ID Description qvalue genelD Count

CCR1/SLAMFS8/ITGB2/FCER1G/HMOX1/PLA2G7/MMP9/CCL8/CXCR4/CCL19/DPP4/TREM1/

0050900 leukocyte migration 2.98E-07 CCL1S/SELE 14
0030595 leukocyte chemotaxis 1.40E-06 CCRI1/SLAMFS8/ITGB2/FCER1G/PLA2G7/CCL8/CXCR4/CCL19/DPP4/TREM1/CCL18 11
myeloid leukocyte 8.77E-06 CCR1/SLAMFS/ITGB2/FCER1G/PLA2G7/CCL8/CCL19/DPP4/TREM1/CCL18 10
0097529 migration
1990266 neutrophil migration 1.14E-05 SLAMEF8/ITGB2/FCER1G/CCL8/CCL19/DPP4/TREM1/CCL18 8
0060326 cell chemotaxis 1.24E-05 CCRI1/SLAMF8&/ITGB2/FCER1G/PLA2G7/CCL8/CXCR4/CCL19/DPP4/TREM1/CCL18 11
0098883 synapse pruning 1.93E-05 CI1QA/CI1QB/ITGAM/C1QC 4
regulation of myeloid
0002886 leukocyte mediated 2.02E-05 ITGB2/TYROBP/VAMPS/ITGAM/FCGR2B/HMOX1 6
immunity
0097530 granulocyte migration 2.32E-05 SLAMEFS8/ITGB2/FCER1G/CCL8/CCL19/DPP4/TREM1/CCL18 8
myeloid leukocyte 2.32E-05 ITGB2/TYROBP/VAMPS8/ITGAM/FCGR2B/HMOX1/TREM 1 7

0002444 mediated immunity

leukocyte mediated
eukocyte mediate 2.49E-05 ITGB2/TYROBP/C1QA/C1QB/VAMPS/ITGAM/C1QC/FCER1G/FCGR2B/HMOX1/IGKC/TREM1 12

0002443 immunity
0030593 neutrophil chemotaxis 2.49E-05 ITGB2/FCER1G/CCL8/CCL19/DPP4/TREM1/CCL18 7
0042119 neutrophil activation 3.58E-05 ITGB2/TYROBP/ITGAM/FCER1G/FCGR2B 5

regulation of superoxide  3.58E-05 ITGB2/TYROBP/ITGAM/ACP5/CD36 5




0090322 metabolic process
0002548 monocyte chemotaxis 3.89E-05 CCR1/SLAMFS8/PLA2G7/CCL8/CCL19/CCL18 6
superoxide metabolic 5 01 s ITGB2/TYROBP/ITGAM/ACP5/NCF2/CD36 6
0006801 process
00716y)  Eranulocyte chemotaxis  6.19E-05 ITGB2/FCER1G/CCLS8/CCL19/DPP4/TREM1/CCL18 7
neutrophil activation
0002ags  Mvolvedinimmune  6.19E-05 ITGB2/TYROBP/ITGAM/FCER1G 4
response
0036230 granulocyte activation 6.47E-05 ITGB2/TYROBP/ITGAM/FCER1G/FCGR2B 5
superoxide anion 6.89E-05 ITGB2/TYROBP/ITGAM/ACP5/NCE2 5
0042554 generation
lation of i
reguiation ofimmune -, 3, p SLAMFS/ITGB2/TYROBP/VAMPS/LAPTMS5/ITGAM/FCGR2B/HMOX1/CCL19/CD36 10
0002697 effector process
regulation of leukocyte ;o) )5 ITGB2/VAMPS/ITGAM/FCGR2B/HMOX 1 5
0043300 degranulation
0150146 cell junction disassembly ~ 9.27E-05 C1QA/C1QB/ITGAM/C1QC 4
Tul
celluar component g 4op o5 C1QA/C1QB/VAMPS/PLEK/ITGAM/C1QC/CTSS/MMP9/DPP4/MMP12/MMP7 1
0022411 disassembly
leukocyte activation
00023ge  involvedinimmune  9.47E-05 ITGB2/TYROBP/VAMPS/ITGAM/CD180/FCER 1 G/FCGR2B/HMOX1/CCL19 9
reSpOHSC
cell activation involvedin g o 5 ITGB2/TYROBP/VAMPS/ITGAM/CD180/FCER1G/FCGR2B/HMOX 1/CCL19 9
0002263 immune response
myeloid cell activation  9.98E-05 ITGB2/TYROBP/VAMPS/ITGAM/FCER 1 G/HMOX 1 6




0002275 involved in immune
reSponse
regulation of leukocyte ) 319 CCR1/SLAMF$/HMOX 1/PLA2G7/CCL8/CCL19/DPP4/SELE 8
0002685 migration
regulation of superoxide ) 17 ITGB2/TYROBP/ITGAM/ACPS5 4
0032928 anion generation
loid leukocyt
myeloid leukocyte 0.000158 ITGB2/TYROBP/C1QA/VAMPS/ITGAM/FCER 1G/FCGR2B/HMOX 1 8
0002274 activation
0002407 dendritic cell chemotaxis  0.000167 CCR1/SLAMF&8/CXCR4/CCL19 4
0006909 phagocytosis 0.000186 ITGB2/TYROBP/CD14/ITGAM/FCER 1G/NCF2/FCGR2B/IGKC/CD36 9
positive regulation of - ) ITGB2/TYROBP/VAMPS/LAPTMS5/ITGAM/HMOX1/CCL19/CD36 8
0002699  immune effector process
extracellular matrix
0.000242 CTSS/MMP9/DPP4/MMP12/MMP7 5
0022617 disassembly
receptor-mediated 0.000262 ITGB2/CD14/ITGAM/FCER 1 G/FCGR2B/CCL19/CD36/SELE 8
0006898 endocytosis
positive regulation of
003algs  Tesponsetoextemal  0.000323 CCR1/TYROBP/VAMPS/CD180/LY86/PLA2G7/CXCR4/CCL19/FABP4/MMP12 10
stimulus
response to tumor 0.000323 CD14/LAPTMS/CCLS/CCL19/CHI3L1/FABP4/CCL18/SELE 8
0034612 necrosis factor
0036336 dendritic cell migration  0.000364 CCR1/SLAMF8/CXCR4/CCL19 4
0043299 leukocyte degranulation  0.000433 ITGB2/VAMPS/ITGAM/FCGR2B/HMOX1 5
exocytosis 0.000433 CCR1/ITGB2/VAMPS/PLEK/ITGAM/FCGR2B/HMOX 1/TPH1/CCLS8 9




0006887

regulation of neutrophil

1902563 activation 0.000496 ITGB2/ITGAM/FCGR2B 3
mononuclear cell 0.000496 CCR1/SLAMFS/PLA2G7/CCLS/CXCR4/CCL19/CCL1S 7
0071674 migration
0097242 amyloid-beta clearance ~ 0.000569 ITGB2/ITGAM/MYOCD/CD36 4
positive regulation of =, 57 TYROBP/CD14/LAPTMS/FCER 1G/HMOX1/CCL19/CYP1B1/CHI3L1/CD36/MMP12 10
0001819 cytokine production
0010038 response to metal ion 0.000608 C1QA/CD14/FIBIN/CASQ2/FBP1/HMOX1/MMP9/AQP9/FABP4 9
myeloid leukocyte
0002573 differentiation 0.000664 CCRI1/TYROBP/C1QC/SNX10/MMP9/CCL19/CARTPT 7
regulation of
. 0.000762 PIK3AP1/SLAMF8/VAMPS/ACPS5/FCGR2B/PLA2G7/MMP9/FABP4/SELE 9
0050727  inflammatory response
collagen catabolic 0.000762 CTSS/MMP9/MMP12/MMP7 4
0030574 process
chemokine-mediated
. . 0.000858 CCRI1/CCL8/CXCR4/CCL19/CCL18 5
0070098 signaling pathway
0001774 microglial cell activation  0.001137 ITGB2/TYROBP/C1QA/ITGAM 4
0045055 regulated exocytosis 0.001137 ITGB2/VAMPS8/PLEK/ITGAM/FCGR2B/HMOX1/TPH1 7
regulation of reactive
2000377 oxygen species metabolic  0.00117 ITGB2/TYROBP/ITGAM/ACP5/CYP1B1/CD36 6
process
positive regulation of ) 19 ACADL/FABPS/CXCR4/CD36/FABP4 5

0120162

cold-induced




thermogenesis

positive regulation of

1901216 neuron death 0.001198 ITGB2/TYROBP/C1QA/ITGAM/FCGR2B
1990868 response to chemokine 0.001198 CCR1/CCL8/CXCR4/CCL19/CCL18
cellular response to
1990869 chemokine 0.001198 CCRI1/CCL8/CXCR4/CCL19/CCL18
reactive OXygen SPeCies 441296 ITGB2/TYROBP/ITGAM/ACPS/NCF2/CYP1B1/CD36
0072593 metabolic process
positive regulation of
myeloid leukocyte 0.001504 ITGB2/TYROBP/ITGAM
0002888 : . .
mediated immunity
negative regulation of 0, 54 SLAMFS/TYROBP/LAPTMS/C1QC/FCGR2B/HMOX 1/DPP4/MMP12/CARTPT
0002683  immune system process
0042116 macrophage activation 0.001688 ITGB2/TYROBP/C1QA/ITGAM/FCGR2B
positive regulation of
0032930 superox1de- anion 0.001688 ITGB2/TYROBP/ITGAM
generation
1904645  Fesponse to amyloid-beta  0.001846 FCGR2B/MMPY/CD36/MMP12
cellular response to low-
0071404 den51.ty 11p(?pr0te1n 0.002161 ITGB2/FCER1G/CD36
particle stimulus
0055074 calcium ion homeostasis ~ 0.002161 CCR1/ATP1A2/CD52/CASQ2/SNX10/CCL8/CXCR4/CCL19/CD36
lipopolysaccharide-— 3¢ CD14/CD180/LY86/CD36
0031663 mediated signaling




pathway

immune response-

0002764 regulating signaling 0.002387 PIK3AP1/TYROBP/CD14/LAPTMS5/FCER1G/CTSS/FCGR2B/IGKC/CD36
pathway
negative regulation of ) 17 ATP1A2/VAMPS/CASQ2/FABP5/FCGR2B/HMOX 1/MMP9/CD36/CARTPT
0051051 transport
0032615 interleukin-12 production ~ 0.00247 LAPTMS5/ACP5/CCL19/CD36
regulation ofinterleukin- 5, 1 LAPTMS/ACP5/CCL19/CD36
0032655 12 production '
positive regulation of
.002 ITGB2/VAMPS/ITGAM
0043302  leukocyte degranulation 0.002577 GB2/V; BTG
positive regulation of
.00261 R1/LAPTMS5/FCGR2B L L19/CHI3L1/CD L18/CARTPT
0043410 MAPK cascade 0.002619 CCR1/ 5/FCGR2B/CCL8/CCL19/CHI3L1/CD36/CCL18/C
humoral immune
response mediated by
.00261 1QA/C1QB/C1QC/FCGR2B/IGK.
0002455 circulating 0.002619 CIQA/CIQB/CIQCFCG [IGKC
immunoglobulin
activation of immune
0002253 response 0.002619 TYROBP/C1QA/C1QB/LAPTMS5/C1QC/FCER1G/FCGR2B/IGKC
lation of leuk
regulation of feukoeyle ) 57619 CCR1/SLAMFS/TYROBP/C1QC/FCGR2B/CCL19/CARTPT
1902105 differentiation
regulation of leukocyte ., ¢4 CCR1/SLAMF8/PLA2G7/CCL19/DPP4
0002688 chemotaxis
regulation of
lipopolysaccharide-
0031664 mediated signaling 0.002658 CD180/LY86/CD36

pathway




0045453 bone resorption 0.002658 ACP5/SNX10/SPP1/CARTPT
0006911 phagocytosis, engulfment  0.003075 ITGB2/ITGAM/FCGR2B/IGKC/CD36
Icium-mediated
catem-meciate 0.003077 CCRI1/ATP1A2/PLEK/CASQ2/CXCR4/SELE
0019722 signaling
immunoglobulin
0016064 mediated immune 0.00347 C1QA/C1QB/C1QC/FCER1G/FCGR2B/IGKC
response
myeloid leukocyte
. . 0.003556 LAPTMS5/HMOX1/CD36
0061082 cytokine production
0019724 B cell mediated immunity  0.003658 C1QA/C1QB/C1QC/FCER1G/FCGR2B/IGKC
extracellular matrix —— 537, CTSS/IBSP/MMPY/DPP4/CYP1B1/MMP12/MMP7
0030198 organization
extracellular structure ) 5747 CTSS/IBSP/MMPY/DPP4/CYP1B1/MMP12/MMP7
0043062 organization
regulation of monocyte
0090025 chemotaxis 0.003747 CCR1/SLAMF8/PLA2G7
external encapsulating ) 3 CTSS/IBSP/MMP9/DPP4/CYP1B1/MMP12/MMP7
0045229 structure organization
plasma membrane 0.003747 ITGB2/ITGAM/FCGR2B/IGKC/CD36
0099024 invagination
lation of 1
regulation of regulated ) 017 ITGB2/VAMPS/ITGAM/FCGR2B/HMOX 1
1903305 secretory pathway
antigen processing and
0019886 presentation of 0.003974 FCER1G/CTSS/FCGR2B

exogenous peptide




antigen via MHC class 11

positive regulation of

. 4 R1 L L19/CHI3L1/CD L1
0070374 ERK1 and ERK? cascade 0.00397 CCR1/CCL8/CCL19/CHI3L1/CD36/CCL18
positive regulation of
2000379 reactive oxygen species  0.004114 ITGB2/TYROBP/ITGAM/CD36
metabolic process
second-messenger- ) 54177 CCR1/ATP1A2/PLEK/CASQ2/CXCR4/CD36/SELE
0019932 mediated signaling
0050920 regulation of chemotaxis  0.004377 CCRI1/SLAMF8/PLA2G7/CXCR4/CCL19/DPP4
positive regulation of cell -, 57, ITGB2/TYROBP/VAMPS/PLEK/ITGAM/IGKC/CCL19/DPP4
0050867 activation
0070555 response to interleukin-1 ~ 0.004377 CCL8/CCL19/CHI3L1/CCL18/SELE
0010324 membrane invagination  0.004381 ITGB2/ITGAM/FCGR2B/IGKC/CD36
cold-induced
. 0.004381 ACADL/FABP5/CXCR4/CD36/FABP4
0106106 thermogenesis
regulation of cold-
.004381 ACADL/FABP5/CXCR4/CD36/FABP4
0120161 induced thermogenesis 0.00438 ¢ / S/CXCRA/CD36/
0008037 cell recognition 0.004385 CNTN4/NEXN/IGKC/CXCR4/CCL19/CD36
positive regulation of
0007204 cytosolic calcium ion 0.004387 CCR1/ATP1A2/CD52/CASQ2/CXCR4/CCL19/CD36
concentration
regulation of leukocyte 4 ITGB2/TYROBP/VAMPS/ITGAM/FCGR2B/HMOX I
0002703 mediated immunity
cellular response to tumor  0.004675 LAPTMS5/CCL8/CCL19/CHI3L1/FABP4/CCL18




0071356 necrosis factor
regulation of response to ) 4 q19 SLAMFS/TYROBP/CD180/LY86/FCGR2B/CD36/MMP12
0002831 biotic stimulus
neutrophil mediated
. ) 0.004818 ITGB2/ITGAM/TREM1
0002446 immunity
antigen processing and
presentation of peptide 0.004818 FCER1G/CTSS/FCGR2B
0002495 . .
antigen via MHC class 11
negative regulation of B
0050869 cell activation 0.004818 TYROBP/LAPTMS5/FCGR2B
response to lipoprotein
.00481 ITGB2/FCER1 D
0055094 particle 0.004818 GB2/FCERIG/CD36
lation of pl
FeBuiAIOn O pASA 4 5315 PLTP/HMOX1/PLA2G7/CD36
0097006 lipoprotein particle levels
antigen processing and
presentation of peptide or
. FCERI TSS/FCGR2B
0002504  polysaccharide antigen 0.005559 ¢ GICTSS/ECG
via MHC class I1
cellular response to
0071402 11p0pr0jce1n particle 0.005559 ITGB2/FCER1G/CD36
stimulus
1990845 adaptive thermogenesis ~ 0.005705 ACADL/FABP5/CXCR4/CD36/FABP4
1ul Icium i
cear caelm IO 0.005705 CCR1/ATP1A2/CD52/CASQ2/CCL8/CXCR4/CCL19/CD36
0006874 homeostasis
0045730 respiratory burst 0.00587 SLAMF8/CD52/NCF2
bone remodeling 0.006189 ACP5/SNX10/SPP1/CARTPT




0046849

1904705

regulation of vascular
associated smooth muscle
cell proliferation

0.006189

CNN1/MYOCD/HMOX1/MMP9

0002478

antigen processing and
presentation of
exogenous peptide
antigen

0.006189

FCER1G/CTSS/FCGR2B

1990874

vascular associated
smooth muscle cell
proliferation

0.006355

CNN1/MYOCD/HMOX1/MMP9

0051480

regulation of cytosolic
calcium ion concentration

0.006814

CCR1/ATP1A2/CD52/CASQ2/CXCR4/CCL19/CD36

0043112

receptor metabolic
process

0.006913

ITGB2/LAPTMS/FCER1G/CD36/SELE

0030316

osteoclast differentiation

0.006986

CCR1/TYROBP/SNX10/CARTPT

0002460

adaptive immune
response based on
somatic recombination of
immune receptors built
from immunoglobulin
superfamily domains

0.006986

CIQA/C1QB/C1QC/FCER1G/FCGR2B/IGKC/CCL19

0032735

positive regulation of
interleukin-12 production

0.007263

LAPTMS5/CCL19/CD36

1902622

regulation of neutrophil
migration

0.007263

SLAMEF8/CCL19/DPP4

cytokine-mediated

0.007263

CCR1/LAPTMS/FCER1G/CCL8/CXCR4/CCL19/CCL18/MMP12




0019221 signaling pathway
response to molecule of ) 17 5q CD14/CD180/LY86/ACP5/FCGR2B/CD36/SELE
0002237 bacterial origin
cytokine production
0002367 involved in immune 0.007804 LAPTMS5/HMOX1/TREM1/CD36
response
1903706 regulation of hemopoiesis  0.007951 CCRI1/SLAMF8/TYROBP/C1QC/FCGR2B/CCL19/CARTPT
0001659 temperature homeostasis ~ 0.007951 ACADL/FABP5/CXCR4/CD36/FABP4
negative regulation of
vascular associated
1904706 smooth muscle cell 0.007991 CNN1/MYOCD/HMOX1
proliferation
positive regulation of 1799, CD14/CCL19/CD36/SELE
0045807 endocytosis
negative regulation of
0002887 my§101d lfeukocxte 0.007991 FCGR2B/HMOX1
mediated immunity
response to lipoteichoic
0.007991 CD14/CD36
0070391 acid
cellular response to
. 1 D14/CD
0071223 lipoteichoic acid 0.00799 CDI4/CD36
cellular divalent
0072503 inorganic cation 0.00813 CCRI1/ATP1A2/CD52/CASQ2/CCL8/CXCR4/CCL19/CD36
homeostasis
positive regulation of e TYROBP/CD14/CCL19/CD36

0032760

tumor necrosis factor




production

tumor necrosis factor

0032640 production 0.008869 TYROBP/CD14/ACP5/CCL19/CD36
regulation of tumor — ) 10060 TYROBP/CD14/ACP5/CCL19/CD36
0032680 necrosis factor production
collagen metabolic ) 1,004, CTSS/MMPY/MMP12/MMP7
0032963 process
myeloid cell
0030099 differentiation 0.00906 CCRI1/TYROBP/C1QC/SNX10/MMP9/CCL19/CARTPT
regulation of dendritic
0002604 cell antigen proc.essmg 0.00912 FCGR2B/CCL19
and presentation
response to bacterial
.00912 D14/CD
0032493 lipoprotein 0.009 CD14/CD36
0043312 neutrophil degranulation  0.00912 ITGB2/ITGAM
antigen processing and 195, FCER1G/CTSS/FCGR2B/CCL19
0019882 presentation
antigen processing and
0019884 presentation .of 0.009323 FCER1G/CTSS/FCGR2B
exogenous antigen
positive regulation of
tumor necrosis factor . 19337 TYROBP/CD14/CCL19/CD36
1903557 superfamily cytokine
production
tumor necrosis factor
0071706 superfamily cytokine 0.009337 TYROBP/CD14/ACP5/CCL19/CD36

production




regulation of tumor
necrosis factor

. TYROBP/CD14/ACP L19/CD
1903555 superfamily cytokine 0.009337 OBP/CDI4/ACPS/CCLI9/CD36
production
complement activation,
. 1QA/C1QB/C1QC/IGK!
0006958 classical pathway 0.009553 CIQA/CIQB/CIQCIGKC
negative regulation of - 95¢ SLAMF8/HMOX 1/DPP4
0002686 leukocyte migration
mnterleukin-1 beta ., 39974 TYROBP/ACP5/CCL19/CD36
0032611 production
regulation of interleukin-
. 4 TYROBP/ACP L19/CD
0032651 1 beta production 0.00997 OBP/ACPS/CCLI9/CD36
0008038 neuron recognition 0.009974 CNTN4/NEXN/CXCR4
negative regulation of
0043301  leukocyte degranulation 0.010059 FCGR2B/HMOXT
positive regulation of
0060907 macrophage f:ytokme 0.010059 LAPTMS5/CD36
production
positive regulation of
0001961 cytokine-mediated 0.010374 LAPTMS5/CXCR4/MMP12
signaling pathway
biological process
0044403 involved in symbiotic 0.010518 VAMPS/CCL8/CLEC5A/CXCR4/DPP4/TREM1
interaction
0031623 receptor internalization 0.010586 ITGB2/FCER1G/CD36/SELE
cellular response to 0.010586 CCLS8/CCL19/CHI3L1/CCL18




0071347 interleukin-1
positive regulation of
1903307 regulated secretory 0.010713 ITGB2/VAMPS/ITGAM
pathway
regulation of B cell 0.01133 SLAMFS/TYROBP/LAPTMS/FCGR2B/IGKC
0050864 activation
positive regulation of ) 79, ITGB2/TYROBP/VAMPS/ITGAM/IGKC/CCL19/DPP4
0002696 leukocyte activation
0017157 regulation of exocytosis ~ 0.012227 ITGB2/VAMP&/ITGAM/FCGR2B/HMOX1
0006968 cellular defense response  0.012338 TYROBP/NCF2/CLEC5A
regulation of myeloid
.012 R1/TYROBP/CI1 ARTPT
0002761  leukocyte differentiation 0.012737 CCRI/ OBP/CIQC/C
locomotory exploration
0.012794 ATP1A2/DPP4
0035641 behavior
amino sugar catabolic
012794 NPL/CHI3L1
0046348 process 0.01279 /CHI3
toll-like receptor
. : 0.012896 PIK3AP1/CD14/CTSS/CD36
0002224 signaling pathway
negative regulation of
0032102 response to external 0.013155 SLAMEF8/ACP5/FCGR2B/SPP1/DPP4/MMP12/CARTPT
stimulus
production of molecular
0002440 mediator of immune 0.013203 LAPTMS5/FCGR2B/HMOX1/IGKC/TREM1/CD36
response
regulation of ERK1 and
0070372 ERK? cascade 0.013279 CCR1/CCL8/CCL19/CHI3L1/CD36/CCL18




wound healing 0.013279 PLEK/FCER1IG/HMOX1/MMRN1/CXCR4/CD36/MMP12

0042060
positive regulation of
0060760 responge to cytokine 0.01362 LAPTMS5/CXCR4/MMP12
stimulus
leukocyte mediated ) 34, TYROBP/ITGAM/FCGR2B/TREMI
0001909 cytotoxicity
dendritic cell antigen
0002468 processmg. and 0.014043 FCGR2B/CCL19
presentation
humoral immune
.014751 1QA/C1QB/C1QC/FCGR2B/IGKC/TREMI1
0006959 response 0.01475 CIQA/C1QB/C1QC/FCGR2B/IGKC/
0032612 interleukin-1 production  0.014956 TYROBP/ACP5/CCL19/CD36
regulation of interleukin-
. 0.014956 TYROBP/ACP5/CCL19/CD36
0032652 1 production
regulation of neuron
1901214 death 0.014969 ITGB2/TYROBP/C1QA/ITGAM/FCGR2B/HMOX 1
0006956 complement activation 0.015651 CIQA/C1QB/C1QC/IGKC
cellular response to
0071219 molecule of bacterial 0.016326 CD14/CD180/LY86/FCGR2B/CD36
origin
positive regulation of
0032731 1nterleuk1n—. 1 beta 0.016376 TYROBP/CCL19/CD36
production
antigen processing and ;¢ FCER1G/CTSS/FCGR2B

0048002  presentation of peptide




antigen

0007599 hemostasis 0.016376 PLEK/FCER1G/TPH1/MMRN1/CD36
macrophage cytokine
0010934 production 0.016713 LAPTMS5/CD36
regulation of macrophage . ;) ;3 LAPTMS5/CD36
0010935 cytokine production
regulation of dopamine
01671 ITGB2/ITGAM
0042053 metabolic process 0.016713 GB2ITG
regulation of
0042069 catecholamine metabolic  0.016713 ITGB2/ITGAM
process
0070593 dendrite self-avoidance ~ 0.016713 CNTN4/NEXN
0070371 ERK1 and ERK2 cascade 0.016713 CCR1/CCL8/CCL19/CHI3L1/CD36/CCL18
positive regulation of
.01691 R1/PLA2 L L1
0002687 leukocyte migration 010916 CCRI/PLA2GT/CCL8/CCLID
regulation of smooth
0006940 muscle contraction 0.016993 ATP1A2/CNN1/MYOCD
regulation of osteoclast
0045670 differentiation 0.016993 CCR1/TYROBP/CARTPT
0048247 lymphocyte chemotaxis ~ 0.016993 CCL8/CCL19/CCL18
0042113 B cell activation 0.017292 SLAMFS8/TYROBP/LAPTMS5/CD180/FCGR2B/IGKC
long-chain fatty acid ) 7g) FABPS/CD36/FABP4
0015909 transport




regulation of leukocyte

0.017633

ITGB2/LAPTMS/FCGR2B/CCL19/DPP4/SELE

1903037 cell-cell adhesion
negative regulation of B
0.017922 TYROBP/FCGR2B
0030889 cell proliferation
positive regulation of
.01 FCER1G/FCGR2B/CD
0050766 phagocytosis 0.018086 ¢ GIECG /CD36
positive regulation of
0050921 chemotaxis 0.018908 CCRI1/PLA2G7/CXCR4/CCL19
response to
0.019147 CD14/CD180/LY86/ACP5/CD36/SELE
0032496 lipopolysaccharide
leukocyte migration
0002523 involved in inflammatory ~ 0.019406 SLAMF8/SELE
response
response to magnesium
0032026 ion 0.019406 CD14/FBP1
negative regulation of
0194 ATP1A2/CASQ2/FABPS/MMP
0034763  transmembrane transport 0.019406 [CASQ/ 3 ?
NIK/NF-kappal3 0.019406 CD14/LAPTMS5/CCL19/CHI3L1
0038061 signaling
0046718 viral entry into host cell 0.01973 VAMPSE/CLEC5A/CXCR4/DPP4
positive regulation of
1901224 NIK/.NF-k'appaB 0.01973 CD14/LAPTMS/CCL19
signaling
lymphocyte mediated
0002449 immunity 0.020346 C1QA/C1QB/C1QC/FCER1G/FCGR2B/IGKC
defense response to ) 0346 SLAMF8/FCER1G/ACP5/IGKC/TREM1/CD36

0042742

bacterium




regulation of antigen

0002577 processmg. and 0.020821 FCGR2B/CCL19
presentation

negative regulation of - 505 VAMPS/FCGR2B/HMOX1/CARTPT

1903531 secretion by cell
cell adhesion mediated by ) ) 735 ITGB2/DPP4/CYP1BI

0033627 integrin

1lul to bioti

ceHiarTesponse 1o BIOHE  6.022014 CD14/CD180/LY86/FCGR2B/CD36

0071216 stimulus

positive regulation of

.0221 TYROBP L19/CD

0032732  interleukin-1 production 0.022187 OBP/CCLI19/CD36

negative regulation of

. 0.022187 SLAMF&/DPP4

0002689 leukocyte chemotaxis

positive regulation of

myeloid leukocyte

0061081 .cytokme ;.)ro.ductlon 0.022187 LAPTMS5/CD36

involved in immune

response
positive regulation of
0221 R1/PLA2

0090026 monocyte chemotaxis 0.022187 CCRL/ a7
0044409 entry into host 0.022187 VAMPS8/CLECS5A/CXCR4/DPP4
0070997 neuron death 0.022606 ITGB2/TYROBP/C1QA/ITGAM/FCGR2B/HMOX1

negative regulation of
0048662 smooth .musc.le cell 0.023505 CNN1/MYOCD/HMOX1

proliferation
regulation of cardiac 0.023858 ATP1A2/CASQ2




0010881

muscle contraction by
regulation of the release
of sequestered calcium
ion

negative regulation of

.02 TYROBP/FCGR2B
0032693 interleukin-10 production 0200 OBP/FCG
nitric oxide biosynthetic — )7 ACP5/CYP1B1/CD36
0006809 process
leukocyte cell-cell
0007159 adhesion 0.02526 ITGB2/LAPTM5/FCGR2B/CCL19/DPP4/SELE
0035640 exploration behavior 0.025597 ATP1A2/DPP4
negative regulation of
1903306 regulated secretory 0.025597 FCGR2B/HMOX]1
pathway
regulation of body fluid 765 VAMPS/PLEK/FCER 1G/TPH1/MMRN1/CD36
0050878 levels
nitric oxide metabolic
0046209 process 0.028162 ACP5/CYP1B1/CD36
regulation of production
0002700 of molecular mediator of  0.028344 LAPTMS5/FCGR2B/HMOX1/CD36
immune response
regulation of leukocyte ., 764 TYROBP/ITGAM/FCGR2B
0001910 mediated cytotoxicity
reactive nitrogen species
.02 ACP5/CYPIB1/CD
2001057 metabolic process 0.028766 CP3/C /CD36
tissue homeostasis 0.02906 ACP5/SNX10/IGKC/SPP1/CARTPT

0001894




positive regulation of

leukocyte adhesion to 0.029281 ITGB2/SELE
1904996 .
vascular endothelial cell
positive regulation of
response to biotic 0.030203 TYROBP/CD180/LY86/MMP12
0002833 .
stimulus
regulation of muscle
0006937 contraction 0.030579 ATP1A2/CNN1/CASQ2/MYOCD
biomineral tissue
0.030579 CCR1/SNX10/IBSP/SPP1
0031214 development
cell-cell adhesion via
plasma-membrane 0.030741 CNTN4/ITGB2/NEXN/ITGAM/SELE
0098742 .
adhesion molecules
positive regulation of
0.030969 CCR1/TYROBP
0045672  osteoclast differentiation
negative regulation of 51 77¢ VAMPS/FCGR2B/HMOX 1/CARTPT
0051048 secretion
0110148 biomineralization 0.031228 CCR1/SNX10/IBSP/SPP1
0015908 fatty acid transport 0.031228 FABP5/CD36/FABP4
negative regulation of ion
0032413 transmembrane 0.031228 ATP1A2/CASQ2/MMP9
transporter activity
positive regulation of =, 3155 ITGB2/VAMPS/ITGAM
0045921 exocytosis
tt iti
PATIET TECORMION — 0.031331 PIK3AP1/CD14/CTSS/CD36
0002221 receptor signaling




pathway

carbohydrate derivative

.031331 PL/PDE8B/CHI3L1/MMP12
1901136 catabolic process 0.03133 NPL/ 8B/CHI3LY/
transport across blood-
0150104 brain barrier 0.031816 ATP1A2/FABP5/CD36
positive regulation of ¢ ¢ TYROBP/VAMPS/PLA2G7/FABP4/MMP12
0031349 defense response
regulation of cardiac
0010882 musc.:le Cf)ntra.ctlon. by 0.03189 ATP1A2/CASQ2
calcium ion signaling
0006869 lipid transport 0.03189 FABP5/PLTP/SPP1/AQP9/CD36/FABP4
0010232 vascular transport 0.032234 ATP1A2/FABP5/CD36
0048771 tissue remodeling 0.032234 ACP5/SNX10/SPP1/CARTPT
movementin host 353, VAMPS/CLECS5A/CXCR4/DPP4
0052126 environment
regulation of protein ., ITGB2/VAMPS/ITGAM/MRAP2
1905475 localization to membrane
positive regulation of - )¢5 ITGB2/VAMPS/ITGAM/SPP1/CARTPT
1903532 secretion by cell
cellular response to
0.033279 SLAMF8/FBP1/CXCR4/CYP1BI
0071466 xenobiotic stimulus
Fc-gamma receptor
. . 0.033294 FCERI1G/FCGR2B
0038094 signaling pathway
ic h
organic hydroxy 0.033365 PLTP/SPP1/AQP9/CD36/CARTPT
0015850 compound transport




0070664

negative regulation of
leukocyte proliferation

0.033365

TYROBP/FCGR2B/CCLS

0001503

ossification

0.034507

CCR1/SNX10/IBSP/MMP9/CLECS5A/SPP1

0048660

regulation of smooth
muscle cell proliferation

0.034612

CNN1/MYOCD/HMOX1/MMP9

0045766

positive regulation of
angiogenesis

0.035017

HMOX1/CXCR4/CYP1B1/CHI3L1

1904018

positive regulation of
vasculature development

0.035017

HMOX1/CXCR4/CYP1B1/CHI3L1

0002429

immune response-
activating cell surface
receptor signaling
pathway

0.035858

TYROBP/LAPTMS/FCER1G/FCGR2B/IGKC

0002757

immune response-
activating signal
transduction

0.035858

TYROBP/LAPTMS/FCER1G/FCGR2B/IGKC

0002690

positive regulation of
leukocyte chemotaxis

0.035858

CCR1/PLA2G7/CCL19

0048659

smooth muscle cell
proliferation

0.035858

CNN1/MYOCD/HMOX1/MMP9

0010880

regulation of release of

sequestered calcium ion
into cytosol by

sarcoplasmic reticulum

0.035858

ATP1A2/CASQ2

0034368

protein-lipid complex
remodeling

0.035858

PLTP/PLA2G7

plasma lipoprotein

0.035858

PLTP/PLA2G7




0034369

particle remodeling

0043304

regulation of mast cell
degranulation

0.035858

VAMPS/HMOX1

0050858

negative regulation of
antigen receptor-mediated
signaling pathway

0.035858

LAPTMS5/FCGR2B

0090314

positive regulation of
protein targeting to
membrane

0.035858

ITGB2/ITGAM

0002532

production of molecular
mediator involved in
inflammatory response

0.036475

SLAMF8/VAMPS8/CD36

0050764

regulation of
phagocytosis

0.036475

FCER1G/FCGR2B/CD36

0002695

negative regulation of
leukocyte activation

0.037266

TYROBP/LAPTMS/FCGR2B/HMOX1

0002718

regulation of cytokine
production involved in
immune response

0.037266

LAPTMS5/HMOX1/CD36

0033006

regulation of mast cell
activation involved in
immune response

0.037266

VAMPS/HMOX1

0033238

regulation of cellular
amine metabolic process

0.037266

ITGB2/ITGAM

0070528

protein kinase C
signaling

0.037266

PLEK/FIBIN

0001906

cell killing

0.037298

TYROBP/ITGAM/FCGR2B/TREM1




000681  caleium iontransport  0.037298 CCR1/ATP1A2/CASQ2/CCL8/CXCR4/CCL19
0050808 synapse organization 0.038534 CIQA/C1QB/ITGAM/C1QC/FCGR2B/LRRNI1
0010039 response to iron ion 0.038534 C1QA/HMOXI1

cell communication by
0010644 electrical coupling 0.038534 ATPIA2/ICASQ2

protein-containing
0.038534 PLTP/PLA2G7
0034367 complex remodeling
regulation of neutrophil

0090022 chemotaxis 0.038534 CCL19/DPP4
0015837 amine transport 0.038534 ATP1A2/AQP9/CARTPT
0031341 regulation of cell killing  0.038534 TYROBP/ITGAM/FCGR2B
0042100 B cell proliferation 0.038534 TYROBP/CD180/FCGR2B

negative regulation of
0007162 cell adhesion 0.038534 LAPTMS5/FCGR2B/ADAMDEC1/CYP1B1/MMP12
0015849 organic acid transport 0.038534 ATP1A2/FABP5/AQP9/CD36/FABP4

lymphocyte activation
0002285 involved in immune 0.039663 CD180/FCER1G/FCGR2B/CCL19

response

negative regulation of -, 5064 SLAMF8/FCGR2B/HMOX 1/MMP12

0050777 immune response
mature B cell 0.039663 SLAMF8/FCGR2B




0002335 differentiation
Fc receptor mediated
0002431 stimulatory signaling 0.039663 FCER1G/FCGR2B
pathway
negative regulation of
. FCGR2B/HMOX1
0045920 exocytosis 0.039663 €G /HMO
negative regulation of
0062014 small molecule metabolic  0.040621 ACADL/PLEK/FBP1
process
negative regulation of
.040621 1 FCGR2B/CARTPT
1902106 leukocyte differentiation 0.0406 CIQUFCG /c
negative regulation of
1904063 cation transmembrane 0.040621 ATP1A2/CASQ2/MMP9
transport
cellular response tometal ., 1765 FBP1/HMOX1/MMP9/FABP4
0071248 ion
positive regulation of =, 1765 ITGB2/VAMPS/ITGAM/SPP1/CARTPT
0051047 secretion
positive regulation of cell
.04 ITGB2/IBSP L19/DPP4/CD ELE
0045785 adhesion 0.040785 GB2/IBSP/CCL19/ /CD36/S
0001662 behavioral fear response  0.040785 ATP1A2/DPP4
release of sequestered
calcium ion into cytosol
0014808 by sarcoplasmic 0.040785 ATPIA2/CASQ2
reticulum
low-density lipoprotein
.04 HMOX1/CD
0034383 particle clearance 0.040785 OX1/CD36




anatomical structure

0060249 homeostasis 0.042379 ACP5/SNX10/IGKC/SPP1/CARTPT
immune response-
regulating cell surface ) 1) 504 TYROBP/LAPTMS5/FCER1G/FCGR2B/IGKC
0002768 receptor signaling
pathway
behavioral defense
.042584 ATP1A2/DPP4
0002209 response 0.04258 /
release of sequestered
1903514 calcium ion into cytosol ~ 0.042584 ATP1A2/CASQ2
by endoplasmic reticulum
0019058 viral life cycle 0.043372 VAMPS8/CCL8/CLEC5A/CXCR4/DPP4
negative regulation of
0.043372 CIQC/FCGR2B/CARTPT
1903707 hemopoiesis Q
biological process
involved in interaction 0.043611 VAMPSE/CLEC5A/CXCR4/DPP4
0051701 .
with host
0070661 leukocyte proliferation 0.043611 TYROBP/CD180/FCGR2B/CCLS8/CCL19
integrin-mediated ) 13607 ITGB2/PLEK/ITGAM
0007229 signaling pathway
0010876 lipid localization 0.043692 FABPS5/PLTP/SPP1/AQP9/CD36/FABP4
regulation of cell-cell
.043692 ITGB2/LAPTMS/FCGR2B/CCL19/DPP4/SELE
0022407 adhesion 0.04369 GB2/ 5/FCGR2B/CCL19/ /S
regulation of protein
.043692 ITGB2/ITGAM
0090313 targeting to membrane 0.04369 GB2ITG




0097009 energy homeostasis 0.043692 MRAP2/CD36
0016042 lipid catabolic process 0.043749 ACADL/PLCB4/PLA2G7/SPP1/CYPIBI1
cellular response to 43749 ATP1A2/MYOCD/HMOX1/MMP7/CARTPT
0071496 external stimulus
0003012 muscle system process 0.044959 ATP1A2/CNN1/CASQ2/MYOCD/HMOXI1/CXCR4
negative regulation of -, 5040 ATP1A2/CASQ2/MMP9
0032410 transporter activity
negative regulation of ion
.04504 ATP1A2/CASQ2/MMP
0034766 transmembrane transport 0.045048 [CASQ/ ?
 negativeregulation of ) o6y SLAMF8/FCGR2B/HMOX 1
0002698  immune effector process
smooth muscle
0006939 contraction 0.045611 ATP1A2/CNN1/MYOCD
phenol-containing
0018958 compound metabolic 0.045611 ITGB2/ITGAM/TPH1
process
positive regulation of
0.045611 PLTP/SPP1/CD36
1905954 lipid localization
cellular response to
.04 D14/CD180/LY D
0071222 lipopolysaccharide 0.045873 CDI4/CDIBOLY86/CD36
regulation of myeloid cell
0045637 differentiation 0.04634 CCR1/TYROBP/C1QC/CARTPT
negative regulation of ) 1) TYROBP/LAPTMS/FCGR2B/HMOX 1
0050866 cell activation
fear response 0.046587 ATP1A2/DPP4




0042596

0030100 regulation of endocytosis  0.04681 CD14/CCL19/CD36/SELE
acute inflammatory e CD163/FCGR2B/TREMI
0002526 response
regulation Of NIK/NE- ) ) (s CD14/LAPTMS/CCL19
1901222 kappaB signaling
negative regulation of
production of molecular
0002701 mediator of immune 0.048246 FCGR2B/HMOXI
response
dopamine metabolic
0.048246 ITGB2/ITGAM
0042417 process
T cell activation involved ., 07,5 FCER1G/FCGR2B/CCL19
0002286 in immune response
release of sequestered
.0494 ATP1A2/CASQ2/CCLI1
0051209  calcium ion into cytosol 0.049469 [CASQ2/CCLIY
regulation of
0071675 monoTlucle.ar cell 0.049469 CCR1/SLAMF8/PLA2G7
migration
response to mechanical - 6469 ATP1A2/CXCR4/CHI3L1/MMP7
0009612 stimulus
regulation of platelet
0010543 activation 0.049469 PLEK/FCERI1G
cellular response to
0071276 cadmium ion 0.049469 HMOX1/MMP9
negative regulation of - 10 6q ATP1A2/CASQ2

1901020

calcium ion




transmembrane
transporter activity

regulation of leukocyte

1904994 adhesion tol vascular 0.049469 ITGB2/SELE b
endothelial cell
0007596 blood coagulation 0.049528 PLEK/FCER1G/MMRN1/CD36 4
negative regulation of
0051283 sequesterlt}g of calcium  0.049752 ATP1A2/CASQ2/CCL19 3
ion
0045121 membrane raft 5.84E-06 ATP1A2/ITGB2/CD14/ITGAM/MS4A4A/CNTN1/HMOX1/DPP4/CD36/SELE/ITLN1 11
0098857 membrane microdomain  5.84E-06 ATP1A2/ITGB2/CD14/ITGAM/MS4A4A/CNTN1/HMOX1/DPP4/CD36/SELE/ITLN1 11
0044853 plasma membrane raft 1.77E-05 ATP1A2/ITGB2/ITGAM/MS4A4A/HMOX1/CD36/SELE 7
external side of plasma 2.84E-05 CCRI1/ITGB2/CD14/ITGAM/FCER1G/CD163/FCGR2B/IGKC/CXCR4/CD36/SELE 11
0009897 membrane
secretory granule 9.04E-05 ITGB2/TYROBP/CD14/VAMPS/ITGAM/FCER 1G/FABP5/CLECSA/CD36 9
0030667 membrane
0070820 tertiary granule 9.04E-05 ITGB2/VAMPS/ITGAM/FCER1G/CTSS/MMP9/CLEC5A 7
fertiary granule 0.000203 ITGB2/VAMPS/ITGAM/FCER1G/CLEC5A 5
0070821 membrane
specific gramule 0.000519 ITGB2/VAMPS/ITGAM/CLECSA/CD36 5
0035579 membrane
specific granule 0.000632 ITGB2/VAMPS/ITGAM/CLECS5A/CHI3L1/CD36 6

0042581




collagen-containing

: 0.000635 ANGPTL1/C1QA/C1QB/C1QC/CTSS/MMP9/MMRN1/ADAMDEC1/ATRNL1

0062023 extracellular matrix

anchored component of -5 CNTN4/CD52/CD14/CNTN1/CNTN3/ITLN1
0031225 membrane
0005901 caveola 0.003894 ATP1A2/HMOX1/CD36/SELE
0045335 phagocytic vesicle 0.021062 VAMPS/CTSS/NCF2/CD36
0030139 endocytic vesicle 0.021062 VAMPS8/CTSS/NCF2/CD163/DPP4/CD36
0005581 collagen trimer 0.042521 CIQA/C1QB/C1QC

high-density lipoprotein

042521 PLTP/PLA2
0034364 particle 0.0425 /PLA2G7
0101002 ficolin-1-rich granule 0.049559 ITGB2/FCER1G/CTSS/MMP9
0008305 integrin complex 0.049559 ITGB2/ITGAM
0001540 amyloid-beta binding 0.003739 ITGB2/C1QA/ITGAM/FCGR2B/CD36
long-chain fatty acid 11544 FABP5/CD36/FABP4
0005324 transporter activity
0030246 carbohydrate binding 0.005267 CNTNI1/FBP1/CLEC5A/ATRNL1/CHI3L1/SELE/ITLN1
serine-type peptidase ) 7 67 CTSS/CPVL/MMP9/DPP4/MMP12/MMP7

0008236 activity

serine hydrolase activity ~ 0.005267 CTSS/CPVL/MMP9/DPP4/MMP12/MMP7

0017171




0033218 amide binding 0.006854 ACADL/ITGB2/C1QA/CD14/ITGAM/PLTP/FCGR2B/CD36
0038024 cargo receptor activity 0.00701 ITGB2/ITGAM/CD163/CD36
phosphoric diester
01 R1/PLCB4/HMOX1/PDESB
0008081 hydrolase activity 0.01066 CCR1/PLCB4/HMOX1/ 8
serine-type endopeptidase -4 CTSS/MMP9/DPP4/MMP12/MMP7
0004252 activity
phosphoric e.s t.er 0.012773 CCRI1/ATP1A2/PLCB4/ACP5/FBP1/HMOX1/PDESB
0042578 hydrolase activity
0019864 IgG binding 0.012773 FCER1G/FCGR2B
0004620 phospholipase activity 0.012773 CCR1/PLCB4/HMOX1/PLA2G7
CCR chemokine receptor
0.013023 CCL8/CCL19/CCL18
0048020 binding
0008009 chemokine activity 0.013023 CCL8/CCL19/CCL18
metalloendopeptidase ) 5055 MMP9/ADAMDEC 1/MMP12/MMP7
0004222 activity
high-density lipoprotein

0008035 particle binding 0.013468 PLTP/CD36
0001846 opsonin binding 0.016973 ITGB2/ITGAM
0070492 oligosaccharide binding  0.017701 SELE/ITLN]

lipase activity 0.017701 CCR1/PLCB4/HMOX1/PLA2G7

0016298




peptide binding 0.017701 ITGB2/C1QA/CD14/ITGAM/FCGR2B/CD36

0042277

low-density lipoprotein

0.017701 PLTP/CD36
0030169 particle binding
0005518 collagen binding 0.021072 CTSS/MMP9/MMP12
0005178 integrin binding 0.021072 ITGB2/ITGAM/IBSP/SPP1
0140375 immune receptor activity  0.021072 CCR1/FCER1G/FCGR2B/CXCR4
chemokine receptor
0042379 binding 0.0218 CCL8/CCL19/CCLIS
0001848 complement binding 0.021841 ITGB2/ITGAM
0005319 lipid transporter activity 0.021952 FABP5/PLTP/CD36/FABP4
0001618 virus receptor activity 0.021952 CLEC5A/CXCR4/DPP4
exogenous protein
021952 LEC5A/CXCR4/DPP4

0140272 binding 0.02195 CLECSA/CXCR4/

C-C chemol'q?le receptor 0.021952 CCRUCXCRA
0016493 activity
0019865 immunoglobulin binding  0.021952 FCER1G/FCGR2B
0019957 C-C chemokine binding  0.023137 CCR1/CXCR4

in- 1
G protein-coupled 0.024089 CCRUCXCRA

0001637  chemoattractant receptor




activity

phosphatidylinositol

. .. 0.024089 CCR1/PLCB4
0004435  phospholipase C activity
chemokine receptor
0004950 activity 0.024089 CCRI/CXCR4
pattern recognition
0.024089 CD14/CD36
0038187 receptor activity
0004629 phospholipase C activity ~ 0.027115 CCR1/PLCB4
lipoprotein particle
0071813 binding 0.031392 PLTP/CD36
protein-lipid complex
0071814 binding 0.031392 PLTP/CD36
0008237 metallopeptidase activity ~ 0.03358 MMP9/ADAMDEC1/MMP12/MMP7
0019956 chemokine binding 0.033726 CCRI1/CXCR4
0004497 monooxygenase activity  0.034294 HMOXI1/TPH1/CYP1B1
0004175  cndopeptidase activity  0.034294 CTSS/MMP9/ADAMDEC1/DPP4/MMP12/MMP7
0005504 fatty acid binding 0.043406 FABPS5/FABP4
oxidoreductase activity,
acting on paired donors,
0016712 with incorporation or 0.044556 HMOX1/CYP1B1

reduction of molecular
oxygen, reduced flavin or




flavoprotein as one donor,
and incorporation of one
atom of oxygen

Supplementary Table 3 : GO analysis results.



