO Process retinoic acid receptor signaling pathway RARB|RXRG |RXRB|RARG 3.20E-04 G0.0048384
5 GO Process ' of cell migr " in sprouting MAP2K5 | THBS1| AKT3| MMRN2 | ANXAL 3.20E-04 | GO.0090049
angiogenesis
MYH9|MMP2|CDC25B | BCL2L2 | PDGFRA|CAD | ICAM1 | APP |KIT|ITGA2|NOS3|CCT2 | PLK1|BCL
27 GO Process reproductive process 2L1|MMP14| CALR|CDC25C | JAG2 | FLNA | CLIC4| ANXA1|SDC1|BCL2 |SEPT7|SUN1|RARG|TOP2| 3.30E-04 | GO0.0022414
B
15 GO Process positive regulation of cellular component biogenesis ARHGEFs| PLEKIICAMllK|T|DDBl|CAVIS|¥¥(;|1§[|)€§?GEF15|FLNA|SDC4|TLR4|SDC1|FSCN1| 3.30E-04 G0.0044089
6 GO Process regulation of sprouting angiogenesis MAP2K5 | THBS1|AKT3|DLL1 | MMRN2 | ANXA1 3.30E-04 G0.1903670
15 GO Process transmembrane.rece;.)tor protein tyrosine kinase | MMP2|HSPB1|PDGFRA|NGEF|FLT1|CSF1R|KIT|ARF4|LCK|FYN|EPHA2|MYO1C|PTPN1|DNM 3.40E-04 60.0007169
signaling pathway 1/CDC42
9 GO Process positive regulation of vasculature development HSPB1|THBS1|AKT3|FLT1|KIT|NOS3|CDH5|DLL1|ANXAL 3.60E-04 G0.1904018
18 GO Process enzyme linked receptor protein signaling pathway MMP2|HSPB1|PDGFRA|NGEF|FLTL| CSFIR| KIT| ARF4|ZYX|LCK| CDHS |FYN|EPHA2|MYOLC| PT 3.70E-04 G0.0007167
PN1|DNM1|CDC42|VIM
6 GO Process regulation of phospholipase activity PDGFRA|FLT1|KIT|ARF4|SNCA|ANXAL 3.70E-04 G0.0010517
CCL2|CDC25B| TUBB4A|APP|PLK1|TUBA1A|DDB1|CDC25A|BRSK1|CDC25C| TUBB4B|ANXA1
13 GO Process regulation of cell cycle phase transition l l ! ! l lBCLZ l l l ! l l 3.70E-04 G0.1901987
11 GO Process regulation of angi MAP2K5|HSPB1| THBS1|AKT3 | FLT1|NOS3| CDH5 | EPHA2 | DLL1| MMRN2 | ANXA1 3.80E-04 G0.0045765
- ) HSPB1|THBS1|AKT3|ADD1|FLT1|APP|KIT|NOS3|MMP14|DAB2 | CALR |PRKCH|RARB| CDHS5 |F
26 GO Process ti lat f devel tal 3.90E-04 G0.0051094
positive regulation ot developmental process YN|FN1|DLL1|FLNA|ANXAL|XRCC5 | CAMK2B| BCL2| CDC42 | NR1H4|NUMB|CAMKLD
9 GO Process striated muscle cell differentiation MYH9|PDGFRA|CAPN2|CALR|FLNC|RARB|MYH10|SDC1|PPP3CA 4.00E-04 G0.0051146
10 GO Process muscle cell differentiation MYH9|PDGFRA|RORA|CAPN2|CALR|FLNC|RARB|MYH10|SDC1|PPP3CA 4.10E-04 G0.0042692
5 GO Process cell-substrate junction assembly ITGB4|LAMAS | ITGA2|FN1|BCL2 4.30E-04 G0.0007044
5 GO Process regulation of macrophage activation THBS1|RORA|APP|SNCA|TLR4 4.30E-04 G0.0043030
THBS1|ICAM1|NOS3|STXBP6|SNCA|CAV1|MAP4K4|FN1|GSTO1|ANXA1|TBC1D4|PPP3CA|B
14 GO Process negative regulation of transport I I I I I CL|2|NR1H4| I I I I I 4.30E-04 G0.0051051
7 GO Process response to amino acid MMP2|PDGFRA|ICAM1|CAPN2|BCL2L1|FYN|CFL1 4.60E-04 G0.0043200
1 50 Process regulation of MAPK cascade ARHGEF5| MAP2K5| CCL2 | PDGFRA| THBS1|ICAML|FLTL| APP| CSFIR| KIT|CAV[MAPAKAIFNLI [, oo o0 [ 0 0000 po0
FAS|EPHA2|PTPN1|TLR4|PBK
1 60 Process muscle structure development MYH9|LAMASlPDGFRAlRORAlCAPNZ|CALR}|:EI:II\‘13C|RARB|CAV1 IMYH10[DLLL[SDCLIPPP3CAI| , ooc oa | 60 0061061
13 50 Process cell morphogenesis involved in neuron APP| CSF1R| BRSK1| DOK4|FYN|MYH10|SPTAN1[BCL2 | CAMK2A|CDCA2|TOP2BISPTBN2INUM| < 5o o0 | <1 004667
differentiation B
6 GO Process endothelial cell differentiation LAMAS|ICAM1 | TJP1|ARHGEF26|DLL1|CLIC4 5.30E-04 G0.0045446
8 GO Process ameboidal-type cell migration MYH9|LAMAS |KIT|NOS3|FN1|DPP4|MMRN2|CFL1 5.40E-04 G0.0001667
9 GO Process regulation of protein polymerization TUBB4A|ADD1|ICAM1|SNCA|MYO1C|SPTAN1|DYRK1A|SPTBN2|ARF1 5.70E-04 G0.0032271
12 GO Process positive regulation of proteolysis MYH9|ENO1|APP|PLK1|MMP14|DAB2|LCK|SNCA|CAV1|FYN|FN1|FAS 5.70E-04 G0.0045862
9 GO Process protein dephosphorylation PPP3R1|CDC25B|CDC25A | TENC1|CDC25C|LCK|PTPN1|PPP3CA|BCL2 6.10E-04 G0.0006470
e MYH9 | THBS1|CCRS5 | PLK1|BCL2L1|SDPR | DAB2| CALR|SNCA|CAV1]|ANXA2|MYH10| DNM1|BC
18 GOP b t 6.10E-04 G0.0061024
rocess membrane organization 12| CAMK2A| CDC42 | SUN1 | ABCB1
17 GO Process regulation of establishment of protein localization ARHGEF5| GAPDH| APP| CSFIR| CCT2| MAPAKA| FYN |FN1| MYOLC| MYH10| DPP4|PTPNL|TLR4| 6.20E-04 G0.0070201
ANXA1|PPP3CA|BCL2|NR1H4
23 GO Process negative regulation of multicellular organismal MAP2KS |PDGFRA|THBS1|NGEF|APP|ANXAS |NOS3|CALR|RARB|MAP4K4 | ANXA2|FN1|ARHG 6.506-04 60.0051241
process EF15[DLL1|MMRN2|TLR4|ANXA1|G6PD|PPP3CA|BCL2|RARG|VIM|NR1H4
11 GO Process epithelial tube morphogenesis PPP3R1|LAMAS |CSFIR|MMP14|EPHA2|DLL1|SDC4|CLIC4|BCL2|RARG |CFL1 6.70E-04 G0.0060562
11 GO Process urogenital system development ITGB4|LAMAS |[PDGFRA|TENC1|RARB|DLL1|SDC4|ANXA1|SDC1|BCL2|RARG 6.90E-04 G0.0001655
1 50 Process regulation of proteolysis MAP2KS | MYH| GAPDH |ENO1| THBSL| DNAJB6 | PRKCG | APP | PLK1|MMP14|DAB2|LCKISNCAI | (oo o [ o0 oo
CAV1|FYN|FN1|FAS|PBK
n 60 Process secretion by cel PLEK | THBSL|VWF| CNN2| EXOC6B| FERMT3 | APP | KIT| ANXAS | CCT2 | BRSK1|TUBB4BIANXA2IF | (oo o [ 0o
N1|MYH10|FLNA|SPTAN1|TLR4|ANXA1|XRCC5|NR1H4
12 GO Process regulation of metal ion transport CCL2|ICAM1|NOS3|SNCA|CAV1|FYN|GSTO1|FLNA|G6PD|CAMK2B|BCL2 | CAMK2A 7.80E-04 G0.0010959
17 50 Process regulation of defense response MMP2|RORA| APP| ITGA2| ZYX|SNCA| CAV1| CDHS | FYN|SFPQ|TGM2 PTPNL[TLRAIANXALIXR| oo o [ <0 0031347
CC5|PBK|NR1H4
6 GO Process regulation of 'ea“"’ep?’;‘éi:: species biosynthetic ICAM1|APP |SNCA|CAV1|FYN | TLR4 7.80E-04 | GO.1903426
i 50 Process embryonic morphogenesis ITGB4|MMP2|LAMAS | PDGFRA|COL8A1|F:;zlllzgaleMPIAIJAGleARB IFNLIDLLLISDCAIR| ¢ ooc o0 [ <0.0048508
8 GO Process interaction with host GAPDH |ICAM1|CCR5|ITGA2|BCL2L1|CAV1|EPHA2|DPP4 8.00E-04 G0.0051701
9 GO Process positive regulation of cytoskeleton organization ARHGEF5|PLEK|ICAM1|MYO1C|ARHGEF15|FLNA|SDC4|CDC42|CFL1 8.30E-04 G0.0051495
6 GO Process ephrin receptor signaling pathway MMP2|NGEF|FYN |EPHA2|DNM1|CDC42 8.70E-04 G0.0048013
13 GO Process response to radiation ICAM1|APP|KIT|DDB1|BCL2L1|CDC25A | BRSK1|CYP2R1|USP1|ANXA1|XRCC5|BCL2|PBK | 8.80E-04 | G0.0009314
17 50 Process regulation of cell eycle process CCL2|CDC25B| TUBBA4A| APP|PLK1| TUBALA| DDB1|BCL2L1| CDC25A[BRSKL| CALRCDC25CI TU| o oo o o0 o)
BB4B|SFPQ|ANXA1|BCL2|CDC42
5 GO Process positive regulation of phospholipid metabolic PDGFRA|FLT1|APP |KIT|NRLH4 8.80E-04 | G0.1903727
process
6 GO Process peptidyl-threonine phosphorylation CAD|CAMK2B|BCL2 | CAMK2A|DYRK1A |CAMK1D 9.10E-04 G0.0018107
4 GO Process cerebellar Purkinje cell layer development RORA|MYH10|DLL1|SPTBN2 9.10E-04 G0.0021680




CCL2| THBS1|ICAM1|APP|NOS3|SNCA|CAV1|FYN | GSTO1|FLNA|CLIC4| G6PD| CAMK28|BCL2|

16 GO Process regulation of ion transport 9.10E-04 G0.0043269
CAMK2A|ABCB1
4 GO Process regulation of long-term neuronal synaptic plasticity APP|KIT|SNCA|CAMK2B 9.10E-04 G0.0048169
8 GO Process regulation of actin polymerization or PLEK|ADD1[ICAM1|MYO1C|SPTANL|SPTBN2 | CFLL| ARF1 9.20E-04 | GO.0008064
depolymerization
5 GO Process ovarian follicle development ICAM1|KIT|BCL2L1|MMP14|BCL2 9.40E-04 G0.0001541
5 GO Process regulation of actin filament depolymerization PLEK|ADD1|SPTAN1|SPTBN2|CFL1 9.40E-04 G0.0030834
3 GO Process negative regulation of glial cell apoptotic process CCL2|PRKCH |DLL1 9.80E-04 GO0.0034351
transcription initiation from RNA polymerase Il
8 GO Process ¢ RORA|RORC|RARB|NR1I2|RXRG|RXRB|RARG|NR1H4 9.90E-04 G0.0006367
promoter
8 GO Process cell-substrate adhesion ITGB4|LAMAS |VWF|FERMT3|ITGA2|ZYX|FN1|BCL2 9.90E-04 G0.0031589
8 GO Process positive regulation of angiogenesis HSPB1|THBS1|AKT3|FLT1|NOS3|CDH5|DLL1 | ANXA1 9.90E-04 G0.0045766
8 GO Process establishment or maintenance of cell polarity MYH9|ARF4|BRSK1|CLIC4|FSCN1|CDC42 | WEE1|CFL1 0.001 G0.0007163
10 GO Process response to xenobiotic stimulus RORA|PRKCG|CAD|ICAM1|NQO1|RORC|NR1I2|SNCA|GSTO1|PPP3CA 0.001 G0.0009410
9 GO Process response to mechanical stimulus THBS1|CNN2|KIT|ITGA2| MMP14|FYN|FAS|TLR4|SUN1 0.001 G0.0009612
7 GO Process platelet activation PDGFRA|VWF [PRKCG|PRKCH [LCK|FYN [FLNA 0.001 G0.0030168
8 GO Process regulation of protein localization to membrane BCL2L1|DAB2|PRKCH|FYN|EPHA2|MYO1C|BCL2 [INUMB 0.001 G0.1905475
9 GO Process DNA-templated transcription, initiation RORA|RORC|RARB|NR1I2|PTRF|RXRG|RXRB|RARG|NR1H4 0.0011 G0.0006352
8 GO Process viral life cycle CCL2|ICAM1|CCR5|ITGA2|CAV1|EPHA2|DPP4|CDC42 0.0011 G0.0019058
7 GO Process negative regulation of protein complex assembly TUBB4A|ADD1|SNCA|SPTAN1|DYRK1A|CDC42|SPTBN2 0.0011 G0.0031333
5 GO Process regulation of neuronal synaptic plasticity APP|KIT|SNCA | CAMK2B|CAMK2A 0.0011 G0.0048168
5 GO Process T cell costimulation LCK|CAV1|FYN|DPP4|CDC42 0.0012 G0.0031295
RCN1|MAP2K5 | PLOD1| MYH9| CYP24A1|MMP2 | CCL2| GAPDH | RBP1| PPP3R1| PLEK|ENO1|CD
C25B| ARF3|PDGFRA | THBS1|VWF |RORA|PRKCG | AKT3|CAD|ADD1|FLT1|PLOD2|APP|CSFIR |
KIT|NPC1L1| CCRS | CAPN2|NOS3 | MELK| CKB| PLK1|DDB1|CDC25A | ARF4|MMP14|BRSK1| TEN
1 LI DC2! B 2R1 112 L 1 12 E! 1
o8 60 Process orimary metabolic process C1|CALR|CDC25C| RORC| PRKCH | RARB| CYP2RL|NR112 | LCK |SNCA| CAVL|RGS12|PTGES|USPL| (1 60.0044238
| MAP4K4|PTMA|ANXA2 | FYN | FN1| PTRF|SFPQ| EPHA2 | RXRG | DPP4|TGM2 | GSTO1 | SLK| FLNA
|PTPN1|SDC4|SPTAN1 | TLR4|RXRB|ANXA1|PIR| PSIP1|SDC1|XRCC5|G6PD|PPP3CA|CAMK2B
|LDHB|BCL2| CAMK2A| DYRK1A | PAICS | CDCA42 | PDIAG | RARG | TOP2B | WEE1 | PBK | SPTBN2| CFL1
| ARF1|NR1H4|PRKCSH | CAMK1D|MCM3
n 50 Process chemical homeostasis RBP1|MT2A | PDGFRA|RORA|ICAM1|APP| CCRS | CKB|DDB1|CALR|LCK|SNCA|CAVLIANXAG|T| 60.0048878
GM2|GSTO1|CLIC4|PPP3CA|BCL2|ARF1|NR1H4
MAP2K5|MYH9 | PPP3R1|ENO1 | THBS1|RORA| APP |KIT|ITGA2|NOS3 | ARF4|MMP14| DAB2 [CA
31 GO Process positive regulation of gene expression LR|RORC|RARB|NR1I2|CAV1|FN1|SFPQ|MYO1C|RXRG|DLL1|TLR4|RXRB|PSIP1|PPP3CA|DYR| 0.0013 G0.0010628
K1A|RARG|VIM|NR1H4
RCN1|MAP2K5|PLOD1|MMP2|CCL2 | GAPDH |PPP3R1|ENO1|CDC25B | PDGFRA | THBS1|RORA |
PRKCG | AKT3|CAD|ADD1 |FLT1|PLOD2|APP|CSF1R|KIT| CCRS | CAPN2 | MELK | PLK1|DDB1|CDC
. 25A| ARF4|BRSK1 | TENC1|CDC25C|RORC| PRKCH |RARB|NR1I2|LCK| SNCA|CAV1|RGS12|USP1
77 GO Process llul lecul tabol 0.0013 G0.0044260
ceflular macromolecule metabolic process | MAPAK4|PTMA |FYN|FN1|PTRF|SFPQ|EPHA2 |RXRG | TGM2 | SLK| FLNA|PTPN1|SPTAN1|DNM
1|TLR4|RXRB|ANXA1|PIR| PSIP1|XRCC5 | PPP3CA| CAMK2B | BCL2 | CAMK2A | DYRK1A| CDC42 | P
DIA6|RARG | TOP2B | WEE1| PBK|SPTBN2 | CFLL|NR1H4 | PRKCSH | CAMK1D|MCM3
4 GO Process positive regulatlotn of ‘.::f” cycle G2/M phase CDC25B|APP|CDC25A|CDC25C 0.0013 GO0.1902751
ransition
7 GO Process positive regulation of leukocyte migration THBS1|ICAM1|APP|ITGA2| MMP14|CALR|CAMK1D 0.0014 G0.0002687
1 60 Process central nervous system development RORA|AKT3 | APP| CSF1R| CKB| ARF4|RARB|FYN| MYH10| DLLL|FLNA|XRCC5 | PPP3CA[BCL2[SU[ o o 60.0007417
N1|TOP2B|SPTBN2|VIM|NUMB
1 50 Process sensory organ development PDGFRA|COL8AL|KIT|JAG2|RARB|EPHA2 | M:/T“lnolARHGEFlslDLL1|SDC4|CLIC4|BCL2|RARG| 0.0014 60.0007423
1 60 Process cellular ion homeostasis MT2A|PDGFRAIAPP|CCR5|CKB|CALR|LCK|SI;§1A|CAV1IANXAGITGMZ|GSTOl|CLIC4|BCL2|A 0.0015 60.0006873
11 GO Process negative regulation of organelle organization TUBB4A|ADD1|APP|PLK1|BCL2L1|SNCA|SPTAN1|TBC1D4|XRCC5|DYRK1A|SPTBN2 0.0015 G0.0010639
, L RORA | APP |CSF1R|ARF4|BRSK1|JAG2| MAPAKA|DOKA | FYN|MYH10| DLL1 [SDC4| SPTAN1|BCL
20 GO Process diff tiati 0.0015 G0.0030182
neuron difterentiation 2| CAMK2A|CDC42 | TOP2B | WEE1 | SPTBN2 | NUMB
11 GO Process regulation of cellular component size PLEK|AKT3|ADD1|ICAM1|FN1|MYO1C|SPTAN1|RARG|SPTBN2|CFL1|ARF1 0.0015 G0.0032535
RCN1|MAP2K5 | PLOD1| MYHS| MMP2| CCL2 | GAPDH | PPP3R1|ENO1|CDC25B | PDGFRA | THBS1
|VWF |RORA | PRKCG | AKT3| CAD|ADD1 | FLT1| PLOD2 | APP | CSFAR | KIT|NPC1L1|CCRS| CAPN2 |
MELK | PLK1|DDB1|CDC25A | ARF4|MMP14 | BRSK1| TENC1| CALR | CDC25C|RORC|PRKCH |RARB
86 GO Process macromolecule metabolic process |NR1I2|LCK|SNCA|CAV1|RGS12 |USP1| MAP4K4|PTMA |ANXA2 | FYN | FN1|PTRF|SFPQ|EPHA2 [  0.0015 G0.0043170
|RXRG| DPP4|TGM2 |SLK| FLNA|PTPN1|SDC4|SPTAN1| DNM1 | TLR4|RXRB|ANXA1 | PIR | PSIP1|
SDC1|XRCC5 | PPP3CA| CAMK2B | BCL2| CAMK2A | DYRK1A|CDC42 | PDIAG | RARG | TOP2B|WEE1 |
PBK|SPTBN2|CFL1|NR1H4|PRKCSH|CAMK1D|MCM3
5 GO Process positive regulation °;?:::3[:559I endothelial cell HSPB1|THBS1|AKT3|NOS3|ANXAL 00015 | G0.0043536
7 GO Process response to calcium ion THBS1|ADD1|CAV1|PTGES|CLIC4|SDC1|PPP3CA 0.0015 G0.0051592
11 GO Process regulation of small molecule metabolic process PLEK|ENO1|RORA|KIT|NOS3|NQO1|RORC|SNCA|CAV1|ANXA1|NR1H4 0.0015 G0.0062012
5 GO Process positive regulation of intrinsic apoptotic signaling BCL2L1|LCK| CAV1|SFPQ|BCL2 00015 | G0.2001244
pathway
2 50 Process cell eycle MYH9| CDC258| THBSL| TUBBAA | MELK | PLK1| TUBALA | BCL2L1|CDC25A | BRSKL|CDC25C|TUBB| (o 60.0007049
4B|MYH10|FLNA|PPP3CA|CAMK2A |SEPT7|SUN1|TOP2B | WEEL | PBK|CFL1|ABCB1|MCM3
7 GO Process T cell differentiation RORA [KIT|RORC|JAG2|LCK|ANXA1|BCL2 0.0016 G0.0030217
1 60 Process regulation of immune response MMP2|PPP3RL|ICAML|APP | KIT|PRKCH|LCK| CAVL[FYN|SFPQ|MYOLC|PTPNL| TLR4|ANXAL| | 0o o 60.0050776
XRCC5|PPP3CA|BCL2|CDC42|NR1H4
5 GO Process regulation of extrinsic apoptotic signaling pathway THBS1|ICAM1|NOS3|BCL2L1|FAS 0.0016 G0.1902041
via death domain receptors
4 GO Process response to amyloid-beta APP|FYN|DNM1|TLR4 0.0016 G0.1904645
6 GO Process viral entry into host cell ICAM1|CCR5|ITGA2|CAV1|EPHA2 | DPP4 0.0017 G0.0046718
11 GO Process developmental growth ADD1|APP|TENCI|RARB|DLL1|CLIC4|ANXA1|BCL2|RARG|SPTBN2|APBA2 0.0017 G0.0048589
11 GO Process regulation of inflammatory response RORA|APP|ITGA2|ZYX|SNCA|CDH5|TGM2|TLR4|ANXA1|PBK|NR1H4 0.0017 G0.0050727
1 GO Process positive 'eg“'at'i" of p"’t?':“”"” threonine ARHGEFS | MAP2KS | THBS1 | FLT1| APP | CSFLR | KIT|SNCA|MAP4K4 | PTPN1 | TLR4 00017 | G0.0071902
inase activity
NGEF|APP|BRSK1|CALR|RARB|MAP4K4 |FYN|FN1|DLL1|PPP3CA|CAMK2B|BCL2|CFL1|VIM|C
15 GO Process regulation of neuron differentiation l l ! l ! l Al\lllKlDl ! ! l l l ! 0.0018 G0.0045664
6 GO Process tissue remodeling NOS3|MMP14|CAV1|EPHA2| TGM2|ANXAL 0.0018 G0.0048771
12 GO Process regulation of DNA'b'"?'f‘f transcription factor | o1\ <EeS | MAP2KS [ICAM| APP[KIT|PRKCH | FLNA | TLR4| PPP3CA | CAMK2A | NR1HA|CAMKID | 0.0018 | G0.0051090
activity
13 GO Process regulation of anatomical structure size PLEK|AKT3|ADD1|ICAM1|NOS3|CAV1|FN1|MYO1C|SPTAN1|RARG |SPTBN2|CFL1|ARF1 0.0018 G0.0090066
11 GO Process axonogenesis APP|CSF1R|BRSK1|DOK4|FYN|MYH10|SPTAN1|BCL2|TOP2B|SPTBN2 |NUMB 0.0019 G0.0007409
10 GO Process blood coagulation PDGFRA|VWF |PRKCG|ANXAS | ITGA2 | PRKCH | LCK|FYN | FLNA|CDC42 0.0019 G0.0007596
4 GO Process regulation of platelet activation PLEK|PDGFRA|NOS3|TLR4 0.0019 G0.0010543




7 GO Process positive regulation of epithelial cell migration HSPB1|THBS1|AKT3|ITGA2|NOS3|CALR|ANXAL 0.0019 G0.0010634
3 GO Process positive regulation of tumor necrosis factor HSPB1|THBS1|TLR4 0.0019 | G0.0042535
biosynthetic process
] ] ) MAP2K5 | GAPDH |HSPB1|PXDN | THBS1| DNAJB6| APP| ANXAS |NOS3 | PLK1| DAB2|NQO1|SNCA
22 GO Process t lati f molecular funct 0.0019 G0.0044092
negative reguation of mofecufar function |CAVL|ANXA2 | GSTOL | FLNA|CNN3 | PTPN1|ANXAL|PPP3CA|NR1H4
12 GO Process reproductive structure development BCL2L2 |PDGFRA|ICAM1|KIT|NOS3|BCL2L1|MMP14|FLNA|ANXA1|SDC1|BCL2|RARG 0.0019 G0.0048608
7 GO Process retina development in camera-type eye PDGFRA|RARB|MYH10|ARHGEF15|DLL1|CLIC4|RARG 0.0019 G0.0060041
8 GO Process cell chemotaxis ARHGEF5|CCL2|PDGFRA |FLT1 |KIT|CCRS5|EPHA2 |ANXA1 0.0019 G0.0060326
5 GO Process regulation of postsynapse organization NGEF|APP|FYN|CAMK2B|CFL1 0.0019 G0.0099175
10 GO Process regulation of neuron death CCL2|PRKCG|APP|BCL2L1|NQO1|SNCA|FYN|TLR4|G6PD|BCL2 0.0019 GO0.1901214
5 GO Process regulation of adherens junction organization THBS1|ADD1|MMP14|SLK|SDC4 0.0019 G0.1903391
8 GO Process phagocytosis MYH9|THBS1|FYN|MYO1C|TGM2|ANXA1|CDC42|PDIA6 0.002 G0.0006909
6 GO Process positive regulation of endothelial cell migration HSPB1|THBS1|AKT3|NOS3|CALR|ANXAL 0.002 G0.0010595
5 GO Process cellular response to amino acid stimulus MMP2|PDGFRA|CAPN2|BCL2L1|FYN 0.002 G0.0071230
6 GO Process negative regulation of 't";”"s'c apoptotic signaling ENO1|HSPB1[BCL2L2 | BCL2L1 | PTPN1|BCL2 0002 | G0.2001243
pathway
6 GO Process actomyosin structure organization MYH9|PDGFRA|CNN2|ZYX|MYH10|CNN3 0.0021 G0.0031032
10 GO Process camera-type eye development PDGFRA|COL8A1|RARB|EPHA2|MYH10|ARHGEF15|DLL1|CLIC4|RARG|VIM 0.0021 G0.0043010
» 60 Process regulation of cell oycle MAP2K5|CCL2| CDC25B| THBS1| TUBB4A| APP | PLKL| TUBALA| DDBLBCL2L1|CDC25A[BRSKLIC| o 60.0051726
ALR|CDC25C|TUBB4B|MAP4K4 |SFPQ|SLK|ANXA1|BCL2|CDC42|TOP2B
11 GO Process regulation of mitotic cell cycle phase transition CCL2 | TUBB4A |APP|PLK1|TUBA1A|DDB1|BRSK1|CDC25C| TUBB4B|ANXA1|BCL2 0.0021 G0.1901990
10 GO Process regulation of neurotransmitter levels RORA|ICAM1|APP|NOS3|BRSK1|NQO1|SNCA|CAV1|TLR4|CAMK2A 0.0022 G0.0001505
3 GO Process negative regulation of microtubule polymerization TUBB4A|SNCA|DYRK1A 0.0022 G0.0031115
8 GO Process regulation of chemotaxis CCL2|HSPB1|PDGFRA|THBS1|APP[ITGA2|CALR|CAMK1D 0.0022 G0.0050920
4 GO Process positive regulation of pht‘fs_pthat'dy"”"s'm' 3kinase PDGFRA|FLT1|APP|KIT 00023 | G0.0043552
activity
4 GO Process homeostasis of number of cells within a tissue AKT3|ADD1|NOS3|BCL2 0.0023 G0.0048873
1 60 Process chordate embryonic development MYH9|PDGFRA|ADD1|CAPN2 | NOSSlBCLZL;L’\:}gPMlJAGZ IMYH10|DLLL|SDC4|RARGCFLL[| o) 60.0043009
7 GO Process negative regulation of ion transport THBS1|ICAM1|NOS3|SNCA|CAV1|GSTO1|BCL2 0.0024 G0.0043271
N ) ) e ADD1|APP|KIT|MMP14| DAB2| CALR | PRKCH|RARB|CDH5 [ FYN|FN1| FLNA|ANXAT|XRCC5| CA
19 GO Process ti lati f cell diffe tiati 0.0024 G0.0045597
positive regulation of cell differentiation MK2B|BCL2 | CDCA2 | NUMB| CAMKID
13 60 Process cell division MYH9|CDC25B|K|T|PLKl|TUBA1A|TUBA1C|CMD(BZZSA|CDC25C|MYHlOlSEPT7|WEEl|CFL1|NU 0.0024 60.0051301
. CCL2|GAPDH [ENO1[HSPB1 [ICAM1|APP|CCR5|NOS3|BCL2L1 | SNCA|CAV1 |PTGES | FAS|TLR4|
18 GOP to oth 0.0024 G0.0051707
rocess response to other organism BCL2|CFLL|ARFL|NRIHA
7 GO Process hindbrain development RORA|CKB|MYH10|DLL1|FLNA|BCL2|SPTBN2 0.0025 G0.0030902
3 GO Process nitric oxide biosynthetic process RORA|NOS3|NQO1 0.0026 G0.0006809
3 GO Process cerebellar Purkinje cell layer morphogenesis RORA|DLL1|SPTBN2 0.0026 G0.0021692
6 GO Process establishment of cell polarity MYH9|BRSK1|FSCN1|CDC42|WEE1|CFL1 0.0026 G0.0030010
1 60 Process regulation of protein transport ARHGEFS | GAPDH | APP|CSF1R| MAPAKA YN |FN1|MYOLC|MYH10| DPP4[PTPN1|TLRA[ANXA| - - 60.0051223
1|PPP3CA|NR1H4
5 GO Process regulation of oxidative stress-induced cell death HSPB1|APP|FYN|SFPQ|TLR4 0.0026 G0.1903201
8 GO Process regulation of neuron apoptotic process CCL2|PRKCG|BCL2L1|NQO1|SNCA|FYN|G6PD|BCL2 0.0027 G0.0043523
12 GO Process positive regulation of neurogenesis APP|KIT|PRKCH |RARB|FYN|FN1|FLNA|XRCC5|CAMK2B|BCL2 | NUMB|CAMK1D 0.0027 G0.0050769
17 60 Process exocytosis PLEK| THBSL|VWF | CNN2| EXOC6B| FERMT3 | APP | KIT| ANXAS | CCT2 | TUBBAB| ANXAZ[FN[MY | 0 o 60.0006887
H10|FLNA|SPTAN1|XRCC5
6 GO Process metencephalon development RORA|CKB|MYH10|DLL1|BCL2|SPTBN2 0.0028 G0.0022037
11 GO Process regulation of cell-cell adhesion MAP2KS |CCL2|ICAM1|FERMT3|LCK|CAV1|FYN|DPP4|SDC4|ANXA1|CDC42 0.0028 G0.0022407
11 GO Process positive regulation of defense response MMP2|APP|ITGA2|SNCA|CAV1|FYN|SFPQ|TGM2|TLR4|XRCC5|NR1H4 0.0028 G0.0031349
8 GO Process gliogenesis CCL2|PPP3R1|APP|MMP14|DLL1|ANXA1|SUN1|VIM 0.0028 G0.0042063
iti lati f DNA-binding t ipti
9 GO Process positive reguia '°f”az’tor activi':v \ng transcription ARHGEF5 | ICAM1| APP |KIT|PRKCH | TLR4 | PPP3CA| CAMK2A | CAMK1D 00028 | G0.0051091
ARHGEFS | MAP2KS | MYH9 | EHD4 | CCL2 | GAPDH | PPP3R1| PLEK|ENO1|CDC25B| HSPB1|PDGFRA
| THBS1|RORA| DNAJB6| PRKCG | ICAM1 | FLT1|APP|CSF1R|KIT|ITGA2|NOS3|CCT2| PLK1| DDB1
) ) , |CDC25A| ARF4|MMP14|DAB2 |NQO1 | CALR | CDC25C|RORC|PRKCH | RARB|NR112 | LCK|SNCA |
70 GO Process lati f nits d metabol 0.0028 GO0.0051171
regulation ot nitrogen compound MEtabolic ProCess | - a\/1 |usp1| MAPAK4|ANXA2 | FYN | FN1|FAS|PTRF|SFPQ| EPHA2 |RXRG | DLLL|SLK|FLNA|PTPN
1|SDC4|TLR4|RXRB| PIR| PSIP1|XRCC5 | G6PD|PPP3CA | BCL2 | CAMK2A | DYRK1A|RARG | PBK|VI
MINR1H4|CAMK1D
8 GO Process cellular response to acid chemical MMP2|PDGFRA|CAPN2|BCL2L1|FYN |XRCC5|RARG |NR1H4 0.0028 G0.0071229
10 GO Process cellular response to external stimulus CYP24A1|CNN2|ICAM1|ITGA2|CAV1|FYN|FAS|TLR4|BCL2 | NR1H4 0.0028 G0.0071496
RCN1|MAP2K5|PLOD1|MYHS|CYP24A1|MMP2 | CCL2| GAPDH |RBP1| PPP3R1| PLEK|ENO1|CD
C25B| ARF3|PDGFRA | THBS1|VWF|RORA|PRKCG | AKT3|CAD|ADD1|FLT1|PLOD2|APP|CSF1R|
KIT|NPC1L1| CCRS | CAPN2|NOS3 | MELK| CKB| PLK1|DDB1|CDC25A | ARF4|MMP14|BRSK1| TEN
) , C1|CALR|CDC25C|RORC|PRKCH [RARB| CYP2R1|NR1I2 |LCK|SNCA|CAV1|RGS12|PTGES| USP1
99 GO Process bst tabol 0.0028 G0.0071704
organic substance metabolic process |MAPA4K4|PTMA|ANXA2 |FYN | FN1|PTRF |SFPQ|EPHA2 | RXRG | DPP4| TGM2 | GSTO1 | SLK| FLNA
|PTPN1|SDC4|SPTAN1|DNM1|TLR4|RXRB|ANXA1|PIR|PSIP1|SDC1|XRCCS | GEPD|PPP3CA|C
AMK2B|LDHB|BCL2 | CAMK2A| DYRK1A | PAICS | CDC42 | PDIAG | RARG | TOP2B | WEE1 | PBK | SPTB
N2|CFLL|ARF1|NR1H4|PRKCSH|CAMK1D|MCM3
5 GO Process multicellular organismal response to stress THBS1|PRKCG|DPP4|PPP3CA|BCL2 0.0029 G0.0033555
11 GO Process regulation of protein catabolic process PRKCG|APP|PLK1|DDB1|DAB2|SNCA|CAV1|ANXA2|FYN|FLNA|PBK 0.0029 G0.0042176
4 GO Process neuron projection organization APP|FYN|CDC42|ARF1 0.0029 G0.0106027
4 GO Process negative regulatn.)n of extrinsic époptotlc signaling ICAM1|NOS3| BCL2L1|FAS 0.0029 G0.1902042
pathway via death domain receptors
3 GO Process cellular copper ion homeostasis MT2A|APP |ARF1 0.003 G0.0006878
3 GO Process Sertoli cell development ICAM1|FLNA|SDC1 0.003 G0.0060009
5 GO Process positive regulation of organelle assembly ARHGEF5|SDC4|SDC1|FSCN1|SEPT7 0.003 G0.1902117
13 GO Process cellular metal ion homeostasis MT2A|PDGFRA|APP|CCR5|CALR|LCK|SNCA|CAV1|ANXA6|TGM2|GSTO1|BCL2 | ARF1 0.0031 G0.0006875
7 GO Process cytoskeleton-dependent intracellular transport HSPB1|APP|TUBA1A|TUBA1C|MYO1C|CDC42|SUN1 0.0031 G0.0030705
16 60 Process o homeostasis MT2A|PDGFRA|APP | CCRS| CKB| CALR[LCK|SNCA|CAV1|ANXAG| TGM2 | GSTOL | CLICA[BCL2[A| o oo 60.0050801
RF1|NR1H4
4 GO Process negative regulation .of extrinsic ap?ptotlc signaling MAP2K5| BCL2L1 | FYN [BCL2 0.0031 G0.2001240
pathway in absence of ligand
7 GO Process response to unfolded protein CCL2|HSPB1|THBS1|ADD1|CALR|PTPN1|PDIA6 0.0032 G0.0006986
14 GO Process cellular cation homeostasis MT2A|PDGFRA | APP|CCRS | CALR |LCK|SNCA| CAV1| ANXA6| TGM2|GSTO1|CLIC4|BCL2|ARF1 | 0.0032 G0.0030003
5 GO Process regulation of phagocytosis CCL2|PRKCG|ITGA2|CALR|CAMK1D 0.0032 G0.0050764
ARHGEF5 | MAP2K5 | MYH9 | EHD4 | CCL2 | GAPDH | PPP3R1| PLEK|ENO1|CDC25B | HSPB1|PDGFRA
| THBS1|RORA| DNAJB6| PRKCG | ICAM1 | FLT1|APP|CSF1R |KIT|ITGA2|NOS3|CCT2| PLK1]| DDB1
72 GO Process regulation of macromolecule metabolic process ICDC25A| ARF4| MMP14| DAB2| CALR| CDC25C| RORC| PRKCH|RARB | NR112| LCK | SNCA| CAVL| 0.0032 G0.0060255

USP1|MAPA4K4| ANXA2 | FYN | FN1|FAS|PTRF|SFPQ| EPHA2 | MYO1C|RXRG| DLL1|SLK|FLNA|PTP
N1|SDC4|TLR4|RXRB|PIR| PSIP1|XRCCS | G6PD|PPP3CA|BCL2| CAMK2A | DYRK1A|RARG | PBK |
ARF1|VIMINR1H4|APBA2 | CAMK1D




8 GO Process positive regulation of leukocyte cell-cell adhesion CCL2|ICAM1|LCK|CAV1|FYN|DPP4|ANXA1|CDC42 0.0032 G0.1903039
4 GO Process negative regulation of endothelial cell proliferation CCL2|THBS1|FLT1|CAV1 0.0033 G0.0001937
6 GO Process positive regulation of cell-substrate adhesion COL8A1|CALR|FN1|FLNA|SDC4|CDC42 0.0033 G0.0010811
4 GO Process muscle filament sliding TPM4|TPM3|TPM2|VIM 0.0033 G0.0030049
ARHGEF5 | MAP2K5|MYH9|EHD4|CCL2 [ GAPDH | PPP3R1|PLEK|ENO1|CDC25B|HSPB1|PDGFRA
| THBS1|RORA | DNAJB6 | PRKCG | ICAM1 | FLT1| APP| CSFAR|KIT|ITGA2 [ NOS3|CCT2| PLK1|BCL2L
. . 1|CDC25A| ARF4|MMP14]| DAB2 |NQO1 | CALR | CDC25C |RORC|PRKCH [RARB|NR1I2 | LCK|SNCA
72 GO Process lat f cellul tabol 0.0033 GO0.0031323
regulation ot cefiular metabolic process |CAV1|USP1|MAPA4KA|ANXA2 | FYN|FN1|FAS| PTRF | SFPQ|EPHA2 | RXRG | DLLL| SLK| FLNA| PTP
N1|SDC4|TLR4|RXRB|ANXA1|PIR|PSIP1|XRCC5|G6PD|PPP3CA|BCL2| CAMK2A | DYRK1A |RAR
GIPBKIARF1IVIMINR1H4|CAMK1D
s 60 Process inorganic ion homeostasis MT2A|PDGFRAlAPP|CCR5|CKB|CALR|LCK|SI;E1A|CAV1|ANXA6|TGM2|GST01|CLIC4|BCL2|A 0.0033 50.0098771
1 50 Process organelle localization MYH9|PLEK|TUBB4A|EXOCGB|K|T|PLKlI'::Ligllksll/j’\l‘iNCAlTUBBtlB|MY01C|MYH10|DNM1|CD 0.0034 60.0051640
2 GO Process cellular response to norepinephrine stimulus APLP1|APP 0.0034 G0.0071874
2 GO Process T cell extravasation CCL2|ICAM1 0.0034 G0.0072683
ARHGEF5 | MAP2K5 | MYH9|EHD4|CCL2 | GAPDH | PPP3R1 | PLEK|ENO1|CDC25B|HSPB1|PDGFRA
| THBS1|RORA | DNAJB6| PRKCG | ICAM1|FLT1|APP|CSF1R|KIT|ITGA2 [NOS3|CCT2|PLK1|DDB1
7 60 Process regulation of primary metabolic process |CDC25A | ARF4|MMP14| DAB2|NQO1 | CALR| CDC25C|RORC|PRKCH|RARB| NRLIZ [LCK|SNCA] | 000 60.0080090
CAV1|USP1|MAP4K4|ANXA2|FYN|FN1|FAS|PTRF|SFPQ|EPHA2|RXRG | DLLL|SLK|FLNA|PTPN
1|SDC4|TLR4|RXRB|ANXA1|PIR | PSIP1|XRCC5|G6PD|PPP3CA |BCL2 | CAMK2A | DYRK1A |RARG
|PBK|VIMINR1H4|CAMK1D
3 GO Process gativer 1 of cell ° n MAP2K5 | THBS1| MMRN2 0.0034 | GO.0090051
sprouting angiogenesis
7 GO Process regulation of muscle contraction ENO1|KIT|ITGA2|CAV1|ANXAG6|GSTO1|FLNA 0.0035 G0.0006937
9 GO Process positive regulation of lymphocyte activation CCL2|MMP14|LCK|CAV1|FYN|DPP4|ANXA1|BCL2|CDC42 0.0035 G0.0051251
RCN1|MAP2K5|PLOD1 |ITGB4|MYH9|CYP24A1| MMP2 | CCL2 | GAPDH |RBP1| PPP3R1| PLEK |EN
01|CDC25B | PXDN | ARF3 | PDGFRA | THBS1|VWF |RORA| PRKCG | AKT3| CAD|ADD1 | FLT1|PLOD2
| APP|CSF1R|KIT|NPC1L1|CCR5|CAPN2|NOS3 | MELK | CKB| PLK1| DDB1|CDC25A | ARF4| MMP1
102 60 Process metabolic process 4|BRSKL| TENC1|NQO1| CALR|CDC25C|RORC| PRKCH|RARB| CYP2R1|NRLIZ|LCK|SNCA|CAVL | 60.0008152
|RGS12| PTGES|USP1|MAP4K4|PTMA|ANXA2|FYN | FN1|PTRF|SFPQ|EPHA2 |RXRG | DPP4| TG
M2|GSTO1|SLK|FLNA|PTPN1|SDC4|SPTAN1| DNM1|TLR4|RXRB|ANXA1 | PIR|PSIP1|SDC1|XR
CC5|G6PD|PPP3CA|CAMK2B|LDHB|BCL2| CAMK2A | DYRK1A | PAICS | CDC42 | PDIAG | RARG | TOP
2B|WEE1|PBK|SPTBN2|CFL1|ARF1|NR1H4|PRKCSH|CAMK1D|MCM3
MAP2K5|CCL2 | PPP3R1|ENO1|HSPB1|THBS1|RORA|ICAM1|APP [ITGA2|NOS3 | CCT2|ARF4|D
30 GO Process positive regulation of biosynthetic process AB2|RORC|RARB|NR1I2|SNCA|SFPQ|RXRG|DLL1 | TLR4 |RXRB|ANXA1|PSIP1|XRCC5|PPP3CA|| 0.0037 G0.0009891
RARG|VIM|NR1H4
9 GO Process regulation of cell morphogenesis involved in NGEF | BRSK1| CALR|FN1|FLNA| PPP3CA|CAMK2B|CDC42 | CFL1 00037 | G0.0010769
differentiation
ARHGEF5|MAP2K5|CCL2 |PDGFRA|THBS1|ICAM1|FLT1|APP|CSF1R|KIT|MAP4K4|PTPN1|TLR
13 GO Process positive regulation of MAPK cascade l l l l l 4 l l l KT l l 0.0037 G0.0043410
9 GO Process positive regulation of MAP kinase activity ARHGEF5|MAP2KS5 | THBS1 |FLT1|APP|KIT|MAP4K4|PTPN1|TLR4 0.0038 G0.0043406
13 GO Process regulation of system process ENO1|ICAM1|APP|KIT|ITGA2|NOS3|CAV1|ANXA6|GSTO1|FLNA|G6PD|PPP3CA|CAMK2B | 0.0039 G0.0044057
4 GO Process neuron apoptotic process GAPDH |APP|BCL2L1|BCL2 0.0039 G0.0051402
3 GO Process retina vasculature development in camera-type eye PDGFRA|ARHGEF15|CLIC4 0.0039 GO0.0061298
3 GO Process positive regulation of (;xldta:ve stress-induced cell APP|SFPQTLRA 0.0039 60.1903209
ea
8 GO Process phosphatidylinositol metabolic process PLEK|ARF3|PDGFRA|CSF1R|KIT|LCK|FYN|ARF1 0.004 G0.0046488
7 GO Process morphogenesis of a branching epithelium PPP3R1|LAMAS|MMP14|EPHA2|TGM2|CLIC4|BCL2 0.004 G0.0061138
6 GO Process formation of primary germ layer ITGB4|MMP2|COL8A1|ITGA2| MMP14|FN1 0.0041 G0.0001704
11 GO Process cellular calcium ion homeostasis PDGFRA|APP|CCR5|CALR|LCK|SNCA|CAV1|ANXA6|TGM2|GSTO1|BCL2 0.0041 G0.0006874
5 GO Process adherens junction organization LAMAGS |[ITGA2|CDH5|BCL2 [INUMB 0.0041 G0.0034332
4 GO Process endodermal cell differentiation MMP2|COL8A1|MMP14|FN1 0.0041 G0.0035987
7 GO Process regulation of synapse organization NGEF|APP|SNCA|FYN|ARHGEF15| CAMK2B|CFL1 0.0041 G0.0050807
6 GO Process positive regulation of calcium ion transport CCL2|SNCA|CAV1|GSTO1|G6PD|CAMK2A 0.0041 G0.0051928
9 GO Process renal system development ITGB4| LAMAS |PDGFRA|TENC1|RARB|DLL1|SDC4|SDC1|BCL2 0.0041 G0.0072001
6 GO Process negative 'eg”'a;':’g"agif;i':sm"'ecula'f'be' TUBBA4A|ADD1|SNCA|SPTAN1|DYRK1A|SPTBN2 00041 | G0.1902904
5 GO Process interaction with symbiont GAPDH|DDB1|ANXA2|FN1|CFL1 0.0042 G0.0051702
7 GO Process regulation of plasma membrane bounded cell ICAMZ1|KIT| CAV1|EPHA2 | FSCN1|SEPT7|CDC42 00043 | G0.0120032
projection assembly
5 GO Process cell-cell junction assembly TJP1|CDH5|FSCN1|[NR1H4|TLN2 0.0044 G0.0007043
3 GO Process nitric oxide metabolic process RORA|NOS3|NQO1 0.0045 G0.0046209
7 GO Process regulation of synaptic plasticity APP|KIT|BRSK1|SNCA|CAMK2B| CAMK2A|ARF1 0.0045 G0.0048167
CCL2|THBS1|FLT1|APP|CSF1R|NOS3|TENC1|RARB|CAV1|PTGES|CDH5|DLL1|SDC4|BCL2|RA
15 GO Process negative regulation of cell population proliferation l l l l l l lRG l l l l l l l 0.0046 G0.0008285
RCN1|MAP2K5|PLOD1 [ITGB4|CYP24A1|MMP2|CCL2 | GAPDH [RBP1|PPP3R1|PLEK|ENO1|CD
C25B| PXDN | ARF3| PDGFRA| THBS1|RORA | PRKCG | AKT3| CAD|ADD1 | FLT1| PLOD2 | APP | CSF1R
|KIT| CCR5|CAPN2|NOS3 | MELK | CKB| PLK1| DDB1|CDC25A | ARF4|BRSK1 | TENC1|NQO1|CDC2
95 60 Process cellular metabolic process 5C|RORC|PRKCH|RARB| CYP2R1|NR1I2|LCK| SNCA| CAV1 [RGS12| PTGES|USPL|MAPAKA[PTM | 0 0 60.0044237
A|FYN|FN1|PTRF|SFPQ|EPHA2|RXRG | TGM2|GSTO1|SLK|FLNA|PTPN1|SDC4|SPTAN1|DNM1
| TLR4|RXRB|ANXA1|PIR|PSIP1|SDC1|XRCCS|G6PD|PPP3CA |CAMK2B|LDHB | BCL2 | CAMK2A|
DYRK1A|PAICS|CDC42|PDIAG|RARG | TOP2B| WEE1 | PBK|SPTBN2 | CFL1|ARF1| NR1H4|PRKCSH
ICAMK1DIMCM3
11 GO Process gland development LAMAS | PDGFRA|CAD|CSF1R|ITGA2|CAV1|EPHA2 |TGM2|ANXA1|BCL2|RARG 0.0046 G0.0048732
4 GO Process endothelial cell development ICAM1|TJP1|ARHGEF26|CLIC4 0.0047 G0.0001885
6 GO Process cell-matrix adhesion ITGB4|LAMAS [ITGA2 | ZYX|FN1|BCL2 0.0047 G0.0007160
2 GO Process establishment or malntelsnz?\:ce of apical/basal cell ARFA|CLICA | FSCN1|CDCA2 0.0047 60.0035088
polarity
4 GO Process negative regulation of G protein-coupled receptor APLP1|PLEK|SNCA| DNM1 0.0047 | GO.0045744
signaling pathway
9 GO Process regulation of ERK1 and ERK2 cascade CCL2|PDGFRA|ICAM1|APP|CSF1R|FN1|EPHA2|PTPN1|TLR4 0.0047 G0.0070372
GAPDH | CSF1R|STXBP6|SNCA|MAP4K4 |FN1|MYH10|DPP4|SDC4 | TLR4|ANXA1|SDC1|PPP3CA
15 GO Process regulation of secretion by cell l l l ! |LAMI|<2AINR1|H4 l l l l l 0.0047 G0.1903530
1 GO Process positive 'eg“'at"’l" of f,“:,b"s“me"t of protein ARHGEFS | GAPDH | APP | CSFLR| CCT2| FYN | MYO1C| MYH10| TLR4| BCL2 | NR1HA 0.0047 | G0.1904951
ocalization
12 GO Process regulation of cellular protein localization APP|CCT2|PLK1|BCL2L1|DAB2|PRKCH|FYN|EPHA2|MYO1C|PTPN1|BCL2|NUMB 0.0049 G0.1903827
3 GO Process glandular epithelial cell development RARB|DLL1|RARG 0.005 G0.0002068




RCN1|MAP2KS |PLOD1|MYH9 | MMP2|CCL2 | GAPDH |PPP3R1|ENO1|CDC25B| PDGFRA | THBS1
| VWF|RORA | PRKCG | AKT3| CAD |ADD1 | FLT1|PLOD2 | APP | CSF1R | KIT|NPCILL| CCRS | CAPN2 |
NOS3|MELK|CKB| PLK1]| DDB1|CDC25A | ARF4| MMP14|BRSK1| TENC1|NQO1 | CALR|CDC25C|R

91 GO Process nitrogen compound metabolic process ORC|PRKCH |RARB|NR1I2|LCK|SNCA|RGS12|USP1|MAP4K4 |PTMA|ANXA2|FYN|FN1|PTRF|S| 0.005 G0.0006807
FPQ|EPHA2 |RXRG |DPP4|TGM2|GSTO1|SLK|FLNA|PTPN1|SDC4|SPTAN1|TLR4|RXRB|ANXAL
|PIR|PSIP1|SDC1|XRCC5|G6PD | PPP3CA|CAMK2B|LDHB|BCL2| CAMK2A| DYRK1A| PAICS |CDC

42|PDIA6|RARG | TOP2B|WEE1|PBK|SPTBN2|CFL1|NR1H4|PRKCSH|CAMK1D|MCM3

2 GO Process regulation of nitrogen utilization BCL2|NR1H4 0.005 G0.0006808

12 GO Process response to toxic substance PXDN|ICAM1|NOS3|BCL2L1|NQO1|FYN|GSTO1|ANXA1|SDC1|G6PD|PPP3CA|BCL2 0.005 G0.0009636

4 GO Process response to amine CAD|ICAM1|ITGA2|PPP3CA 0.005 G0.0014075
ARHGEF5 | MAP2K5 | MYH9|EHD4|CCL2 | GAPDH | PPP3R1 | PLEK|ENO1|CDC25B | HSPB1 | PDGFRA
| THBS1|RORA | DNAJB6| PRKCG | ICAM1 | FLT1|APP|CSF1R|KIT|ITGA2 [NOS3|CCT2|PLK1|DDB1

. . |BCL2L1|CDC25A | ARF4|MMP14|DAB2|NQO1 | CALR|CDC25C|RORC|PRKCH |RARB|NR1I2|LC
75 GO Process lat f metabol 0.005 G0.0019222
regulation of metabolic process K|SNCA|CAV1|USP1| MAPA4K4| ANXA2 | FYN|FN1|FAS|PTRF|SFPQ| EPHA2| MYOLC|RXRG | DLLL
|SLK|FLNA [PTPN1|SDC4 | TLR4|RXRB|ANXA1|PIR| PSIP1|XRCC5|G6PD | PPP3CA|BCL2 | CAMK2
A|DYRK1A|RARG | PBK|ARF1|VIM|NR1H4|APBA2 | CAMK1D

7 GO Process membrane docking PLEK|TUBB4A|ICAM1|EXOC6B | PLK1|TUBA1A|TUBB4B 0.005 G0.0022406

3 GO Process monocyte differentiation MYH9|CSF1R|PIR 0.005 G0.0030224

8 GO Process cellular response to oxidative stress PDGFRA|NOS3|MELK|NQO1|SNCA|ANXA1|G6PD|BCL2 0.005 G0.0034599

6 GO Process negative regulation of protein catabolic process PRKCG|SNCA|ANXA2|FYN|FLNA|PBK 0.005 G0.0042177

10 GO Process regulation of MAP kinase activity ARHGEF5|MAP2K5 | THBS1|FLT1|APP|KIT|CAV1|MAP4K4|PTPN1|TLR4 0.005 G0.0043405

2 GO Process hydroxylysine metabolic process PLOD1|PLOD2 0.005 G0.0046946

2 GO Process hydroxylysine biosynthetic process PLOD1|PLOD2 0.005 G0.0046947

6 GO Process negative regulation of cytoskeleton organization TUBB4A|ADD1|SNCA|SPTAN1|DYRK1A|SPTBN2 0.005 G0.0051494

9 GO Process regulation of leukocyte cell-cell adhesion CCL2|ICAM1|LCK|CAV1|FYN|DPP4|SDC4|ANXA1|CDC42 0.005 G0.1903037

3 GO Process regulation of vascular endothelial cell proliferation CCL2|AKT3|FLT1 0.005 G0.1905562

3 GO Process negative regulation of anoikis BCL2L1|CAV1|BCL2 0.005 G0.2000811

S GO Process hematopoietic progenitor cell differentiation PLEK|PDGFRA [KIT|XRCC5|BCL2 0.0052 G0.0002244

5 GO Process epithelial cell migration MYH9|KIT|NOS3|DPP4| MMRN2 0.0052 G0.0010631

9 GO Process negative regulation of response to external stimulus CCL2|PDGFRA|THBS1|RORA|NOS3|CDH5|ANXA2 | PBK|NR1H4 0.0053 G0.0032102

15 GO Process negative regulation of cell differentiation RORA|INGEF | APP|CALR|RARB|CAV1| MAP4K|4V||[;/LIL1|TLR4|ANXA1|GGPD|PPP3CA|BCL2|RARG 0.0053 G0.0045596

7 GO Process positive regulation of apoptotic signaling pathway THBS1|BCL2L1|LCK|CAV1|FAS|SFPQ|BCL2 0.0053 G0.2001235

2 50 Process cell-cell signaling PPP3R1|PRKCG|TIP1| CCRS| DDB1|BRSKL|DAB2|NQO1|ZYX|SNCA|CAVL|DLLL|DNMLIANXAL| (oo 60.0007267

1SDC1|PPP3CA|CAMK2A|CDC42 |RARG | APBA2

13 GO Process behavior THBS1|PRKCG|APP|KIT|ARF4|BRSK1|SNCA|FYN|DPP4|DNM1|BCL2|SPTBN2|APBA2 0.0054 G0.0007610
MAP2K5|PPP3R1|ENO1|HSPB1|THBS1|RORA|ICAM1|APP |ITGA2|NOS3|CCT2|ARF4|DAB2 |R

29 GO Process positive regulation of cellular biosynthetic process | ORC|RARB|NR1I2|SNCA|SFPQ|RXRG|DLL1|TLR4|RXRB|ANXA1|PSIP1|XRCC5|PPP3CA|RARG | 0.0054 G0.0031328

[VIM|NR1H4

9 GO Process cellular response to abiotic stimulus CNN2|ITGA2|DDB1|BCL2L1|CDC25A|FAS|TLR4|XRCC5 | PBK 0.0054 G0.0071214

5 GO Process positive regulation of cell cycle phase transition CDC25B|APP|CDC25A|CDC25C|ANXAL 0.0054 G0.1901989

8 GO Process lymphocyte differentiation RORA | KIT|RORC|JAG2|LCK|DLL1|ANXA1|BCL2 0.0055 G0.0030098
GAPDH|HSPB1|PRKCG|APP|PLK1|DDB1|BCL2L1|DAB2|SNCA|CAV1|ANXA2|FYN|FLNA|PTPN

17 GO Process regulation of catabolic process l l l l l l l l l l l l l 0.0056 G0.0009894

1|BCL2|PBK|VIM

6 GO Process Fc receptor signaling pathway PPP3R1|KIT|FYN|MYO1C|PPP3CA|CDC42 0.0058 G0.0038093

i 50 Process regulated exocytosis PLEK | THBS1|VWF|CNN2 | FERMT3|APP|K|T1||/;I;ZICA§|CCT2 |TUBBAB|ANXA2|FNL|FLNA[SPTAN| o 60.0045055

5 GO Process epithelial cell proliferation BCL2L2|COL8A1 |KIT|MMP14|EPHA2 0.0058 G0.0050673
MMP2|CDC25B|BCL2L2|CAD|APP|KIT|ITGA2|NOS3|CCT2|PLK1|BCL2L1|CALR|CDC25C|JAG2

18 GO Process multi-organism reproductive process I I I I ||CLIC|4|BCL2||SEPT|7|SUN|1 I I I I 0.0059 G0.0044703

4 GO Process positive regulation of muscle contraction ENO1|KIT[ITGA2|GSTO1 0.0059 G0.0045933

4 GO Process positive regulation of phagocytosis CCL2|ITGA2|CALR|CAMK1D 0.0059 G0.0050766

11 GO Process plasma membrane bounded cell projection assembly LAMAS | TUBB4A |KIT|PLK1|TUBA1A | TUBB4B|ARHGEF26 | MYH10|FLNA|FSCN1|SEPT7 0.0059 G0.0120031

3 GO Process regulation of bicellular tight junction assembly TJP1|PRKCH|MYO1C 0.0061 G0.2000810

4 GO Process actin filament bundle assembly ADD1|ZYX|FSCN1|MYO1B 0.0062 G0.0051017

6 GO Process kidney epithelium development LAMAS |RARB|DLL1|SDC4|SDC1|BCL2 0.0062 G0.0072073

7 GO Process positive regulation of peptidase activity APP|LCK|SNCA|CAV1|FYN|FN1|FAS 0.0063 G0.0010952

9 GO Process positive regulation of response to external stimulus HSPB1|THBS1|APP|ITGA2|CALR|SNCA|TGM2|TLR4|CAMK1D 0.0063 G0.0032103

5 GO Process positive regulation of neuron death APP|NQO1|SNCA|FYN|TLR4 0.0063 G0.1901216

7 GO Process negative regulation of secretion by cell STXBP6|SNCA|MAP4K4|FN1|ANXAL|PPP3CA|NR1H4 0.0063 G0.1903531

5 GO Process ureteric bud development LAMAS|RARB|SDC4|SDC1|BCL2 0.0066 G0.0001657

6 GO Process leukocyte chemotaxis ARHGEF5|CCL2 | FLT1|KIT|CCR5|ANXA1 0.0066 G0.0030595

7 GO Process positive regulation of peptidyl-tyrosine EHD4|ICAM1|APP|CSFAR [KIT|FYN|PTPN1 0.0066 | G0.0050731

phosphorylation

11 GO Process regulation of peptidase activity MAP2KS5 | GAPDH|THBS1|DNAJB6|APP|LCK|SNCA|CAV1|FYN|FN1|FAS 0.0066 G0.0052547

3 GO Process macrophage differentiation APP|CSF1R|CDC42 0.0067 G0.0030225

2 GO Process positive regulation of extracellular exosome spc4|spct 0.0067 60.1903553

assembly
negative regulation of vascular endothelial cell

2 GO Process . R CCL2|FLT1 0.0067 G0.1905563

proliferation

9 GO Process apoptotic signaling pathway BCL2L2| MELK|BCL2L1| CAV1|ANXA6|FAS|EPHA2|TLR4|BCL2 0.0068 G0.0097190

5 GO Process regulation of protein localization to plasma BCL2L1|DAB2 | PRKCH |EPHA2|NUMB 0.0068 | G0.1903076

membrane

4 GO Process alpha-beta T cell differentiation RORA|RORC|ANXA1|BCL2 0.0069 G0.0046632

8 GO Process regulation of peptidyl-tyrosine phosphorylation EHD4|ICAM1|APP|CSF1R|KIT|CAV1|FYN|PTPN1 0.0069 G0.0050730

4 GO Process positive regulation of stress fiber assembly ARHGEF5 | ARHGEF15|SDC4|CDC42 0.0069 G0.0051496

4 GO Process negative regulation of reactive oxygen species CAV1|[FYN|G6PD|BCL2 0.0069 | G0.2000378

metabolic process

9 GO Process negative regulation of cell development NGEF|APP|CALR|MAP4K4|DLL1|G6PD|PPP3CA|BCL2 |VIM 0.0072 G0.0010721

9 GO Process response to lipopolysaccharide CCL2|ICAM1|CCR5|NOS3|SNCA|PTGES|FAS|TLR4|NR1H4 0.0072 G0.0032496

N . CYP24A1|RBP1|PLEK|ARF3|PDGFRA|APP|CSF1R [KIT|NPC1L1|CYP2R1|NR1I2|LCK|SNCA|CAV
21 GO Process lipid metabol 0.0074 G0.0006629
Pid metabolic process 1|PTGES| FYN|SDC4|SDC1| G6PD|ARF1|NR1H4

6 GO Process branching morphogenesis of an epithelial tube PPP3R1|LAMAS|MMP14|EPHA2|CLIC4|BCL2 0.0074 G0.0048754

4 GO Process negative regulation of coagulation PDGFRA|ANXAS|NOS3|ANXA2 0.0074 G0.0050819

4 GO Process positive regulation of wound healing PLEK|THBS1 | TLR4|ANXA1 0.0074 G0.0090303

3 GO Process negative regulation of synapse organization NGEF|FYN|ARHGEF15 0.0074 G0.1905809

5 GO Process dendrite development APP|ARF4|FYN|CAMK2A|CDC42 0.0076 G0.0016358




6 GO Process positive regulation of lipid metabolic process PDGFRA|FLT1|APP|KIT|ANXA1|NR1H4 0.0076 G0.0045834
5 GO Process regulation of protein tyrosine kinase activity APP|CSF1R|CAV1|FYN|PTPN1 0.0076 G0.0061097
10 GO Process immune response-regulating signaling pathway PPP3R1|KIT|LCK|FYN|MYO1C|TLR4|PPP3CA|BCL2|CDC42|NR1H4 0.0077 G0.0002764
11 GO Process response to peptide CAD|ICAM1|APP|CAV1|FYN|PTPN1|DNM1|TLR4|ANXA1|TBC1D4|CAMK2A 0.0077 G0.1901652
9 GO Process Wht signaling pathway PPP3R1|DDB1|DAB2|CAV1|SDC1|PPP3CA|CAMK2A|CDC42|RARG 0.0078 G0.0016055
8 GO Process regulation of cysteine-type endopeptidase activity MAP2KS | THBS1|DNAJB6 | APP|LCK|SNCA|FYN|FAS 0.0078 G0.2000116
7 GO Process response to reactive oxygen species PDGFRA|NOS3|NQO1|FYN|ANXA1|SDC1|BCL2 0.0081 G0.0000302
3 GO Process ruffle organization PLEK|CSF1R|ARHGEF26 0.0081 G0.0031529
3 GO Process endoplasmic reticulum calcium ion homeostasis APP|TGM2|BCL2 0.0081 G0.0032469
3 GO Process positive regulation of macrophage activation THBS1|APP|TLR4 0.0081 G0.0043032
7 GO Process synapse organization APP|SNCA|FYN|MYH10|CDC42|SPTBN2|ARF1 0.0081 G0.0050808
3 GO Process negative regulation of protein localization to plasma BCL2L1|DAB2[NUMB 0.0081 60.1903077
membrane
9 GO Process in utero embryonic development MYH9|PDGFRA|ADD1|CAPN2|NOS3|BCL2L1|JAG2|MYH10|APBA2 0.0082 G0.0001701
6 GO Process negative regulation of neuron apoptotic process CCL2|PRKCG|BCL2L1|SNCA|FYN|BCL2 0.0082 G0.0043524
6 GO Process positive regulation of chemotaxis HSPB1|THBS1|APP|ITGA2|CALR|CAMK1D 0.0082 G0.0050921
6 GO Process response to UV DDB1|CDC25A |BRSK1|USP1|BCL2|PBK 0.0085 G0.0009411
7 GO Process negative regulation of neuron death CCL2|PRKCG|APP|BCL2L1|SNCA|FYN|BCL2 0.0085 G0.1901215
8 GO Process steroid metabolic process CYP24A1|PDGFRA|APP|NPC1L1|CYP2R1|NR1I2|G6PD|NR1H4 0.0086 G0.0008202
4 GO Process regulation of nitric oxide biosynthetic process ICAM1|APP|CAV1|TLR4 0.0086 G0.0045428
4 GO Process myeloid cell development APP|KIT|ANXA2|G6PD 0.0086 G0.0061515
2 GO Process positive regulation of platelet activation PLEK|TLR4 0.0087 G0.0010572
10 GO Process regulation of lipid metabolic process PDGFRA|RORA|FLT1|APP|KIT|RORC|SNCA|CAV1|ANXA1|NR1H4 0.0087 G0.0019216
3 GO Process focal adhesion assembly LAMAS|ITGA2|BCL2 0.0087 G0.0048041
2 GO Process establishment of Sertoli cell barrier ICAM1|FLNA 0.0087 G0.0097368
2 GO Process positive regulation of Zsta.bllshment of endothelial ADD1|CDHS 0.0087 60.1903142
arrier
2 GO Process positive regulation of oxidative stress-induced APP|TLR 0.0087 60.1903223
neuron death
5 GO Process positive regulation of reactive oxygen species THBS1[ICAM1|APP|SNCA|TLR4 0.0087 | G0.2000379
metabolic process
6 GO Process regulation of actin filament polymerization ADD1|ICAM1|MYO1C|SPTAN1|SPTBN2|ARF1 0.0088 G0.0030833
MAP2K5 | GAPDH [HSPB1|THBS1|DNAJB6 | APP|ANXAS5|NOS3 |PLK1|NQO1|SNCA|CAV1|ANXA
16 GO Process negative regulation of catalytic activity l l l l 2|CNN|3|P'I'|PN1|AN|XA1 l INQo1| l l 0.0088 G0.0043086
8 GO Process rhythmic process PDGFRA|RORA |PRKCG|NOS3|RORC|SFPQ|ANXA1|DYRK1A 0.0088 G0.0048511
7 GO Process homeostasis of number of cells AKT3|ADD1 |KIT|NOS3|ANXA1|G6PD|BCL2 0.0088 G0.0048872
7 GO Process positive regulation of T cell activation CCL2|LCK|CAV1|FYN|DPP4|ANXA1|CDC42 0.0088 G0.0050870
8 GO Process kidney development LAMAS | PDGFRA|TENC1 |RARB|DLL1|SDC4|SDC1|BCL2 0.009 G0.0001822
8 GO Process positive regulation of cytosolic calcium ion PDGFRA|APP | CCRS |LCK|SNCA|CAV | TGM2| GSTOL 0009 | G0.0007204
concentration
6 GO Process regulation of 6 prote:)r;—;owuz\lled receptor signaling APLP1|PLEK|APP|SNCA |RGS12 | DNM1 00091 | G0.0008277
8 GO Process positive regulation of ion transport CCL2|SNCA|CAV1|GSTO1|FLNA|G6PD|CAMK2A|ABCB1 0.0092 G0.0043270
4 GO Process positive regulation of phospholipase activity PDGFRA|FLT1|KIT|ARF4 0.0094 G0.0010518
5 GO Process cerebellum development RORA|CKB|MYH10|DLL1 |SPTBN2 0.0094 G0.0021549
5 GO Process maintenance of protein location CAV1|FLNA|SUN1|FLNB|TLN2 0.0094 G0.0045185
4 GO Process regulation of focal adhesion assembly THBS1|MMP14|SLK|SDC4 0.0094 G0.0051893
3 GO Process positive regulation of protein processing MYH9|ENO1|MMP14 0.0095 G0.0010954
13 GO Process positive regulation of immune response MMP2|PRKCH |LCK|CAV1|FYN|SFPQ|MYO1C|TLR4|ANXA1|XRCC5|BCL2|CDC42|NR1H4 0.0095 G0.0050778
8 GO Process regulation of Ce"“'a;ﬁ';z”ljsse to growth factor THBSL|FLT1|DAB2|CAV1|MYOLC| DLL1|PTPN1| MMRN2 0.0095 | G0.0090287
5 GO Process regulation of calcium ion transport into cytosol SNCA|CAV1|FYN|GSTO1|BCL2 0.0096 G0.0010522
10 GO Process cell surface ’ecept"”’ S'g”"a_""g l‘_’ath‘”a" involved in PPP3R1|DDB1|DAB2|SNCA|CAV1|SDC1|PPP3CA|CAMK2A|CDC42|RARG 00101 | G0.1905114
cell-cell signaling
6 GO Process cellular response to lipopolysaccharide CCL2|ICAM1|CCR5|NOS3|TLR4|NR1H4 0.0102 G0.0071222
3 GO Process positive regulation of blood coagulation PLEK|THBS1|TLR4 0.0104 G0.0030194
3 GO Process detection of mechanical stlm_ulus involved in sensory KIT|ITGA2| FYN 0.0104 60.0050974
perception
4 GO Process negative regulation of response to cytokine stimulus MAP2KS|PXDN |CAV1|NR1H4 0.0104 G0.0060761
12 GO Process regulation of transmembrane transport THBS1|APP|SNCA|CAV1|FYN|GSTO1|FLNA|CLIC4|G6PD|BCL2|NR1H4|ABCB1 0.0105 G0.0034762
11 GO Process response to nutrient levels CYP24A1|CAD|ICAM1|ITGA2|NQO1|CAV1|FYN|FAS|G6PD|BCL2 |NR1H4 0.0107 G0.0031667
6 GO Process regulation of muscle cell differentiation KITIMMP14|DLL1|G6PD|BCL2|CDC42 0.0107 G0.0051147
6 GO Process activation of MAPK activity MAP2K5 [THBS1|APP|KIT|PTPN1|TLR4 0.0109 G0.0000187
2 GO Process regulation of the forc_e of heart contraction by NOS3|CAVL 0.0109 60.0003057
chemical signal
2 GO Process retinal pigment epithelium development RARB|RARG 0.0109 G0.0003406
6 GO Process response to ionizing radiation ICAM1|BCL2L1|CYP2R1|ANXA1|XRCC5|BCL2 0.0109 G0.0010212
6 GO Process regulation of G2/M transition of mitotic cell cycle TUBBA4A|APP|PLK1|TUBA1A|BRSK1|TUBB4B 0.0109 G0.0010389
4 GO Process peptide cross-linking THBS1|FN1|TGM2|ANXA1 0.0109 G0.0018149
2 GO Process astrocyte cell migration CCL2|[MMP14 0.0109 G0.0043615
7 GO Process regulation of protein kinase B signaling PDGFRA|THBS1|APP|KIT|LCK|FYN |EPHA2 0.0109 G0.0051896
2 GO Process modulation by Symb"z‘t Otfhh"“ programmed cell GAPDH|BCL2L1 00109 | G0.0052040
ea
2 GO Process modulation by organism of apoptotic process in GAPDH |BCL2L1 00109 | G0.0052433
other organism involved in symbiotic interaction
3 GO Process response to sterol RORA|CCR5|RORC 0.0111 G0.0036314
6 GO Process maintenance of location CALR|CAV1|FLNA|SUN1|FLNB|TLN2 0.0112 G0.0051235
. APLP1|GAPDH |BCL2L2| APP | MELK|BCL2L1|DAB2[JAG2 | SNCA|CAV1|ANXAG | FAS| EPHA2|SLK
17 GO Process toti 0.0113 G0.0006915
apoptotic process | TLR4|BCL2| CAMK2A
4 GO Process positive regulation of protein tyrosine kinase activity APP|CSF1R|FYN|PTPN1 0.0113 G0.0061098
MYH9|PPP3R1|PLEK|HSPB1|LAMAS| ARF3|EXOC6B|ITGA2 | PLK1|ARF4|DAB2 | CALR|STXBP6 |
29 GO Process protein localization CAV1|ANXA2|MYO1C|COPA |FLNA|TLR4|ANXA1|TBC1D4|XRCCS|PPP3CA|SUN1|FLNB|ARF1| 0.0114 G0.0008104
INR1H4|APBA2 | TLN2
7 GO Process negative regulation of neuron differentiation NGEF|APP|CALR|MAP4K4|DLL1|PPP3CA|VIM 0.0114 G0.0045665
7 GO Process cellular response to nutrient levels CYP24A1|ICAM1|CAV1|FYN|FAS|BCL2|NR1H4 0.0116 G0.0031669
5 GO Process endoplasmic reticulum unfolded protein response CCL2|ADD1|CALR|PTPN1|PDIA6 0.0118 G0.0030968
4 GO Process endothelial cell migration MYH9|NOS3|DPP4|MMRN2 0.0118 G0.0043542
5 GO Process reactive oxygen species metabolic process PXDN|RORA|NOS3|NQO1|BCL2 0.0118 G0.0072593




5 GO Process myeloid leukocyte migration ARHGEF5|CCL2 | FLT1|KIT|ANXA1 0.0118 G0.0097529
8 GO Process immune response-regulating cell surface receptor PPP3R1|KIT|LCK|FYN|MYO1C| PPP3CA|BCL2 | CDC42 00119 | G0.0002768
signaling pathway
3 GO Process regulation of myeloid cell apoptotic process CCR5|ANXA1|BCL2 0.012 G0.0033032
s 60 Process sexual reproduction CDCZSB|BCL2L2|APP|KIT|NOS3|CCT2|PLKllls?JC’\I‘.iLlchLR|CDC25C|JAGZ|CLIC4|BCL2|SEPT7 0.0122 50.0019953
4 GO Process mesenchymal cell development LAMAS|FN1|BCL2|CFL1 0.0124 G0.0014031
7 GO Process regulation of cysteine-type endopeptidase activity MAP2KS | THBS1| DNAJBG | APP | LCK | SNCA | FAS 00125 | G0.0043281
involved in apoptotic process
CDC25B|BCL2L2 | PDGFRA|APP|KIT|NOS3|PLK1|BCL2L1|CALR|CDC25C|JAG2|ANXA1|BCL2|SE
15 GO Process multicellular organismal reproductive process I I I KT} lPT7|S|UN1 I I I I I I 0.0125 G0.0048609
5 GO Process regulation of cell-matrix adhesion THBS1|MMP14|SLK|SDC4|BCL2 0.0126 G0.0001952
. R MYH9|EHD4|PPP3R1|HSPB1|APP|KIT| CCRS | TUBALA| TUBALC|ARF4|BRSK1|CALR |LCK|SNCA
25 GO Process tablish t of localizat Il 0.0126 GO0.0051649
establisnment ot focalization in ¢ [MYO1C|MYH10| COPA|SPTANL| DNM1|TBC1D4| PSIPL| PPP3CA| CDCA2 | SUN1|SPTBN2
MYH9|PPP3R1|PLEK|HSPB1|LAMAS | ARF3|EXOC6B|NPCI1L1|ITGA2 |CCT2|PLK1|ARF4| DAB2|
32 GO Process macromolecule localization CALR|STXBP6|CAV1|ANXA2|MYO1C|COPA|FLNA|TLR4| ANXAL|TBC1D4|XRCC5|PPP3CA|SU |  0.0129 G0.0033036
N1|FLNB|ARF1|NR1H4|APBA2|TLN2|ABCB1
3 GO Process astrocyte development APP|DLL1|VIM 0.013 G0.0014002
8 GO Process striated muscle tissue development PDGFRA|CALR|RARB|CAV1|MYH10|DLL1|PPP3CA|FLNB 0.013 G0.0014706
3 GO Process apoptotic cell clearance THBS1|TGM2|PDIA6 0.013 G0.0043277
5 GO Process response to alkaloid PRKCG|CAD|ICAM1|BCL2L1|SNCA 0.013 G0.0043279
10 GO Process regulation of lymphocyte activation CCL2|MMP14|LCK|CAV1|FYN|DPP4|SDC4|ANXA1|BCL2|CDC42 0.013 G0.0051249
3 GO Process dendritic spine organization FYN|CDC42|ARF1 0.013 G0.0097061
2 GO Process cellular response to erythropoietin MT2A|KIT 0.0131 G0.0036018
2 GO Process positive regulauon of cell mlgrau?n by vascular HSPB1|MYO1C 0.0131 60.0038089
endothelial growth factor signaling pathway
2 GO Process cellular response to hyperoxia CAV1|FAS 0.0131 G0.0071455
6 GO Process positive regulation of protein kinase B signaling PDGFRA|THBS1|APP|KIT|LCK|FYN 0.0134 G0.0051897
6 GO Process cellular response to xenobiotic stimulus RORA|ICAM1|NQO1|RORC|NR1I2|GSTO1 0.0134 G0.0071466
4 GO Process maintenance of protein location in cell CAV1|SUN1|FLNB|TLN2 0.0135 G0.0032507
7 GO Process regulation of protein binding ADD1|APP|PLK1|DAB2|CAV1|ANXA2|BCL2 0.0135 G0.0043393
8 GO Process negative regulation of catabolic process PRKCG|BCL2L1|SNCA|ANXA2|FYN|FLNA|BCL2|PBK 0.0137 G0.0009895
13 GO Process developmental process involved in reproduction CDC25B|BCLL2| PDGFRA|ICAML|KIT|NOS3 | Bc:?LZLllMMP14|FLNA|ANXA1|SDC1 [BCL2IRAR 0.0138 G0.0003006
5 GO Process xenobiotic metabolic process RORA|NQO1|RORC|NR1I2|GSTO1 0.0138 G0.0006805
3 GO Process regulation of lamellipodium assembly EPHA2|FSCN1|CDC42 0.0139 G0.0010591
3 GO Process regulation of vasculér enqothellal growth factor FLT1|PTPN1|MMRN2 0.0139 60.0030947
receptor signaling pathway
3 GO Process negative regulation of exocytosis STXBP6|SNCA|ANXA1 0.0139 G0.0045920
3 GO Process regulation of defense response to virus by virus LCK|FYN|ARF1 0.0139 G0.0050690
6 GO Process organelle localization by membrane tethering PLEK | TUBB4A | EXOC6B| PLK1| TUBA1A|TUBB4B 0.014 G0.0140056
2 GO Process positive regulation of Fhosrhaudyllnosnol 3-kinase PDGFRA|FLTL[KIT|FYN 0.0141 60.0014068
signaling
4 GO Process negative regulation of calcium ion transport ICAM1|NOS3|GSTO1|BCL2 0.0141 G0.0051926
8 GO Process microtubule-based movement MYH9|HSPB1|APP|MYO1C|MYH10|MYO1B|CDC42|SUN1 0.0142 G0.0007018
3 GO Process epithelial cell morphogenesis ARHGEF26|CLIC4|FLNB 0.0149 G0.0003382
3 GO Process phagocytosis, engulfment MYH9|THBS1|CDC42 0.0149 G0.0006911
9 GO Process positive regulation of cell projection organization KIT|ITGA2|FYN|FN1|FSCN1|CAMK2B|SEPT7|CDC42|CAMK1D 0.0149 G0.0031346
3 GO Process lipopolysaccharide-mediated signaling pathway CCL2|NOS3|TLR4 0.0149 G0.0031663
8 GO Process negative regulation of nervous system development NGEF|APP|CALR|MAP4K4 | ARHGEF15|DLL1|PPP3CA|VIM 0.0149 G0.0051961
3 GO Process extrinsic apoptotic 5|gr|1.allngdpathway|n absence of BCL2L2|BCL2LL[BCL2 0.0149 60.0097192
igan
6 GO Process regulation of response to cytokine stimulus MAP2K5 |PXDN|CAV1|PTPN1|TLR4|NR1H4 0.0151 G0.0060759
6 GO Process cellular response to metal ion MT2A|ADD1|NQO1|CALR|SNCA|CLIC4 0.0151 G0.0071248
4 GO Process vascular endothelial g""’;":h factor receptor signaling HSPB1|FLT1|FYN|CDC42 00153 | G0.0048010
pathway
2 GO Process blood vessel maturation MMP2|CDH5 0.0156 G0.0001955
5 GO Process regulation of leukocyte chemotaxis CCL2|THBS1|APP|CALR|CAMK1D 0.0156 G0.0002688
7 GO Process axon guidance APP|CSF1R|DOK4|FYN|MYH10|SPTAN1|SPTBN2 0.0156 G0.0007411
2 GO Process peptidyl-lysine hydroxylation PLOD1|PLOD2 0.0156 G0.0017185
2 GO Process positive regulation of vesicle fusion ANXA2|ANXAL 0.0156 G0.0031340
2 GO Process regulation of cell-cell adhesion mediated by integrin FERMT3|DPP4 0.0156 GO0.0033632
5 GO Process response to hydrogen peroxide NQO1|FYN|ANXA1|SDC1|BCL2 0.0156 G0.0042542
5 GO Process negative regulation of protein secretion MAP4K4 |FN1|ANXA1|PPP3CA|NR1H4 0.0156 G0.0050709
2 GO Process T-helper 17 cell differentiation RORA|RORC 0.0156 G0.0072539
2 GO Process establishment of integrated proviral latency PSIP1|XRCC5 0.0156 G0.0075713
2 GO Process regulation of membrane repf)lanzatlon during action CAVL|FLNA 0.0156 60.0098903
potential
3 GO Process response to iron ion SNCA|G6PD|BCL2 0.0158 G0.0010039
5 GO Process odontogenesis ITGB4| LAMAS |PDGFRA [JAG2|SDC1 0.0158 G0.0042476
3 GO Process actin filament capping ADD1|SPTAN1|SPTBN2 0.0158 G0.0051693
3 GO Process positive regulation of substrat? adhesion-dependent CALR|FLNA|CDCA2 0.0158 60.1900026
cell spreading
18 50 Process programmed cell death APLP1|GAPDH| BCL2L2| APP| KIT| MELK | BCL2L1| DAB2 | JAG2 | SNCA| CAVL|ANXAS | FAS[EPHA2 [ 60.0012501
ISLK|TLR4|BCL2 | CAMK2A
4 GO Process interferon-gamma-mediated signaling pathway MT2A|ICAM1|CAMK2B|CAMK2A 0.0165 G0.0060333
4 GO Process body fluid secretion CAD|CAV1|ANXA2|COPA 0.0172 G0.0007589
4 GO Process regulation of interleukin-1 production HSPB1|TLR4|ANXA1|NR1H4 0.0172 G0.0032652
2 GO Process regulation of tyrosine pthc?sphorylatlon of STAT CSF1R|KIT| CAVL|FYN 0.0172 60.0042509
protein
10 GO Process regulation of protein secretion GAPDH | CSF1R|MAP4K4|FN1|MYH10|DPP4|TLR4|ANXA1|PPP3CA|NR1H4 0.0172 G0.0050708
6 GO Process regulation of organelle assembly ARHGEFS5 | PLK1|SDC4|SDC1|FSCN1|SEPT7 0.0172 G0.1902115
4 GO Process cytokinesis MYH9|PLK1|MYH10|CFL1 0.0179 G0.0000910
4 GO Process intrinsic apoptotic signaling pathway in response to BCL2L2| BCL2L1|EPHA2|BCL2 00179 | G0.0008630
DNA damage
8 GO Process response to light stimulus APP|KIT|DDB1|CDC25A|BRSK1|USP1|BCL2|PBK 0.0179 G0.0009416
4 GO Process regulation of vesicle fusion STXBP6|ANXA2|ANXA1|TBC1D4 0.0179 G0.0031338
4 GO Process organ growth RARB|DLL1|BCL2|RARG 0.0179 G0.0035265
9 GO Process regulation of binding ADD1|APP|ITGA2|PLK1|DAB2|CAV1|ANXA2|PPP3CA|BCL2 0.0179 G0.0051098
5 GO Process positive regulation of protein localization to PRKCH| FYN |EPHA2 | MYO1C|BCL2 00179 | G0.1905477
membrane
2 GO Process integrin activation FERMT3|FN1 0.0181 G0.0033622




retina vasculature morphogenesis in camera-type

2 GO Process eve ARHGEF15|CLIC4 0.0181 G0.0061299
3 GO Process neural crest cell migration LAMAS |FN1|CFL1 0.0193 G0.0001755
3 GO Process fat-soluble vitamin metabolic process CYP24A1|RBP1|CYP2R1 0.0193 G0.0006775
3 GO Process Whnt signaling pathway, calcium modulating pathway PPP3R1|PPP3CA|CAMK2A 0.0193 G0.0007223
3 GO Process regulation of cellular amine metabolic process NQO1|SNCA|NR1H4 0.0193 G0.0033238
9 GO Process regulation of innate immune response MMP2|APP|CAV1|FYN|SFPQ|PTPN1|TLR4|XRCC5|NR1H4 0.0193 G0.0045088
3 GO Process cellular response to catecholamine stimulus APLP1|APP|SNCA 0.0193 G0.0071870
3 GO Process regulation of actin cytoskeleton reorganization PDGFRA|CSF1R|CDC42 0.0193 G0.2000249
5 GO Process positive regulation of inflammatory response APP|ITGA2|SNCA|TGM2|TLR4 0.0195 G0.0050729
6 GO Process regulation of cytokine secretion GAPDH|CSF1R|FN1|TLR4|ANXA1|NR1H4 0.0198 G0.0050707
7 GO Process response to alcohol CAD|ICAM1|CCR5|BCL2L1|NQO1|FYN|G6PD 0.0198 G0.0097305
4 GO Process regulation of chemokine production MAP2K5 | CSF1R|TLR4|NR1H4 0.0201 G0.0032642
10 GO Process regulation of ion transmembrane transport THBS1|APP|SNCA|CAV1|FYN|GSTO1|FLNA|CLIC4|G6PD|ABCB1 0.0201 G0.0034765
5 GO Process striated muscle cell development PDGFRA|FLNC|MYH10|SDC1|PPP3CA 0.0201 G0.0055002
5 GO Process anatomical structure maturation MMP2|CDC25B|APP|CDH5|G6PD 0.0201 G0.0071695
9 GO Process positive regulation of protein transport ARHGEF5 | GAPDH |APP|CSF1R|FYN |MYO1C|MYH10|TLR4|NR1H4 0.0204 G0.0051222
3 GO Process regulation of dendritic spine morphogenesis NGEF|CAMK2B|CFL1 0.0204 G0.0061001
5 GO Process regulation of endothelial cell proliferation CCL2|THBS1|AKT3|FLT1|CAV1 0.0206 G0.0001936
5 GO Process regulation of cellular ketone metabolic process NQO1|SNCA|CAV1|ANXA1|NR1H4 0.0206 G0.0010565
9 GO Process forebrain development APP|CSFIR|RARB|FYN|MYH10|FLNA|SUN1|TOP2B|NUMB 0.0206 G0.0030900
5 GO Process G1/S transition of mitotic cell cycle CDC25A|PPP3CA|CAMK2A|WEE1|MCM3 0.021 G0.0000082
2 GO Process membrane raft assembly CAV1|ANXA2 0.021 G0.0001765
2 GO Process endothelial cell morphogenesis ARHGEF26|CLIC4 0.021 G0.0001886
2 GO Process cytoskeletal anchoring at plasma membrane FLNB|TLN2 0.021 G0.0007016
2 GO Process regulation of low-density lipoprotein particle ANXA2 [NR1H4 0.021 60.0010988
clearance
2 GO Process lateral ventricle development MYH10|NUMB 0.021 G0.0021670
7 GO Process negative regulation of cell migration MAP2K5|CCL2| THBS1|CALR| MMRN2 | CLIC4|BCL2 0.021 G0.0030336
5 GO Process mammary gland development CAD|CSF1R|ITGA2|CAV1|EPHA2 0.021 G0.0030879
2 GO Process negative regulation of vaécular endothelial growth PTPNI|MMRN2 0.021 60.0030948
factor receptor signaling pathway
14 GO Process regulation of cellular catabolic process GAPDH|HSPB1|PRKCG |APP|PLK1|BCL2L1|DAB2|SNCA|CAV1|ANXA2|PTPN1|BCL2|PBK|VIM 0.021 G0.0031329
2 GO Process calcineurin-NFAT signaling cascade PPP3R1|PPP3CA 0.021 G0.0033173
2 GO Process xenobiotic transport NR1I2|ABCB1 0.021 G0.0042908
i . ) ) MAP2K5| GAPDH|HSPB1|THBS1| DNAJB6| PRKCG|APP | PLK1|CALR [SNCA|CAV1|ANXA2|FYN|
18 GO Process negative regulation of protein metabolic process FLNA|PTPN1|TLRA|G6PD|PBK 0.021 G0.0051248
2 GO Process establishment of endothelial intestinal barrier ICAM1|TJP1 0.021 G0.0090557
2 GO Process positive regulation of receptor binding APP|ANXA2 0.021 G0.1900122
2 GO Process regulation of receptor catabolic process ANXA2|PTPN1 0.021 G0.2000644
3 GO Process morphogenesis of a polarized epithelium LAMAS | BRSK1|CDC42 0.0213 G0.0001738
3 GO Process positive regulation of response to endoplasmic APP|CAV1|PTPN1 00213 | GO.1905898
reticulum stress
8 GO Process regulation of T cell activation CCL2|LCK|CAV1|FYN|DPP4|SDC4|ANXA1|CDC42 0.0214 G0.0050863
5 GO Process regulation of embryonic development MAP2KS | LAMA4 | LAMAS | DLL1 |SEPT7 0.0221 G0.0045995
7 GO Process response to endoplasmic reticulum stress CCL2|THBS1|ADD1|CALR|PTPN1|BCL2|PDIA6 0.0222 G0.0034976
4 GO Process regulation of dendrite morphogenesis NGEF|PPP3CA|CAMK2B|CFL1 0.0222 G0.0048814
10 GO Process regulation of neuron projection development NGEF|BRSK1|MAP4K4|FYN|FN1|PPP3CA|CAMK2B|CFL1|VIM|CAMK1D 0.0223 G0.0010975
9 GO Process skin development ITGB4|LAMAS |ITGA2|EPHA2 | DLL1|CLIC4| ANXA1|BCL2|FLNB 0.0225 G0.0043588
8 GO Process response to antibiotic ICAM1|BCL2L1|NQO1|FYN|ANXA1|SDC1|G6PD|BCL2 0.0225 G0.0046677
3 GO Process glial cell migration CCL2|MMP14|SUN1 0.0226 G0.0008347
3 GO Process osteoclast differentiation CSF1R|ANXA2|EPHA2 0.0226 G0.0030316
7 GO Process positive regulation of protein complex assembly ARHGEFS5|PLEK|ICAM1|DDB1|MYO1C|TLR4|FSCN1 0.0226 G0.0031334
3 GO Process substrate adhesion-dependent cell spreading LAMAS | FERMT3|FN1 0.0226 G0.0034446
5 GO Process digestive tract development ITGB4|PDGFRA |KIT|RARB|BCL2 0.0226 G0.0048565
5 GO Process regulation of smooth muscle cell proliferation MMP2|THBS1|ITGA2| TGM2|XRCC5 0.0226 G0.0048660
3 GO Process positive regulation of sprouting angiogenesis AKT3|DLL1|ANXA1 0.0226 G0.1903672
7 GO Process calcium ion transport CCR5|LCK|CAV1|ANXA6|FYN |PPP3CA|CAMK2A 0.0228 G0.0006816
4 GO Process odontogenesis of dentin-containing tooth ITGB4|LAMAS | PDGFRA|JAG2 0.0228 G0.0042475
4 GO Process cellular response to mechanical stimulus CNN2|ITGA2|FAS|TLR4 0.0228 G0.0071260
7 GO Process negative regulation of mitotic cell cycle CCL2|PLK1|BCL2L1|BRSK1|CDC25C|BCL2|TOP2B 0.0232 G0.0045930
2 GO Process lymphoid progenitor cell differentiation KIT|BCL2 0.0235 G0.0002320
2 GO Process detection of mechanical svtimulus i.nvolved in sensory ITGA2[FYN 0.0235 60.0050966
perception of pain
4 GO Process cardiac muscle cell differentiation PDGFRA|CALR|RARB|MYH10 0.0235 G0.0055007
2 GO Process hepatocyte differentiation ITGA2 | ANXAL 0.0235 G0.0070365
2 GO Process positive regulation of podosome assembly ARHGEF5|FSCN1 0.0235 G0.0071803
2 GO Process regulation of synapse maturation ARHGEF15|CAMK2B 0.0235 G0.0090128
6 GO Process response to ketone THBS1|CAD|ICAM1|BCL2L1|CALR|CAV1 0.0235 G0.1901654
3 GO Process response to ischemia CAV1|BCL2|CAMK2A 0.0236 G0.0002931
7 GO Process negative regulation of cytokine production MAP2KS|THBS1|FN1|DLL1|TLR4|ANXA1|NR1H4 0.024 G0.0001818
9 GO Process regulation of cellular amide metabolic process GAPDH |HSPB1|THBS1|APP|ITGA2|CALR|SNCA|VIM|NR1H4 0.0242 G0.0034248
5 GO Process positive regulation Osrzng;"smo'ec“'e metabolic ENO1|NOS3|SNCA|ANXAL|NR1H4 00242 | G0.0062013
4 GO Process positive regulation of smooth muscle cell MMP2| THBS1 [ ITGA2| TGM2 0.0243 | G0.0048661
proliferation
17 60 Process organophosphate metabolic process GAPDH| PLEK|ENO1| ARF3| PDGFRA|RORA| CAD| CSFIR|KIT|LCK|SNCA|FYN|EPHA2|GEPDILD | o\ 50.0019637
HB|[PAICS|ARF1
6 50 Process immune effector process RORA|CNN2|ICAM1| APP| KIT| CCT2|RORC| TUBB4B| ANXA2 | FYN|MYO1C|DLLL|SPTANIXRCC| o\ 60.0002252
5|BCL2|CDC42
5 GO Process mesenchymal cell differentiation PPP3R1|LAMAS|FN1|BCL2|CFL1 0.0248 G0.0048762
3 GO Process positive regulation of phospholipase C activity PDGFRA|FLT1|KIT 0.0249 G0.0010863
17 GO Process negative regulation of cellular protein metabolic | MAP2K5|GAPDH |HSPB1|THBS1|DNAJB6|PRKCG|APP|PLK1|CALR|SNCA|CAV1|ANXA2|FYN| 0.0251 60.0032269
process PTPN1|TLR4|G6PD|PBK
4 GO Process regulation of muscle adaptation NOS3|G6PD|PPP3CA|CAMK2B 0.0252 G0.0043502
4 GO Process regulation of receptor-mediated endocytosis APP|DAB2|ANXA2 | ARF1 0.0252 G0.0048259
6 GO Process mesenchyme development PPP3R1|LAMAS|NOS3|FN1|BCL2|CFL1 0.0254 G0.0060485
5 GO Process stem cell differentiation LAMAS |KIT|FN1|XRCC5 | CFL1 0.0255 G0.0048863
5 GO Process regulation of dendrite development NGEF|PPP3CA|CAMK2B|CFL1|CAMK1D 0.0255 G0.0050773
6 GO Process respiratory system development PPP3R1|LAMAS|PDGFRA|NOS3|MMP14|RARG 0.0259 G0.0060541
3 GO Process monocyte chemotaxis CCL2|FLT1|ANXAL 0.0262 G0.0002548
2 GO Process regulation of plasminogen activation ENO1|THBS1 0.0262 G0.0010755
5 GO Process calcium-mediated signaling PPP3R1|APP|CCR5|GSTO1|PPP3CA 0.0262 G0.0019722
7 GO Process regulation of protein stability GAPDH | CCT2|PLK1|CALR|SNCA|FLNA|BCL2 0.0262 G0.0031647




2 GO Process negative regulation of monooxygenase activity SNCA|CAV1 0.0262 G0.0032769
3 GO Process response to testosterone THBS1|CAD|CALR 0.0262 G0.0033574
3 GO Process regulation of cell adhesion mediated by integrin FERMT3|EPHA2|DPP4 0.0262 G0.0033628
2 GO Process angiotensin-activated signaling pathway CAV1|CAMK2A 0.0262 G0.0038166
3 GO Process macrophage activation APP|SNCA|TLR4 0.0262 G0.0042116
2 GO Process regulation of interleukin-8 biosynthetic process MAP2K5 | TLR4 0.0262 G0.0045414
8 GO Process modulation of chemical synaptic transmission APP|KIT|BRSK1|SNCA|PPP3CA|CAMK2B| CAMK2A |ARF1 0.0262 G0.0050804
3 GO Process mammary gland morphogenesis CSF1R|CAV1|EPHA2 0.0262 G0.0060443
2 GO Process regulation of dendritic spine maintenance APP|FYN 0.0262 G0.1902950
2 GO Process regulation of bile acid metabolic process KITNR1H4 0.0262 G0.1904251
3 GO Process positive regulation of nitric oxide biosynthetic ICAML|APP | TLR4 0.0274 60.0045429
process
3 GO Process positive regulation of nitric oxide metabolic process ICAM1|APP|TLR4 0.0274 G0.1904407
12 GO Process regulation of cytokine production MAP2K5| GAPDH | HSPB1| THBS1|RORA | CSF1R | FN1|DLL1 | TLR4| ANXA1|XRCC5|NR1H4 0.0275 G0.0001817
4 GO Process regulation of cytokinesis CDC25B|PLK1|BCL2L1|CDC42 0.0275 G0.0032465
4 GO Process positive regulation of muscle cell differentiation KIT[MMP14|BCL2|CDC42 0.0285 G0.0051149
5 GO Process positive regulation of cell morphogenesis involved in CALR|FN1|FLNA|CAMK2B|CDC42 0.0286 | G0.0010770
differentiation
9 GO Process activation of immune response LCK|FYN|SFPQ|MYO1C|TLR4|XRCC5|BCL2|CDC42|NR1H4 0.0288 G0.0002253
9 GO Process regulation of endopeptidase activity MAP2K5 | GAPDH | THBS1|DNAJB6| APP | LCK|SNCA|FYN |FAS 0.0288 G0.0052548
2 GO Process positive regulation of macromolecule biosynthetic | MAP2K5|CCL2|PPP3R1|HSPB1|THBS1|RORA|APP|ITGA2|CCT2|ARF4|DAB2|RORC|RARB|NR 0.0289 60.0010557
process 112|SFPQ|RXRG|DLL1|TLR4|RXRB|PSIP1|XRCC5|PPP3CA|RARG|VIM|NR1H4
6 GO Process positive regulation of transmembrane transport SNCA|GSTO1|FLNA|G6PD|NR1H4|ABCB1 0.0289 G0.0034764
12 GO Process cell activation involved in immune response RORA|CNN2|ICAM1|APP|KIT|CCT2|RORC|TUBB4B|ANXA2|DLL1|SPTAN1|XRCC5 0.029 G0.0002263
2 GO Process chronic inflammatory response THBS1|PTGES 0.0292 G0.0002544
2 GO Process growth plate cartilage development RARB|RARG 0.0292 G0.0003417
5 GO Process learning APP | KIT|ARF4|BRSK1[FYN 0.0292 G0.0007612
2 GO Process regulation of skeletal muscle adaptation PPP3CA|CAMK2B 0.0292 G0.0014733
2 GO Process removal of superoxide radicals NOS3|NQO1 0.0292 G0.0019430
2 GO Process positive regulation o_f a<it|n filament PLEK|CFLL 0.0292 60.0030836
depolymerization
5 GO Process regulation of epithelial cell differentiation ADD1|PRKCH|CAV1|CDH5|DLL1 0.0292 G0.0030856
2 GO Process positive regulation of pseudopodium assembly KIT|CDC42 0.0292 G0.0031274
”n 50 Process intracellular transport EHD4|PPP3R1|HSPB1|APP [KIT| TUBALA| TUBALC| ARF4| CALR|SNCA|MYOLC|MYH1O0|COPA[S| ) oo 60.0046907
PTAN1|DNM1|TBC1D4|PSIP1|PPP3CA|CDC42|SUN1|SPTBN2
2 GO Process lens fiber cell development EPHA2|VIM 0.0292 G0.0070307
2 GO Process positive regulation of phospholipid biosynthetic APP|NRIH4 0.0292 60.0071073
process
4 GO Process cellular oxidant detoxification PXDN|NOS3|NQO1|GSTO1 0.0292 G0.0098869
5 GO Process response to glucocorticoid CAD|ICAM1|ANXA1|SDC1|BCL2 0.0296 G0.0051384
7 GO Process positive regulation of innate immune response MMP2|CAV1|FYN |SFPQ|TLR4|XRCC5|NR1H4 0.0297 G0.0045089
4 GO Process non-canonical Wnt signaling pathway PPP3R1|PPP3CA|CAMK2A|CDC42 0.03 G0.0035567
5 GO Process positive regulation of CV:_te_'t”e'the endopeptidase APP[LCK|SNCA|FYN|FAS 0.0304 | G0.2001056
activity
10 GO Process regulation of GTPase activity ARHGEFS5 | CCL2|NGEF| ARHGAP31|ICAM1|RGS12 | EPHA2 | ARHGEF15| ARHGAP30| TBC1D4 0.0314 G0.0043087
9 GO Process glycerolipid metabolic process PLEK|ARF3|PDGFRA|CSF1R|KIT|LCK|CAV1|FYN|ARF1 0.0316 G0.0046486
9 GO Process phospholipid metabolic process PLEK|ARF3|PDGFRA|CSF1R|KIT|LCK|SNCA|FYN |ARF1 0.032 G0.0006644
5 GO Process morphogenesis of embryonic epithelium LAMAS |JAG2 | SDC4|RARG | CFL1 0.032 G0.0016331
2 GO Process positive regulation of receptor recycling SNCA|ANXA2 0.0323 G0.0001921
12 GO Process gamete generation CDC25B|BCL2L2|KIT|NOS3|PLK1|BCL2L1|CALR|CDC25C|JAG2|BCL2|SEPT7|SUN1 0.0323 G0.0007276
9 GO Process epidermis development PLOD1|LAMAS|JAG2|EPHA2|DLL1|CLIC4|ANXA1|BCL2|FLNB 0.0323 G0.0008544
2 GO Process vitamin D metabolic process CYP24A1|CYP2R1 0.0323 G0.0042359
2 GO Process protein kinase C signaling PLEK|PRKCH 0.0323 G0.0070528
2 GO Process positive regulation of exosomal secretion SDC4|SDC1 0.0323 G0.1903543
2 GO Process negative regulation of cardiac muscle cell DLL1|G6PD 0.0323 | G0.2000726
differentiation
5 GO Process positive regulation of ion transmembrane transport SNCA|GSTO1|FLNA|G6PD|ABCB1 0.0325 G0.0034767
5 GO Process positive regulation of NF't'_(a_‘:paB transcription factor |CAM1|APP|PRKCH | TLR4| CAMK2A 0.0325 | G0.0051092
activity
11 GO Process response to bacterium CCL2|ICAM1|APP|CCR5|NOS3|SNCA|CAV1|PTGES|FAS|TLR4|NR1H4 0.0328 G0.0009617
3 GO Process sprouting angiogenesis THBS1|DLL1| MMRN2 0.0329 G0.0002040
MAP2K5|GAPDH | PLEK [ENO1|HSPB1| THBS1| DNAJB6 | PRKCG | APP | PLK1|BCL2L1| DAB2 | CALR
32 GO Process negative regulation of cellular metabolic process | |[RORC|RARB|NR1I2|SNCA|CAV1|ANXA2|FYN|SFPQ|FLNA|PTPN1|TLR4|XRCC5|G6PD|PPP3C| 0.0329 G0.0031324
A|BCL2|DYRK1A |RARG | PBK|NR1H4
4 GO Process positive regulation of protein binding ADD1|APP|CAV1|ANXA2 0.0329 G0.0032092
3 GO Process regulation of synaptic vesicle cycle BRSK1|SNCA|DNM1 0.0329 G0.0098693
3 GO Process regulation of endothelial cell apoptotic process CCL2|THBS1|ICAM1 0.0329 G0.2000351
9 GO Process positive regulation of GTPase activity ARHGEF5|CCL2 | ARHGAP31|ICAM1|RGS12|EPHA2 | ARHGEF15| ARHGAP30| TBC1D4 0.0333 G0.0043547
6 GO Process regulation of symbiosis, encompassing mutualism GAPDH | DDB1|CAV1|ANXA2 |BCL2|CFLL 0.0337 | G0.0043903
through parasitism
4 GO Process columnar/cuboidal epithelial cell differentiation JAG2|RARB|DLL1|RARG 0.0338 G0.0002065
4 GO Process positive regulation of leukocyte chemotaxis THBS1|APP|CALR|CAMK1D 0.0338 G0.0002690
4 GO Process regulation of Notch signaling pathway KIT[MMP14|JAG2|DLL1 0.0338 G0.0008593
4 GO Process glial cell development PPP3R1|APP|DLL1|VIM 0.0338 G0.0021782
4 GO Process negative regulation of cysteine-type endopeptidase MAP2KS | THBS1| DNAJBG| SNCA 00338 | G0.0043154
activity involved in apoptotic process
5 GO Process eye morphogenesis COL8A1|RARB|EPHA2|DLL1|RARG 0.0346 G0.0048592
2 GO Process regulation of extracellular matrix disassembly DPP4|FSCN1 0.0353 G0.0010715
2 GO Process regulation of inositol phosphate biosynthetic PLEK|SNCA 0.0353 60.0010919
process
2 GO Process negative regulation of myeloid cell apoptotic process CCR5|BCL2 0.0353 G0.0033033
2 GO Process negative regulation of dendrite morphogenesis NGEF|PPP3CA 0.0353 G0.0050774
2 GO Process negative regulation of focal adhesion assembly THBS1|MMP14 0.0353 G0.0051895
2 GO Process positive regulation of macrophage migration THBS1|MMP14 0.0353 G0.1905523
3 GO Process negative regulation of blood coagulation PDGFRA|NOS3|ANXA2 0.0356 G0.0030195
3 GO Process peptidyl-tyrosine autophosphorylation LCK|FYN|DYRK1A 0.0356 G0.0038083
3 GO Process positive regulation of Notch signaling pathway KIT|JAG2|DLL1 0.0356 G0.0045747
3 GO Process face development MMP2|PDGFRA|RARG 0.0356 G0.0060324




4 GO Process extrinsic apoptotic signaling pathway BCL2L2|BCL2L1|FAS|BCL2 0.0356 G0.0097191
4 GO Process positive regulation of plasma membrane bounded KIT|FSCN1|SEPT7|CDC42 0.0356 | G0.0120034
cell projection assembly
5 GO Process response to interleukin-1 CCL2|RORA|ICAM1|SNCA|ANXA1 0.0358 G0.0070555
6 GO Process regulation of stress-activated MAPK cascade ARHGEF5 | APP|MAP4K4 | FAS|PTPN1|PBK 0.0366 G0.0032872
7 GO Process positive regulation of cell cycle process CDC25B|APP|CDC25A|CDC25C|SFPQ|ANXA1|CDC42 0.0366 G0.0090068
3 GO Process endochondral bone morphogenesis MMP14|RARB|RARG 0.0372 G0.0060350
6 GO Process receptor-mediated endocytosis DAB2|CALR|SNCA|CAV1|DLL1|DNM1 0.0373 G0.0006898
4 GO Process ciliary basal body-plasma membrane docking TUBB4A|PLK1|TUBA1A|TUBB4B 0.0377 G0.0097711
2 GO Process regulation of cellular amino acid metabolic process NQO1|NR1H4 0.0386 GO0.0006521
2 GO Process regulation of developmental pigmentation KIT|BCL2 0.0386 G0.0048070
2 GO Process positive regulation of nitric-oxide synthase CCL2|TLRS 0.0386 | G0.0051770
biosynthetic process
2 GO Process cardiac myofibril assembly PDGFRA|MYH10 0.0386 G0.0055003
2 GO Process branching involved in salivary gland morphogenesis LAMAS|TGM2 0.0386 GO0.0060445
2 GO Process epithelial cell fate commitment JAG2|DLL1 0.0386 G0.0072148
2 GO Process regulation of vaécula.r endothelial growth factor MYOIC|DLLL 0.0386 60.1900746
signaling pathway
3 GO Process mitotic cytokinesis PLK1|MYH10|CFL1 0.0387 G0.0000281
4 GO Process regulation of cytokine biosynthetic process MAP2K5|HSPB1|THBS1|TLR4 0.0387 G0.0042035
3 GO Process positive regulation of rec.eptor-medlated APP|DAB2|ANXA2 0.0387 60.0048260
endocytosis
4 GO Process regulation of striated muscle cell differentiation MMP14|DLL1|G6PD|BCL2 0.0387 G0.0051153
8 GO Process activation of protein kinase activity MAP2KS | THBS1|APP |KIT|MAP4K4 |SLK|PTPN1|TLR4 0.0389 G0.0032147
9 GO Process organic hydroxy compound metabolic process CYP24A1|APP|NPC1L1|CYP2R1|SNCA|G6PD|LDHB|BCL2|NR1H4 0.0389 G0.1901615
8 GO Process negative regulation of proteolysis IMAP2K5|GAPDH | THBS1|DNAJBG6|PRKCG | APP|SNCA|PBK 0.04 G0.0045861
6 GO Process protein folding GNB4|HSPB1|DNAJB6|CCT2|CALR|PDIA6 0.0406 G0.0006457
5 GO Process mitotic cell cycle checkpoint PLK1|BCL2L1|BRSK1|CDC25C|TOP2B 0.0409 G0.0007093
4 GO Process regulation of circadian rhythm RORA|PRKCG|RORC|SFPQ 0.0409 G0.0042752
5 GO Process cellular response to radiation DDB1|BCL2L1|CDC25A|XRCC5|PBK 0.0409 G0.0071478
25 GO Process system process PRKCG |[ICAM1|APP|KIT|NPC1L1|ITGA2|NOS3|ARF4|BRSK1|JAG2|SNCA|CAV1|TPM4|FYN|M 0.0412 60.0003008
YH10|DLL1|COPA|TPM3|DNM1|TLR4|TPM2|PPP3CA|LTB4R|BCL2|VIM
6 GO Process ossification CYP24A1|MMP2|MMP14|EPHA2|BCL2|SUN1 0.0413 G0.0001503
2 GO Process arginine metabolic process CAD|NOS3 0.0419 G0.0006525
2 GO Process intrinsic apoptotic slvgnalvlng pathway in response to MELK|BCL2 0.0419 60.0008631
oxidative stress
2 GO Process regulation of hydrogen peroxide metabolic process SNCA|FYN 0.0419 G0.0010310
3 GO Process myotube differentiation MYH9|CAPN2|PPP3CA 0.0419 G0.0014902
2 GO Process melanocyte differentiation KIT|BCL2 0.0419 G0.0030318
2 GO Process cell adhesion mediated by integrin ICAM1|ITGA2 0.0419 G0.0033627
2 GO Process toll-like receptor 4 signaling pathway TLR4|NR1H4 0.0419 G0.0034142
2 GO Process establishment of apical/basal cell polarity FSCN1|CDC42 0.0419 G0.0035089
3 GO Process IRE1-mediated unfolded protein response ADD1|PTPN1|PDIA6 0.0419 G0.0036498
4 GO Process cellular transition metal ion homeostasis MT2A|APP|LCK|ARF1 0.0419 G0.0046916
2 GO Process regulation of transcrlpt.lon involved in cell fate RORA|RORC 0.0419 60.0060850
commitment
7 GO Process multicellular organismal homeostasis AKT3|ADD1|NOS3|TENC1|DLL1|TLR4|BCL2 0.042 G0.0048871
5 GO Process tissue homeostasis AKT3|ADD1|NOS3|TLR4|BCL2 0.0422 G0.0001894
4 GO Process peptidyl-tyrosine dephosphorylation CDC25B|CDC25A|CDC25C|PTPN1 0.043 G0.0035335
s 60 Process oxidation-reduction process PLOD1|CYP24A1| GAPDH|ENO1|PXDN| PLOD2 | NOS3|NQO1 | CYP2R1|SNCA|GSTOL|PIR|GEPD| ) o 50.0055114
|LDHB|PDIA6
7 GO Process positive regulation of cellular protein localization CCT2|PLK1|PRKCH|FYN|EPHA2|MYO1C|BCL2 0.0449 G0.1903829
5 GO Process intrinsic apoptotic signaling pathway BCL2L2 | MELK|BCL2L1|EPHA2|BCL2 0.0452 G0.0097193
3 GO Process negative regulation of °Z;°k'"e'm6d'ated signaling PXDN|CAV1|NR1H4 0.0454 | G0.0001960
pathway
4 GO Process myeloid cell homeostasis ADD1 |KIT|ANXA1|G6PD 0.0454 G0.0002262
2 GO Process nuclear migration MYH10|SUN1 0.0454 G0.0007097
2 GO Process negative regulation of talc|:4m ion transport into GSTO1[BCL2 0.0454 60.0010523
cytosol
2 GO Process negative regulation of platelet activation PDGFRA|NOS3 0.0454 G0.0010544
2 GO Process positive regulation of lamellipodium assembly FSCN1|CDC42 0.0454 G0.0010592
2 GO Process response to magnesium ion THBS1|SNCA 0.0454 G0.0032026
2 GO Process negative regulation of chemokine production MAP2KS | NR1H4 0.0454 G0.0032682
3 GO Process collagen metabolic process MMP2|MMP14|TENC1 0.0454 G0.0032963
2 GO Process cellular response to sterol RORA|RORC 0.0454 G0.0036315
. . - MYH9 |PPP3R1|PLEK|HSPB1|ARF3|EXOC6B|ITGA2|PLK1|ARF4|DAB2|CALR|MYO1C|COPA|FL
21 GO Process tablish t of protein localizati 0.0454 G0.0045184
estaplisnment of protein focalization NA|TLR4|ANXA1|TBC1D4|PPP3CA|ARF1|NR1H4|APBA2
2 GO Process nucleobase biosynthetic process CAD|PAICS 0.0454 G0.0046112
3 GO Process positive regulation of fibroblast proliferation PDGFRA|ANXA2|FN1 0.0454 G0.0048146
3 GO Process dendrite morphogenesis FYN | CAMK2A |CDC42 0.0454 G0.0048813
2 GO Process regulation of synaptic vesicle recycling SNCA|DNM1 0.0454 G0.1903421
2 GO Process positive regulation of endothelial cell apoptotic CCL2|THBSL 0.0454 60.2000353
process
5 GO Process regulation of cell size PLEK|AKT3|ADD1|FN1|RARG 0.0455 G0.0008361
5 GO Process positive regulation of cell growth MAP2K5|MMP14|FN1|BCL2|CDC42 0.0455 G0.0030307
10 GO Process protein complex oligomerization EHD4|VWF|APP|CAV1|ANXA2|ANXA6|RXRG|TGM2|DNM1|SEPT7 0.0455 G0.0051259
7 GO Process cellular response to peptide APP|CAV1|FYN|PTPN1|TLR4|TBC1D4|CAMK2A 0.0455 G0.1901653
4 GO Process phosphatidylinositol phosphorylation PDGFRA|KIT|LCK|FYN 0.046 G0.0046854
5 GO Process negative 'eg“'at"’;::;:;;?'c cell cycle phase CCL2|PLK1|BRSK1|CDC25C|BCL2 0.0463 | G0.1901991
8 GO Process response to peptide hormone CAD|ICAM1|CAV1|FYN|PTPN1|ANXA1|TBC1D4|CAMK2A 0.0464 G0.0043434
7 GO Process muscle system process NOS3|TPM4|TPM3|TPM2 |PPP3CA|LTB4R|VIM 0.0467 G0.0003012
3 GO Process response to gamma radiation BCL2L1|XRCC5|BCL2 0.0467 G0.0010332
3 GO Process positive regulation of cta'c“:"‘ fon transport into SNCA|CAV1|GSTO1 0.0467 | G0.0010524
cytosol
3 GO Process monosaccharide biosynthetic process GAPDH|ENO1|G6PD 0.0467 G0.0046364
4 GO Process lymphocyte activation involved in immune response RORA|ICAM1|RORC|DLL1 0.0471 G0.0002285
4 GO Process digestion NPC1L1|COPA|TLR4|PIR 0.0471 G0.0007586
9 GO Process negative regulation of hydrolase activity MAP2K5 | GAPDH | THBS1|DNAJB6|APP|NOS3|SNCA|CNN3|ANXAL 0.0471 G0.0051346
5 GO Process meiotic cell cycle process MYH9|CDC25B|PLK1|SUN1|TOP2B 0.0471 G0.1903046
8 GO Process positive regulation of secretion by cell GAPDH | CSF1R|SNCA|MYH10|SDC4|TLR4|SDC1|NR1H4 0.0474 G0.1903532




5 GO Process lung development PPP3R1|LAMAS|PDGFRA|NOS3|MMP14 0.0481 G0.0030324
2 GO Process activation of MAPKKK activity APP|MAP4K4 0.0482 G0.0000185
2 GO Process dendritic cell chemotaxis ARHGEF5|CCRS 0.0482 G0.0002407
2 GO Process myoblast fusion MYH9|CAPN2 0.0482 G0.0007520
3 GO Process receptor internalization SNCA|CAV1|DNM1 0.0482 G0.0031623
2 GO Process negative regulation of chondrocyte differentiation RARB|RARG 0.0482 G0.0032331
2 GO Process negative regulation of interleukin-8 production MAP2KS5 | ANXA1 0.0482 G0.0032717
3 GO Process regulation of monooxygenase activity NOS3|SNCA|CAV1 0.0482 G0.0032768
4 GO Process positive regulation of peptidyl-serine APP|SNCA|CAV1|BCL2 0.0482 G0.0033138
phosphorylation
2 GO Process positive regulation of circadian rhythm RORA|RORC 0.0482 G0.0042753
2 GO Process ventricular cardiac muscle cell differentiation RARB|MYH10 0.0482 G0.0055012
7 GO Process regulation of cation transmembrane transport APP|SNCA|CAV1|FYN|GSTO1|FLNA|G6PD 0.0482 G0.1904062
5 GO Process negative regulation of cell projection organization NGEF|MAP4K4|FYN|PPP3CA|VIM 0.0486 G0.0031345
5 GO Process sensory perception of mechanical stimulus ICAM1|[KIT|ITGA2|FYN|DNM1 0.0486 G0.0050954
4 GO Process meiosis | CDC25B|PLK1|SUN1|TOP2B 0.0492 G0.0007127
2 GO Process positive regulation of nucle9base-conta|n|ng MAP2K5 |PPP3R1|ENO1|RORA|PRKCG|APP|NOS3|CCT2|ARF4|DAB2|RORC|RARB|NR1I2|SFP 0.0492 60.0045935
compound metabolic process Q|RXRG|DLL1|TLR4|RXRB|PSIP1|XRCC5|PPP3CA|DYRK1A|RARG|NR1H4
5 GO Process protein localization to nucleus PPP3R1|PLK1|CALR|PPP3CA|SUN1 0.0496 G0.0034504
5 GO Process cellular response to oxygen levels RORA|ICAM1|CAV1|FAS|BCL2 0.0496 G0.0071453
”n InterPro Domains protein kinase, ATP binding site MAP2K5 | PDGFRA| PRKCG| AKT3| FLTL| CSFAR|KIT| MELK | PLK1|BRSK1|PRKCH|LCKIMAP4K4[F | | o o 1PRO17441
YN|EPHA2|SLK|CAMK2B|CAMK2A|DYRK1A|WEE1|CAMK1D
» InterPro Domains protein kinase domain MAP2KS5| PDGFRA| PRKCG| AKT3| FLT1| CSFIR| KIT| MELK| PLK1| BRSKL| PRKCH|LCKIMAPAKA[F [ o o |PROO719
YN|EPHA2|SLK|CAMK2B | CAMK2A | DYRK1A |WEE1|PBK|CAMK1D
22 InterPro Domains Protein kinase-like domain superfamily MAP2KS| PDGFRA| PRKCG | AKT3| FLTL| CSFAR [KIT|MELK|PLKL|BRSK1|PRKCH |LCKIMAPAKAIF | 5 5o o7 IPRO11009
YN|EPHA2|SLK|CAMK2B|CAMK2A | DYRK1A | WEE1|PBK|CAMK1D
8 InterPro Domains Nuclear hormone receptor, ligand-binding domain RORA|RORC|RARB|NR1I2|RXRG|RXRB|RARG|NR1H4 1.95E-06 IPRO00536
8 InterPro Domains Zinc finger, nuclear hormone receptor-type RORA|RORC|RARB|NR1I2|RXRG|RXRB|RARG |NR1H4 1.95E-06 IPRO01628
8 InterPro Domains Nuclear hormone receptor RORA|RORC|RARB|NR1I2|RXRG|RXRB|RARG |NR1H4 1.95E-06 IPRO01723
1 InterPro Domains PHlike domain superfarmily ARHGEFS | PLEK| AKT3| NGEF| FERMT3| APP | DAB2| TENCL|RGS12| DOK4| ARHGEF26 | ARHGEF15| | oo 1PRO11993
|DNM1|TBC1D4|SPTBN2|NUMB|APBA2 | TLN2
8 InterPro Domains Nuclear hormone receptor-like domain superfamily RORA|RORC|RARB|NR1I2|RXRG|RXRB|RARG|NR1H4 1.95E-06 IPRO35500
InterPro Domains Zinc finger, NHR/GATA-type RORA |RORC|RARB|NR1I2|RXRG | RXRB|RARG | NR1H4 3.43E-06 IPRO13088
15 InterPro Domains Serine/threonine-protein kinase, active site MAP2KS| PRKCG | AKT3 | MELK| PLK1 |BRSKL|PRKCH | MAP4K4 | SLK| CAMK2B| CAMK2A| DYRK1A| 5.05E-06 IPRO08271
WEE1|PBK|CAMK1D
4 InterPro Domains | 1YrOsine-protein kinase, "_etce”m' class ll, conserved PDGFRA|FLT1|CSFIR|KIT 1.10E-04 |  IPRO01824
site
6 InterPro Domains PTB/PI domain DAB2|TENC1|RGS12|TBC1D4|NUMB|APBA2 1.10E-04 IPR006020
7 InterPro Domains Tyrosine-protein kinase, catalytic domain PDGFRA|FLT1|CSF1R|KIT|LCK|FYN|EPHA2 3.10E-04 IPRO20635
3 InterPro Domains M-phase inducer phosphatase CDC25B|CDC25A|CDC25C 3.90E-04 IPRO00751
4 InterPro Domains Annexin ANXAS|ANXA2 | ANXAG |ANXAL 3.90E-04 IPRO01464
3 InterPro Domains Apoptosis regulator, Bcl-2 protein, BH4 BCL2L2|BCL2L1|BCL2 3.90E-04 IPRO03093
4 InterPro Domains Annexin repeat, conserved site ANXAS|ANXA2 | ANXAG |ANXAL 3.90E-04 IPRO18252
4 InterPro Domains Annexin repeat ANXAS|ANXA2 | ANXAG |ANXAL 3.90E-04 IPR018502
3 InterPro Domains Apoptosis regulator, Bcl-2, BH4 motif, conserved site BCL2L2|BCL2L1|BCL2 3.90E-04 IPRO20731
4 InterPro Domains Annexin superfamily ANXAS | ANXA2 |ANXA6 | ANXAL 3.90E-04 IPR037104
3 InterPro Domains Tropomyosin TPM4|TPM3|TPM2 5.00E-04 IPRO00533
7 InterPro Domains Tyrosine-protein kinase, active site PDGFRA|FLT1|CSF1R|KIT|LCK|FYN|EPHA2 5.60E-04 IPRO08266
4 InterPro Domains Tubulin/FtsZ, C-terminal domain superfamily TUBB4A|TUBA1A|TUBA1C|TUBB4B 0.0012 IPR037103
4 InterPro Domains Tubulin/FtsZ, 2-layer sandwich domain TUBB4A|TUBA1A|TUBA1C|TUBB4B 0.0013 IPRO18316
4 InterPro Domains Tubulin TUBB4A|TUBA1A | TUBA1C|TUBB4B 0.0015 IPR000217
4 InterPro Domains Actinin-type actin-binding domain, conserved site FLNC|FLNA|FLNB|SPTBN2 0.0015 IPRO01589
6 InterPro Domains Calponin homology domain CNN2|FLNC|FLNA|CNN3|FLNB|SPTBN2 0.0015 IPRO01715
4 InterPro Domains Tubulin/FtsZ, GTPase domain TUBB4A|TUBAIA|TUBALC|TUBB4B 0.0015 IPRO03008
4 InterPro Domains Tubulin/FtsZ, C-terminal TUBB4A|TUBA1A|TUBALC|TUBB4B 0.0015 IPR008280
4 InterPro Domains Tubulin, conserved site TUBB4A |TUBA1A|TUBAL1C|TUBB4B 0.0015 IPRO17975
3 InterPro Domains Apoptosis regulator, Bcl-2, BH1 motif, conserved site BCL2L2|BCL2L1|BCL2 0.0015 IPRO20717
3 InterPro Domains Apoptosis regulator, Bcl-2, BH2 motif, conserved site BCL2L2|BCL2L1|BCL2 0.0015 IPRO20726
4 InterPro Domains Tubulin, C-terminal TUBB4A|TUBA1A|TUBALC|TUBB4B 0.0015 IPRO23123
4 InterPro Domains Tubulin/FtsZ, GTPase domain superfamily TUBB4A|TUBA1A|TUBALC|TUBB4B 0.0015 IPRO36525
6 InterPro Domains CH domain superfamily CNN2|FLNC|FLNA|CNN3|FLNB|SPTBN2 0.0016 IPRO36872
3 InterPro Domains Filamin/ABP280 repeat FLNC|FLNA|FLNB 0.0018 IPR001298
7 InterPro Domains | SeTine-threonine/ tV"’:'”e"_""te'” Kinase, catalytic PDGFRA|FLT1|CSF1R|KIT|LCK|FYN|EPHA2 0.0022 IPRO01245
omain
3 InterPro Domains Blc2 family BCL2L2|BCL2L1|BCL2 0.0022 IPR026298
3 InterPro Domains Bcl2-like BCL2L2|BCL2L1|BCL2 0.0027 IPRO02475
3 InterPro Domains Filamin/ABP280 repeat-like FLNC|FLNA|FLNB 0.0027 IPRO17868
3 InterPro Domains Blc2-like superfamily BCL2L2|BCL2L1|BCL2 0.0046 IPRO36834
4 InterPro Domains VWFC domain PXDN|THBS1|VWF[JAG2 0.0052 IPRO01007
4 InterPro Domains Myosin head, motor domain MYH9|MYO1C|MYH10|MYO1B 0.0052 IPR0O01609
2 InterPro Domains Apoptosis regulator, Bcl-2/ BelX BCL2L1|BCL2 0.0052 IPRO04725
9 InterPro Domains Pleckstrin homology domain ARHGEFS5 | PLEK|AKT3|NGEF | FERMT3 | DOK4 | ARHGEF26 | DNM1|SPTBN2 0.0064 IPR001849
2 InterPro Domains Procollagen-lysine 5-dioxygenase, conserved site PLOD1|PLOD2 0.0079 IPRO01006
2 InterPro Domains Nuclear receptor ROR RORA|RORC 0.0079 IPRO03079
2 InterPro Domains Amyloidogenic glycoprotein, extracellular APLP1|APP 0.0079 IPRO08154
2 InterPro Domains Amyloidogenic glycoprotein APLP1|APP 0.0079 IPRO08155
2 InterPro Domains Amyloidogenic glycoprotein, copper-binding APLP1|APP 0.0079 IPRO11178
2 InterPro Domains Amyloidogenic glycoprotein, heparin-binding APLP1|APP 0.0079 IPRO15849
2 InterPro Domains Beta-amyloid precursor protein C-terminal APLP1|APP 0.0079 IPR019543
2 InterPro Domains Amyloidogenic glycoprotein, extracellular domain APLP1|APP 0.0079 IPRO19744
conserved site
2 InterPro Domains Amyloidogenic glycoprotein, mtracellular domain, APLP1|APP 0.0079 |PRO19745
conserved site
2 InterPro Domains Amyloidogenic glycoprotein, E2 domain APLP1|APP 0.0079 IPR024329
2 InterPro Domains E2 domain superfamily APLP1|APP 0.0079 IPRO36176
2 InterPro Domains Amyloidogenic glycoprotein, heparin-binding APLP1|APP 0.0079 IPRO36454

domain superfamily




Amyloidogenic glycoprotein, copper-binding domain

2 InterPro Domains . APLP1|APP 0.0079 IPRO36669
superfamily
2 InterPro Domains Retinoid X receptor/HNF4 RXRG|RXRB 0.0092 IPRO00003
2 InterPro Domains Syndecan SDC4|SDC1 0.0092 IPRO01050
2 InterPro Domains Delta/Serrate/lag-2 (DSL) protein JAG2|DLL1 0.0092 IPRO01774
2 InterPro Domains Calponin/LIMCH1 CNN2|CNN3 0.0092 IPRO01997
2 InterPro Domains Retinoic acid receptor RARB|RARG 0.0092 IPRO03078
2 InterPro Domains Notch ligand, N-terminal domain JAG2|DLL1 0.0092 IPRO11651
2 InterPro Domains Calclum/calmodul|n?defpendent Proteln kinase I, CAMK2B|CAMK2A 0.0092 |PRO13543
association-domain

2 InterPro Domains Cavin family SDPR|PTRF 0.0092 IPRO26752
2 InterPro Domains Syndecan, conserved site SDC4|SDC1 0.0092 IPRO30479
2 InterPro Domains Ca'd”"‘/ca'm"d”“"'dePe“"dem protein kinase type CAMK2B| CAMK2A 0.0092 IPR039071
3 InterPro Domains Rhodanese-like domain CDC25B|CDC25A|CDC25C 0.01 IPRO01763
3 InterPro Domains Rhodanese-like domain superfamily CDC25B|CDC25A|CDC25C 0.01 IPRO36873
2 InterPro Domains Laminin alpha, domain | LAMA4|LAMAS 0.0107 IPRO09254
2 InterPro Domains Laminin domain Il LAMA4|LAMAS 0.0107 IPRO10307
2 InterPro Domains Calponin repeat CNN2|CNN3 0.0138 IPRO00557
3 InterPro Domains Protein kinase, C-terminal PRKCG | AKT3 |PRKCH 0.0171 IPR017892
2 InterPro Domains Syndecan/Neurexin domain SDC4|SDC1 0.0171 IPRO27789
7 InterPro Domains SH3-like domain superfamily ARHGEF5|NGEF|TJP1|LCK|FYN|ARHGEF26 | SPTAN1 0.0171 IPR036028
7 InterPro Domains SH3 domain ARHGEF5|NGEF|TJP1|LCK|FYN|ARHGEF26 | SPTAN1 0.0207 IPR001452
2 InterPro Domains Alpha tubulin TUBA1A|TUBA1C 0.0207 IPRO02452
3 InterPro Domains Small GTPase superfamily, ARF/SAR type ARF3|ARF4|ARF1 0.0207 IPRO06689
2 InterPro Domains Class | myosin tail homology domain MYO1C|MYO1B 0.0207 IPR010926
2 InterPro Domains Apoptosis regulator, Bcl-2, BH3 motif, conserved site BCL2L1|BCL2 0.0207 IPRO20728
2 InterPro Domains Class | myosin, motor domain MYO1C|MYO1B 0.0207 IPR036072
2 InterPro Domains PGBD superfamily MMP2|MMP14 0.0207 IPRO36366
4 InterPro Domains Dbl homology (DH) domain ARHGEF5 | NGEF | ARHGEF26 | ARHGEF15 0.0227 IPR000219
4 InterPro Domains Dbl homology (DH) domain superfamily ARHGEF5 | NGEF| ARHGEF26 | ARHGEF15 0.0236 IPRO35899
6 InterPro Domains EF-Hand 1, calcium-binding site RCN1|EHD4|PPP3R1|CAPN2|SPTAN1|PRKCSH 0.0237 IPRO18247
2 InterPro Domains Beta tubulin, autoregulation binding site TUBB4A | TUBB4B 0.0266 IPR013838
2 InterPro Domains Flavoprotein-like superfamily NOS3|NQO1 0.0266 IPR029039
2 InterPro Domains Beta tubulin TUBB4A | TUBB4B 0.0306 IPR002453
2 InterPro Domains Smooth muscle protein/calponin CNN2|CNN3 0.0306 IPRO03096
4 InterPro Domains Kinesin motor domain superfamily MYH9|MYO1C|MYH10|MYO1B 0.0306 IPRO36961
4 InterPro Domains 1Q motif, EF-hand binding site MYH9|MYO1C|MYH10|MYO1B 0.0324 IPRO00048
13 InterPro Domains Immunoglobulin-like fold ITGB4|PXDN | PDGFRA|ICAM1|FLT1|CSFIR|KIT|FLNC|FN1|EPHA2 | TGM2|FLNA|FLNB 0.0424 IPRO13783
2 InterPro Domains Neurexin/syndecan/glycophorin C SDC4|SDC1 0.0439 IPRO03585

InterPro Domains Dynamin-type guanine nucleotide-binding (G) EHD4|DNM1 0.0439 IPRO30381

domain
2 InterPro Domains Peptidase M10A, cysteine switch, zinc binding site MMP2|MMP14 0.0484 IPRO21158
2 InterPro Domains Dynamin superfamily EHD4|DNM1 0.0484 IPRO22812
2% KEGG Pathways Focal adhesion ITGB4|LAMAA | LAMAS | PDGFRA| THBS1|VWF | PRKCG | AKT3| FLT1| CAPN2ITGA2|ZYX|FLNCIC | 5 (oo o hsa04510
AV1|FYN|FLNA|BCL2|CDC42|FLNB|TLN2
" KEGG Pathways bathways in cancer MMP2|LAMA4 | GNB4|LAMAS | PDGFRA| PRKCG | AKT3| CSFAR|KIT|ITGA2|BCL2LLNQO1[IAG2 | , o oo 15205200
|RARB|FAS|RXRG|DLL1|TPM3|GSTO1|RXRB|CAMK2B|BCL2 | CAMK2A|CDC42
16 KEGG Pathways Proteoglycans in cancer MMP2| THBS1 | PRKCG | AKT3|ITGA2 | FLNC| CAV1 | FAS| FLNA|SDC4| TLR4|SDCL| CAMK2B|CAM | , | - o hsa05205
K2A|CDC42 | FLNB
o MAP2KS5| PPP3R1|CDC25B | HSPB1|PDGFRA|PRKCG | AKT3 | FLT1|CSFAR | KIT|FLNC| MAP4K4| FA
18 KEGG Pathways MAPK signaling pathway S|EPHA2 | FLNA|PPP3CA|CDCA2 | FLNB 6.49E-09 hsa04010
13 KEGG Pathways Fluid shear stress and atherosclerosis MAP2KS|MMP2|CCL2|AKT3|ICAM1|NOS3|NQO1|CAV1|CDH5|GSTO1|SDC4|SDC1|BCL2 1.17E-08 hsa05418
. ITGB4|LAMA4 | GNB4 | LAMAS | PDGFRA| THBS1|VWF| AKT3| FLT1| CSF1R [KIT|ITGA2|NOS3 | BCL
17 KEGG Pathways PI3K-Akt signaling pathway 2L1[EPHA2 | TLRA[BCL2 3.70E-07 hsa04151
1 KEGG Pathways MicroRNAS in cancer CYP24A1|CDC25B|BCL2L2| PDGFRA|THBS1 | PRTCGICDCZSAICDCZSCIFSCNllBCLZ IvimABCB[ 0o hsa05206
10 KEGG Pathways HIF-1 signaling pathway GAPDH |ENO1|PRKCG |AKT3|FLT1|NOS3|TLR4|CAMK2B|BCL2 | CAMK2A 6.15E-07 hsa04066
9 KEGG Pathways Small cell lung cancer LAMA4|LAMAS |AKT3 | ITGA2|BCL2L1|RARB|RXRG [RXRB|BCL2 3.93E-06 hsa05222
7 KEGG Pathways Pathogenic Escherichia coli infection TUBB4A|TUBA1A|TUBA1C|TUBB4B|FYN|TLR4|CDC42 1.38E-05 hsa05130
8 KEGG Pathways ECM-receptor interaction ITGB4|LAMA4|LAMAS | THBS1|VWF|ITGA2|SDC4|SDC1 1.49E-05 hsa04512
8 KEGG Pathways Salmonella infection MYH9|TJP1|FLNC|MYH10|FLNA|TLR4|CDC42|FLNB 1.76E-05 hsa05132
7 KEGG Pathways VEGF signaling pathway PPP3R1|HSPB1|PRKCG|AKT3|NOS3|PPP3CA|CDC42 2.05E-05 hsa04370
8 KEGG Pathways Gap junction MAP2K5|PDGFRA |PRKCG | TUBB4A | TJP1| TUBA1A|TUBA1C|TUBB4B 2.05E-05 hsa04540
10 KEGG Pathways Rap1 signaling pathway PDGFRA|THBS1|PRKCG |AKT3|FLT1|CSF1R|KIT|EPHA2|CDC42|TLN2 1.70E-04 hsa04015
9 KEGG Pathways Axon guidance PPP3R1|NGEF|FYN|EPHA2|PPP3CA|CAMK2B|CAMK2A|CDC42|CFL1 2.90E-04 hsa04360
8 KEGG Pathways Apoptosis AKT3|CAPN2|TUBA1A|TUBA1C|BCL2L1|FAS|SPTAN1|BCL2 3.30E-04 hsa04210
7 KEGG Pathways AGE-RAGE S'g"a“"g. pa.thway in diabetic MMP2|CCL2|AKT3|ICAM1|NOS3|BCL2|CDC42 3.30E-04 hsa04933
complications

10 KEGG Pathways Ras signaling pathway GNB4|PDGFRA|PRKCG |AKT3|FLT1|CSF1R|KIT|BCL2L1|EPHA2|CDC42 3.50E-04 hsa04014
7 KEGG Pathways Th17 cell differentiation PPP3R1|RORA|RORC|LCK|RXRG|RXRB|PPP3CA 3.80E-04 hsa04659
6 KEGG Pathways Platinum drug resistance AKT3|BCL2L1|FAS|GSTO1|BCL2|TOP2B 4.10E-04 hsa01524
8 KEGG Pathways Phagosome THBS1|TUBB4A|ITGA2|TUBA1A|TUBA1C|CALR|TUBB4B|TLR4 4.20E-04 hsa04145
8 KEGG Pathways Oxytocin signaling pathway MAP2K5 | PPP3R1|PRKCG |NOS3|PPP3CA|CAMK2B|CAMK2A|CAMK1D 4.80E-04 hsa04921
7 KEGG Pathways Toxoplasmosis LAMA4|LAMAS | AKT3|CCR5 | BCL2L1 | TLR4|BCL2 4.80E-04 hsa05145
7 KEGG Pathways Cholinergic synapse GNB4|PRKCG |AKT3|FYN|CAMK2B |BCL2| CAMK2A 5.00E-04 hsa04725
5 KEGG Pathways Malaria CCL2|THBS1|ICAM1|TLR4|SDC1 5.80E-04 hsa05144
7 KEGG Pathways Oocyte meiosis PPP3R1|PLK1|CDC25C|SLK|PPP3CA|CAMK2B|CAMK2A 6.10E-04 hsa04114
7 KEGG Pathways Platelet activation VWF|AKT3|FERMT3|ITGA2|NOS3|FYN|TLN2 8.30E-04 hsa04611
7 KEGG Pathways Natural killer cell mediated cytotoxicity PPP3R1|PRKCG|ICAM1|LCK|FYN|FAS|PPP3CA 8.40E-04 hsa04650
9 KEGG Pathways Endocytosis EHD4|ARF3|PDGFRA|CCR5|DAB2|CAV1|DNM1|CDC42|ARF1 0.0018 hsa04144
6 KEGG Pathways T cell receptor signaling pathway PPP3R1|AKT3|LCK|FYN|PPP3CA|CDC42 0.0018 hsa04660
5 KEGG Pathways Long-term potentiation PPP3R1|PRKCG|PPP3CA|CAMK2B|CAMK2A 0.0018 hsa04720
6 KEGG Pathways Glucagon signaling pathway PPP3R1|AKT3|PPP3CA|CAMK2B|LDHB|CAMK2A 0.0018 hsa04922
5 KEGG Pathways Amphetamine addiction PPP3R1|PRKCG|PPP3CA|CAMK2B|CAMK2A 0.0018 hsa05031
4 KEGG Pathways African trypanosomiasis LAMA4|PRKCG |ICAM1|FAS 0.0018 hsa05143
9 KEGG Pathways HTLV-l infection PPP3R1|PDGFRA|AKT3|ICAM1|BCL2L1|CALR|LCK|PPP3CA|TLN2 0.0019 hsa05166
5 KEGG Pathways Non-small cell lung cancer PRKCG |AKT3 |RARB|RXRG |RXRB 0.0019 hsa05223
5 KEGG Pathways Glioma PDGFRA|PRKCG |AKT3|CAMK2B| CAMK2A 0.002 hsa05214
6 KEGG Pathways Neurotrophin signaling pathway MAP2K5 | AKT3| CAMK2B|BCL2 | CAMK2A |CDC42 0.003 hsa04722
5 KEGG Pathways EGFR tyrosine kinase inhibitor resistance PDGFRA|PRKCG|AKT3|BCL2L1|BCL2 0.0034 hsa01521
7 KEGG Pathways Alzheimer's disease GAPDH | PPP3R1|APP|CAPN2|SNCA|FAS|PPP3CA 0.0035 hsa05010
6 KEGG Pathways Cell cycle CDC25B|PLK1|CDC25A|CDC25C| WEEL|MCM3 0.0038 hsa04110
6 KEGG Pathways Osteoclast differentiation PPP3R1|AKT3|CSF1R|LCK|FYN|PPP3CA 0.0038 hsa04380




7 KEGG Pathways Tuberculosis PPP3R1|AKT3|TLR4|PPP3CA|CAMK2B|BCL2|CAMK2A 0.0038 hsa05152
6 KEGG Pathways Dopaminergic synapse GNB4|PRKCG |AKT3 |PPP3CA |CAMK2B| CAMK2A 0.0043 hsa04728
7 KEGG Pathways Calcium signaling pathway PPP3R1|PDGFRA|PRKCG|NOS3|PPP3CA|CAMK2B|CAMK2A 0.0044 hsa04020
5 KEGG Pathways Th1 and Th2 cell differentiation PPP3R1|JAG2|LCK|DLL1|PPP3CA 0.0048 hsa04658
5 KEGG Pathways GnRH signaling pathway MMP2|MMP14|CAMK2B | CAMK2A|CDC42 0.0048 hsa04912
4 KEGG Pathways Amyotrophic lateral sclerosis (ALS) PPP3R1|BCL2L1|PPP3CA|BCL2 0.0048 hsa05014
7 KEGG Pathways Kaposi's sarcoma-associated herpesvirus infection GNB4|PPP3R1|AKT3|ICAM1|CCR5|FAS|PPP3CA 0.0048 hsa05167
5 KEGG Pathways NF-kappa B signaling pathway ICAM1|BCL2L1|LCK|TLR4|BCL2 0.0057 hsa04064
5 KEGG Pathways Endocrine resistance MMP2|AKT3|JAG2|DLL1|BCL2 0.0059 hsa01522
5 KEGG Pathways Progesterone-mediated oocyte maturation CDC25B| AKT3|PLK1|CDC25A|CDC25C 0.0059 hsa04914
5 KEGG Pathways Amoebiasis LAMA4|HSPB1|LAMAS | PRKCG [ TLR4 0.0059 hsa05146
6 KEGG Pathways Hepatitis B PRKCG |AKT3|DDB1|FAS|TLR4|BCL2 0.0059 hsa05161
6 KEGG Pathways Phospholipase D signaling pathway PDGFRA|AKT3|KIT|FYN|DNM1|ARF1 0.0063 hsa04072
9 KEGG Pathways Human papillomavirus infection ITGB4| LAMA4 | LAMAS | THBS1 | VWF | AKT3 | ITGA2 | FAS|CDC42 0.0063 hsa05165
6 KEGG Pathways Gastric cancer AKT3|RARB|RXRG|RXRB|BCL2| ABCB1 0.0066 hsa05226
5 KEGG Pathways Chagas disease (American trypanosomiasis) CCL2|AKT3|CALR|FAS|TLR4 0.007 hsa05142
7 KEGG Pathways Regulation of actin cytoskeleton ITGB4|MYH9|PDGFRA|ITGA2| MYH10|CDC42|CFL1 0.0072 hsa04810
6 KEGG Pathways Necroptosis CAPN2|FAS|TLR4|CAMK2B|BCL2 | CAMK2A 0.0081 hsa04217
5 KEGG Pathways TNF signaling pathway CCL2|AKT3|ICAM1|MMP14|FAS 0.0088 hsa04668
4 KEGG Pathways Central carbon metabolism in cancer PDGFRA|AKT3|KIT|G6PD 0.0089 hsa05230
5 KEGG Pathways Leukocyte transendothelial migration MMP2|PRKCG|ICAM1|CDH5|CDC42 0.0099 hsa04670
6 KEGG Pathways Tight junction MYH9|TJP1|TUBA1A|TUBALC|MYH10|CDC42 0.0108 hsa04530
5 KEGG Pathways Thyroid hormone signaling pathway PRKCG |AKT3 |RXRG |RXRB|TBC1D4 0.0108 hsa04919
5 KEGG Pathways Sphingolipid signaling pathway PRKCG|AKT3|NOS3|FYN|BCL2 0.0109 hsa04071
4 KEGG Pathways Adherens junction TJP1|FYN|PTPN1|CDC42 0.0111 hsa04520
4 KEGG Pathways Bacterial invasion of epithelial cells CAV1|ARHGEF26|DNM1|CDC42 0.0115 hsa05100
3 KEGG Pathways Thyroid cancer RXRG|TPM3|RXRB 0.0136 hsa05216
4 KEGG Pathways ErbB signaling pathway PRKCG | AKT3 | CAMK2B | CAMK2A 0.0181 hsa04012
4 KEGG Pathways Rheumatoid arthritis CCL2|ICAM1|FLT1|TLR4 0.0186 hsa05323
6 KEGG Pathways Epstein-Barr virus infection HSPB1|AKT3|[ICAM1|PTMA|BCL2|VIM 0.0194 hsa05169
5 KEGG Pathways Adrenergic signaling in cardiomyocytes AKT3|TPM3|CAMK2B|BCL2 | CAMK2A 0.0206 hsa04261
7 KEGG Pathways Cytokine-cytokine receptor interaction CCL2 |PDGFRA|FLT1|CSF1R|KIT|CCR5|FAS 0.0214 hsa04060
4 KEGG Pathways Fc gamma R-mediated phagocytosis PRKCG|AKT3|CDC42|CFL1 0.0214 hsa04666
5 KEGG Pathways Wht signaling pathway PPP3R1|PRKCG|PPP3CA|CAMK2B|CAMK2A 0.0221 hsa04310
4 KEGG Pathways Inflammatory mediator regulation of TRP channels PRKCG |PRKCH|CAMK2B|CAMK2A 0.0232 hsa04750
3 KEGG Pathways Notch signaling pathway JAG2|DLL1|NUMB 0.0237 hsa04330
4 KEGG Pathways Circadian entrainment GNB4|PRKCG | CAMK2B | CAMK2A 0.0237 hsa04713
4 KEGG Pathways Aldosterone synthesis and secretion PRKCG | CAMK2B | CAMK2A | CAMK1D 0.0237 hsa04925
4 KEGG Pathways Melanogenesis PRKCG |KIT|CAMK2B | CAMK2A 0.0272 hsa04916
5 KEGG Pathways Cellular senescence PPP3R1|AKT3|CAPN2|CDC25A|PPP3CA 0.0289 hsa04218
5 KEGG Pathways Protein processing in endoplasmic reticulum CAPN2|CALR|BCL2 | PDIA6|PRKCSH 0.0322 hsa04141
2 KEGG Pathways Steroid biosynthesis CYP24A1|CYP2R1 0.0327 hsa00100
5 KEGG Pathways Hepatocellular carcinoma PRKCG |AKT3|BCL2L1|NQO1|GSTO1 0.0327 hsa05225
3 KEGG Pathways Viral myocarditis ICAM1|CAV1|FYN 0.0327 hsa05416
4 KEGG Pathways Insulin resistance AKT3|NOS3|PTPN1|TBC1D4 0.0337 hsa04931
5 KEGG Pathways Influenza A CCL2|AKT3|ICAM1|FAS|TLR4 0.0358 hsa05164
5 KEGG Pathways Transcriptional misregulation in cancer FLT1|CSF1R|BCL2L1|RXRG|RXRB 0.0362 hsa05202
4 KEGG Pathways Glutamatergic synapse GNB4|PPP3R1|PRKCG|PPP3CA 0.0378 hsa04724
3 KEGG Pathways Inflammatory bowel disease (IBD) RORA|RORC|TLR4 0.0393 hsa05321
5 KEGG Pathways Chemokine signaling pathway CCL2 | GNB4|AKT3|CCR5|CDC42 0.0454 hsa04062
3 KEGG Pathways Acute myeloid leukemia AKT3|CSF1R|KIT 0.0454 hsa05221
3 KEGG Pathways Glycolysis / Gluconeogenesis GAPDH|ENO1|LDHB 0.0481 hsa00010
3 KEGG Pathways Adipocytokine signaling pathway AKT3|RXRG|RXRB 0.0494 hsa04920
» pfam protein kinase domain MAP2K5 | PDGFRA| PRKCG | AKT3| FLTL| CSFAR|KIT| MELK|PLKL|BRSK1|PRKCH|LCKIMAPAK4[F | oo oo PFO00ES
YN|EPHA2|SLK|CAMK2B|CAMK2A | DYRK1A | WEE1|PBK|CAMK1D
. o MAP2K5| PDGFRA|PRKCG | AKT3 | FLT1|CSFAR| KIT|MELK| PLK1|BRSK1| PRKCH|LCK | MAP4K4 |F
2 Pfam Protein tyrosine kinase YN | EPHA2| SLK| CAMK2B| CAMK2A | DYRK1A | WEE1 | PBK| CAMK1D S39608 |  ProTTA
8 Pfam Zinc finger, C4 type (two domains) RORA|RORC|RARB|NR1I2|RXRG|RXRB|RARG |NR1H4 1.23E-06 PF00105
8 Pfam Ligand-binding domain of nuclear hormone receptor RORA|RORC|RARB|NR1I2|RXRG|RXRB|RARG|NR1H4 1.24E-06 PF00104
4 Pfam Annexin ANXAS | ANXA2 |ANXA6 | ANXAL 5.70E-04 PF00191
3 Pfam M-phase inducer phosphatase CDC25B|CDC25A|CDC25C 5.70E-04 PF06617
3 Pfam Tropomyosin TPM4|TPM3|TPM2 7.00E-04 PF00261
3 Pfam Bcl-2 homology region 4 BCL2L2|BCL2L1|BCL2 7.00E-04 PF02180
3 Pfam Tropomyosin like TPM4|TPM3|TPM2 7.00E-04 PF12718
6 Pfam Calponin homology (CH) domain CNN2|FLNC|FLNA|CNN3|FLNB|SPTBN2 8.30E-04 PF00307
4 Pfam Tubulin C-terminal domain TUBB4A|TUBA1A | TUBA1C|TUBB4B 0.0016 PF03953
4 Pfam Tubulin/FtsZ family, GTPase domain TUBB4A|TUBA1A | TUBA1C|TUBB4B 0.002 PFO0091
3 Pfam Filamin/ABP280 repeat FLNC|FLNA|FLNB 0.003 PF00630
4 Pfam Phosphotyrosine interaction domain (PTB/PID) DAB2|TBC1D4|NUMB|APBA2 0.003 PF00640
3 Pfam Apoptosis regulator proteins, Bcl-2 family BCL2L2|BCL2L1|BCL2 0.0033 PF00452
4 Pfam Myosin head (motor domain) MYH9|MYO1C|MYH10|MYO1B 0.0064 PF00063
2 Pfam Amyloid A4 N-terminal heparin-binding APLP1|APP 0.0102 PF02177
7 Pfam Variant SH3 domain ARHGEF5|NGEF|TJP1|LCK|FYN |ARHGEF26 | SPTAN1 0.0102 PF07653
2 Pfam beta-amyloid precursor protein C-terminus APLP1|APP 0.0102 PF10515
2 Pfam Copper-binding of amyloid precursor, CuBD APLP1|APP 0.0102 PF12924
2 Pfam E2 domain of amyloid precursor protein APLP1|APP 0.0102 PF12925
3 Pfam Rhodanese-like domain CDC25B|CDC25A|CDC25C 0.0117 PF00581
2 Pfam Delta serrate ligand JAG2|DLL1 0.0117 PF01414
2 Pfam N terminus of Notch ligand JAG2|DLL1 0.0117 PF07657
2 pfam Calcium/calmodulin_de_:pendent _protein kinase Il CAMK2B|CAMK2A 00117 PFO8332
association domain
2 Pfam Snoal-like domain CAMK2B|CAMK2A 0.0117 PF13474
2 Pfam Domain of unknown function (DUF4440) CAMK2B|CAMK2A 0.0117 PF14534
2 Pfam PTRF/SDPR family SDPR|PTRF 0.0117 PF15237
2 Pfam Laminin Domain | LAMA4|LAMAS 0.0124 PF06008
2 Pfam Laminin Domain Il LAMA4|LAMAS 0.0124 PF06009
3 Pfam von Willebrand factor type C domain PXDN|THBS1|VWF 0.0154 PF00093
2 Pfam Calponin family repeat CNN2|CNN3 0.0154 PF00402
2 pfam C-terminal Ieucfne zipper domain of cyclic TPMA[TPM3 0.0154 PF16526
nucleotide-gated channels
6 Pfam Variant SH3 domain ARHGEF5|NGEF |LCK|FYN |[ARHGEF26 | SPTAN1 0.0163 PF14604
2 Pfam Syndecan domain SDC4|SDC1 0.0174 PF01034
2 Pfam 20G-Fe(ll) oxygenase superfamily PLOD1|PLOD2 0.0174 PF03171
3 Pfam Protein kinase C terminal domain PRKCG | AKT3 |PRKCH 0.0177 PF00433




2 Pfam Unconventional myosin tail, actin- and lipid-binding MYO1C|MYO1B 0.0199 PF06017
6 Pfam SH3 domain ARHGEF5|NGEF |LCK|FYN |[ARHGEF26 | SPTAN1 0.0216 PF00018
4 Pfam RhoGEF domain ARHGEF5|NGEF | ARHGEF26 | ARHGEF15 0.0226 PF00621
4 Pfam Kinase-like AKT3|MELK|PLK1|CAMK1D 0.0317 PF14531
3 Pfam 1Q calmodulin-binding motif MYO1C|MYH10|MYO1B 0.0378 PF00612
6 Pfam PH domain PLEK|AKT3|NGEF|FERMT3|DNM1|SPTBN2 0.0394 PF00169
2 Pfam Fibronectin type |l domain MMP2|FN1 0.0444 PF00040
2 Pfam Myosin N-terminal SH3-like domain MYH9|MYH10 0.0444 PF02736
2 Pfam Phosphotyrosine-binding domain TENC1|NUMB 0.0444 PF08416
3 Pfam Signal recognition particle receptor beta subunit ARF3|ARF4|ARF1 0.0444 PF09439
4 Pfam EF hand RCN1|PPP3R1|SPTAN1|PRKCSH 0.0444 PF13202
2 Pfam Glutathione S-transferase, C-terminal domain GSTO1|CLIC4 0.0444 PF13410
2 Pfam Pleckstrin homology domain PLEK|SPTBN2 0.0444 PF15410
2 Pfam Dynamin family EHD4|DNM1 0.0483 PF00350
ARHGEF5|MAP2K5 | MYHO| LAMA4 |RBP1|GNB4| PPP3R1|HSPB1|LAMAS | PDGFRA [ THBS1|VW.
F|PRKCG | AKT3|NGEF| TUBB4A | ARHGAP31|TJP1|FLT1| APP|KIT| CCRS|ITGA2 NOS3|PLK1|TU
6 Reactome Pathways ignal Transduction BA1A|TUBALC| CDC25C| JAG2 | PRKCH | RARB|LCK| CAV1[RGS12| TUBBA4B| CDHS |FYNIFASIARH | 5 (o0 o | ey oo
GEF26|SFPQ|RXRG | MYH10|ARHGEF15 | DLL1| ARHGAP30| FLNA |PTPN1|SDC4|SPTAN1|DNM1
|RXRB|ANXA1|SDC1|PPP3CA|CAMK2B|LTBAR | BCL2| CAMK2A |SEPT7|CDC42 |RARG|SPTBN2 |
CFL1INUMB
MMP2|CCL2| MT2A|LAMAS [RORA|CNN2|ICAM1|APP|CSF1R | CCR5|BCL2L1|RORC | LCK|ANX
29 Reactome Pathways Cytokine Signaling in Immune system A2|FYN|GSTO1|FLNA|PTPN1|ANXA1|SDC1|FSCN1|CAMK2B|BCL2|CAMK2A |CDC42 |FLNB|CF| 1.37E-10 | HSA-1280215
L1|ARF1|VIM
23 Reactome Pathways signaling by Interleukins MMP2|CCL2[LAMAS |RORA|CNN2|ICAM1| APP| CSFIR| CCRS[BCL2L1 [RORCILCKIANXAZIFYN] oo o[ o0 o o
|GSTO1|ANXA1|SDC1|FSCN1|BCL2|CDC42|CFL1|ARF1|VIM
2% Reactome Pathways Hemostasis GNB4| PLEK| THBS1|VWF| PRKCG | TUBBAA | FERMT3| APP | ANXAS | ITGA2[NOS3| TUBATA[TUBA| 5o ol 1o oo
1C| PRKCH|LCK| CAV1 | TUBB4B|ANXA2 | FYN| FLNA|PTPN1|SDC4|SDC1|CDCA42 | WEEL|CFL1
MYH9|MMP2|CCL2 | PPP3R1|MT2A|LAMAS |RORA|CNN2 | AKT3 | TUBB4A|ICAM1|APP | CSFIR|
. Reactome Pathways Immune System CCRS|NOS3| CCT2| TUBALA | TUBALC| BCL2L1| CALR |RORC|LCK | TUBBA4BANXAZ[FYNIMYOLCT| o 5o oo | cp 1con e
GSTO1|FLNA|PTPN1|SPTAN1|DNM1|TLR4|ANXA1|SDC1|FSCN1|XRCC5|PPP3CA|CAMK2B|B
CL2|CAMK2A | CDC42 | FLNB|SPTBN2|CFL1|ARF1|VIM|PRKCSH
17 Reactome Pathways Extracellular matrix organization PLOD1|ITGBA|MMP2|LAMA4|PXDN|LAMAS| THBS1| COLBAL|VWF|ICAMLIPLOD2 |APPICAPN| | 53¢ o7 | ysp 1474244
2|ITGA2|MMP14|SDC4|SDC1
11 Reactome Pathways Interleukin-4 and Interleukin-13 signaling MMP2|CCL2 |LAMAS |[RORA|ICAM1|BCL2L1|RORC|ANXA1|FSCN1|BCL2|VIM 3.62E-07 HSA-6785807
GNB4|PLEK|THBS1|VWF|PRKCG | FERMT3 | APP|ANXAS | PRKCH | LCK|FYN | FLNA|PTPN1|CDC42
15 Reactome Pathways Platelet activation, signaling and aggregation l l l l l l |CF|L1 l I l l l l 7.04€-07 HSA-76002
10 Reactome Pathways COPI-mediated anterograde transport ARF3|TUBB4A | TUBA1A | TUBA1C|ARF4 | TUBB4B| COPA|SPTAN1|SPTBN2|ARF1 1.87E-06 HSA-6807878
18 Reactome Pathways signaling by Receptor Tyrosine Kinases MAP2KS [LAMA4|HSPB1|LAMAS | PDGFRA|THBS1| AKT3 | FLTL [KIT|ITGA2NOS3LCKICAVLIC | 3 55 56 | 1isa a006034
DH5|FYN|PTPN1|DNM1|CDC42
. ARHGEF5 | MYH9 |NGEF | TUBB4A| ARHGAP31| PLK1| TUBA1A| TUBALC|CDC25C| TUBB4B|ARHG
17 React Path Si ling by Rho GTP: 4.93E-06 HSA-194315
eactome Fathways gnaling by Rho GTPases EF26|MYH10| ARHGEF15 | ARHGAP30| FLNA|CDCA2| CFLL
9 Reactome Pathways EPH-Ephrin signaling MYH9|MMP2|NGEF |FYN |EPHA2 | MYH10|DNM1|CDC42|CFL1 8.43E-06 HSA-2682334
7 Reactome Pathways Gap junction trafficking and regulation TUBB4A|TJP1|TUBA1A|TUBA1C|DAB2|TUBB4B|DNM1 1.58E-05 HSA-157858
7 Reactome Pathways Non-integrin membrane-ECM interactions ITGB4|LAMA4 |LAMAS | THBS1|ITGA2|SDC4|SDC1 4.71E-05 HSA-3000171
9 Reactome Pathways L1CAM interactions TUBB4A|ITGA2 | TUBAIA|TUBALC|TUBB4B|SPTAN1|DNM1|SPTBN2|NUMB 4.71E-05 HSA-373760
1 Reactome Pathways Axon guidance MYH9|MMP2 | NGEF | TUBB4A|ITGA2 | TUBAA| TUBALC| TUBBA4B| DOK4|FYNEPHA2IMYHI0[S[ , - o | picr 400 c
PTAN1|DNM1|CDC42|SPTBN2|CFL1|NUMB
10 Reactome Pathways Apoptosis PPP3R1|AKT3|ADD1|TJP1|BCL2L1|FAS|SPTAN1|TLR4|BCL2|VIM 6.07E-05 HSA-109581
2 Reactome Pathways Disease CYP24A1RBP1|CDC25B| PDGFRA | THBSL|VWF| AKT3| APP[KIT| CCRS | CAPN2| CDC2SAICALRIC| ¢ o oo | 1ica 1eazess
DC25C|JAG2|CYP2R1|LCK|FYN|DLL1|SDC4|TLR4|PSIP1|SDC1|XRCC5|ARF1
6 Reactome Pathways Nuclear Receptor transcription pathway RORA|RORC|RARB|RXRG |RXRB|RARG 6.07E-05 HSA-383280
6 Reactome Pathways | CM® and protein expression by JAK-STAT signaling CNN2|ANXA2|GSTO1|CDC42 | CFLL| ARF1 6.076-05 | HSA-8950505
after Interleukin-12 stimulation
8 Reactome Pathways COPI-dependent Golgi-to-ER retrograde traffic ARF3|TUBB4A|TUBA1A | TUBA1C|ARF4|TUBB4B|COPA|ARF1 7.19E-05 HSA-6811434
9 Reactome Pathways Response to elevated platelet cytosolic Ca2+ PLEK|THBS1|VWF|PRKCG|FERMT3|APP|ANXAS5|FLNA|CFL1 7.19E-05 HSA-76005
Deregulated CDK5 triggers multiple
5 Reactome Pathways | neurodegenerative pathways in Alzheimer's disease CDC25B|APP|CAPN2|CDC25A|CDC25C 7.19E-05 HSA-8862803
models
7 Reactome Pathways | "ansiocation of SLCZA‘L(GLUT‘” to the plasma MYHO| TUBBAA| TUBAA| TUBALC | TUBBAB| MYO1C| TBC1DA 7.586-05 | HSA-1445148
membrane
5 Reactome Pathways Formation of t”b”'é”c;‘;ﬁ'i’ég intermediates by TUBBA4A|CCT2| TUBALA| TUBALC| TUBB4B 7.58E-05 |  HSA-389960
19 Reactome Pathways Vesicle-mediated transport MYH9| ARF3| AKT3| TUBB4A| TIP1| APP|TUBA1A | TUBALC| ARF4| DAB2| CALR[TUBBABIMYOLC | _ oo oo | 1) oo
|COPA|SPTAN1|DNM1|TBC1D4|SPTBN2|ARF1
6 Reactome Pathways Recycling pathway of L1 TUBB4A|TUBA1A|TUBA1C|TUBB4B|DNM1|NUMB 8.86E-05 HSA-437239
6 Reactome Pathways Gap junction trafficking TUBB4A|TUBA1A | TUBA1C|DAB2|TUBB4B|DNM1 9.46E-05 HSA-190828
8 Reactome Pathways Signaling by VEGF HSPB1|AKT3|FLT1|NOS3|CAV1|CDH5|FYN|CDC42 9.46E-05 HSA-194138
5 Reactome Pathways | CYCIIn A/B1/82 ass:r::;et?;"ems during G2/M CDC25B| PLK1|CDC25A| CDC25C| WEEL 9.46E-05 |  HSA-69273
18 Reactome Pathways Membrane Trafficking MYH9| ARF3| AKT3| TUBB4A| TIP1| APP| TUBA1A | TUBALC| ARF4| DAB2| TUBBAB|MYOICICOPA| ¢ cor oo [ cp 190901
ISPTAN1|DNM1|TBC1D4|SPTBN2|ARF1
5 Reactome Pathways Syndecan interactions ITGB4|THBS1|ITGA2|SDC4|SDC1 9.88E-05 HSA-3000170
5 Reactome Pathways | Prefoldin mediated transfer of substrate to CCT/TriC TUBB4A|CCT2|TUBA1A|TUBA1C|TUBB4B 9.88E-05 HSA-389957
5 Reactome Pathways EPHA-mediated growth cone collapse MYH9|NGEF |FYN|EPHA2|MYH10 1.30E-04 | HSA-3928663
5 Reactome Pathways RHO GTPases activate IQGAPs TUBB4A|TUBA1A|TUBA1C|TUBB4B|CDC42 1.40E-04 HSA-5626467
12 Reactome Pathways Asparagine N-linked glycosylation ARF3|TUBBA4A | TUBALA | TUBALC| ARF4| CALR| TUBB4B | COPA|SPTAN1|SPTBN2|ARF1|PRKCSH | 1.80E-04 | HSA-446203
8 Reactome Pathways Platelet degranulation PLEK|THBS1|VWF|FERMT3|APP|ANXAS|FLNA|CFL1 2.40E-04 HSA-114608
4 Reactome Pathways Polo-like kinase mediated events PLK1|CDC25A|CDC25C|WEE1 2.90E-04 HSA-156711
7 Reactome Pathways VEGFA-VEGFR2 Pathway HSPB1|AKT3|NOS3|CAV1|CDH5|FYN|CDC42 3.30E-04 HSA-4420097
4 Reactome Pathways | MI“Totouledependent rafficing of connexons TUBBAA|TUBALA | TUBAIC| TUBB4B 3.406-04 |  HSA-190840
from Golgi to the plasma membrane
11 Reactome Pathways RHO GTPase Effectors MYH9 |TUBB4A | PLK1|TUBA1A|TUBA1C|CDC25C|TUBB4B|MYH10|FLNA|CDC42 | CFL1 3.60E-04 HSA-195258
11 Reactome Pathways MAPK family signaling cascades HSPB1|PDGFRA|VWEF|KIT|FYN|SPTAN1|CAMK2B|CAMK2A |SEPT7|CDC42|SPTBN2 3.60E-04 HSA-5683057
4 Reactome Pathways Post-chaperonin tubulin folding pathway TUBB4A|TUBA1A|TUBA1C|TUBB4B 5.50E-04 HSA-389977
4 Reactome Pathways RHO GTPases activate PAKs MYH9|MYH10|FLNA|CDC42 5.50E-04 HSA-5627123
9 Reactome Pathways G2/M Transition CDC25B|TUBB4A|PLK1|TUBA1A|TUBA1C|CDC25A|CDC25C| TUBB4B|WEEL 5.50E-04 HSA-69275
7 Reactome Pathways MHC class Il antigen presentation TUBB4A|TUBA1A | TUBA1C|TUBB4B|DNM1|SPTBN2|ARF1 0.0011 HSA-2132295
4 Reactome Pathways VEGFR2 mediated vascular permeability AKT3|NOS3|CAV1|CDH5 0.0014 HSA-5218920
n Reactome Pathways nate Immune Systerm MYH9|PPP3R1| CNN2|APP|NOS3| CCT2 [ BCL2LL|LCK| TUBBAB|ANXA2|FYN[MYOLC|SPTANL | o o HSA-168249

DNM1|TLR4|XRCC5|PPP3CA|BCL2|CDC42|CFL1|PRKCSH




MYH9| MMP2 |AKT3 |NGEF | TUBBAA [ITGA2 | TUBALA | TUBALC|RARB| TUBB4B| DOK4|FYN|EPH

21 Reactome Pathways Developmental Biology 0.0018 HSA-1266738
A2|MYH10|SPTAN1|DNM1|CDC42|RARG|SPTBN2|CFL1|NUMB

4 Reactome Pathways Laminin interactions ITGB4|LAMA4 | LAMAS | ITGA2 0.0019 HSA-3000157
6 Reactome Pathways Chaperonin-mediated protein folding GNB4|TUBB4A|CCT2| TUBA1A|TUBA1C|TUBB4B 0.0019 HSA-390466
4 Reactome Pathways CD28 co-stimulation AKT3|LCK|FYN|CDC42 0.0021 HSA-389356
3 Reactome Pathways CD28 dependent Vav1 pathway LCK|FYN|CDC42 0.0021 HSA-389359
7 Reactome Pathways Rho GTPase cycle ARHGEF5|NGEF|ARHGAP31|ARHGEF26 | ARHGEF15| ARHGAP30|CDC42 0.0023 HSA-194840
4 Reactome Pathways Smooth Muscle Contraction ANXA2|ANXAG|TPM3|ANXAL 0.0023 HSA-445355
3 Reactome Pathways | Caspase-mediated cleavage of cytoskeletal proteins ADD1|SPTAN1|VIM 0.0024 HSA-264870
3 Reactome Pathways Regulation of KIT signaling KIT|LCK|FYN 0.0029 HSA-1433559
3 Reactome Pathways Early Phase of HIV Life Cycle CCRS5|PSIP1|XRCC5 0.0033 HSA-162594
4 Reactome Pathways Apoptotic cleavage of cellular proteins ADD1|TJP1|SPTAN1|VIM 0.0034 HSA-111465
3 Reactome Pathways | Activation of BAD and translocation to mitochondria PPP3R1|AKT3|BCL2 0.0038 HSA-111447
3 Reactome Pathways Platelet Adhesion to exposed collagen VWEF|ITGA2 |FYN 0.0038 HSA-75892

4 Reactome Pathways | Carboxvterminal posr:’lnsll.at'onal modifications of TUBB4A|TUBA1A | TUBALC| TUBB4B 0.0039 | HSA-8955332

ubulin
5 Reactome Pathways | "¢ "ole of GTSEL '"hGZk/ M_p;"g'“s""‘ after G2 TUBBA4A| PLK1|TUBA1A|TUBALC | TUBB4B 0.0042 | HSA-8852276
checkpoin
11 Reactome Pathways G alpha (i) signalling events RBP1|GNB4|PPP3R1|PRKCG|APP|CCR5|RGS12|SDC4|ANXA1|SDC1|PPP3CA 0.0044 HSA-418594
] PPP3R1|AKT3|TUBBA4A|ICAM1|TUBA1A|TUBALC| CALR|LCK| TUBB4B |FYN [DNM1|TLR4|PPP3
16 Reactome Pathways Adaptive | Systt 0.0045 HSA-1280218
v aptive mmune system CA|CDCA2|SPTBN2 |ARFL

4 Reactome Pathways Intrinsic Pathway for Apoptosis PPP3R1|AKT3|BCL2L1|BCL2 0.0053 HSA-109606
5 Reactome Pathways G alpha (12/13) signalling events ARHGEF5|GNB4 | NGEF| ARHGEF26 | ARHGEF15 0.0053 HSA-416482
4 Reactome Pathways Signaling by Retinoic Acid RARB|RXRG |RXRB|RARG 0.0053 HSA-5362517
2 Reactome Pathways The NLRP1 inflammasome BCL2L1|BCL2 0.0055 HSA-844455
3 Reactome Pathways RHO GTPases Activate ROCKs MYH9|MYH10|CFL1 0.0062 HSA-5627117
6 Reactome Pathways Cell-Cell communication ITGB4|FLNC|CDH5 | FYN |FLNA|SPTAN1 0.0067 HSA-1500931
5 Reactome Pathways Integrin cell surface interactions THBS1|COL8AL|VWF|ICAM1|ITGA2 0.0067 HSA-216083
8 Reactome Pathways RAF/MAP kinase cascade PDGFRA | VWF [KIT|FYN|SPTAN1|CAMK2B | CAMK2A | SPTBN2 0.0067 HSA-5673001
5 Reactome Pathways Fcgamma receptor (FCGR) dependent phagocytosis MYH9|FYN|MYO1C|CDC42|CFL1 0.0068 HSA-2029480
5 Reactome Pathways PI3K/AKT Signaling in Cancer PDGFRA|AKT3|KIT|LCK|FYN 0.0068 HSA-2219528
3 Reactome Pathways CTLA4 inhibitory signaling AKT3|LCK|FYN 0.0068 HSA-389513
3 Reactome Pathways Inflammasomes APP|BCL2L1|BCL2 0.0068 HSA-622312
1 Reactome Pathways Cell Cycle, Mitotic CDC25B|AKT3 | TUBB4A | PLK1 |TUBA1A|TUBA§I\(;||3CDC25A|CDC25C|TUBB4B|DYRK1A|WEE1 M5 0068 HSA-69278

4 Reactome Pathways COPI-independent Golgi-to-ER retrograde traffic TUBB4A|TUBA1A|TUBALC|TUBB4B 0.007 HSA-6811436
5 Reactome Pathways Interferon gamma signaling MT2A|ICAM1|PTPN1|CAMK2B|CAMK2A 0.007 HSA-877300
2 Reactome Pathways NOSTRIN mediated eNOS trafficking NOS3|CAV1 0.0071 HSA-203641
6 Reactome Pathways RHO GTPases Activate Formins TUBB4A | PLK1|TUBA1A|TUBA1C|TUBB4B|CDC42 0.0071 HSA-5663220
4 Reactome Pathways EPH-ephrin mediated repulsion of cells MMP2|FYN|EPHA2 | DNM1 0.0073 HSA-3928665
4 Reactome Pathways Intraflagellar transport TUBB4A|TUBA1A|TUBA1C|TUBB4B 0.0073 HSA-5620924
5 Reactome Pathways Collagen formation PLOD1|ITGB4|PXDN|COL8A1|PLOD2 0.0076 HSA-1474290
3 Reactome Pathways CD28 dependent PI3K/Akt signaling AKT3|LCK|FYN 0.0076 HSA-389357
5 Reactome Pathways Recruitment of NuMA to mitotic centrosomes TUBB4A|PLK1|TUBA1A|TUBA1C|TUBB4B 0.0081 HSA-380320
5 Reactome Pathways Negative regulation of the PI3K/AKT network PDGFRA|AKT3|KIT|LCK|FYN 0.0083 HSA-199418
4 Reactome Pathways HSP90 chaperone cycle for steroid hormone TUBB4A|TUBALA|TUBALC | TUBB4B 0.0083 | HSA-3371497

receptors (SHR)
7 Reactome Pathways Interferon Signaling MT2A|ICAM1|FLNA|PTPN1|CAMK2B|CAMK2A |FLNB 0.0083 HSA-913531
13 Reactome Pathways Cell Cycle CDCZSB|AKT3|TUBB4A|PLK1|TUBA1A|TL;E1A|1&|CC'\;>3CZSA|CDczsc|TUBB4B|DVRK1A|SUN1|W 0009 | HSA-1640170
7 Reactome Pathways Cilium Assembly TUBB4A|CCT2|PLK1|TUBA1A|TUBA1C|ARF4|TUBB4B 0.0096 HSA-5617833
7 Reactome Pathways Muscle contraction ANXA2|ANXA6 | TPM3|ANXA1|CAMK2B | CAMK2A|VIM 0.0103 HSA-397014
3 Reactome Pathways The role of Nef in HIV-1 repllf:atlon and disease LCK|FYN | ARF1 0.0108 HSA-164952
pathogenesis
4 Reactome Pathways NRAGE signals death through JNK ARHGEF5 | NGEF | ARHGEF26 | ARHGEF15 0.0108 HSA-193648
4 Reactome Pathways Constitutive Signaling by Aberrant PI3K in Cancer PDGFRA|KIT|LCK|FYN 0.0108 HSA-2219530
4 Reactome Pathways Transcriptional Regulation by MECP2 DLL1|PTPN1|CAMK2B|CAMK2A 0.0108 HSA-8986944
4 Reactome Pathways Kinesins TUBB4A|TUBA1A|TUBA1C|TUBB4B 0.0108 HSA-983189
2 Reactome Pathways Vitamins CYP24A1|CYP2R1 0.0109 HSA-211916
4 Reactome Pathways Ca2+ pathway GNB4|PPP3R1|PPP3CA|CAMK2A 0.0109 HSA-4086398
4 Reactome Pathways Regulation of actin de”aT_'cs for phagocytic cup MYH9|MYO1C|CDC42 | CFLL 00112 | HSA-2029482
ormation
3 Reactome Pathways Trafficking of AMPA receptors PRKCG | CAMK2B|CAMK2A 0.0112 HSA-399719
6 Reactome Pathways | 2ctors involved in megakaryocyte development and TUBB4A|TUBA1A | TUBALC| TUBB4B| CDC42 | WEE1 0.012 HSA-983231
platelet production
2 Reactome Pathways 2-LTR circle formation PSIP1|XRCC5 0.0129 HSA-164843
2 Reactome Pathways Nef and signal transduction LCK|FYN 0.0129 HSA-164944
2 Reactome Pathways Constitutive Signaling by NOTCH1 JAG2|DLLL 00129 | HSA-2660826
t(7;9)(NOTCH1:M1580_K2555) Translocation Mutant
4 Reactome Pathways Semaphorin interactions MYH9|FYN|MYH10|CFL1 0.0129 HSA-373755
2 Reactome Pathways | 'O"™mY! Peptide receptors bind formy| peptides and APP|ANXAL 00129 | HSA-444473
many other ligands
3 Reactome Pathways MET activates PTK2 signaling LAMA4 | LAMAS [ ITGA2 0.0129 HSA-8874081
5 Reactome Pathways Hedgehog 'off' state TUBB4A|TUBA1A|TUBA1C|TUBB4B|NUMB 0.0132 HSA-5610787
3 Reactome Pathways Activated NOTCH1 Transmits Signal to the Nucleus JAG2|DLL1|NUMB 0.0144 HSA-2122948
2 Reactome Pathways BH3-only proteins ass.oc|ate with and inactivate anti- BCL2L1[BCL2 0.0151 HSA-111453
apoptotic BCL-2 members
4 Reactome Pathways Loss of NIp from mitotic centrosomes TUBB4A|PLK1|TUBA1A|TUBB4B 0.0154 HSA-380259
3 Reactome Pathways GPVI-mediated activation cascade LCK|FYN|CDC42 0.0176 HSA-114604
4 Reactome Pathways AURKA Activation by TPX2 TUBB4A |PLK1|TUBA1A | TUBB4B 0.0176 HSA-8854518
2 Reactome Pathways Nef Mediated CD4 Down-regulation LCK|ARF1 0.0177 HSA-167590
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3 SMART Domains BCL (B-Cell lymphoma) BCL2L2|BCL2L1|BCL2 0.0028 SMO00337
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conserved lle and GIn residues.
4 SMART Domains von Willebrand factor (VWF) type A domain ITGB4|VWEF|ITGA2 | XRCC5 0.0331 SM00327
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SMART Domains

Fibronectin type 2 domain

MMP2|FN1

0.0357

SMO00059

SMART Domains

putative band 4.1 homologues' binding motif

SDC4|sbC1

0.0357

SM00294

SMART Domains

Phosphotyrosine-binding domain

DOK4|TLN2

0.0357

SM01244
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SMART Domains

Prolyl 4-hydroxylase alpha subunit homologues.

PLOD1|PLOD2

0.0402

SMO00702
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UniProt Keywords

Phosphoprotein

RCN1|ARHGEFS | MAP2KS5 | ITGB4| MYH9 | MMP2 | EHD4| GAPDH | GNB4| PPP3R1 | PLEK | ENO1|M
T2A|CDC25B | HSPB1|BCL2L2 | PXDN | PDGFRA|RORA | DNAJB6| CNN2| PRKCG | AKT3 | NGEF | TUB
B4A|ARHGAP31|CAD|ADD1|ICAM1|FERMT3|TJP1|FLT1|PLOD2|APP| CSFAR|KIT| CCRS | ANXA
5|NOS3| MELK| CKB|CCT2| PLK1|TUBA1A| TUBAIC| DDB1|BCL2L1| CDC25A | SDPR | ARF4|MMP
14| BRSK1| DAB2 | TENC1|NQO1|CDC25C|ZYX | FLNC|JAG2 | PRKCH | RARB|LCK | SNCA|CAV1 |RG
$12|TUBB4B|USP1| MAP4K4| CDHS | DOK4| PTMA | ANXA2 | ANXA6 | FYN | FAS | ARHGEF26 | PTRF |
SFPQ|EPHA2|MYO1C| MYH10| ARHGEF15| TGM2| DLL1| ARHGAP30| COPA | TPM3| GSTO1|SLK|
FLNA|CNN3|PTPN1|SPTAN1|DNM1|CLIC4] ANXA1|TBC1D4|PSIP1]|SDC1|FSCN1|XRCCS |MYO
1B|G6PD|PPP3CA|CAMK2B|LDHB | LTBAR | BCL2 | CAMK2A | DYRK1A |SEPT7| PAICS| CDC42 | SUN
1|PDIAG|TOP28|WEE1 | FLNB|PBK|SPTBN2 | CFL1|VIM | NR1H4| NUMB | APBA2| TLN2 | PRKCSH|
ABCB1|CAMK1D|MCM3

1.12E-20

KW-0597

UniProt Keywords

Calmodulin-binding

MYH9|CNN2|ADD1 | TJP1|NOS3|FAS|MYO1C|MYH10|CNN3|SPTAN1| MYO1B|PPP3CA| CAMK
2B|CAMK2A | CAMK1D

1.28E-09

KW-0112

45

UniProt Keywords

Nucleotide-binding

MAP2KS5 | MYHO |EHDA4| ARF3| PDGFRA | PRKCG | AKT3 | TUBBAA [CAD | FLT1| CSFIR | KIT| MELK|CK

B|CCT2|PLK1|TUBALA|TUBAIC|ARF4|BRSK1|PRKCH |LCK| TUBB4B|MAPAK4| FYN|EPHA2 | MY

01C|MYH10|SLK| DNM1|XRCC5 | MYO1B|CAMK28B | CAMK2A | DYRK1A | SEPT7 | PAICS| CDC42 | T
OP2B| WEE1|PBK|ARF1|ABCB1|CAMK1D|MCM3

1.28E-09

KW-0547

64

UniProt Keywords

Acetylation

MAP2KS | MYH9 | EHD4| GAPDH | GNB4| PLEK | ENO1 | MT2A | HSPB1|BCL2L2 | CNN2 | AKT3 | CAD|A
DD1|CAPN2|ANXAS | CCT2| PLK1| TUBA1A | TUBALC| DDB1|SDPR | DAB2 | CALR| CDC25C| STXBP6
|ZYX|SNCA | CAV1| TUBB4B| MAP4K4 | PTMA | ANXA2 | ANXA6| PTRF | SFPQ| MYO1C|MYH10| TG
M2|TPM3|GSTO1|FLNA|CNN3 |PTPN1|SPTAN1| CLIC4| ANXA1| TBC1D4| FSCN1|XRCC5| G6PD|
PPP3CA |LDHB|SEPT7| PAICS| TOP2B | FLNB| PBK | SPTBN2 | CFL1| ARF1|VIM|NR1H4|MCM3

1.73€-09

KW-0007

UniProt Keywords

Actin-binding

MYH9|CNN2|ADD1 |FLNC|MYO1C|MYH10|TPM3 | FLNA|CNN3|SPTAN1|FSCN1|MYO1B|CAM
K2B| FLNB| SPTBN2| CFL1

8.64E-08

KW-0009

49

UniProt Keywords

Ubl conjugation

MYH9| GAPDH |ENO1|PDGFRA |[RORA | PRKCG | AKT3 | ICAM1| FLT1| APP| CSFR| KIT| ANXAS | CCT

2|PLK1|DDB1|BCL2L1|CDC25A|NQO1 | FLNC|SNCA|CAV1|RGS12|USP1|PTMA|ANXA2| PTRF|

SFPQ|EPHA2| ARHGEF15| DLL1|FLNA|ANXA1 | PSIP1|FSCN1|XRCC5|MYO1B|BCL2| SUNT|RAR
G|TOP2B|WEE1|FLNB|PBK|CFL1|VIM|NR1H4|NUMB|CAMK1D

8.64E-08

KW-0832

65

UniProt Keywords

Disease

ARHGEF5|PLOD1 |ITGB4|MYH9 |CYP24A1| MMP2 [APLP1|LAMA4|GNB4| HSPB1|PXDN | PDGFR

A|VWF|RORA|DNAJB6 | PRKCG | AKT3| TUBB4A | CAD | FERMT3 | PLOD2 | APP | CSF1R|KIT| CCRS| T

UBA1A|MMP14|DAB2 |RORC| FLNC|RARB|CYP2R1|LCK|SNCA | CAV1 | TUBB4B| FYN | FAS| PTRF

|EPHA2|MYH10| COPA | TPM3|FLNA|SPTAN1|DNM1|TLR4| TBC1D4|XRCC5 | G6PD| PPP3CA |CA

MK2B | LDHB | BCL2 | CAMK2A| DYRK1A | CDC42| TOP2B | FLNB|SPTBN2| ARF1|VIM|NR1H4 | TLN2|
PRKCSH

8.64E-08

KW-9995

35

UniProt Keywords

ATP-binding

MAP2KS | MYH9 | EHD4| PDGFRA | PRKCG | AKT3 | CAD| FLT1| CSFAR | KIT| MELK|CKB|CCT2 [ PLK1|B
RSK1|PRKCH |LCK| MAP4K4 | FYN |EPHA2 [ MYO1C|MYH10|SLK|XRCC5 | MYO1B| CAMK28B | CAMK
2A| DYRK1A | PAICS | TOP2B| WEE1 | PBK| ABCB1 | CAMK1D|MCM3

1.12E-07

KW-0067

23

UniProt Keywords

Kinase

MAP2KS5 | PDGFRA| PRKCG| AKT3| FLTL| CSFLR |KIT| MELK| CKB|PLK1|BRSKL|PRKCH|LCK| MAP4
K4|FYN |EPHA2 | SLK| CAMK2B| CAMK2A| DYRK1A | WEE1 | PBK| CAMK1D

1.56E-07

KW-0418

76

UniProt Keywords

Cytoplasm

ARHGEFS|MYHI|MMP2| APLP1|GAPDH|RBP1|PPP3R1|ENO1| CDC25B | HSPB1| ARF3| DNAJBE
|PRKCG| AKT3 | NGEF | TUBB4A| CAD|ADD1 | FLT1| APP |KIT| CAPN2 |NOS3| CKB|CCT2 | PLK1| TUB
ALA|TUBALC|DDB1|BCL2L1|SDPR|MMP14|BRSK1|DAB2 |NQO1|CALR |STXBP6 | ZYX | FLNC|PR
KCH |RARB|LCK|SNCA|RGS12 | TUBB4B| MAPAK4 | ANXAG | FYN | PTRF|SFPQ| MYO1C| COPA| TP
M3|GSTO1|SLK| FLNA|SPTAN1|DNM1|CLIC4|ANXAL| TBC1D4|PIR [FSCN1|PPP3CA|CAMK2B |
LDHB|SEPT7|CDCA42| TOP2B| FLNB|SPTBN2 | CFLL| ARF1|VIM|TLN2 | CAMK1D

1.80E-07

KW-0963

53

UniProt Keywords

Disease mutation

PLOD1|ITGB4|MYHO| CYP24A1 | MMP2 | LAMA4 | GNBA|HSPB1 | PXDN | VWF RORA| DNAJB6| PR

KCG|AKT3| TUBB4A | CAD | FERMT3 | PLOD2| APP | CSF1R | KIT| TUBALA| MMP14|RORC| FLNC|RA

RB|CYP2R1|LCK|SNCA|CAV1|TUBBAB| FAS|EPHA2 [ MYH10|COPA | TPM3 | FLNA |SPTAN1| DNM

1|G6PD|PPP3CA|LDHB|BCL2| CAMK2A|CDC42 | TOP2B | FLNB|SPTBN2 | ARF1|VIM|NR1H4| TLN
2|PRKCSH

7.32E-07

KW-0225

UniProt Keywords

Tyrosine-protein kinase

MAP2KS5 | PDGFRA | FLT1|CSFIR |KIT|LCK|FYN|EPHA2 | DYRK1A | WEE1

1.40E-06

KW-0829

26

UniProt Keywords

Methylation

ARHGEF5|MYH9|GAPDH|RBP1|HSPB1|BCL2L2 [RORA|DNAJB6 | TUBALA| TUBALC| BRSK1 | TEN
C1|ZYX|FLNC|RGS12|SFPQ|MYO1C|MYH10|COPA|CNN3| DNM1|RXRB| TBC1D4|CDC42|RAR
GINR1H4

3.38E-06

KW-0488

29

UniProt Keywords

Cytoskeleton

MYH9| GAPDH | CDC25B | HSPB1 | TUBB4A |ADD1|NOS3 | PLK1 | TUBALA|TUBALC|BCL2L1| BRSK1
|ZYX|FLNC| TUBB4B| TPM3 | FLNA|SPTAN1| DNM1| CLIC4| FSCN1|CAMK2B| SEPT7 | CDC42| FLNB
|SPTBN2|CFLL|VIM|TLN2

5.71E-06

KW-0206

22

UniProt Keywords

Cell junction

ARHGEFS5 | ITGBA4 | PRKCG | ARHGAP31| FERMT3 | TJP1|BCL2L1 | BRSK1| TENC1|ZYX |SNCA[RGS12 |
CDHS5|EPHA2 | DPP4| DLL1| CLICA|FSCN1|CAMK2B| CAMK2A | ARF1| TLN2

5.84E-06

KW-0965

UniProt Keywords

Cell adhesion

ITGB4|MYH9|APLP1|LAMA4|LAMAS | THBS1|COL8AL | VWF | ICAM1| FERMT3| APP [ITGA2 |ZYX|
CDHS5|EPHA2 | MYH10| DPP4

1.32E-05

KW-0130

23

UniProt Keywords

Calcium

RCN1|MMP2|EHD4|PPP3R1|PXDN | THBS1| PRKCG| CAPN2 | ANXAS | ITGA2 | NOS3| MELK | MMP
14| CALR|JAG2 | CDHS | ANXA2 | ANXAG | TGM2| SPTAN1 | ANXAL| PRKCSH| CAMK1D

2.04E-05

KW-0106

34

UniProt Keywords

Isopeptide bond

GAPDH|ENO1|RORA | TUBB4A | APP| ANXAS |CCT2 | PLK1|TUBALA|DDB1|NQO1|CAV1[RGS12|
TUBBA4B|PTMA | ANXA2| PTRF|SFPQ|DLLL| FLNA|ANXAL| PSIP1|FSCN1|XRCCS|MYO1B|SUN1 |
RARG | TOP2B|FLNB|PBK|CFL1|VIM|NR1H4|CAMK1D

3.25E-05

KW-1017

UniProt Keywords

Serine/threonine-protein kinase

MAP2KS | PRKCG | AKT3 [ MELK | PLK1| BRSK1|PRKCH | MAP4K4 | SLK | CAMK2B | CAMK2A | DYRK1A|
PBK|CAMK1D

9.51E-05

KW-0723

UniProt Keywords

Annexin

ANXAS| ANXA2 | ANXA6 | ANXAL

1.30E-04

KW-0041
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UniProt Keywords

Alternative splicing

RCN1|ARHGEFS | MAP2KS |PLOD1|ITGB4|MYHO | CYP24A1| MMP2 | APLP1| GAPDH |LAMA4|RBP
1|CDC258|BCL2L2| PXDN |LAMAS | ARF3 | PDGFRA | THBS1|VWF |RORA | DNAJB6 | CNN2 | PRKCG |
AKT3|NGEF |ADD1|EXOC6B| FERMT3| TJP1| FLT1|PLOD2 | APP | CSFLR |KIT|NPC1L1| CAPN2|NOS
3| MELK| CCT2| TUBA1A | DDB1 | BCL2L1 | CDC25A | BRSK1| DAB2| TENC1|NQO1|CDC25C|STXBP6
|ZYX|FLNC|JAG2 | PRKCH | RARB|NR1I2 | LCK| SNCA|RGS12 | MAP4K4 | CDHS | PTMA | ANXA2 | ANX
A6|FYN |FAS| ARHGEF26 | PTRF | SFPQ| EPHA2| MYO1C| MYH10| TGM2| DLL1| ARHGAP30| COPA |
TPM3|GSTO1 | SLK| FLNA|CNN3|SDC4|SPTAN1|DNM1 | TLR4|RXRB| TBC1D4|PSIP1|MYO1B| G6
PD|PPP3CA|CAMK2B|BCL2 | CAMK2A | DYRK1A| SEPT7 | PAICS| CDC42 | SUN1 | PDIAG | RARG| TOP
2B|WEE1|FLNB|PBK|SPTBN2|NR1H4| NUMB|APBA2 | PRKCSH| ABCB1|CAMK1D|MCM3

1.50E-04

KW-0025

UniProt Keywords

Calcium/phospholipid-binding

ANXAS| ANXA2 | ANXA6 | ANXAL

1.50E-04

KW-0111

UniProt Keywords

Host-virus interaction

PDGFRA [ICAM1 | CCRS |ITGA2| DDB1|CDC25C| ZYX [ LCK| CAV1|FYN|EPHA2 | PSIP1| DYRK1A VI
M

2.60E-04

KW-0945

UniProt Keywords

Cell projection

ARHGEFS | PDGFRA| PRKCG | NGEF | ARHGAP31| FERMT3 | TIP1| APP |RGS12 | ARHGEF26 | EPHA2 |
MYO1C|MYH10|DPP4| ARHGEF15| ANXAL|FSCN1|PPP3CA | CAMK2A | SEPT7|CFLL

3.40E-04

KW-0966

UniProt Keywords

Nitration

CKB|TUBA1A|TUBA1C|DNM1|PPP3CA

7.50E-04

KW-0944

UniProt Keywords

Extracellular matrix

MMP2|LAMA4|PXDN | LAMAS | THBS1|COL8A1 | VWF|CALR|ANXA2 | MMRN2

0.001

KW-0272

UniProt Keywords

Proto-oncogene

ARHGEFS5 | PDGFRA|CSF1R|KIT|RARB|LCK|FYN|TPM3|BCL2

0.0017

KW-0656




4 UniProt Keywords Basement membrane LAMA4|LAMAS | COL8A1|ANXA2 0.0046 KW-0084
10 UniProt Keywords GTP-binding ARF3|TUBB4A|TUBA1A |TUBA1C|ARF4|TUBB4B|DNM1|SEPT7|CDC42|ARF1 0.0062 KW-0342
6 UniProt Keywords Protein phosphatase CDC25B|CDC25A | TENC1|CDC25C|PTPN1|PPP3CA 0.0079 KW-0904
7 UniProt Keywords Myristate PPP3R1|ARF3|NOS3|ARF4|LCK|FYN|ARF1 0.0084 KW-0519
4 UniProt Keywords Myosin MYH9|MYO1C|MYH10|MYO1B 0.0087 KW-0518
9 UniProt Keywords Iron PLOD1|CYP24A1|PXDN|PLOD2|APP|NOS3|CYP2R1|PIR|PPP3CA 0.0103 KW-0408
4 UniProt Keywords S-nitrosylation GAPDH |ANXAS|PTPN1|VIM 0.0114 KW-0702
RCN1|ITGB4|MMP2|LAMA4 | GNB4| PPP3R1| PLEK | PXDN | LAMAS | PDGFRA | THBS1|COL8AL |V
WF|CNN2|PRKCG|CAD|ICAM1 | TJP1|FLT1|CSFIR|KIT| CAPN2 |ANXAS|ITGA2|PLK1|DDB1|M
57 UniProt Keywords Repeat MP14|CALR|ZYX|FLNC|JAG2 | PRKCH | SNCA|RGS12 | CDH5 | ANXA2 | ANXAG | FAS| PTRF|SFPQ|E | 0.0133 KW-0677
PHA2|MYO1C| DLL1|COPA|FLNA|CNN3 |SPTAN1| TLR4|ANXA1|TBC1D4| MYO1B| PDIAG| FLNB|
SPTBN2|APBA2|PRKCSH|ABCB1
2 UniProt Keywords Congenital generalized lipodystrophy CAV1|PTRF 0.0137 KW-1022
RCN1|MAP2K5|PLOD1|CYP24A1|MMP2 |EHD4|APLP1|PPP3R1|ENO1|MT2A|PXDN|RORA|PR
% UniProt Keywords Metal-binding KCG| CAD|PLOD2| APP |KIT| CAPN2|ITGA2|NOS3| MMP14|BRSK1| TENCL| CALR|ZYX|RORC|PR| 0\ KW-0479
KCH|RARB|CYP2R1|NR1I2|SNCA | CDH5 | FYN|RXRG | TGM2 | SPTAN1|RXRB|ANXA1 | PIR | PPP3C
A|CAMK2A |RARG | TOP2B| WEE1|NR1H4 | PRKCSH
MAP2K5| GAPDH | PDGFRA | PRKCG | AKT3 | CAD | FLT1| CSFLR| KIT| MELK| CKB| PLK1|BRSK1| PRKC
27 UniProt Keywords Transferase H|LCK|MAP4K4 | FYN|EPHA2 | TGM2 | GSTO1 | SLK| CAMK2B| CAMK2A | DYRK1A | WEE1 |PBK|CA | 0.0156 KW-0808
MK1D
6 UniProt Keywords Inflammatory response CCL2|CSF1R|TLR4|ANXA1|NR1H4|CAMK1D 0.0161 KW-0395
3 UniProt Keywords Oxidation GAPDH|APP|PTPN1 0.017 KW-0558
12 UniProt Keywords Oxidoreductase PLOD1|CYP24A1|GAPDH|PXDN |PLOD2|NOS3|NQO1|CYP2R1|GSTO1|PIR|G6PD |LDHB 0.0188 KW-0560
7 UniProt Keywords SH3 domain ARHGEF5|NGEF | TJP1|LCK|FYN|ARHGEF26|SPTAN1 0.019 KW-0728
4 UniProt Keywords Host cell receptor for virus entry ICAM1|CCR5|ITGA2 | EPHA2 0.019 KW-1183
ITGB4|EHD4|APLP1|PPP3R1|ENO1|PDGFRA |PRKCG |ADD1|TJP1|FLT1|APP|CSF1R|KIT|NPCIL
41 UniProt Keywords Cell membrane 1|CCR5|CAPN2 |NOS3| MELK | TENC1|LCK | CAV1|CDHS | FYN | FAS|PTRF|EPHA2 |MYO1C|DPP4|| 0.0197 KW-1003
DLL1|TLR4|CLIC4|ANXA1|PPP3CA|LTB4R| CAMK2A|CDC42 | PDIAG | CFL1|ARF1|TLN2 |ABCB1
5 UniProt Keywords Endocytosis APLP1|APP|BCL2L1|DAB2|DNM1 0.0265 KW-0254
4 UniProt Keywords Diabetes mellitus CCR5|CAV1|PTRF|TBC1D4 0.0268 KW-0219
5 UniProt Keywords Angi MMP2|COL8A1|FLT1|EPHA2 | MMRN2 0.0297 KW-0037
11 UniProt Keywords Apoptosis APLP1|GAPDH|BCL2L2 | APP|MELK|BCL2L1|DAB2|FAS|EPHA2|SLK|BCL2 0.031 KW-0053
5 UniProt Keywords Motor protein MYH9|MYO1C|MYH10|DNM1|MYO1B 0.031 KW-0505
9 UniProt Keywords Synapse PRKCG |BCL2L1|BRSK1|SNCA|RGS12|CAMK2B|CAMK2A |ARF1|TLN2 0.0383 KW-0770
3 UniProt Keywords Sarcoplasmic reticulum THBS1|CALR|CAMK2B 0.0385 KW-0703
4 UniProt Keywords ER-Golgi transport ARF3|ARF4|COPA |ARF1 0.0401 KW-0931
”n UniProt Keywords Receptor ITGB4|PDGFRA|RORA|ICAML |FLT1|CSFIR |KIT|CCRS|ITGA2 |RORC| RARB|NRLI2| FAS|EPHA2| | 100 W-0675
RXRG|DPP4|TLR4|RXRB|LTB4R|RARG|NR1H4
3 UniProt Keywords Notch signaling pathway APP|JAG2|DLL1 0.0454 KW-0914
2 UniProt Keywords Heparan sulfate SDC4|SDC1 0.0464 KW-0357

Supplemental Table 3B. Altered genes in CCM models with 2 validations enrichment data. An enrichment category was exported along with Figure 1 that detailed altered pathways
involved with the identified 152 genes. Information provided in the table includes the number of enriched genes in each enrichment category, description of the category, genes specifically
involved, FDR value, and the term name for each category (which includes GO terms if applicable). Among the exported pathways identified in this group, a filter search was applied to
identify all enrichment data involved with angi is specifically which are bolded and re-summarized in Table 1.
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