
Category        Term    Count   %       PValue  Genes    Fold Enrichment Bonferroni    Benjamini       

GOTERM_BP_FAT   GO:0006952~defense response     13 31.70732 1.57E-04  IFITM3, SERPINA3, IFITM2, TNFAIP6, LYPD1, FPR1, THBS1, PLAC8, ADAMTS5, KRT16, PTX3, PRKACB, S100A8      3.477779 0.204535 0.22881

GOTERM_BP_FAT   GO:0046597~negative regulation of viral entry into host cell    3 7.317073 8.40E-04  IFITM3, IFITM2, PTX3    67.68293 0.706694 0.613011

GOTERM_BP_FATGO:0042060~wound healing        7 17.07317 0.001732 PDPN, CD9, CAPN3, THBS1, PRKACB, S100A8, KRT6A  5.244802 0.920321 0.693616

GOTERM_BP_FATGO:0046596~regulation of viral entry into host cell    3 7.317073 0.001902 IFITM3, IFITM2, PTX3    45.12195 0.937782 0.693616

GOTERM_BP_FATGO:0048878~chemical homeostasis 9 21.95122 0.003052 CA12, KRT16, FPR1, CAPN3, ANGPTL4, ATP1B1, SLC39A14, PRKACB, S100A8     3.484154 0.988427 0.885384

GOTERM_BP_FATGO:0006954~inflammatory response        7 17.07317 0.003877  SERPINA3, TNFAIP6, KRT16, FPR1, PTX3, THBS1, S100A8     4.462611 0.996546 0.885384

GOTERM_BP_FATGO:0009611~response to wounding 7 17.07317 0.004248 PDPN, CD9, CAPN3, THBS1, PRKACB, S100A8, KRT6A  4.380097 0.997993 0.885384

GOTERM_BP_FATGO:0050878~regulation of body fluid levels     6 14.63415 0.006786 SLC22A4, KRT16, PDPN, CD9, THBS1, PRKACB        4.844106 0.999952 1

GOTERM_BP_FATGO:0048870~cell motility      9 21.95122 0.012476 TNFAIP6, KRT16, WWC1, PDPN, FPR1, PARVA, ATP1B1, THBS1, S100A8  2.748029 1 1

GOTERM_BP_FATGO:0051674~localization of cell 9 21.95122 0.012476  TNFAIP6, KRT16, WWC1, PDPN, FPR1, PARVA, ATP1B1, THBS1, S100A8  2.748029 1 1

GOTERM_BP_FATGO:0042592~homeostatic process  10 24.39024 0.014287 CA12, SERPINA3, KRT16, FPR1, CAPN3, ANGPTL4, ATP1B1, SLC39A14, PRKACB, S100A8   2.468678 1 1

GOTERM_BP_FATGO:0001944~vasculature development       6 14.63415 0.014816 LRG1, PDPN, PARVA, ANGPTL4, THBS1, PCSK53.994402 1 1

GOTERM_BP_FATGO:0051346~negative regulation of hydrolase activity   5 12.19512 0.015295 SERPINA3, PI15, PTX3, ANGPTL4, THBS15.063561 1 1

GOTERM_BP_FATGO:0072503~cellular divalent inorganic cation homeostasis     5 12.19512 0.016867 FPR1, CAPN3, ATP1B1, SLC39A14, S100A84.916435 1 1

GOTERM_BP_FATGO:0006508~proteolysis  10 24.39024 0.017013 ADAMTS5, SERPINA3, MME, PI15, CAPN3, THBS1, PCSK5, ADAMTS9, PRKACB, S100A82.398686 1 1

GOTERM_BP_FATGO:0007155~cell adhesion       10 24.39024 0.017379 KIRREL, TNFAIP6, PDPN, CD9, ITGBL1, PARVA, ATP1B1, LRRC32, THBS1, S100A82.390215 1 1

GOTERM_BP_FATGO:0022610~biological adhesion 10 24.39024 0.017751 KIRREL, TNFAIP6, PDPN, CD9, ITGBL1, PARVA, ATP1B1, LRRC32, THBS1, S100A82.381804 1 1

GOTERM_BP_FATGO:0070887~cellular response to chemical stimulus       13 31.70732 0.018476 IFITM3, IFITM2, MME, LYPD1, FPR1, PARVA, THBS1, LRG1, PXDN, CD9, CAPN3, PRKACB, S100A8  1.993681 1 1

GOTERM_BP_FATGO:0048646~anatomical structure formation involved in morphogenesis     8 19.5122 0.018525  LRG1, PDPN, CD9, CAPN3, PARVA, ANGPTL4, THBS1, PRKACB   2.822572 1 1

GOTERM_BP_FATGO:1903901~negative regulation of viral life cycle      3 7.317073 0.019319 IFITM3, IFITM2, PTX3    13.68868 1 1

GOTERM_BP_FATGO:0072507~divalent inorganic cation homeostasis        5 12.19512 0.019708 FPR1, CAPN3, ATP1B1, SLC39A14, S100A8   4.689348 1 1

GOTERM_BP_FATGO:0098771~inorganic ion homeostasis   6 14.63415 0.019923  CA12, FPR1, CAPN3, ATP1B1, SLC39A14, S100A8     3.703017 1 1

GOTERM_BP_FATGO:0016477~cell migration      8 19.5122 0.021307 TNFAIP6, KRT16, WWC1, FPR1, PARVA, ATP1B1, THBS1, S100A8      2.743902 1 1

GOTERM_BP_FATGO:0009605~response to external stimulus        11 26.82927 0.022013 PLAC8, IFITM3, ADAMTS5, IFITM2, TNFAIP6, FPR1, CAPN3, PTX3, PARVA, THBS1, S100A8        2.154883 1 1

GOTERM_BP_FATGO:0060326~cell chemotaxis     4 9.756098 0.022194  FPR1, PARVA, THBS1, S100A8      6.471674 1 1

GOTERM_BP_FATGO:0006928~movement of cell or subcellular component    10 24.39024 0.024072   TNFAIP6, KRT16, WWC1, PDPN, FPR1, CD9, PARVA, ATP1B1, THBS1, S100A8     2.262382 1 1

GOTERM_BP_FATGO:0050801~ion homeostasis     6 14.63415 0.025116  CA12, FPR1, CAPN3, ATP1B1, SLC39A14, S100A8     3.485816 1 1

GOTERM_BP_FATGO:0030162~regulation of proteolysis    6 14.63415 0.026363  SERPINA3, PI15, CAPN3, THBS1, PRKACB, S100A8   3.441505 1 1

GOTERM_BP_FATGO:0040011~locomotion  9 21.95122 0.026914 TNFAIP6, KRT16, WWC1, PDPN, FPR1, PARVA, ATP1B1, THBS1, S100A8  2.388809 1 1

GOTERM_BP_FATGO:0051604~protein maturation                    4 9.756098 0.027057 MME, THBS1, PCSK5, PRKACB       5.99406 1 1

GOTERM_BP_FATGO:0002576~platelet degranulation           3 7.317073 0.027232 SERPINA3, CD9, THBS1   11.38591 1 1

GOTERM_BP_FATGO:0048525~negative regulation of viral process                  3 7.317073 0.027704  IFITM3, IFITM2, PTX3    11.28049 1 1

GOTERM_BP_FATGO:0036066~protein O-linked fucosylation     2 4.878049 0.02846 ADAMTS5, THBS1  67.68293 1 1

GOTERM_BP_FATGO:0006955~immune response     9 21.95122 0.028923 IFITM3, IFITM2, KRT16, PXDN, FPR1, PTX3, THBS1, PRKACB, S100A8      2.356466 1 1

GOTERM_BP_FATGO:0044409~entry into host      3 7.317073 0.029141 IFITM3, IFITM2, PTX3     10.97561 1 1

GOTERM_BP_FATGO:0046718~viral entry into host cell    3 7.317073 0.029141  IFITM3, IFITM2, PTX3      10.97561 1 1

GOTERM_BP_FATGO:0051828~entry into other organism involved in symbiotic interaction 3 7.317073 0.029141   IFITM3, IFITM2, PTX3    10.97561 1 1

GOTERM_BP_FATGO:0030260~entry into host cell        3 7.317073 0.029141  IFITM3, IFITM2, PTX310.97561 1 1

GOTERM_BP_FATGO:0051806~entry into cell of other organism involved in symbiotic interaction  3 7.317073 0.029141  IFITM3, IFITM2, PTX3           10.97561 1 1

GOTERM_BP_FATGO:0006875~cellular metal ion homeostasis     5 12.19512 0.029563 FPR1, CAPN3, ATP1B1, SLC39A14, S100A8    4.135413 1 1

GOTERM_BP_FATGO:0098542~defense response to other organism   5 12.19512 0.03014 PLAC8, IFITM3, ADAMTS5, IFITM2, S100A8  4.110299 1 1

GOTERM_BP_FATGO:0009628~response to abiotic stimulus 7 17.07317 0.034826 PLAC8, MME, CD9, CAPN3, ANGPTL4, ATP1B1, THBS1  2.762568 1 1

GOTERM_BP_FATGO:0045766~positive regulation of angiogenesis  3 7.317073 0.037287 LRG1, ANGPTL4, THBS1   9.592856 1 1

GOTERM_BP_FATGO:0051336~regulation of hydrolase activity   8 19.5122 0.038111 SERPINA3, PSD3, PI15, PTX3, ANGPTL4, ATP1B1, THBS1, S100A8      2.429903 1 1

GOTERM_BP_FATGO:0001991~regulation of systemic arterial blood pressure by circulatory renin-angiotensin     2 4.878049 0.042393 MME, PCSK5        45.12195 1 1
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GOTERM_BP_FATGO:0055065~metal ion homeostasis              5 12.19512 0.044065 FPR1, CAPN3, ATP1B1, SLC39A14, S100A8  3.638867 1 1

GOTERM_BP_FATGO:0035455~response to interferon-alpha 2 4.878049 0.044696   IFITM3, IFITM2        42.74711 1 1

GOTERM_BP_FATGO:0046903~secretion                7 17.07317 0.045566 SLC22A4, SERPINA3, CD9, LRRC32, THBS1, PCSK5, S100A8    2.588964 1 1

GOTERM_BP_FATGO:0030198~extracellular matrix organization   4 9.756098 0.045802  ADAMTS5, PXDN, OLFML2A, THBS1   4.863444 1 1

GOTERM_BP_FATGO:0043062~extracellular structure organization     4 9.756098 0.04614 ADAMTS5, PXDN, OLFML2A, THBS1  4.848926 1 1

GOTERM_BP_FATGO:1904018~positive regulation of vasculature development       3 7.317073 0.0462  LRG1, ANGPTL4, THBS1   8.519529 1 1

GOTERM_BP_FATGO:0043207~response to external biotic stimulus 6 14.63415 0.047104 PLAC8, IFITM3, ADAMTS5, IFITM2, PTX3, S100A8    2.939186 1 1

GOTERM_BP_FATGO:0051707~response to other organism 6 14.63415 0.047104  PLAC8, IFITM3, ADAMTS5, IFITM2, PTX3, S100A8   2.939186 1 1

GOTERM_BP_FATGO:0030003~cellular cation homeostasis     5 12.19512 0.047779  FPR1, CAPN3, ATP1B1, SLC39A14, S100A8   3.543609 1 1

GOTERM_BP_FATGO:0050790~regulation of catalytic activity                    11 26.82927 0.048168 SERPINA3, PSD3, FPR1, PI15, CAPN3, PTX3, ANGPTL4, ATP1B1, THBS1, PRKACB, S100A8 1.895237 1 1

GOTERM_BP_FATGO:0045087~innate immune response      6 14.63415 0.048538   IFITM3, IFITM2, KRT16, PTX3, PRKACB, S100A8     2.914576 1 1

GOTERM_BP_FATGO:0001568~blood vessel development           5 12.19512 0.048543 LRG1, PARVA, ANGPTL4, THBS1, PCSK5      3.525152 1 1

GOTERM_BP_FATGO:0007596~blood coagulation    4 9.756098 0.048547 PDPN, CD9, THBS1, PRKACB4.749679 1 1

GOTERM_BP_FATGO:0006882~cellular zinc ion homeostasis       2 4.878049 0.049286 SLC39A14, S100A838.67596 1 1

GOTERM_BP_FATGO:0002544~chronic inflammatory response        2 4.878049 0.051572 THBS1, S100A836.91796 1 1

GOTERM_BP_FATGO:0006873~cellular ion homeostasis                     5 12.19512 0.051665 FPR1,CAPN3,ATP1B1,SLC39A14,S100A83.453211 1 1

GOTERM_BP_FATGO:0007599~hemostasis   4 9.756098 0.054276 PDPN,CD9,THBS1,PRKACB4.537403 1 1

GOTERM_BP_FATGO:0050817~coagulation        4 9.756098 0.054276 PDPN,CD9,THBS1,PRKACB4.537403 1 1

GOTERM_BP_FATGO:0043901~negative regulation of multi-organism process           3 7.317073 0.054575 IFITM3,IFITM2,PTX37.759826 1 1

GOTERM_BP_FATGO:0051701~interaction with host                    3 7.317073 0.055192 IFITM3,IFITM2,PTX37.710713 1 1

GOTERM_BP_FATGO:1903846~positive regulation of cellular response to transforming growth factor beta stimulus 2 4.878049 0.05613 LRG1,THBS1 33.84146 1 1

GOTERM_BP_FATGO:0055069~zinc ion homeostasis                  2 4.878049 0.05613 SLC39A14,S100A833.84146 1 1

GOTERM_BP_FATGO:0007263~nitric oxide mediated signal transduction    2 4.878049 0.05613 FPR1,THBS1 33.84146 1 1

GOTERM_BP_FATGO:0035456~response to interferon-beta               2 4.878049 0.05613 IFITM3,IFITM233.84146 1 1

GOTERM_BP_FATGO:0030511~positive regulation of transforming growth factor beta receptor signaling pathway    2 4.878049 0.05613 LRG1,THBS1 33.84146 1 1

GOTERM_BP_FATGO:0003081~regulation of systemic arterial blood pressure by renin-angiotensin  2 4.878049 0.05613 MME,PCSK5 33.84146 1 1

GOTERM_BP_FATGO:0036065~fucosylation 2 4.878049 0.05613 ADAMTS5,THBS133.84146 1 1

GOTERM_BP_FATGO:0009607~response to biotic stimulus 6 14.63415 0.056551 PLAC8,IFITM3,ADAMTS5,IFITM2,PTX3,S100A82.791049 1 1

GOTERM_BP_FATGO:0050900~leukocyte migration            4 9.756098 0.061096 FPR1,ATP1B1,THBS1,S100A84.320187 1 1

GOTERM_BP_FATGO:0001775~cell activation             6 14.63415 0.065299 PDPN,LYPD1,CD9,CAPN3,LRRC32,THBS12.677566 1 1

GOTERM_BP_FATGO:0055080~cation homeostasis               5 12.19512 0.067368 FPR1,CAPN3,ATP1B1,SLC39A14,S100A83.157835 1 1

GOTERM_BP_FATGO:2001235~positive regulation of apoptotic signaling pathway           3 7.317073 0.067384 G0S2,THBS1,S100A86.88301 1 1

GOTERM_BP_FATGO:1903900~regulation of viral life cycle               3 7.317073 0.067384 IFITM3,IFITM2,PTX36.88301 1 1

GOTERM_BP_FATGO:0052547~regulation of peptidase activity    4 9.756098 0.069126 SERPINA3,PI15,THBS1,S100A84.101996 1 1

GOTERM_BP_FATGO:0065009~regulation of molecular function                     12 29.26829 0.070116 SERPINA3,PSD3,LYPD1,FPR1,PI15,CAPN3,PTX3,ANGPTL4,ATP1B1,THBS1,PRKACB,S100A81.70212 1 1

GOTERM_BP_FATGO:0009100~glycoprotein metabolic process      4 9.756098 0.07037 ADAMTS5,PTX3,THBS1,ADAMTS94.071153 1 1

GOTERM_BP_FATGO:0016486~peptide hormone processing   2 4.878049 0.071914 MME,PCSK5 26.19984 1 1

GOTERM_BP_FATGO:0072358~cardiovascular system development    6 14.63415 0.07425 LRG1,PDPN,PARVA,ANGPTL4,THBS1,PCSK52.578397 1 1

GOTERM_BP_FATGO:0072359~circulatory system development       6 14.63415 0.07425 LRG1,PDPN,PARVA,ANGPTL4,THBS1,PCSK52.578397 1 1

GOTERM_BP_FATGO:0001525~angiogenesis    4 9.756098 0.076313 LRG1,PARVA,ANGPTL4,THBS13.933148 1 1

GOTERM_BP_FATGO:0035329~hippo signaling                      2 4.878049 0.076377 TEAD4,WWC124.61197 1 1

GOTERM_BP_FATGO:0050873~brown fat cell differentiation          2 4.878049 0.083031 PLAC8,LRG1 22.56098 1 1

GOTERM_BP_FATGO:0001990~regulation of systemic arterial blood pressure by hormone    2 4.878049 0.085239 MME,PCSK5 21.95122 1 1

GOTERM_BP_FATGO:0071345~cellular response to cytokine stimulus       5 12.19512 0.088104 IFITM3,IFITM2,MME,PXDN,THBS12.876045 1 1

GOTERM_BP_FATGO:0055082~cellular chemical homeostasis        5 12.19512 0.090583 FPR1,CAPN3,ATP1B1,SLC39A14,S100A82.847809 1 1

GOTERM_BP_FATGO:0051241~negative regulation of multicellular organismal process      6 14.63415 0.094706 PLAC8,WWC1,CAPN3,LRRC32,THBS1,PRKACB2.395856 1 1

GOTERM_BP_FATGO:0016337~single organismal cell-cell adhesion 5 12.19512 0.094913 KIRREL,PDPN,PARVA,LRRC32,S100A82.800673 1 1



GOTERM_BP_FATGO:0019058~viral life cycle     4 9.756098 0.095425 IFITM3,IFITM2,PTX3,PCSK53.570088 1 1

GOTERM_BP_FATGO:2000351~regulation of endothelial cell apoptotic process     2 4.878049 0.0962 ANGPTL4,THBS119.33798 1 1

GOTERM_BP_FATGO:0045104~intermediate filament cytoskeleton organization      2 4.878049 0.0962 KRT16,KRT6A19.33798 1 1

GOTERM_BP_FATGO:0045103~intermediate filament-based process           2 4.878049 0.098377 KRT16,KRT6A18.88826 1 1

GOTERM_BP_FATGO:0045765~regulation of angiogenesis  3 7.317073 0.099303 LRG1,ANGPTL4,THBS15.487805 1 1

GOTERM_BP_FATGO:0072593~reactive oxygen species metabolic process    3 7.317073 0.099303 PXDN,PTX3,THBS15.487805 1 1
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