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Figure S1. A COX univariate analysis screened out 14 genes and grouped TCGA glioblastoma patients into two groups. B The prognosis of the two groups in TCGA was significantly different (p = 0.0023).
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Figure S2. The expression pattern of 14 genes in TCGA database. The top nine genes increased with risk score, while next five genes were reversed.
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Figure S3. Correlation between signature risk score and clinicopathology in TCGA dataset. A The clinicopathologic information of 152 glioblastoma patients in TCGA. Patients were arranged by the increasing risk score and divided into two groups based on median risk score. **P < 0.01, ***P < 0.001, ****P < 0.0001. B Distribution of the risk score in patients stratified by IDH1 status, MGMT promoter methylation, and TCGA subtypes. C ROC curve was utilized to evaluate the predictive efficacy of risk score for IDH1 mutation, MGMT promoter methylation, and TCGA mesenchymal subtypes. IDH1, isocitrate dehydrogenase 1; MGMT, methylguanine methyltransferase; TCGA, The Cancer Genome Atlas.




	Table S1. Clinicopathological factors of glioblastoma patients in TCGA cohorts.

	　
Features
	Low-risk score 
	High-risk score 
	　
P-value

	
	(n=76)
	(n=76)
	

	Age
	
	
	

	  Mean (range)
	60(21-89)
	62(24-85)
	0.090 

	Gender
	
	
	

	  Female
	20
	34
	0.028 

	  Male
	56
	42
	

	TCGA subtype
	
	
	

	  Pro
	17
	1
	<0.001

	  Neural
	2
	3
	

	  Classical
	30
	19
	

	  Mes
	16
	48
	

	  NA
	11
	5
	

	IDH1 status
	
	
	

	  WT
	66
	73
	<0.01

	  Mut
	9
	0
	

	  NA
	1
	3
	

	MGMT promoter status
	
	
	

	  Unmethy
	35
	35
	1.000 

	  Methy
	26
	26
	

	  NA
	15
	15
	

	Radiotherapy
	
	
	

	  Yes
	73
	71
	0.719 

	  No
	3
	4
	

	  NA
	0
	1
	

	Chemotherapy
	
	
	

	  Yes
	63
	45
	<0.01

	  No
	13
	30
	

	  NA
	0
	1
	　





[image: ]Table S2 Gene ontology (GO) analysis of signature positively related genes.
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Category Term Count % PValue Genes List Total Pop Hits Pop Total Fold EnrichmentBonferroniBenjamini FDR

GOTERM_BP_DIRECTGO:0006351~transcription, DNA-templated 253 0.103427 3.24E-13HIRA, ZNF781, ZNF253, MXI1, HMGN5, NONO, DDX17, EPC2, CRY2, ZNF775, PPP1R1B, ZNF248, ZNF397, PATZ1, MAP2K6, ZNF100, RCOR2, ZNF506, MTPAP, ZHX2, MECP2, HMG20A, ZHX3, ZNF793, PROX1, TOX3, ZNF37A, HES5, ZNF785, PRDM2, IRAK1BP1, ZIM2, ZNF519, ERBB4, CRTC1, ZNF510, MYEF2, TADA1, MYT1, ZNF512, TCF20, ATN1, HTATSF1, ZNF74, MN1, ASXL3, ZNF529, ZNF624, ZBTB47, SMAD9, KLF12, ZNF221, ZBTB44, ZSCAN2, ZNF629, SAP130, ZFHX2, KAT6B, ZNF219, ZNF488, ZBTB33, EID2B, EZH1, ZBTB39, PHF20, TERF2IP, DMAP1, ZNF10, KCNIP3, MBTD1, ZNF738, ZNF682, ZNF681, ZNF737, ANP32A, BRD7, ZNF492, BRD9, ZNF493, LIN52, ZNF285, ZNF687, SPEN, ZNF333, MXD4, ZFP37, MYCN, BRWD1, ZSCAN18, USP22, ZNF33B, ZNF483, ZNF740, ZNF554, ZMYND11, POLR2F, ZBTB12, ZBTB18, MYCBP2, ZSCAN26, ACTL6B, GATAD2B, WAC, PER3, ZSCAN23, BAZ2B, ZSCAN29, ZNF286B, BRMS1L, BRD3, POLR3H, JARID2, ZNF24, ZFP1, ZNF25, POLR3A, ZFP3, POLR3B, ZNF22, ZNF664, ZNF157, ZSCAN31, YAF2, ZNF362, WHSC1L1, ZBTB5, ZNF462, ZBTB3, ZNF572, HMX1, THRA, ARNT2, ZNF827, CBX2, TCEAL2, TCEAL1, PNN, ZNF184, KD 1408 1955 16792 1.543382 1.25E-09 1.25E-09 6.00E-10

GOTERM_BP_DIRECTGO:2000463~positive regulation of excitatory postsynaptic potential 14 0.005723 4.22E-10PRKCZ, STX1A, NLGN1, NLGN2, NLGN3, NRXN1, SHANK1, RIMS2, RIMS1, STX1B, SHANK3, NETO1, DLG4, CUX2 1408 20 16792 8.348295 1.63E-06 8.16E-07 7.81E-07

GOTERM_BP_DIRECTGO:0007399~nervous system development 56 0.022893 4.71E-09NOG, SCN3B, FGF17, FGF13, FGF12, EDNRB, SRRM4, DLG4, DLG3, ATOH8, KIF2A, MBD5, HES6, MARK4, DCTN1, MYT1L, CBLN1, LSAMP, CHRM1, OPHN1, SIAH1, CNTN3, NRSN1, RAPGEFL1, SMARCA4, PRPS1, CPLX2, FUT9, ERBB4, CAMK2G, BEX1, GPM6B, CNTFR, MYT1, NR2C2, DPF1, CRMP1, LHX1, SMARCB1, GPSM1, PAFAH1B3, APBA2, APBA1, EPM2A, NLGN1, DPYSL4, EVL, ELAVL3, CSGALNACT1, SEMA6A, HDAC4, KIAA2022, TMOD2, GDF11, MPPED2, FEZ1 1408 287 16792 2.327051 1.82E-05 6.07E-06 8.71E-06

GOTERM_BP_DIRECTGO:0007269~neurotransmitter secretion 20 0.008176 1.10E-08SYT1, PPFIA3, RAB3A, STX1A, CPLX1, NRXN2, PPFIA1, STXBP1, CASK, DGKI, NRXN1, BRSK1, RIMS1, HRH3, VAMP2, GAD1, SNAP25, UNC13A, APBA1, CACNA1B 1408 51 16792 4.676916 4.27E-05 1.07E-05 2.04E-05

GOTERM_BP_DIRECTGO:0016569~covalent chromatin modification 30 0.012264 3.35E-08BMI1, ZMYND11, SPIN1, RSF1, HIRA, CBX2, CTCF, HMGN5, CHD8, BAG6, CHD7, MBTD1, SMARCD3, SMARCB1, CHD2, ACTL6B, CHD6, ASF1A, BRD9, SS18L1, BRD3, RBL2, JARID2, CECR2, HMG20A, TET1, BPTF, H2AFY2, NCOR1, SMARCA4 1408 113 16792 3.166231 1.30E-04 2.59E-05 6.20E-05

GOTERM_BP_DIRECTGO:0017157~regulation of exocytosis 14 0.005723 3.50E-08SYT1, STX1A, RAB3B, CPLX2, RAB3C, CPLX1, RIMS2, STX1B, LLGL1, STXBP5L, RAPGEF4, VAMP2, RAB26, NSF 1408 26 16792 6.421766 1.35E-04 2.26E-05 6.48E-05

GOTERM_BP_DIRECTGO:0051965~positive regulation of synapse assembly 21 0.008585 7.63E-08FLRT1, CLSTN2, LRTM2, NLGN1, MECP2, LRRC4B, NLGN2, NLGN3, NRXN1, EPHB1, NTRK3, SLITRK1, SLITRK4, CBLN1, CBLN2, LRRTM3, LRRTM2, LRRTM1, LRRN1, CUX2, SLITRK5 1408 62 16792 4.039498 2.95E-04 4.22E-05 1.41E-04

GOTERM_BP_DIRECTGO:0006355~regulation of transcription, DNA-templated 183 0.074811 1.28E-07THRA, ARNT2, ZNF781, ZNF827, FOXO4, MXI1, ZNF253, HMGN5, PNN, NONO, ZNF184, USP27X, ZNF775, ZNF248, YEATS2, ZNF397, RNF38, OLIG1, PATZ1, ZNF445, SCRT1, MAP2K6, TBPL1, SATB1, ZNF100, ZNF506, MTA1, HMG20A, ZNF8, HES6, ZNF793, ZNF37A, KRBA2, ZFP69B, HES5, ZNF785, PRDM2, RNF20, LRPPRC, IRAK1BP1, ZIM2, SMARCA4, ZNF519, HMGB3, SOX1, SOX2, ZNF510, SOX4, TADA1, SOX6, MYT1, ZNF512, NR2C2, TCF20, MEIS2, ZNF429, ZNF696, LHX1, ZNF74, AXIN2, MN1, ASXL3, ZNF529, ZBTB47, ZNF624, CREBBP, RFX7, HACE1, CELSR2, ZNF221, PMF1, ZSCAN2, ZBTB44, ZNF629, SALL3, NOTCH1, SAP130, EBF4, ZNF418, HABP4, KAT6B, ZFHX2, ZNF219, PHF6, ZNF84, POU6F1, ZFP14, RSF1, ZNF81, EID2B, YLPM1, HR, ZBTB39, PHF20, TERF2IP, ZNF10, MBTD1, HEY1, PRMT7, ZNF682, ZNF738, ZNF727, ZNF726, ZNF681, ZNF737, ANP32A, ZNF492, LRRFIP1, BRD9, ZNF493, USP13, CSDC2, BRF1, KHDRBS2, ZNF285, SOX13, LDB1, ZNF91, ZNF687, ZNF333, ZFP37, MYT1L, NCOA1, ACVR2B, NCOA2, POGK, BPTF, ZNF714, KHSRP, ZNF711, ZNF713, JMJD1C, ZNF33B, ZNF483, ZNF740, DPF2, ZNF554, ZBTB8B, IRX2, ZBTB12, CTNND 1408 1504 16792 1.451119 4.97E-04 6.21E-05 2.38E-04

GOTERM_BP_DIRECTGO:0050885~neuromuscular process controlling balance 17 0.00695 4.77E-07CAMTA1, JPH4, JPH3, BCR, ADCY5, AARS, NLGN2, NRXN1, HERC1, SHANK1, SHANK3, ATP2B2, RAC3, TNR, DLG4, PAFAH1B1, MYH10 1408 46 16792 4.407485 0.001845 2.05E-04 8.84E-04

GOTERM_BP_DIRECTGO:0007411~axon guidance 34 0.013899 8.78E-07CDK5R1, EFNA2, EFNA3, ARHGAP35, EPHB1, PTK2, WNT3, UNC5A, CRMP1, TNR, ETV1, ZNF280C, KIF5B, KIF5A, PTPRA, KIF5C, EVL, NRXN1, SLIT1, RPS6KA5, NCAM1, SEMA6A, SEMA6C, FYN, SPTBN2, MAPK8IP3, OPHN1, SIAH1, APBB2, KIF26A, FEZ1, MYH10, SPTB, SPTAN1 1408 159 16792 2.550243 0.003392 3.40E-04 0.001626

GOTERM_BP_DIRECTGO:0007409~axonogenesis 24 0.009811 4.54E-06RAB3A, ADCY1, ATL1, LRTM2, RTN4R, BRSK2, NTNG2, DSCAML1, VAX2, BRSK1, LLGL1, PTPN11, SLITRK1, LINGO1, NOTCH1, SLITRK4, LRRN1, LRFN1, STMN1, TOP2B, OMG, SLITRK5, SPAST, LRFN2 1408 98 16792 2.920686 0.017423 0.001597 0.008412

GOTERM_BP_DIRECTGO:0016055~Wnt signaling pathway 36 0.014717 5.05E-06SPIN1, NKD1, ZBTB33, APC2, BTRC, CTNND2, CXXC4, TCF7L2, AMOTL2, TCF7L1, CALCOCO1, AMER1, AMER2, WNT3, BRD7, NDRG2, AXIN2, TMEM198, USP34, FBXW11, RNF146, APC, DVL2, LDB1, DDB1, CELSR2, VAX2, MARK4, PORCN, WNT7B, DACT3, ZBED3, LRP6, ZRANB1, LRP4, LRP5 1408 187 16792 2.295941 0.019358 0.001628 0.009355

GOTERM_BP_DIRECTGO:0007026~negative regulation of microtubule depolymerization 10 0.004088 8.45E-06ARHGEF2, APC2, STMN2, KATNB1, FGF13, CLASP2, C16ORF45, HDGFRP3, APC, HDAC6 1408 19 16792 6.276914 0.032168 0.002512 0.015647

GOTERM_BP_DIRECTGO:0007158~neuron cell-cell adhesion 9 0.003679 1.66E-05NCAM2, CDK5R1, NRXN2, TNR, NLGN1, ASTN1, NLGN2, NLGN3, NRXN1 1408 16 16792 6.708452 0.062285 0.004583 0.030773

GOTERM_BP_DIRECTGO:0007268~chemical synaptic transmission 41 0.016761 2.04E-05SYT1, CPLX1, SNAP91, SLC6A1, GRIK2, GABBR2, FGF12, KCNIP2, AMPH, RTN3, KCNQ5, DLG4, LRFN1, DLG3, APBA2, PAFAH1B1, GAD1, SNAP25, NOVA1, APBA1, LRFN2, PCDHB9, GABRG1, KCND2, NRXN2, KIF5A, BSN, PTPRS, GRIA3, GRIA4, NRXN1, KCNK3, SSTR2, CBLN1, GRIA2, SSTR1, LRP6, SLITRK5, UNC13A, CACNA1B, HTR2A 1408 240 16792 2.037382 0.075903 0.005249 0.037772

GOTERM_BP_DIRECTGO:0097104~postsynaptic membrane assembly 6 0.002453 2.29E-05NRXN2, NLGN1, NLGN2, NLGN3, NRXN1, LRP4 1408 6 16792 11.92614 0.084811 0.005524 0.042406

GOTERM_BP_DIRECTGO:0045892~negative regulation of transcription, DNA-templated 70 0.028616 2.33E-05ZNF488, ZBTB33, HMX1, RSF1, THRA, ARID4A, BTRC, HR, CTCF, DMAP1, CBX1, ZNF253, ZKSCAN3, PDCD4, NONO, KDM1A, CRY2, HEY1, YEATS2, BRD7, PATZ1, LRRFIP1, ATOH8, BCL7A, PLCB1, KDM5B, DAB2IP, ZNF280C, LDB1, STRN3, ZNF91, ZHX2, MECP2, ZHX3, SPEN, PROX1, ASCL1, MAP3K10, SMARCA4, ING4, CDK5R1, TFAP4, ARHGAP35, SOX8, TCF7L2, ZBTB18, HIC2, CHD8, INPP5K, LHX1, TFDP2, POU3F3, FBXW11, JARID2, ZNF24, KCTD1, DACH1, SIRT1, SIRT2, RPS6KA5, HDAC5, HDAC4, NOTCH1, CDKN1B, HDAC2, YAF2, ZNF418, KAT6B, ZNF219, HDAC6 1408 499 16792 1.673005 0.086276 0.005293 0.043172

GOTERM_BP_DIRECTGO:0000122~negative regulation of transcription from RNA polymerase II promoter 93 0.038019 2.68E-05BMI1, NOG, HMX1, CPEB3, FGF9, CTCF, CBX2, DMAP1, ZKSCAN3, TCEAL1, KDM1A, EDNRB, PCGF2, CRY2, PCBP3, HEY1, YEATS2, OLIG2, SCRT1, SCRT2, SATB1, DAB2IP, ZNF280C, RCOR2, STRN3, MECP2, ZHX2, ZNF8, ZHX3, HMG20A, VAX2, HES6, SPEN, PROX1, PKIA, MXD4, TRIM37, ASCL1, ACVR2B, KDM2B, NCOA2, BPTF, HES5, RIPPLY2, CUX2, SMARCA4, PEG3, ZMYND11, TSHZ1, USP2, SOX2, ARHGAP35, NFIX, SOX6, TCF7L2, ZBTB18, TAGLN3, SUFU, CHD8, MEIS2, ATN1, GATAD2B, PER3, TCF4, CHD4, BRMS1L, TAF3, KLF12, JARID2, RFX5, CREBBP, WHSC1, PARK2, DACH1, EHMT2, SIRT1, SIRT2, SREBF2, HDAC5, ZNF157, SALL2, HDAC4, NOTCH1, HDAC2, PDE2A, SAP130, DUSP26, H2AFY2, PTCH1, PARP1, NCOR1, ZNF219, DNAJB5 1408 720 16792 1.540459 0.098666 0.005754 0.049703

GOTERM_BP_DIRECTGO:0021549~cerebellum development 13 0.005314 2.92E-05KCNC1, CDK5R1, ATRN, MECP2, NR2C2, SSTR2, NCOA1, LHX1, SSTR1, CNTN1, ABAT, PTBP2, FAIM2 1408 37 16792 4.190264 0.106892 0.005932 0.054089

GOTERM_BP_DIRECTGO:0035418~protein localization to synapse 8 0.00327 3.12E-05KLC1, LRRTM1, DLG4, NLGN1, BSN, NLGN2, NRXN1, SHANK1 1408 13 16792 7.339161 0.113691 0.006016 0.057745

GOTERM_BP_DIRECTGO:0006325~chromatin organization 14 0.005723 3.19E-05HDAC5, SMARCAD1, SATB1, SOX1, NUCKS1, SOX2, HMG20A, ACTL6B, MUM1, LAS1L, ZNF462, SIRT1, CHD4, TCF7L1 1408 43 16792 3.882928 0.115946 0.005851 0.058963

GOTERM_BP_DIRECTGO:0007420~brain development 34 0.013899 4.56E-05BID, POU6F1, SYT1, CDK5R1, SLC38A3, KCNAB1, ARNT2, HMGCS1, DSCAML1, CKB, CDH22, CTTNBP2, CHD8, BAG6, NDRG4, OXCT1, PAFAH1B3, CNTNAP2, PLCB1, BCR, SPHK2, NF1, MACROD2, PROX1, KCNK3, PTPN11, RAB18, HES5, BPTF, H2AFY2, PHGDH, PTCH1, STMN1, MTOR 1408 190 16792 2.134151 0.161596 0.00798 0.084319

GOTERM_BP_DIRECTGO:0014047~glutamate secretion 11 0.004497 5.32E-05RAB3A, PPFIA3, SYT1, STX1A, CPLX1, PPFIA1, STXBP1, VAMP2, RIMS1, SNAP25, APBA1 1408 28 16792 4.685268 0.185946 0.008905 0.098412

GOTERM_BP_DIRECTGO:0048172~regulation of short-term neuronal synaptic plasticity 8 0.00327 5.79E-05SYP, SHISA7, RAB3A, PPFIA3, SLC8A2, GRIK2, SYNGR1, UNC13A 1408 14 16792 6.814935 0.200603 0.009286 0.107098

GOTERM_BP_DIRECTGO:0071625~vocalization behavior 8 0.00327 5.79E-05NRXN2, DLG4, CNTNAP2, NLGN3, MYH14, NRXN1, SHANK1, SHANK3 1408 14 16792 6.814935 0.200603 0.009286 0.107098

GOTERM_BP_DIRECTGO:0031175~neuron projection development 22 0.008994 6.86E-05GPRIN1, CDK5R1, GNAO1, NLGN1, CAMSAP3, HERC1, HDGFRP3, FRY, NCAM1, ATCAY, TBC1D24, PPP1R9A, RAC3, UNC5A, CAMSAP2, CAMSAP1, MAP2, PHGDH, CNTN1, CNTNAP2, STMN1, RAPGEF2 1408 100 16792 2.62375 0.233142 0.010562 0.126963

GOTERM_BP_DIRECTGO:0007215~glutamate receptor signaling pathway 8 0.00327 1.01E-04SSTR1, GRIK2, KCNB1, GRIK3, GRID2, GRIA3, GRIA4, PLCB1 1408 15 16792 6.360606 0.322568 0.014867 0.186212

GOTERM_BP_DIRECTGO:0034220~ion transmembrane transport 35 0.014308 1.48E-04GRIK2, GRIK3, ATP6V1G2, FXYD6, ATP2B2, UNC79, TTYH1, ANO3, GRID2, DLG4, SLC9B2, DLG3, NALCN, ANO8, GRID1, GABRA3, NCALD, ATP1A3, SLC24A5, ATP6V1H, GRIA3, GRIA4, ATP1A2, ARHGEF9, ASIC1, KCNK3, ATP13A5, ATP6V0E2, GRIA2, ATP6V0A1, CALM3, UNC80, CASQ1, CALM1, ATP8A1 1408 210 16792 1.987689 0.436102 0.020994 0.273801

GOTERM_BP_DIRECTGO:0046328~regulation of JNK cascade 8 0.00327 1.66E-04PHLPP1, RAP2A, MAGI3, GRIK2, MAPK8IP2, MAPK8IP3, MAPK8IP1, EPHB1 1408 16 16792 5.963068 0.473945 0.02268 0.306951

GOTERM_BP_DIRECTGO:2000311~regulation of alpha-amino-3-hydroxy-5-methyl-4-isoxazole propionate selective glutamate receptor activity 8 0.00327 1.66E-04CACNG7, MAPK8IP2, NLGN1, CACNG4, NLGN2, CACNG2, NRXN1, SHANK1 1408 16 16792 5.963068 0.473945 0.02268 0.306951

GOTERM_BP_DIRECTGO:0030534~adult behavior 10 0.004088 1.67E-04SLITRK1, NRXN2, SPTBN2, CNTNAP2, NLGN3, NRXN1, ZFHX2, SHANK1, SLITRK5, SHANK3 1408 26 16792 4.586976 0.475302 0.021994 0.308183

GOTERM_BP_DIRECTGO:0007612~learning 15 0.006132 1.95E-04JPH4, JPH3, SLC8A2, SLC6A1, NLGN3, FGF13, NRXN1, PARK2, SHANK3, FYN, BCHE, DLG4, CNTNAP2, CHRNB2, ATP8A1 1408 57 16792 3.138457 0.530651 0.024898 0.361356

GOTERM_BP_DIRECTGO:0008542~visual learning 13 0.005314 2.42E-04MEIS2, NDRG4, HMGCR, PPP1R1B, NF1, MECP2, ATP1A3, CHRNB2, NLGN3, ATP1A2, MTOR, SYNGAP1, NETO1 1408 45 16792 3.445328 0.607752 0.029738 0.446894

GOTERM_BP_DIRECTGO:0050808~synapse organization 11 0.004497 2.55E-04ATP2B2, WNT7B, TNR, LRRTM2, DRP2, LRRTM1, CTNND2, NLGN1, NLGN2, NLGN3, LRP4 1408 33 16792 3.975379 0.626508 0.030308 0.470236

GOTERM_BP_DIRECTGO:0016079~synaptic vesicle exocytosis 9 0.003679 2.62E-04RAB3A, P2RX7, CPLX2, CPLX1, TRIM9, VAMP2, RIMS1, SNAP25, UNC13A 1408 22 16792 4.878874 0.636532 0.030203 0.483194

GOTERM_BP_DIRECTGO:0097105~presynaptic membrane assembly 6 0.002453 3.88E-04NLGN1, NLGN2, NLGN3, NRXN1, IL1RAPL1, LRP4 1408 9 16792 7.950758 0.777011 0.043176 0.715618

GOTERM_BP_DIRECTGO:0048169~regulation of long-term neuronal synaptic plasticity 8 0.00327 3.98E-04SYP, GRIK2, NF1, DLG4, KCNJ10, SYNGAP1, SYNGR1, NETO1 1408 18 16792 5.300505 0.785339 0.04301 0.733702

GOTERM_BP_DIRECTGO:0001764~neuron migration 21 0.008585 4.02E-04CDK5R1, TUBB2B, SOX1, ASTN1, PEX5, CELSR3, FGF13, YWHAE, NTRK3, SEMA6A, ASCL1, PTK2, NAV1, GPM6A, FYN, PAFAH1B1, UNK, TOP2B, APBB2, RAPGEF2, MYH10 1408 105 16792 2.385227 0.789024 0.042302 0.741929

GOTERM_BP_DIRECTGO:0035176~social behavior 13 0.005314 4.63E-04NRXN2, MECP2, NLGN3, NRXN1, SHANK1, SHANK3, EIF4EBP2, DLG4, MAPK8IP2, CNTNAP2, CHRNB2, MTOR, GRID1 1408 48 16792 3.229995 0.833455 0.047291 0.854202

GOTERM_BP_DIRECTGO:0035235~ionotropic glutamate receptor signaling pathway 9 0.003679 5.17E-04CDK5R1, GRIA2, GRIK2, GRIK3, GRID2, ATP1A3, GRIA3, GRIA4, GRID1 1408 24 16792 4.472301 0.864754 0.051287 0.952932

GOTERM_BP_DIRECTGO:0021510~spinal cord development 10 0.004088 5.62E-04NOG, SOX12, NF1, PHGDH, MED12, SOX4, ACTL6B, DLL1, MTOR, PTBP2 1408 30 16792 3.975379 0.886261 0.054215 1.034991

GOTERM_BP_DIRECTGO:0050771~negative regulation of axonogenesis 8 0.00327 5.84E-04GDI1, LINGO1, PTK2, RTN4R, SYNGAP1, OMG, RUFY3, LRP4 1408 19 16792 5.021531 0.895774 0.054962 1.076353

GOTERM_BP_DIRECTGO:0043547~positive regulation of GTPase activity 71 0.029025 5.90E-04FGF9, FGF17, HPS4, RANGAP1, STXBP5L, ARHGAP21, TBC1D17, DLG4, RAPGEF4, FRS3, DENND5B, PLCB1, SHC3, RAPGEF2, AGAP2, SHC2, NET1, DAB2IP, ARHGEF2, BCR, MADD, PLXNB1, PSD2, ARHGEF9, HERC2, HERC1, DEPDC5, NCAM1, ARHGAP32, ARHGAP33, ACAP3, SBF1, SGSM2, TBCD, SRGAP3, OPHN1, RAPGEFL1, SRGAP1, SPTB, ARHGDIG, RALGPS1, AGFG1, ERBB4, RAP1GAP, CAMK2G, ARHGAP35, FAM13A, NPRL3, LLGL1, AMPH, MCF2L2, PLEKHG3, PTK2, AXIN2, ARHGEF10L, PIK3R2, GIT1, DVL2, GDI1, GNAO1, PTPRA, NF1, RTN4R, DOCK3, TBC1D24, FYN, SPTBN2, CALM3, SYNGAP1, SPTAN1, CALM1 1408 565 16792 1.498683 0.898077 0.054173 1.08693

GOTERM_BP_DIRECTGO:0097119~postsynaptic density protein 95 clustering 5 0.002044 6.41E-04LRRC4, NRXN2, NLGN1, NLGN2, NRXN1 1408 6 16792 9.938447 0.916464 0.057394 1.181063

GOTERM_BP_DIRECTGO:0060291~long-term synaptic potentiation 11 0.004497 8.84E-04PRKCZ, SLC8A2, TNR, LRRTM2, LRRTM1, MECP2, NLGN1, NLGN3, VAMP2, SNAP25, SHANK3 1408 38 16792 3.452303 0.9673 0.076463 1.623647

GOTERM_BP_DIRECTGO:0019933~cAMP-mediated signaling 11 0.004497 8.84E-04ADCY1, EIF4EBP2, ADCY2, PDE2A, ADCY5, ADCYAP1R1, AKAP6, RAPGEF4, RAPGEF2, RIMS2, KSR1 1408 38 16792 3.452303 0.9673 0.076463 1.623647

GOTERM_BP_DIRECTGO:0007018~microtubule-based movement 17 0.00695 9.83E-04KIF22, CLTA, DYNC1LI2, KIF3A, KIF5B, KIF5A, KIF5C, KLC2, KIF3C, KIF1A, AP2B1, KIF1B, KLC1, DYNC1H1, KIF26A, SH3GL2, KIF2A 1408 81 16792 2.503016 0.977761 0.082863 1.804987

GOTERM_BP_DIRECTGO:0010976~positive regulation of neuron projection development 18 0.007358 0.001029DAB2IP, MAGI2, STMN2, PLXNB3, KATNB1, ARHGAP35, KIDINS220, GPRC5B, PRKD1, KDM1A, TRIM67, FYN, NDRG4, CNTN1, RAPGEF2, NEGR1, CAMK1D, FEZ1 1408 89 16792 2.412028 0.981377 0.084714 1.888334

GOTERM_BP_DIRECTGO:0019886~antigen processing and presentation of exogenous peptide antigen via MHC class II 18 0.007358 0.001507KIF22, CLTA, DYNC1LI2, KIF3A, KIF5A, KLC2, KIF3C, DCTN1, AP2B1, KLC1, DYNLL2, ACTR1A, SPTBN2, SEC24C, KIF26A, DYNC1H1, SH3GL2, KIF2A 1408 92 16792 2.333375 0.99708 0.119156 2.754526

GOTERM_BP_DIRECTGO:0006357~regulation of transcription from RNA polymerase II promoter 56 0.022893 0.001849THRA, ARID4A, HIRA, HMGN5, TCEAL2, ZKSCAN2, KCNIP3, KDM1A, EPC2, RAD21, HSF2, SMARCD3, TRAK1, BRD7, LRRFIP1, RBL2, SOX12, CDC5L, TRERF1, MYCN, JMY, CIAO1, BRWD3, BRWD1, GTF2I, ZSCAN18, ASCL5, SMARCA4, TSHZ1, TADA1, TCF7L2, TCF7L1, EPM2AIP1, ZNF704, NPAS3, SMARCB1, HTATSF1, TFDP2, CHD2, TEF, ACTL6B, VEZF1, ZSCAN29, CHD4, TAF4, BRD3, KLF12, NUCKS1, RFX5, ZMYM3, RFX7, MED13L, PKNOX2, MNAT1, MAMLD1, TCF12 1408 441 16792 1.51443 0.999224 0.141331 3.369349

GOTERM_BP_DIRECTGO:0008286~insulin receptor signaling pathway 16 0.006541 0.001852PRKCZ, SOGA1, PTPRA, GPLD1, SOCS7, ATP6V1H, ATP6V1G2, FOXO4, ATP6V0E2, EIF4EBP2, SORBS1, GAB1, ATP6V0A1, PIK3R3, PIK3R1, PIK3R2 1408 78 16792 2.446387 0.999232 0.138787 3.374143

GOTERM_BP_DIRECTGO:0016192~vesicle-mediated transport 25 0.01022 0.001866CLTA, SEC31B, CLTB, TSNARE1, STXBP5L, RTN3, AP2B1, AP3M1, ACTR1A, NSF, STX1A, NCALD, KIF5A, CECR2, SPIRE1, SPIRE2, PARK2, STX1B, RAB11FIP3, SPTBN2, MAPK8IP3, MAPK8IP1, VAMP2, VAMP1, GGA3 1408 152 16792 1.961536 0.999274 0.137143 3.400027

GOTERM_BP_DIRECTGO:0072659~protein localization to plasma membrane 14 0.005723 0.001888PRKCZ, RAP2A, GPR158, SCN3B, DPP10, STXBP1, FGF13, KCNIP3, ZDHHC22, GOLGA7B, LRP6, DPP6, RAPGEF2, SCP2 1408 63 16792 2.650253 0.999332 0.136042 3.438741

GOTERM_BP_DIRECTGO:0035641~locomotory exploration behavior 6 0.002453 0.001968TNR, LSAMP, DLG4, NLGN2, PRKCE, SHANK3 1408 12 16792 5.963068 0.99951 0.138809 3.581817

GOTERM_BP_DIRECTGO:0017156~calcium ion regulated exocytosis 6 0.002453 0.001968SYT3, RAPGEF4, VAMP2, RIMS2, RIMS1, RIMS3 1408 12 16792 5.963068 0.99951 0.138809 3.581817

GOTERM_BP_DIRECTGO:0060997~dendritic spine morphogenesis 6 0.002453 0.001968DLG4, CTNND2, SHANK1, EPHB1, SHANK3, HDAC6 1408 12 16792 5.963068 0.99951 0.138809 3.581817

GOTERM_BP_DIRECTGO:0043044~ATP-dependent chromatin remodeling 8 0.00327 0.002111SMARCAD1, CHD8, HDAC2, SMARCB1, GATAD2B, CECR2, CHD4, SMARCA4 1408 23 16792 4.148221 0.999719 0.145498 3.837534

GOTERM_BP_DIRECTGO:0016188~synaptic vesicle maturation 5 0.002044 0.002609SYP, RAB3A, DLG4, STXBP1, UNC13A 1408 8 16792 7.453835 0.999959 0.173638 4.722597

GOTERM_BP_DIRECTGO:0021707~cerebellar granule cell differentiation 5 0.002044 0.002609ATP2B2, CBLN1, GRID2, NRXN1, PROX1 1408 8 16792 7.453835 0.999959 0.173638 4.722597

GOTERM_BP_DIRECTGO:1903861~positive regulation of dendrite extension 7 0.002862 0.002632SYT1, CPNE5, SYT3, PARK2, RIMS2, RIMS1, UNC13A 1408 18 16792 4.637942 0.999963 0.17209 4.763449

GOTERM_BP_DIRECTGO:0006813~potassium ion transport 16 0.006541 0.003083HCN1, KCNC1, KCND3, KCNAB1, KCNA2, SLC24A5, KCNJ10, KCNA6, ATP1A2, KCNIP2, KCNK3, CDKN1B, SLC24A3, KCNN2, ABCC8, NSF 1408 82 16792 2.327051 0.999994 0.195255 5.55762

GOTERM_BP_DIRECTGO:0007626~locomotory behavior 16 0.006541 0.003914GNAO1, ADCY5, MECP2, ASTN1, SOBP, GPRC5B, ATP2B2, LRRTM1, ABAT, APBA2, CHRNB2, NEGR1, SNAP25, NOVA1, APBA1, CACNA1B 1408 84 16792 2.271645 1 0.237368 7.005109

GOTERM_BP_DIRECTGO:0016575~histone deacetylation 11 0.004497 0.004125HDAC5, KDM1A, HDAC4, HDAC2, ARID4A, MTA1, SIRT1, SIRT2, BRMS1L, CHD4, HDAC6 1408 46 16792 2.851902 1 0.244634 7.367867

GOTERM_BP_DIRECTGO:0030900~forebrain development 11 0.004497 0.004125NOTCH1, SSTR2, GNAO1, KDM2B, SSTR1, FYN, SOX2, MAPK8IP3, ARHGAP35, VAX2, TOP2B 1408 46 16792 2.851902 1 0.244634 7.367867

GOTERM_BP_DIRECTGO:0040019~positive regulation of embryonic development 5 0.002044 0.004386LHX1, AMOT, PAFAH1B1, PLCB1, NR2C2 1408 9 16792 6.625631 1 0.254161 7.817523

GOTERM_BP_DIRECTGO:0097120~receptor localization to synapse 5 0.002044 0.004386DLG4, NLGN1, DLG3, NRXN1, NETO1 1408 9 16792 6.625631 1 0.254161 7.817523

GOTERM_BP_DIRECTGO:0007613~memory 13 0.005314 0.00483JPH3, SLC8A2, CRTC1, ATP1A3, FGF13, ASIC1, SHANK3, NETO1, EIF4EBP2, PLA2G6, CHRNB2, PLCB1, HTR2A 1408 62 16792 2.500641 1 0.272036 8.575175

GOTERM_BP_DIRECTGO:2000809~positive regulation of synaptic vesicle clustering 4 0.001635 0.005159MAGI2, NLGN1, NLGN2, NLGN3 1408 5 16792 9.540909 1 0.283625 9.133716

GOTERM_BP_DIRECTGO:0071805~potassium ion transmembrane transport 20 0.008176 0.005609KCNC2, HCN1, KCNC1, KCND2, KCNAB1, KCNB1, KCNA2, KCNA6, KCNIP2, KCNJ11, KCNK3, KCNIP3, KCNQ5, KCNT2, KCNN2, KCNH7, KCNH8, NALCN, HCN3, ABCC8 1408 121 16792 1.971262 1 0.300062 9.891331

GOTERM_BP_DIRECTGO:0031032~actomyosin structure organization 8 0.00327 0.005689EPB41, EPB41L5, EPB41L4A, MYH14, EPB41L4B, MYO18A, CDC42BPB, MYH10 1408 27 16792 3.53367 1 0.299559 10.02589

GOTERM_BP_DIRECTGO:2000310~regulation of N-methyl-D-aspartate selective glutamate receptor activity 6 0.002453 0.006033DLG4, MAPK8IP2, NLGN1, NLGN3, NRXN1, DAPK1 1408 15 16792 4.770455 1 0.310407 10.6008

GOTERM_BP_DIRECTGO:1901379~regulation of potassium ion transmembrane transport 6 0.002453 0.006033KCNAB1, KCNN2, DPP10, DPP6, KCNIP2, KCNIP3 1408 15 16792 4.770455 1 0.310407 10.6008

GOTERM_BP_DIRECTGO:0070932~histone H3 deacetylation 7 0.002862 0.00619HDAC5, SMARCAD1, HDAC4, HDAC2, SIRT1, SIRT2, HDAC6 1408 21 16792 3.975379 1 0.312961 10.86104

GOTERM_BP_DIRECTGO:0060079~excitatory postsynaptic potential 8 0.00327 0.007047PPP1R9A, GRIK2, GRID2, MECP2, MAPK8IP2, NLGN3, PPP3CA, DGKI 1408 28 16792 3.407468 1 0.343586 12.2743

GOTERM_BP_DIRECTGO:0006461~protein complex assembly 19 0.007767 0.007803SSBP3, REPS2, MAGI1, TFAP4, WASF3, WASF1, CREBBP, SHANK1, RIMS1, LLGL1, KCNQ5, MNAT1, HES5, DLG4, VAMP2, DLG5, MDN1, APBA1, APC 1408 116 16792 1.953419 1 0.36821 13.50187

GOTERM_BP_DIRECTGO:0060999~positive regulation of dendritic spine development 7 0.002862 0.007918PALM, PPP1R9A, CPEB3, NLGN1, MTOR, SHANK1, SHANK3 1408 22 16792 3.79468 1 0.368121 13.68783

GOTERM_BP_DIRECTGO:0035556~intracellular signal transduction 49 0.020031 0.008318PRKCZ, ADCY1, ZBTB33, ADCY2, NRG3, RALGPS1, ADCY5, BRSK1, STK32C, DGKB, RAC3, PPP1R1B, PPP1R1A, ANP32A, DCLK2, DLG5, PLCB1, RAPGEF2, SHC2, AKT3, NET1, PRKCA, DVL2, SRPK2, MAGI3, ARHGEF2, BCR, PLXNB1, EFS, SPSB4, SOCS7, DGKI, PRKCE, YWHAE, DEPDC5, DAPK1, PRKD1, RPS6KA5, MAST1, KSR2, CRKL, FYN, AKAP6, STMN1, KSR1, APBB2, CIT, UNC13A, CDC42BPB 1408 403 16792 1.450076 1 0.378285 14.33056

GOTERM_BP_DIRECTGO:0046710~GDP metabolic process 5 0.002044 0.010027MAGI3, DLG4, DLG3, CASK, TJP2 1408 11 16792 5.420971 1 0.431695 17.02335

GOTERM_BP_DIRECTGO:0033169~histone H3-K9 demethylation 5 0.002044 0.010027KDM1A, PHF2, HR, KDM3B, JMJD1C 1408 11 16792 5.420971 1 0.431695 17.02335

GOTERM_BP_DIRECTGO:0048813~dendrite morphogenesis 9 0.003679 0.01023FYN, BTBD3, MAP2, MAPK8IP2, ABI1, CELSR2, KIDINS220, SLITRK5, LRP4 1408 37 16792 2.900952 1 0.433545 17.33782

GOTERM_BP_DIRECTGO:0043433~negative regulation of sequence-specific DNA binding transcription factor activity 12 0.004906 0.010312KDM1A, HDAC4, TAF3, HDAC2, BTRC, MAP3K10, PTCH1, PBX1, PROX1, SIRT1, TCF7L2, SUFU 1408 60 16792 2.385227 1 0.431541 17.46336

GOTERM_BP_DIRECTGO:0050804~modulation of synaptic transmission 6 0.002453 0.0108EIF4EBP2, GRIK2, NLGN1, NLGN2, NLGN3, PPP3CA 1408 17 16792 4.209225 1 0.442069 18.2147

GOTERM_BP_DIRECTGO:0006376~mRNA splice site selection 6 0.002453 0.0108SRSF1, CELF4, YTHDC1, CELF2, PTBP2, LUC7L3 1408 17 16792 4.209225 1 0.442069 18.2147

GOTERM_BP_DIRECTGO:0007417~central nervous system development 19 0.007767 0.010995JARID2, ALDH5A1, ARNT2, JRKL, BCAN, DSCAML1, PARK2, TAGLN3, RPS6KA6, CHD7, ATN1, RNF103, FYN, DRP2, POU3F3, ADAM22, SHC3, NCAN, SH3GL2 1408 120 16792 1.888305 1 0.443426 18.51215

GOTERM_BP_DIRECTGO:0007416~synapse assembly 12 0.004906 0.011654PCDHB9, DNM3, NRXN2, GPM6A, SPTBN2, MECP2, NLGN1, BSN, NLGN2, NLGN3, NRXN1, SHANK3 1408 61 16792 2.346125 1 0.458224 19.51221

GOTERM_BP_DIRECTGO:0030010~establishment of cell polarity 7 0.002862 0.012368PRKCZ, PTK2, UST, BRSK2, BRSK1, MARK4, EPHB1 1408 24 16792 3.478456 1 0.473751 20.58122

GOTERM_BP_DIRECTGO:0048511~rhythmic process 11 0.004497 0.013175DHX9, HLF, CDK5R1, CRTC1, BTRC, CREBBP, NLGN1, TEF, MAPK10, KDM5B, FBXW11 1408 54 16792 2.429398 1 0.490927 21.77472

GOTERM_BP_DIRECTGO:0001701~in utero embryonic development 26 0.010629 0.013356SRSF1, TAPT1, NOG, ARNT2, SOX6, SOX8, KDM1A, PCGF2, CHD8, CHD7, INPP5K, APBA2, APBA1, KIF3A, KIDINS220, TAB1, NOTCH1, WNT7B, ZMIZ1, TANC2, EPB41L5, MAPK8IP3, AMOT, PTCH1, MYH10, ADAR 1408 187 16792 1.658179 1 0.491152 22.03975

GOTERM_BP_DIRECTGO:0030705~cytoskeleton-dependent intracellular transport 6 0.002453 0.013942MYO10, KIF1B, KIF5B, KIF5A, KIF5C, KIF26A 1408 18 16792 3.975379 1 0.50163 22.89266

GOTERM_BP_DIRECTGO:0021702~cerebellar Purkinje cell differentiation 5 0.002044 0.014057ATP2B2, LHX1, LDB1, HERC1, FAIM2 1408 12 16792 4.969223 1 0.500089 23.05949

GOTERM_BP_DIRECTGO:0006886~intracellular protein transport 31 0.012673 0.01427CLTA, CLTB, RABGAP1, GRIK2, RIMS2, RIMS1, TSNARE1, KCNIP3, STX16-NPEPL1, AP2B1, KLC1, AP3M1, TBC1D14, TNPO2, SEC24C, NSF, APBA1, RANBP17, STX1A, ARHGEF2, SNX27, VPS45, HERC2, STX1B, SGSM2, TOM1L2, EVI5L, XPO7, VPS26B, GGA3, HDAC6 1408 236 16792 1.566569 1 0.500976 23.3665

GOTERM_BP_DIRECTGO:0000226~microtubule cytoskeleton organization 13 0.005314 0.014302PRKCZ, PTK2, DYNC1LI2, CRMP1, CUL9, CAMSAP2, PCNT, MAP2, DCLK2, PAFAH1B1, CAMSAP3, CLASP2, MARK4 1408 71 16792 2.183659 1 0.497465 23.41316

GOTERM_BP_DIRECTGO:0051899~membrane depolarization 7 0.002862 0.015146PRKCZ, P2RX7, SCN3B, CACNG4, CHRNB2, CACNG2, CACNA1B 1408 25 16792 3.339318 1 0.513295 24.61776

GOTERM_BP_DIRECTGO:0034983~peptidyl-lysine deacetylation 4 0.001635 0.015887HDAC4, SIRT1, SIRT2, HDAC6 1408 7 16792 6.814935 1 0.525988 25.66155

GOTERM_BP_DIRECTGO:0042297~vocal learning 4 0.001635 0.015887NRXN2, CNTNAP2, NRXN1, SHANK3 1408 7 16792 6.814935 1 0.525988 25.66155

GOTERM_BP_DIRECTGO:0097151~positive regulation of inhibitory postsynaptic potential 4 0.001635 0.015887ABAT, NLGN2, RIMS2, RIMS1 1408 7 16792 6.814935 1 0.525988 25.66155

GOTERM_BP_DIRECTGO:0002091~negative regulation of receptor internalization 4 0.001635 0.015887MTMR2, LRRTM2, LRRTM1, DLG4 1408 7 16792 6.814935 1 0.525988 25.66155

GOTERM_BP_DIRECTGO:0021987~cerebral cortex development 11 0.004497 0.016851KDM1A, ASCL1, NCOA1, CCDC85C, BTBD3, NF1, LRP6, CNTNAP2, PAFAH1B1, PLCB1, YWHAE 1408 56 16792 2.342634 1 0.542853 26.99766

GOTERM_BP_DIRECTGO:0006470~protein dephosphorylation 19 0.007767 0.017636PHLPP1, PDP2, BTRC, CAMK2G, EPM2A, PTPN4, PDXP, PTPRT, TAB1, MTMR2, SBF1, DUSP26, PPM1K, PPM1H, PPM1L, PPP3CA, FBXW11, MTMR7, MTMR4 1408 126 16792 1.798386 1 0.555106 28.07006

GOTERM_BP_DIRECTGO:0051968~positive regulation of synaptic transmission, glutamatergic 6 0.002453 0.017643TNR, NLGN1, NLGN2, NLGN3, NRXN1, SHANK3 1408 19 16792 3.766148 1 0.551042 28.07964

GOTERM_BP_DIRECTGO:0008045~motor neuron axon guidance 6 0.002453 0.017643ALCAM, NOG, RNF165, LHX1, KIF5C, SLIT1 1408 19 16792 3.766148 1 0.551042 28.07964

GOTERM_BP_DIRECTGO:0043065~positive regulation of apoptotic process 37 0.015126 0.018175CDK19, BID, ING4, PNMA3, TFAP4, ERBB4, HIP1R, GPLD1, SOX4, ZNF346, USP27X, MOAP1, MTCH1, ACIN1, MAP2K6, NET1, APC, DAB2IP, ARHGEF2, AIFM1, NF1, RNPS1, ARHGEF9, SIRT1, JMY, NTRK3, NOTCH1, NCOA1, CSRNP3, GADD45G, MLLT11, MAP3K10, SIAH1, CLIP3, APBB2, PNMA1, CAMK1D 1408 300 16792 1.47089 1 0.557665 28.79677

GOTERM_BP_DIRECTGO:0048712~negative regulation of astrocyte differentiation 5 0.002044 0.018981NTRK3, NOG, HES5, NF1, MYCN 1408 13 16792 4.586976 1 0.56938 29.87145

GOTERM_BP_DIRECTGO:0002087~regulation of respiratory gaseous exchange by neurological system process 5 0.002044 0.018981MECP2, NLGN1, NLGN2, NLGN3, ATP1A2 1408 13 16792 4.586976 1 0.56938 29.87145

GOTERM_BP_DIRECTGO:0021762~substantia nigra development 10 0.004088 0.01916INA, TTBK1, FGF9, GLUD1, CALM3, NDRG2, YWHAE, SIRT2, CALM1, CKB 1408 49 16792 2.433905 1 0.568724 30.10839

GOTERM_BP_DIRECTGO:0097116~gephyrin clustering involved in postsynaptic density assembly 3 0.001226 0.019874NRXN2, NLGN2, NRXN1 1408 3 16792 11.92614 1 0.578096 31.04477

GOTERM_BP_DIRECTGO:0097485~neuron projection guidance 3 0.001226 0.019874SEMA5B, DPYSL4, ARHGAP35 1408 3 16792 11.92614 1 0.578096 31.04477

GOTERM_BP_DIRECTGO:0006661~phosphatidylinositol biosynthetic process 11 0.004497 0.021234MTMR2, MTMR1, INPP5K, PIK3C2B, PI4KA, PIK3R3, MTMR7, PIK3R1, MTMR4, PIK3R2, PIP4K2B 1408 58 16792 2.261853 1 0.598486 32.79457

GOTERM_BP_DIRECTGO:0010506~regulation of autophagy 10 0.004088 0.021684SOGA1, SOGA3, PARK2, RRAGB, USP13, DEPDC5, DAPK1, PIK3R2, PIP4K2B, HDAC6 1408 50 16792 2.385227 1 0.602254 33.36466

GOTERM_BP_DIRECTGO:0060828~regulation of canonical Wnt signaling pathway 6 0.002453 0.02194AMER1, BTRC, CTNND2, PARK2, LRP4, LRP5 1408 20 16792 3.577841 1 0.602638 33.68653

GOTERM_BP_DIRECTGO:0043153~entrainment of circadian clock by photoperiod 6 0.002453 0.02194RBM4B, CRY2, USP2, CRTC1, RBM4, MTA1 1408 20 16792 3.577841 1 0.602638 33.68653

GOTERM_BP_DIRECTGO:0016081~synaptic vesicle docking 4 0.001635 0.023854STX1A, STX1B, SNAP25, UNC13A 1408 8 16792 5.963068 1 0.629804 36.04899

GOTERM_BP_DIRECTGO:2000369~regulation of clathrin-mediated endocytosis 4 0.001635 0.023854SNAP91, HIP1R, DNAJC6, TNK2 1408 8 16792 5.963068 1 0.629804 36.04899

GOTERM_BP_DIRECTGO:0007264~small GTPase mediated signal transduction 31 0.012673 0.024037RAB3A, RAB3B, RAB3C, RALGPS1, RAB9B, RUNDC3A, ARHGAP35, DIRAS1, DIRAS2, RAC3, RASL10A, RASL10B, RAPGEF4, RAB6B, RAB26, RAB6A, RAPGEF2, AGAP2, RAB2A, RAP2A, GDI1, DOCK3, RAB33A, ARL3, RASL11B, ARHGAP32, ARHGAP33, RAB18, TNK2, NKIRAS1, RAPGEFL1 1408 246 16792 1.502887 1 0.628762 36.27102

GOTERM_BP_DIRECTGO:0034260~negative regulation of GTPase activity 9 0.003679 0.024644GPS1, SH3BP4, DAB2IP, PDE6D, PLXNB3, AMOT, RTKN, TNK2, DGKI 1408 43 16792 2.496168 1 0.63419 37.00025

GOTERM_BP_DIRECTGO:0040029~regulation of gene expression, epigenetic 5 0.002044 0.024846HDAC5, HDAC4, MTA1, CTCF, HDAC6 1408 14 16792 4.259334 1 0.633427 37.24211

GOTERM_BP_DIRECTGO:0007616~long-term memory 7 0.002862 0.026002PRKCZ, ADCY1, CPEB3, MECP2, MTOR, EHMT2, SHANK1 1408 28 16792 2.981534 1 0.646584 38.60444

GOTERM_BP_DIRECTGO:0035249~synaptic transmission, glutamatergic 6 0.002453 0.026862SLC1A4, GRIK2, GRID2, PARK2, SHC3, UNC13A 1408 21 16792 3.407468 1 0.654974 39.60073

GOTERM_BP_DIRECTGO:0031016~pancreas development 6 0.002453 0.026862ACVR2B, MEIS2, GDF11, ILDR2, PROX1, TCF7L2 1408 21 16792 3.407468 1 0.654974 39.60073

GOTERM_BP_DIRECTGO:0097150~neuronal stem cell population maintenance 6 0.002453 0.026862NOTCH1, HES5, SOX2, DLL1, PROX1, MMP24 1408 21 16792 3.407468 1 0.654974 39.60073

GOTERM_BP_DIRECTGO:0046037~GMP metabolic process 5 0.002044 0.031687MAGI3, DLG4, DLG3, CASK, TJP2 1408 15 16792 3.975379 1 0.712299 44.91239

GOTERM_BP_DIRECTGO:0014898~cardiac muscle hypertrophy in response to stress 5 0.002044 0.031687HDAC4, MYH7, PPP3CA, KLF15, NPPA 1408 15 16792 3.975379 1 0.712299 44.91239

GOTERM_BP_DIRECTGO:1904886~beta-catenin destruction complex disassembly 6 0.002453 0.032433DVL2, AMER1, LRP6, FRAT1, LRP5, APC 1408 22 16792 3.252583 1 0.717201 45.69287

GOTERM_BP_DIRECTGO:0051967~negative regulation of synaptic transmission, glutamatergic 4 0.001635 0.033588GRIK2, GRIK3, PLA2G6, HTR2A 1408 9 16792 5.300505 1 0.726355 46.88034

GOTERM_BP_DIRECTGO:0070933~histone H4 deacetylation 4 0.001635 0.033588SMARCAD1, HDAC4, HDAC2, SIRT2 1408 9 16792 5.300505 1 0.726355 46.88034

GOTERM_BP_DIRECTGO:0021915~neural tube development 7 0.002862 0.035551SALL2, NOTCH1, HES5, NF1, PHGDH, CECR2, PROX1 1408 30 16792 2.782765 1 0.743264 48.84279

GOTERM_BP_DIRECTGO:0007052~mitotic spindle organization 7 0.002862 0.035551PCNT, GPSM2, STMN1, CLASP2, DYNC1H1, SMC3, KIF2A 1408 30 16792 2.782765 1 0.743264 48.84279

GOTERM_BP_DIRECTGO:0006469~negative regulation of protein kinase activity 15 0.006132 0.036249LRRC4, FLRT1, TAOK3, NF1, RTN4R, LRRC4B, SOCS7, LRRC4C, CAMK2N2, PPM1E, INPP5K, LRRTM3, PPP1R1A, LRRTM1, LRP6 1408 99 16792 1.80699 1 0.746798 49.52406

GOTERM_BP_DIRECTGO:0032232~negative regulation of actin filament bundle assembly 3 0.001226 0.037547PARK2, SHANK1, SHANK3 1408 4 16792 8.944602 1 0.755899 50.76883

GOTERM_BP_DIRECTGO:1900271~regulation of long-term synaptic potentiation 3 0.001226 0.037547NF1, NLGN3, SHANK3 1408 4 16792 8.944602 1 0.755899 50.76883

GOTERM_BP_DIRECTGO:0097113~AMPA glutamate receptor clustering 3 0.001226 0.037547DLG4, NLGN1, SHANK3 1408 4 16792 8.944602 1 0.755899 50.76883

GOTERM_BP_DIRECTGO:0046959~habituation 3 0.001226 0.037547EPM2A, DGKI, SHANK1 1408 4 16792 8.944602 1 0.755899 50.76883

GOTERM_BP_DIRECTGO:0031117~positive regulation of microtubule depolymerization 3 0.001226 0.037547STMN2, KATNB1, SPAST 1408 4 16792 8.944602 1 0.755899 50.76883

GOTERM_BP_DIRECTGO:0072553~terminal button organization 3 0.001226 0.037547NLGN1, NLGN2, CHD4 1408 4 16792 8.944602 1 0.755899 50.76883

GOTERM_BP_DIRECTGO:0007386~compartment pattern specification 3 0.001226 0.037547NOTCH1, DLL3, DLL1 1408 4 16792 8.944602 1 0.755899 50.76883

GOTERM_BP_DIRECTGO:0097118~neuroligin clustering involved in postsynaptic membrane assembly 3 0.001226 0.037547MAGI2, NRXN2, NRXN1 1408 4 16792 8.944602 1 0.755899 50.76883

GOTERM_BP_DIRECTGO:0051966~regulation of synaptic transmission, glutamatergic 6 0.002453 0.038674SYT1, MAPK8IP2, OPHN1, ATP1A2, DGKI, UNC13A 1408 23 16792 3.111166 1 0.762982 51.82493

GOTERM_BP_DIRECTGO:0048278~vesicle docking 6 0.002453 0.038674SYT1, STX16-NPEPL1, STX1A, NDRG4, STX1B, TSNARE1 1408 23 16792 3.111166 1 0.762982 51.82493

GOTERM_BP_DIRECTGO:0010468~regulation of gene expression 15 0.006132 0.039031BMI1, TSHZ1, SOX2, NF1, SART3, STX1B, PROX1, ASCL1, DDX46, LHX1, PHGDH, MAPK8IP3, APBA2, TOB2, APBA1 1408 100 16792 1.78892 1 0.762977 52.15524

GOTERM_BP_DIRECTGO:0006996~organelle organization 5 0.002044 0.039524ATP2B2, CHGA, KIF3A, KIF5C, HDAC6 1408 16 16792 3.726918 1 0.764169 52.60741

GOTERM_BP_DIRECTGO:0006890~retrograde vesicle-mediated transport, Golgi to ER 13 0.005314 0.039953KIF22, KIF3A, KIF5A, KLC1, ATP9A, RAB6B, RAB6A, KLC2, KIF26A, KIF3C, BICD2, NSF, KIF2A 1408 82 16792 1.890729 1 0.764787 52.99828

GOTERM_BP_DIRECTGO:0046676~negative regulation of insulin secretion 7 0.002862 0.041069KCNB1, PPP3CA, PARK2, ABCC8, KCNJ11, STXBP5L, PTPN11 1408 31 16792 2.692999 1 0.77122 53.99928

GOTERM_BP_DIRECTGO:0045668~negative regulation of osteoblast differentiation 8 0.00327 0.041082HDAC4, NOTCH1, NOG, NBR1, PTCH1, AXIN2, SUFU, LRP5 1408 39 16792 2.446387 1 0.768276 54.01155

GOTERM_BP_DIRECTGO:0050890~cognition 8 0.00327 0.041082SLC1A4, CHD7, HRH3, CHRM1, NF1, SOBP, CHRNB2, CUX2 1408 39 16792 2.446387 1 0.768276 54.01155

GOTERM_BP_DIRECTGO:0007223~Wnt signaling pathway, calcium modulating pathway 8 0.00327 0.041082GNAO1, TNRC6C, CALM3, GNG2, PPP3CA, PLCB1, TCF7L2, CALM1 1408 39 16792 2.446387 1 0.768276 54.01155

GOTERM_BP_DIRECTGO:0048791~calcium ion-regulated exocytosis of neurotransmitter 8 0.00327 0.041082SYT1, SYT11, SYT3, SYT16, SYT15, RIMS2, RIMS1, RIMS3 1408 39 16792 2.446387 1 0.768276 54.01155

GOTERM_BP_DIRECTGO:0006605~protein targeting 8 0.00327 0.041082TRAK1, HPS4, KATNB1, TOMM20, NLGN1, AKAP6, SYNGR1, YWHAE 1408 39 16792 2.446387 1 0.768276 54.01155

GOTERM_BP_DIRECTGO:0006887~exocytosis 13 0.005314 0.043292CPLX1, SRCIN1, MICAL3, BRSK2, VPS52, RIMS1, LLGL1, STXBP5L, SYT16, VAMP2, VAMP1, NSF, MYH10 1408 83 16792 1.867949 1 0.783216 55.93485

GOTERM_BP_DIRECTGO:0034765~regulation of ion transmembrane transport 16 0.006541 0.04386HCN1, KCND3, KCND2, SCN3A, KCNB1, KCNA2, SCN2A, KCNJ10, KCNA6, KCNQ5, KCNJ9, KCNH7, KCNH8, NALCN, HCN3, CACNA1B 1408 111 16792 1.719083 1 0.784682 56.41635

GOTERM_BP_DIRECTGO:2000300~regulation of synaptic vesicle exocytosis 4 0.001635 0.045056PFN2, RIMS2, RIMS1, RIMS3 1408 10 16792 4.770455 1 0.79084 57.41496

GOTERM_BP_DIRECTGO:0006476~protein deacetylation 4 0.001635 0.045056HDAC5, SIRT1, SIRT2, HDAC6 1408 10 16792 4.770455 1 0.79084 57.41496

GOTERM_BP_DIRECTGO:0035265~organ growth 4 0.001635 0.045056ACVR2B, DLL1, EHMT2, PTPN11 1408 10 16792 4.770455 1 0.79084 57.41496

GOTERM_BP_DIRECTGO:0040011~locomotion 4 0.001635 0.045056ATP2B2, JPH3, ATP1A2, SHANK3 1408 10 16792 4.770455 1 0.79084 57.41496

GOTERM_BP_DIRECTGO:0035414~negative regulation of catenin import into nucleus 4 0.001635 0.045056DAB2IP, APC2, DACT3, AXIN2 1408 10 16792 4.770455 1 0.79084 57.41496

GOTERM_BP_DIRECTGO:0045475~locomotor rhythm 4 0.001635 0.045056NCOA2, KCND2, USP2, MTA1 1408 10 16792 4.770455 1 0.79084 57.41496

GOTERM_BP_DIRECTGO:0031115~negative regulation of microtubule polymerization 4 0.001635 0.045056STMN2, TBCD, STMN1, CLIP3 1408 10 16792 4.770455 1 0.79084 57.41496

GOTERM_BP_DIRECTGO:0061001~regulation of dendritic spine morphogenesis 4 0.001635 0.045056CDK5R1, PPP1R9A, SRCIN1, SHANK3 1408 10 16792 4.770455 1 0.79084 57.41496

GOTERM_BP_DIRECTGO:0090102~cochlea development 6 0.002453 0.045597NTRK3, ATP2B2, SOBP, CECR2, PAFAH1B1, KCNK3 1408 24 16792 2.981534 1 0.791976 57.85919

GOTERM_BP_DIRECTGO:0046426~negative regulation of JAK-STAT cascade 8 0.00327 0.046337LRRC4, FLRT1, LRRTM3, LRRTM1, RTN4R, LRRC4B, SOCS7, LRRC4C 1408 40 16792 2.385227 1 0.794529 58.46038

GOTERM_BP_DIRECTGO:0007190~activation of adenylate cyclase activity 8 0.00327 0.046337PRKCA, GNAL, ADCY1, ADCY2, ADCY5, CALM3, VIPR2, CALM1 1408 40 16792 2.385227 1 0.794529 58.46038

GOTERM_BP_DIRECTGO:0048167~regulation of synaptic plasticity 7 0.002862 0.047098NCAM1, ATP2B2, JPH4, EIF4EBP2, CPEB3, SYNGAP1, RAPGEF2 1408 32 16792 2.608842 1 0.797157 59.06989

GOTERM_BP_DIRECTGO:0016571~histone methylation 5 0.002044 0.048362SATB1, PRMT7, WHSC1L1, MECP2, EHMT2 1408 17 16792 3.507687 1 0.80315 60.06343

GOTERM_BP_DIRECTGO:0061178~regulation of insulin secretion involved in cellular response to glucose stimulus 5 0.002044 0.048362ADCY5, BRSK2, NRXN1, PRKCE, LRP5 1408 17 16792 3.507687 1 0.80315 60.06343

GOTERM_BP_DIRECTGO:0006337~nucleosome disassembly 5 0.002044 0.048362SMARCB1, SMARCD3, SUPT16H, HIST3H2A, SMARCA4 1408 17 16792 3.507687 1 0.80315 60.06343

GOTERM_BP_DIRECTGO:0051497~negative regulation of stress fiber assembly 5 0.002044 0.048362TMEFF2, PPP1R9A, INPP5K, PPFIA1, CLASP2 1408 17 16792 3.507687 1 0.80315 60.06343

GOTERM_BP_DIRECTGO:0001702~gastrulation with mouth forming second 5 0.002044 0.048362ACVR2B, LHX1, LDB1, AMOT, LRP5 1408 17 16792 3.507687 1 0.80315 60.06343

GOTERM_BP_DIRECTGO:0046854~phosphatidylinositol phosphorylation 14 0.005723 0.049528ERBB4, FGF9, PIK3C2B, FGF17, TTC7B, PI4KA, PI4KAP1, PTPN11, FYN, GAB1, PIK3R1, PIP4K2B, PIK3R2, EFR3B 1408 94 16792 1.776233 1 0.808243 60.96004

GOTERM_BP_DIRECTGO:0000165~MAPK cascade 31 0.012673 0.049628ERBB4, FGF9, FGF17, CAMK2G, FGF13, IL17RD, PEA15, PTK2, DLG4, KBTBD7, FRS3, RAPGEF2, SHC3, SHC2, MAP2K6, DAB2IP, NF1, TAOK3, PTPRA, SHANK3, NCAM1, FYN, MAPK8IP2, SPTBN2, CALM3, PPM1L, SYNGAP1, KSR1, CALM1, SPTB, SPTAN1 1408 262 16792 1.411108 1 0.806247 61.03641

GOTERM_BP_DIRECTGO:0045893~positive regulation of transcription, DNA-templated 55 0.022484 0.050268RAI1, RSF1, BTRC, ARNT2, CTCF, HMGN5, ZKSCAN3, ZIC3, SMARCD3, BRD7, ATOH8, PLCB1, SS18L1, MECP2, MED12, FOXN2, TRERF1, PROX1, TOX3, MYCN, NCOA1, BPTF, HES5, MLLT11, ZNF711, USP22, RNF20, SMARCA4, SMARCAD1, TFAP4, ERBB4, SOX2, SOX4, SOX8, CALCOCO1, CHD8, NPAS3, INPP5K, LHX1, POU3F3, WAC, TCF4, FBXW11, DVL2, TAF4, CREBBP, MSTN, HDAC4, NOTCH1, HDAC2, YAF2, LRP6, PTCH1, KAT6B, LRP5 1408 515 16792 1.273665 1 0.807782 61.51883

GOTERM_BP_DIRECTGO:0030182~neuron differentiation 14 0.005723 0.053173CDK5R1, AIFM1, LDB1, BRSK2, MYEF2, BRSK1, PROX1, HDAC5, ATP2B2, WNT7B, GPC2, WNT3, NGRN, IL1RAPL1 1408 95 16792 1.757536 1 0.823207 63.64134

GOTERM_BP_DIRECTGO:0071526~semaphorin-plexin signaling pathway 7 0.002862 0.053646SEMA5B, SEMA6A, SEMA6C, SEMA4G, PLXNB1, PLXNB3, SEMA3D 1408 33 16792 2.529787 1 0.823496 63.97629

GOTERM_BP_DIRECTGO:0006338~chromatin remodeling 13 0.005314 0.054458SMARCAD1, SATB1, RSF1, DMAP1, HDAC5, HDAC4, CHD7, HDAC2, BPTF, SMARCD3, SMARCB1, ACTL6B, SMARCA4 1408 86 16792 1.802788 1 0.825735 64.54375

GOTERM_BP_DIRECTGO:0046855~inositol phosphate dephosphorylation 4 0.001635 0.058192MTMR2, INPP5K, MTMR7, INPP5A 1408 11 16792 4.336777 1 0.843653 67.04877

GOTERM_BP_DIRECTGO:0021680~cerebellar Purkinje cell layer development 4 0.001635 0.058192AARS, SEZ6L, FAIM2, MYH10 1408 11 16792 4.336777 1 0.843653 67.04877

GOTERM_BP_DIRECTGO:0042592~homeostatic process 4 0.001635 0.058192SLITRK1, WNT7B, CREBBP, TRERF1 1408 11 16792 4.336777 1 0.843653 67.04877

GOTERM_BP_DIRECTGO:0035904~aorta development 5 0.002044 0.058196ADAMTS6, AP2B1, TAB1, SUFU, MYH10 1408 18 16792 3.312816 1 0.841356 67.05155

GOTERM_BP_DIRECTGO:0045944~positive regulation of transcription from RNA polymerase II promoter 97 0.039654 0.058695NOG, THRA, ARNT2, CASK, FOXO4, ZIC3, KDM1A, DDX17, RAD21, PID1, DAB2IP, STRN3, MED12, DLL1, PROX1, ASCL1, HES5, SMARCA4, CAMTA1, SOX1, TFAP4, CRTC1, SOX2, ONECUT2, BEX1, SOX4, SOX6, TTC5, SOX8, NR2C2, TCF20, MEIS2, SMARCB1, TEF, TFDP2, TCF4, SLC30A9, TAF4, KLF12, KLF13, GSX1, CREBBP, MAML2, KLF15, TET1, SREBF2, HDAC5, HDAC4, NOTCH1, HDAC2, CSRNP3, EBF4, PARP1, KAT6B, TCF12, HLF, RAI1, ZNF292, ARID4A, EZH1, CTCF, HEY1, HSF2, AGAP2, SSBP3, ARHGEF2, LDB1, SOX12, DDN, MYCN, PRKD1, NCOA1, NCOA2, ZMIZ1, ASH1L, PEG3, NFIX, TCF7L2, CALCOCO1, CHD8, CHD7, POU3F3, ETV1, PPP3CA, PIK3R1, PIK3R2, NUCKS1, PARK2, SIRT1, SIRT2, RPS6KA5, MNAT1, ZBED3, LRP6, ZNF462, PBX1, LRP5 1408 981 16792 1.179241 1 0.841618 67.37333

GOTERM_BP_DIRECTGO:0070842~aggresome assembly 3 0.001226 0.059139TRIM37, PARK2, HDAC6 1408 5 16792 7.155682 1 0.841598 67.65741

GOTERM_BP_DIRECTGO:0090335~regulation of brown fat cell differentiation 3 0.001226 0.059139FTO, MTOR, SIRT1 1408 5 16792 7.155682 1 0.841598 67.65741

GOTERM_BP_DIRECTGO:0010807~regulation of synaptic vesicle priming 3 0.001226 0.059139STX1A, STXBP1, STX1B 1408 5 16792 7.155682 1 0.841598 67.65741

GOTERM_BP_DIRECTGO:0046929~negative regulation of neurotransmitter secretion 3 0.001226 0.059139SYT11, NF1, ASIC1 1408 5 16792 7.155682 1 0.841598 67.65741

GOTERM_BP_DIRECTGO:0030204~chondroitin sulfate metabolic process 3 0.001226 0.059139B3GAT2, B3GAT1, DSEL 1408 5 16792 7.155682 1 0.841598 67.65741

GOTERM_BP_DIRECTGO:0009156~ribonucleoside monophosphate biosynthetic process 3 0.001226 0.059139ADK, PFAS, PRPS1 1408 5 16792 7.155682 1 0.841598 67.65741

GOTERM_BP_DIRECTGO:0070201~regulation of establishment of protein localization 3 0.001226 0.059139EPB41L5, WHSC1, HDAC6 1408 5 16792 7.155682 1 0.841598 67.65741

GOTERM_BP_DIRECTGO:2000757~negative regulation of peptidyl-lysine acetylation 3 0.001226 0.059139HDAC2, KLF15, SIRT1 1408 5 16792 7.155682 1 0.841598 67.65741

GOTERM_BP_DIRECTGO:2000821~regulation of grooming behavior 3 0.001226 0.059139DLG4, NRXN1, SHANK3 1408 5 16792 7.155682 1 0.841598 67.65741

GOTERM_BP_DIRECTGO:0045794~negative regulation of cell volume 3 0.001226 0.059139P2RX7, CLCN3, SHANK3 1408 5 16792 7.155682 1 0.841598 67.65741

GOTERM_BP_DIRECTGO:0097114~NMDA glutamate receptor clustering 3 0.001226 0.059139NLGN1, NRXN1, SHANK3 1408 5 16792 7.155682 1 0.841598 67.65741

GOTERM_BP_DIRECTGO:0010883~regulation of lipid storage 3 0.001226 0.059139FBXW7, FTO, SIRT1 1408 5 16792 7.155682 1 0.841598 67.65741

GOTERM_BP_DIRECTGO:0016573~histone acetylation 7 0.002862 0.060719ING4, PCGF2, EPC2, NCOA2, CREBBP, MECP2, KAT6B 1408 34 16792 2.455381 1 0.847216 68.6482

GOTERM_BP_DIRECTGO:0007274~neuromuscular synaptic transmission 6 0.002453 0.061514RAB3A, KIF1B, CHRM1, FCHSD2, STXBP1, CHRNB2 1408 26 16792 2.752185 1 0.848851 69.13602

GOTERM_BP_DIRECTGO:0048843~negative regulation of axon extension involved in axon guidance 6 0.002453 0.061514SEMA5B, SEMA6A, WNT3, SEMA6C, SEMA4G, SEMA3D 1408 26 16792 2.752185 1 0.848851 69.13602

GOTERM_BP_DIRECTGO:0019233~sensory perception of pain 9 0.003679 0.066227EDNRB, P2RX7, KCND2, SCN3B, KCNA2, NIPSNAP1, MECP2, NLGN2, CHRNB2 1408 52 16792 2.064139 1 0.867843 71.88339

GOTERM_BP_DIRECTGO:0050767~regulation of neurogenesis 5 0.002044 0.06901CHD7, WNT3, HES5, TNR, DLL1 1408 19 16792 3.138457 1 0.877041 73.39498

GOTERM_BP_DIRECTGO:0014065~phosphatidylinositol 3-kinase signaling 6 0.002453 0.070508NF1, NYAP1, PIK3R1, SIRT2, HTR2A, PIK3R2 1408 27 16792 2.650253 1 0.880806 74.17674

GOTERM_BP_DIRECTGO:0030208~dermatan sulfate biosynthetic process 4 0.001635 0.072903UST, DSEL, BCAN, NCAN 1408 12 16792 3.975379 1 0.887592 75.38133

GOTERM_BP_DIRECTGO:0071397~cellular response to cholesterol 4 0.001635 0.072903LRP6, HMGCS1, GPLD1, PTCH1 1408 12 16792 3.975379 1 0.887592 75.38133

GOTERM_BP_DIRECTGO:0032230~positive regulation of synaptic transmission, GABAergic 4 0.001635 0.072903KIF5B, NLGN1, NLGN2, PRKCE 1408 12 16792 3.975379 1 0.887592 75.38133

GOTERM_BP_DIRECTGO:0061337~cardiac conduction 8 0.00327 0.078859KCND3, KCND2, CACNG7, CACNG4, CACNG2, KCNIP2, KCNK3, KCNIP3 1408 45 16792 2.120202 1 0.905024 78.15069

GOTERM_BP_DIRECTGO:0006342~chromatin silencing 8 0.00327 0.078859HDAC5, H2AFV, H2AFY2, MECP2, BAHCC1, HIST3H2A, SIRT1, SIRT2 1408 45 16792 2.120202 1 0.905024 78.15069

GOTERM_BP_DIRECTGO:0001755~neural crest cell migration 8 0.00327 0.078859EDNRB, SEMA5B, SEMA6A, SEMA6C, SEMA4G, ERBB4, SEMA3D, SOX8 1408 45 16792 2.120202 1 0.905024 78.15069

GOTERM_BP_DIRECTGO:0016567~protein ubiquitination 39 0.015943 0.07892BTRC, UBE2QL1, MKRN3, MYCBP2, KLHL7, FBXW7, DCAF11, RNF103, TRIM9, KLHL25, KBTBD6, CUL9, KLHL22, RNF38, KBTBD7, PELI2, KLHL23, FBXO21, FBXW11, DCAF16, MED12, HACE1, SOCS7, SPSB4, PDZRN4, GAN, HERC2, PARK2, HERC1, SIRT1, TRIM62, HERC2P3, PJA1, RNF44, DCAF7, AKTIP, KLHL13, FBXO10, ZER1 1408 359 16792 1.295597 1 0.903547 78.17735

GOTERM_BP_DIRECTGO:0019228~neuronal action potential 6 0.002453 0.080184KCND2, SCN3A, GRIK2, KCNA2, SCN2A, MYH14 1408 28 16792 2.555601 1 0.905618 78.7253

GOTERM_BP_DIRECTGO:0043392~negative regulation of DNA binding 6 0.002453 0.080184KDM1A, RSF1, HDAC2, TFAP4, HABP4, ZNF462 1408 28 16792 2.555601 1 0.905618 78.7253

GOTERM_BP_DIRECTGO:0072583~clathrin-mediated endocytosis 5 0.002044 0.080778CLTA, AP2B1, CLTB, HIP1R, DLL1 1408 20 16792 2.981534 1 0.905713 78.97819

GOTERM_BP_DIRECTGO:0006541~glutamine metabolic process 5 0.002044 0.080778ALDH5A1, GLUD1, PHGDH, MECP2, PFAS 1408 20 16792 2.981534 1 0.905713 78.97819

GOTERM_BP_DIRECTGO:0019226~transmission of nerve impulse 5 0.002044 0.080778CACNG7, CACNG4, CNTNAP2, PAFAH1B1, CACNG2 1408 20 16792 2.981534 1 0.905713 78.97819

GOTERM_BP_DIRECTGO:0043984~histone H4-K16 acetylation 5 0.002044 0.080778ING4, KANSL1, MSL1, KANSL1L, PHF20 1408 20 16792 2.981534 1 0.905713 78.97819

GOTERM_BP_DIRECTGO:0007010~cytoskeleton organization 20 0.008176 0.080861ABLIM1, PALM, TUBB2B, WASF3, ZMYM3, MICAL3, CECR2, GAN, ELMO2, BRWD3, SEMA6A, BRWD1, MAST1, CAMSAP1, SPTBN2, ZRANB1, ACTL6B, CDC42BPB, SPTB, SPTAN1 1408 161 16792 1.481508 1 0.904341 79.0137

GOTERM_BP_DIRECTGO:0035725~sodium ion transmembrane transport 11 0.004497 0.08253HCN1, SLC8A2, SCN3A, SCN3B, SLC24A3, SCN2A, SLC24A5, SLC41A1, NALCN, ASIC1, HCN3 1408 73 16792 1.797089 1 0.907487 79.70789

GOTERM_BP_DIRECTGO:0097237~cellular response to toxic substance 3 0.001226 0.083871KCNC2, PPP1R9A, PARK2 1408 6 16792 5.963068 1 0.909613 80.25006

GOTERM_BP_DIRECTGO:0061002~negative regulation of dendritic spine morphogenesis 3 0.001226 0.083871DNM3, NLGN1, NLGN3 1408 6 16792 5.963068 1 0.909613 80.25006

GOTERM_BP_DIRECTGO:0023041~neuronal signal transduction 3 0.001226 0.083871RTN4R, NLGN1, NRXN1 1408 6 16792 5.963068 1 0.909613 80.25006

GOTERM_BP_DIRECTGO:0001956~positive regulation of neurotransmitter secretion 3 0.001226 0.083871STX1A, STX1B, UNC13A 1408 6 16792 5.963068 1 0.909613 80.25006

GOTERM_BP_DIRECTGO:0060070~canonical Wnt signaling pathway 12 0.004906 0.085518DVL2, WNT7B, CHD8, WNT3, LRP6, MED12, SOX4, TCF7L2, TCF7L1, PORCN, LRP5, APC 1408 83 16792 1.724261 1 0.91247 80.89759

GOTERM_BP_DIRECTGO:2001275~positive regulation of glucose import in response to insulin stimulus 4 0.001635 0.08908PIK3R3, PIK3R1, PIK3R2, PTPN11 1408 13 16792 3.66958 1 0.919887 82.22916

GOTERM_BP_DIRECTGO:0045197~establishment or maintenance of epithelial cell apical/basal polarity 4 0.001635 0.08908VANGL2, DLG4, DLG3, DLG5 1408 13 16792 3.66958 1 0.919887 82.22916

GOTERM_BP_DIRECTGO:0050806~positive regulation of synaptic transmission 4 0.001635 0.08908SYT1, CLSTN2, GRIK2, DLG4 1408 13 16792 3.66958 1 0.919887 82.22916

GOTERM_BP_DIRECTGO:0021819~layer formation in cerebral cortex 4 0.001635 0.08908CDK5R1, DAB2IP, SOCS7, PAFAH1B1 1408 13 16792 3.66958 1 0.919887 82.22916

GOTERM_BP_DIRECTGO:0014059~regulation of dopamine secretion 4 0.001635 0.08908KCNA2, CHRNB2, PARK2, HTR2A 1408 13 16792 3.66958 1 0.919887 82.22916

GOTERM_BP_DIRECTGO:0007512~adult heart development 4 0.001635 0.08908MNAT1, CHD7, MYH7, MYH10 1408 13 16792 3.66958 1 0.919887 82.22916

GOTERM_BP_DIRECTGO:0042787~protein ubiquitination involved in ubiquitin-dependent protein catabolic process 19 0.007767 0.089451RNF144A, DZIP3, DDB1, HACE1, GAN, PARK2, HERC2, KLHL7, CUL2, RMND5A, HUWE1, KLHL25, RNF165, BTBD3, KLHL11, SIAH1, HECTD4, FBXO10, RNF146 1408 153 16792 1.481023 1 0.919359 82.36282

GOTERM_BP_DIRECTGO:0030203~glycosaminoglycan metabolic process 6 0.002453 0.090528B3GAT2, B3GAT1, GPC2, CHST9, BCAN, NCAN 1408 29 16792 2.467476 1 0.920496 82.74492

GOTERM_BP_DIRECTGO:0035019~somatic stem cell population maintenance 10 0.004088 0.091425POLR2F, NOG, LDB1, VANGL2, SOX2, ZHX2, SOX4, PBX1, ZIC3, LRP5 1408 65 16792 1.83479 1 0.921194 83.05747

GOTERM_BP_DIRECTGO:0045665~negative regulation of neuron differentiation 9 0.003679 0.093628ASCL1, RAP1GAP, HES5, SOX2, ZHX2, HMG20A, DLL1, PBX1, OLIG2 1408 56 16792 1.9167 1 0.924782 83.80206

GOTERM_BP_DIRECTGO:1903779~regulation of cardiac conduction 9 0.003679 0.093628ATP2B2, SLC8A2, ATP1A3, AHCYL1, ATP1A2, FXYD6, CASQ1, KCNJ11, NPPA 1408 56 16792 1.9167 1 0.924782 83.80206

GOTERM_BP_DIRECTGO:0000381~regulation of alternative mRNA splicing, via spliceosome 7 0.002862 0.094248SRRM4, RBM8A, SRSF12, RBM4, CELF4, CELF3, RNPS1 1408 38 16792 2.19692 1 0.924814 84.0062

GOTERM_BP_DIRECTGO:0007257~activation of JUN kinase activity 7 0.002862 0.094248SPAG9, WNT7B, DAB2IP, ERCC6, GAB1, MAP3K10, MAPK8IP3 1408 38 16792 2.19692 1 0.924814 84.0062

GOTERM_BP_DIRECTGO:0007193~adenylate cyclase-inhibiting G-protein coupled receptor signaling pathway 8 0.00327 0.094817GNAZ, GNAL, ADCY1, SSTR2, ADCY2, ADCY5, GABBR1, HTR2A 1408 47 16792 2.029981 1 0.924734 84.19115

GOTERM_BP_DIRECTGO:0051056~regulation of small GTPase mediated signal transduction 17 0.00695 0.094856GDI1, ARHGDIG, ARHGEF2, BCR, RAP1GAP, ARHGAP35, ARHGEF9, FAM13A, ARHGAP32, ARHGAP33, RAC3, SRGAP3, AMOT, OPHN1, SRGAP1, PIK3R2, NET1 1408 134 16792 1.513017 1 0.923509 84.20367

GOTERM_BP_DIRECTGO:0042391~regulation of membrane potential 11 0.004497 0.095007HCN1, KIF5B, GRIK3, KCNH7, KCNH8, ASIC1, RIMS2, RIMS1, HCN3, KCNJ11, RIMS3 1408 75 16792 1.749167 1 0.922529 84.25256
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GO_LEUKOCYTE_CHEMOTAXIS GO_LEUKOCYTE_CHEMOTAXISDetails ... 115 0.715827 2.160802 0 0.131337 0.034 3039tags=61%, list=14%, signal=71%

GO_CELL_CHEMOTAXIS GO_CELL_CHEMOTAXISDetails ... 160 0.676826 2.149737 0 0.073564 0.04 2850tags=56%, list=13%, signal=64%

GO_INFLAMMATORY_RESPONSE GO_INFLAMMATORY_RESPONSEDetails ... 448 0.642905 2.142323 0 0.05336 0.043 2850tags=48%, list=13%, signal=54%

GO_POSITIVE_REGULATION_OF_LEUKOCYTE_MIGRATION GO_POSITIVE_REGULATION_OF_LEUKOCYTE_MIGRATIONDetails ... 108 0.73908 2.12932 0 0.04662 0.051 2883tags=58%, list=13%, signal=67%

GO_POSITIVE_REGULATION_OF_CYTOKINE_PRODUCTION GO_POSITIVE_REGULATION_OF_CYTOKINE_PRODUCTIONDetails ... 357 0.587435 2.109434 0 0.047338 0.074 3204tags=46%, list=15%, signal=53%

GO_REGULATION_OF_CYTOKINE_BIOSYNTHETIC_PROCESS GO_REGULATION_OF_CYTOKINE_BIOSYNTHETIC_PROCESSDetails ... 92 0.693805 2.109068 0 0.039448 0.074 3598tags=62%, list=17%, signal=74%

GO_POSITIVE_REGULATION_OF_CHEMOTAXIS GO_POSITIVE_REGULATION_OF_CHEMOTAXISDetails ... 118 0.663318 2.10536 0 0.035463 0.076 2861tags=48%, list=13%, signal=55%

GO_RESPONSE_TO_MOLECULE_OF_BACTERIAL_ORIGIN GO_RESPONSE_TO_MOLECULE_OF_BACTERIAL_ORIGINDetails ... 312 0.60805 2.102029 0 0.031983 0.079 3181tags=50%, list=15%, signal=57%

GO_REGULATION_OF_PRODUCTION_OF_MOLECULAR_MEDIATOR_OF_IMMUNE_RESPONSEGO_REGULATION_OF_PRODUCTION_OF_MOLECULAR_MEDIATOR_OF_IMMUNE_RESPONSEDetails ... 98 0.635585 2.100255 0 0.028838 0.08 3888tags=57%, list=18%, signal=69%

GO_LEUKOCYTE_MIGRATION GO_LEUKOCYTE_MIGRATIONDetails ... 254 0.624255 2.098663 0 0.02739 0.084 3123tags=48%, list=15%, signal=56%

GO_CELLULAR_RESPONSE_TO_INTERLEUKIN_1 GO_CELLULAR_RESPONSE_TO_INTERLEUKIN_1Details ... 86 0.655599 2.094987 0 0.02607 0.088 2850tags=48%, list=13%, signal=55%

GO_POSITIVE_REGULATION_OF_LEUKOCYTE_CHEMOTAXIS GO_POSITIVE_REGULATION_OF_LEUKOCYTE_CHEMOTAXISDetails ... 80 0.745482 2.093103 0 0.024175 0.09 2861tags=60%, list=13%, signal=69%

GO_NEGATIVE_REGULATION_OF_CYTOKINE_PRODUCTION GO_NEGATIVE_REGULATION_OF_CYTOKINE_PRODUCTIONDetails ... 202 0.614607 2.092839 0 0.022372 0.091 3622tags=53%, list=17%, signal=63%

GO_OXIDOREDUCTASE_ACTIVITY_ACTING_ON_PEROXIDE_AS_ACCEPTORGO_OXIDOREDUCTASE_ACTIVITY_ACTING_ON_PEROXIDE_AS_ACCEPTORDetails ... 42 0.656448 2.087496 0 0.022273 0.095 3249tags=50%, list=15%, signal=59%

GO_REGULATION_OF_CELL_KILLING GO_REGULATION_OF_CELL_KILLINGDetails ... 63 0.669514 2.084196 0 0.021461 0.101 2971tags=54%, list=14%, signal=62%

GO_REGULATION_OF_LEUKOCYTE_CHEMOTAXIS GO_REGULATION_OF_LEUKOCYTE_CHEMOTAXISDetails ... 95 0.708134 2.080594 0 0.02067 0.102 2861tags=54%, list=13%, signal=62%

GO_POSITIVE_REGULATION_OF_INFLAMMATORY_RESPONSE GO_POSITIVE_REGULATION_OF_INFLAMMATORY_RESPONSEDetails ... 111 0.673596 2.077478 0 0.020832 0.107 3229tags=53%, list=15%, signal=62%

GO_REGULATION_OF_LEUKOCYTE_MIGRATION GO_REGULATION_OF_LEUKOCYTE_MIGRATIONDetails ... 146 0.670527 2.077182 0 0.019906 0.108 2978tags=51%, list=14%, signal=58%

GO_REGULATION_OF_CYTOKINE_SECRETION GO_REGULATION_OF_CYTOKINE_SECRETIONDetails ... 143 0.675102 2.07598 0 0.018968 0.11 3180tags=56%, list=15%, signal=65%

GO_REGULATION_OF_INTERLEUKIN_8_PRODUCTION GO_REGULATION_OF_INTERLEUKIN_8_PRODUCTIONDetails ... 60 0.736834 2.0745 0 0.018139 0.111 3253tags=62%, list=15%, signal=72%

GO_REGULATION_OF_T_CELL_PROLIFERATION GO_REGULATION_OF_T_CELL_PROLIFERATION 143 0.654974 2.074037 0 0.017328 0.111 3569tags=58%, list=17%, signal=69%

GO_ADAPTIVE_IMMUNE_RESPONSE_BASED_ON_SOMATIC_RECOMBINATION_OF_IMMUNE_RECEPTORS_BUILT_FROM_IMMUNOGLOBULIN_SUPERFAMILY_DOMAINSGO_ADAPTIVE_IMMUNE_RESPONSE_BASED_ON_SOMATIC_RECOMBINATION_OF_IMMUNE_RECEPTORS_BUILT_FROM_IMMUNOGLOBULIN_SUPERFAMILY_DOMAINS 123 0.682205 2.069795 0 0.01737 0.119 1602tags=45%, list=7%, signal=48%

GO_MYELOID_LEUKOCYTE_MIGRATION GO_MYELOID_LEUKOCYTE_MIGRATION 96 0.661846 2.069392 0 0.016615 0.119 3039tags=52%, list=14%, signal=60%

GO_NEGATIVE_REGULATION_OF_LYMPHOCYTE_MEDIATED_IMMUNITYGO_NEGATIVE_REGULATION_OF_LYMPHOCYTE_MEDIATED_IMMUNITY 35 0.712918 2.067965 0 0.016152 0.124 3888tags=71%, list=18%, signal=87%

GO_REGULATION_OF_HOMOTYPIC_CELL_CELL_ADHESION GO_REGULATION_OF_HOMOTYPIC_CELL_CELL_ADHESION 292 0.595674 2.061458 0 0.016422 0.136 3606tags=53%, list=17%, signal=63%

GO_POSITIVE_REGULATION_OF_INTERLEUKIN_8_PRODUCTIONGO_POSITIVE_REGULATION_OF_INTERLEUKIN_8_PRODUCTION 45 0.736087 2.060599 0 0.015945 0.137 3122tags=62%, list=15%, signal=73%

GO_RESPONSE_TO_BACTERIUM GO_RESPONSE_TO_BACTERIUM 486 0.582426 2.058367 0 0.015809 0.138 3286tags=44%, list=15%, signal=50%

GO_REGULATION_OF_CELL_ACTIVATION GO_REGULATION_OF_CELL_ACTIVATION 448 0.572406 2.057147 0 0.015458 0.141 3622tags=50%, list=17%, signal=59%

GO_NEGATIVE_REGULATION_OF_GLYCOPROTEIN_METABOLIC_PROCESSGO_NEGATIVE_REGULATION_OF_GLYCOPROTEIN_METABOLIC_PROCESS 15 0.733839 2.056396 0.0021186 0.015048 0.143 1153tags=33%, list=5%, signal=35%

GO_LEUKOCYTE_CELL_CELL_ADHESION GO_LEUKOCYTE_CELL_CELL_ADHESION 246 0.60405 2.05603 0 0.01457 0.143 3586tags=51%, list=17%, signal=61%

GO_GRANULOCYTE_MIGRATION GO_GRANULOCYTE_MIGRATION 73 0.711905 2.05555 0 0.0141 0.143 2971tags=58%, list=14%, signal=67%

GO_POSITIVE_REGULATION_OF_DEFENSE_RESPONSE GO_POSITIVE_REGULATION_OF_DEFENSE_RESPONSE 359 0.556697 2.052202 0 0.014249 0.149 2979tags=40%, list=14%, signal=46%

GO_POSITIVE_REGULATION_OF_RESPONSE_TO_EXTERNAL_STIMULUSGO_POSITIVE_REGULATION_OF_RESPONSE_TO_EXTERNAL_STIMULUS 291 0.558556 2.050335 0 0.014288 0.155 2861tags=38%, list=13%, signal=44%

GO_RESPONSE_TO_INTERLEUKIN_1 GO_RESPONSE_TO_INTERLEUKIN_1 113 0.600609 2.04937 0 0.014059 0.159 2850tags=42%, list=13%, signal=49%

GO_REGULATION_OF_ADAPTIVE_IMMUNE_RESPONSE GO_REGULATION_OF_ADAPTIVE_IMMUNE_RESPONSE 121 0.622457 2.049309 0 0.013657 0.159 3277tags=52%, list=15%, signal=61%

GO_NEGATIVE_REGULATION_OF_CYTOKINE_BIOSYNTHETIC_PROCESSGO_NEGATIVE_REGULATION_OF_CYTOKINE_BIOSYNTHETIC_PROCESS 27 0.7257 2.048587 0 0.01341 0.159 3598tags=70%, list=17%, signal=84%

GO_REGULATION_OF_INFLAMMATORY_RESPONSE GO_REGULATION_OF_INFLAMMATORY_RESPONSE 285 0.578199 2.045125 0 0.013505 0.164 3035tags=43%, list=14%, signal=50%

GO_REGULATION_OF_LYMPHOCYTE_MEDIATED_IMMUNITY GO_REGULATION_OF_LYMPHOCYTE_MEDIATED_IMMUNITY 112 0.618293 2.043466 0 0.013216 0.164 3277tags=53%, list=15%, signal=62%

GO_RESPONSE_TO_INTERLEUKIN_4 GO_RESPONSE_TO_INTERLEUKIN_4 29 0.661125 2.042371 0.0020325 0.013073 0.166 2610tags=48%, list=12%, signal=55%

GO_REGULATION_OF_CHEMOKINE_PRODUCTION GO_REGULATION_OF_CHEMOKINE_PRODUCTION 65 0.659937 2.041542 0 0.012831 0.169 4365tags=62%, list=20%, signal=77%

GO_REGULATION_OF_TUMOR_NECROSIS_FACTOR_SUPERFAMILY_CYTOKINE_PRODUCTIONGO_REGULATION_OF_TUMOR_NECROSIS_FACTOR_SUPERFAMILY_CYTOKINE_PRODUCTION 98 0.695422 2.040775 0 0.01264 0.171 3569tags=64%, list=17%, signal=77%

GO_LYMPHOCYTE_MEDIATED_IMMUNITY GO_LYMPHOCYTE_MEDIATED_IMMUNITY 115 0.650624 2.038603 0 0.012681 0.178 3245tags=54%, list=15%, signal=63%

GO_REGULATION_OF_LEUKOCYTE_PROLIFERATION GO_REGULATION_OF_LEUKOCYTE_PROLIFERATION 200 0.621845 2.038411 0 0.012407 0.179 3569tags=55%, list=17%, signal=65%

GO_NEGATIVE_REGULATION_OF_HOMOTYPIC_CELL_CELL_ADHESIONGO_NEGATIVE_REGULATION_OF_HOMOTYPIC_CELL_CELL_ADHESION 97 0.611023 2.038325 0 0.012125 0.179 4287tags=59%, list=20%, signal=73%

GO_POSITIVE_REGULATION_OF_CELL_CELL_ADHESION GO_POSITIVE_REGULATION_OF_CELL_CELL_ADHESION 233 0.603901 2.038152 0 0.011856 0.179 3606tags=56%, list=17%, signal=66%

GO_LUMENAL_SIDE_OF_MEMBRANE GO_LUMENAL_SIDE_OF_MEMBRANE 32 0.765589 2.037737 0 0.011663 0.179 3606tags=81%, list=17%, signal=97%

GO_NEGATIVE_REGULATION_OF_IMMUNE_RESPONSE GO_NEGATIVE_REGULATION_OF_IMMUNE_RESPONSE 116 0.620587 2.037628 0 0.011454 0.18 3122tags=54%, list=15%, signal=63%

GO_POSITIVE_REGULATION_OF_RESPONSE_TO_WOUNDING GO_POSITIVE_REGULATION_OF_RESPONSE_TO_WOUNDING 160 0.602158 2.036261 0 0.011432 0.183 3466tags=46%, list=16%, signal=54%

GO_CYTOKINE_MEDIATED_SIGNALING_PATHWAY GO_CYTOKINE_MEDIATED_SIGNALING_PATHWAY 444 0.569125 2.033892 0 0.011444 0.189 3241tags=44%, list=15%, signal=51%

GO_THYMOCYTE_AGGREGATION GO_THYMOCYTE_AGGREGATION 43 0.62958 2.032387 0 0.011276 0.191 3669tags=53%, list=17%, signal=64%

GO_REGULATION_OF_IMMUNE_EFFECTOR_PROCESS GO_REGULATION_OF_IMMUNE_EFFECTOR_PROCESS 409 0.525849 2.030624 0 0.011308 0.194 3018tags=39%, list=14%, signal=44%

GO_POSITIVE_REGULATION_OF_CELL_ACTIVATION GO_POSITIVE_REGULATION_OF_CELL_ACTIVATION 280 0.602461 2.03032 0 0.011126 0.194 3622tags=55%, list=17%, signal=66%

GO_REGULATION_OF_LEUKOCYTE_MEDIATED_CYTOTOXICITY GO_REGULATION_OF_LEUKOCYTE_MEDIATED_CYTOTOXICITY 53 0.668016 2.028434 0 0.01109 0.197 2883tags=57%, list=13%, signal=65%

GO_POSITIVE_REGULATION_OF_T_CELL_PROLIFERATION GO_POSITIVE_REGULATION_OF_T_CELL_PROLIFERATION 93 0.694732 2.028426 0 0.0109 0.197 3569tags=66%, list=17%, signal=78%

GO_REGULATION_OF_LEUKOCYTE_MEDIATED_IMMUNITY GO_REGULATION_OF_LEUKOCYTE_MEDIATED_IMMUNITY 153 0.606917 2.028261 0 0.010729 0.197 3277tags=52%, list=15%, signal=60%

GO_POSITIVE_REGULATION_OF_CYTOKINE_BIOSYNTHETIC_PROCESSGO_POSITIVE_REGULATION_OF_CYTOKINE_BIOSYNTHETIC_PROCESS 58 0.734285 2.027736 0 0.010609 0.2 3122tags=64%, list=15%, signal=74%

GO_LEUKOCYTE_MEDIATED_IMMUNITY GO_LEUKOCYTE_MEDIATED_IMMUNITY 157 0.623284 2.024941 0 0.010828 0.207 3640tags=54%, list=17%, signal=65%

GO_NEGATIVE_REGULATION_OF_IMMUNE_EFFECTOR_PROCESSGO_NEGATIVE_REGULATION_OF_IMMUNE_EFFECTOR_PROCESS 100 0.60807 2.023574 0 0.010851 0.209 3122tags=50%, list=15%, signal=58%

GO_RESPONSE_TO_TUMOR_NECROSIS_FACTOR GO_RESPONSE_TO_TUMOR_NECROSIS_FACTOR 227 0.537835 2.023475 0 0.010677 0.21 2885tags=37%, list=13%, signal=42%

GO_NEGATIVE_REGULATION_OF_PRODUCTION_OF_MOLECULAR_MEDIATOR_OF_IMMUNE_RESPONSEGO_NEGATIVE_REGULATION_OF_PRODUCTION_OF_MOLECULAR_MEDIATOR_OF_IMMUNE_RESPONSE 29 0.712536 2.023303 0 0.010514 0.21 3888tags=62%, list=18%, signal=76%

GO_REGULATION_OF_SYMBIOSIS_ENCOMPASSING_MUTUALISM_THROUGH_PARASITISMGO_REGULATION_OF_SYMBIOSIS_ENCOMPASSING_MUTUALISM_THROUGH_PARASITISM 201 0.491935 2.023269 0 0.010342 0.21 3473tags=37%, list=16%, signal=44%

GO_RESPONSE_TO_INTERFERON_GAMMA GO_RESPONSE_TO_INTERFERON_GAMMA 143 0.650529 2.023109 0 0.010175 0.21 3241tags=55%, list=15%, signal=64%

GO_NEGATIVE_REGULATION_OF_TUMOR_NECROSIS_FACTOR_SUPERFAMILY_CYTOKINE_PRODUCTIONGO_NEGATIVE_REGULATION_OF_TUMOR_NECROSIS_FACTOR_SUPERFAMILY_CYTOKINE_PRODUCTION 41 0.756902 2.022678 0 0.010041 0.211 3569tags=71%, list=17%, signal=85%

GO_MONOCYTE_CHEMOTAXIS GO_MONOCYTE_CHEMOTAXIS 40 0.753306 2.021722 0 0.010018 0.212 3229tags=60%, list=15%, signal=70%

GO_POSITIVE_REGULATION_OF_LEUKOCYTE_DIFFERENTIATIONGO_POSITIVE_REGULATION_OF_LEUKOCYTE_DIFFERENTIATION 127 0.591878 2.020738 0 0.009946 0.214 3577tags=51%, list=17%, signal=61%

GO_REGULATION_OF_IMMUNOGLOBULIN_PRODUCTION GO_REGULATION_OF_IMMUNOGLOBULIN_PRODUCTION 46 0.652539 2.020514 0 0.009836 0.214 3569tags=57%, list=17%, signal=68%

GO_TUMOR_NECROSIS_FACTOR_MEDIATED_SIGNALING_PATHWAYGO_TUMOR_NECROSIS_FACTOR_MEDIATED_SIGNALING_PATHWAY 116 0.570316 2.01957 0 0.009903 0.217 3177tags=39%, list=15%, signal=45%

GO_CYTOKINE_PRODUCTION GO_CYTOKINE_PRODUCTION 115 0.621605 2.017799 0 0.010002 0.223 2867tags=47%, list=13%, signal=54%

GO_LYMPHOCYTE_CHEMOTAXIS GO_LYMPHOCYTE_CHEMOTAXIS 38 0.769207 2.01728 0 0.009904 0.225 2610tags=58%, list=12%, signal=66%

GO_LYMPHOCYTE_MIGRATION GO_LYMPHOCYTE_MIGRATION 49 0.732027 2.017113 0 0.009779 0.226 2610tags=53%, list=12%, signal=60%

GO_CHEMOKINE_RECEPTOR_BINDING GO_CHEMOKINE_RECEPTOR_BINDING 56 0.76079 2.016157 0 0.009706 0.228 2850tags=59%, list=13%, signal=68%

GO_B_CELL_MEDIATED_IMMUNITY GO_B_CELL_MEDIATED_IMMUNITY 68 0.675511 2.015042 0 0.009738 0.233 3019tags=56%, list=14%, signal=65%

GO_POSITIVE_REGULATION_OF_CHEMOKINE_PRODUCTION GO_POSITIVE_REGULATION_OF_CHEMOKINE_PRODUCTION 49 0.685673 2.014754 0 0.009654 0.234 4365tags=63%, list=20%, signal=79%

GO_REGULATION_OF_INTERFERON_GAMMA_PRODUCTION GO_REGULATION_OF_INTERFERON_GAMMA_PRODUCTION 96 0.670019 2.01308 0 0.009738 0.238 3622tags=63%, list=17%, signal=75%

GO_LEUKOCYTE_ACTIVATION GO_LEUKOCYTE_ACTIVATION 405 0.561812 2.012967 0 0.009617 0.238 3669tags=49%, list=17%, signal=58%

GO_ADAPTIVE_IMMUNE_RESPONSE GO_ADAPTIVE_IMMUNE_RESPONSE 249 0.643006 2.008357 0 0.010042 0.247 3245tags=52%, list=15%, signal=60%

GO_MHC_PROTEIN_BINDING GO_MHC_PROTEIN_BINDING 25 0.7028 2.003652 0 0.010572 0.264 3508tags=60%, list=16%, signal=72%

GO_POSITIVE_REGULATION_OF_CYTOKINE_SECRETION GO_POSITIVE_REGULATION_OF_CYTOKINE_SECRETION 93 0.641768 2.002758 0 0.010501 0.265 3786tags=57%, list=18%, signal=69%

GO_ACUTE_INFLAMMATORY_RESPONSE GO_ACUTE_INFLAMMATORY_RESPONSE 72 0.672063 2.002707 0 0.010368 0.265 2836tags=47%, list=13%, signal=54%

GO_RESPONSE_TO_PROGESTERONE GO_RESPONSE_TO_PROGESTERONE 49 0.633592 2.002373 0 0.010298 0.266 2908tags=47%, list=14%, signal=54%

GO_REGULATION_OF_ACUTE_INFLAMMATORY_RESPONSE GO_REGULATION_OF_ACUTE_INFLAMMATORY_RESPONSE 69 0.635519 1.998683 0.0019841 0.010688 0.275 3122tags=52%, list=15%, signal=61%

GO_REGULATION_OF_T_CELL_DIFFERENTIATION GO_REGULATION_OF_T_CELL_DIFFERENTIATION 104 0.588553 1.998072 0 0.010631 0.276 3569tags=51%, list=17%, signal=61%

GO_REGULATION_OF_ALPHA_BETA_T_CELL_ACTIVATION GO_REGULATION_OF_ALPHA_BETA_T_CELL_ACTIVATION 67 0.675145 1.996826 0 0.010652 0.279 3318tags=57%, list=15%, signal=67%

GO_REGULATION_OF_LYMPHOCYTE_DIFFERENTIATION GO_REGULATION_OF_LYMPHOCYTE_DIFFERENTIATION 129 0.584392 1.996596 0 0.010573 0.279 3598tags=50%, list=17%, signal=60%

GO_POSITIVE_REGULATION_OF_CELL_ADHESION GO_POSITIVE_REGULATION_OF_CELL_ADHESION 363 0.547534 1.995817 0 0.010582 0.281 3606tags=48%, list=17%, signal=57%

GO_PHAGOCYTIC_VESICLE GO_PHAGOCYTIC_VESICLE 83 0.589184 1.99331 0 0.010859 0.289 1764tags=36%, list=8%, signal=39%

GO_REGULATION_OF_INTERLEUKIN_10_PRODUCTION GO_REGULATION_OF_INTERLEUKIN_10_PRODUCTION 46 0.676067 1.992073 0 0.010944 0.295 3255tags=61%, list=15%, signal=72%

GO_ENDOPLASMIC_RETICULUM_GOLGI_INTERMEDIATE_COMPARTMENT_MEMBRANEGO_ENDOPLASMIC_RETICULUM_GOLGI_INTERMEDIATE_COMPARTMENT_MEMBRANE 60 0.555381 1.990958 0.0040733 0.010989 0.299 3246tags=37%, list=15%, signal=43%

GO_ANTIGEN_BINDING GO_ANTIGEN_BINDING 76 0.671122 1.990642 0 0.010979 0.301 3383tags=67%, list=16%, signal=79%

GO_COLLAGEN_TRIMER GO_COLLAGEN_TRIMER 85 0.651391 1.98933 0 0.011086 0.304 2855tags=46%, list=13%, signal=53%

GO_REGULATION_OF_LEUKOCYTE_DIFFERENTIATION GO_REGULATION_OF_LEUKOCYTE_DIFFERENTIATION 221 0.554092 1.988918 0 0.010993 0.304 3598tags=48%, list=17%, signal=56%

GO_REGULATION_OF_INTERLEUKIN_1_PRODUCTION GO_REGULATION_OF_INTERLEUKIN_1_PRODUCTION 55 0.710898 1.988414 0 0.010953 0.306 3180tags=58%, list=15%, signal=68%

GO_POSITIVE_REGULATION_OF_LEUKOCYTE_PROLIFERATION GO_POSITIVE_REGULATION_OF_LEUKOCYTE_PROLIFERATION 132 0.63165 1.985361 0 0.011211 0.312 3569tags=57%, list=17%, signal=68%

GO_REGULATION_OF_TUMOR_NECROSIS_FACTOR_BIOSYNTHETIC_PROCESSGO_REGULATION_OF_TUMOR_NECROSIS_FACTOR_BIOSYNTHETIC_PROCESS 18 0.832809 1.982815 0 0.011598 0.322 1836tags=61%, list=9%, signal=67%

GO_POSITIVE_REGULATION_OF_INTERLEUKIN_6_PRODUCTIONGO_POSITIVE_REGULATION_OF_INTERLEUKIN_6_PRODUCTION 66 0.65603 1.982244 0 0.011559 0.325 3122tags=53%, list=15%, signal=62%

GO_CELLULAR_RESPONSE_TO_INTERLEUKIN_4 GO_CELLULAR_RESPONSE_TO_INTERLEUKIN_4 24 0.673925 1.981165 0.0019841 0.011607 0.329 2338tags=50%, list=11%, signal=56%

GO_POSITIVE_REGULATION_OF_PRODUCTION_OF_MOLECULAR_MEDIATOR_OF_IMMUNE_RESPONSEGO_POSITIVE_REGULATION_OF_PRODUCTION_OF_MOLECULAR_MEDIATOR_OF_IMMUNE_RESPONSE 62 0.626071 1.979723 0 0.011668 0.331 4424tags=61%, list=21%, signal=77%

GO_MULTICELLULAR_ORGANISMAL_MACROMOLECULE_METABOLIC_PROCESSGO_MULTICELLULAR_ORGANISMAL_MACROMOLECULE_METABOLIC_PROCESS 77 0.702934 1.979627 0 0.011564 0.331 2894tags=58%, list=13%, signal=67%

GO_NEGATIVE_REGULATION_OF_CELL_ACTIVATION GO_NEGATIVE_REGULATION_OF_CELL_ACTIVATION 154 0.582196 1.979509 0 0.011456 0.332 3309tags=49%, list=15%, signal=57%

GO_POSITIVE_REGULATION_OF_LYMPHOCYTE_DIFFERENTIATIONGO_POSITIVE_REGULATION_OF_LYMPHOCYTE_DIFFERENTIATION 78 0.634171 1.979114 0 0.01142 0.333 4454tags=64%, list=21%, signal=81%

GO_EXTRACELLULAR_STRUCTURE_ORGANIZATION GO_EXTRACELLULAR_STRUCTURE_ORGANIZATION 294 0.601068 1.978847 0 0.011325 0.333 3710tags=51%, list=17%, signal=61%

GO_REGULATION_OF_VASCULAR_ENDOTHELIAL_GROWTH_FACTOR_PRODUCTIONGO_REGULATION_OF_VASCULAR_ENDOTHELIAL_GROWTH_FACTOR_PRODUCTION 31 0.670238 1.97869 0 0.011231 0.333 1056tags=35%, list=5%, signal=37%

GO_LYMPHOCYTE_ACTIVATION GO_LYMPHOCYTE_ACTIVATION 334 0.547982 1.977801 0 0.011251 0.334 3710tags=48%, list=17%, signal=57%

GO_POSITIVE_REGULATION_OF_NF_KAPPAB_TRANSCRIPTION_FACTOR_ACTIVITYGO_POSITIVE_REGULATION_OF_NF_KAPPAB_TRANSCRIPTION_FACTOR_ACTIVITY 129 0.537036 1.976356 0 0.011387 0.34 2820tags=35%, list=13%, signal=40%

GO_NEGATIVE_REGULATION_OF_T_CELL_PROLIFERATION GO_NEGATIVE_REGULATION_OF_T_CELL_PROLIFERATION 49 0.628665 1.976001 0 0.011321 0.341 4287tags=61%, list=20%, signal=76%

GO_POSITIVE_REGULATION_OF_IMMUNE_EFFECTOR_PROCESSGO_POSITIVE_REGULATION_OF_IMMUNE_EFFECTOR_PROCESS 153 0.582582 1.975511 0 0.011313 0.344 2987tags=46%, list=14%, signal=53%

GO_MULTICELLULAR_ORGANISM_METABOLIC_PROCESS GO_MULTICELLULAR_ORGANISM_METABOLIC_PROCESS 91 0.659761 1.974247 0 0.011398 0.344 3041tags=52%, list=14%, signal=60%

GO_REGULATION_OF_INTERLEUKIN_6_PRODUCTION GO_REGULATION_OF_INTERLEUKIN_6_PRODUCTION 99 0.649606 1.973014 0 0.011463 0.347 3868tags=59%, list=18%, signal=71%

GO_POSITIVE_REGULATION_OF_TUMOR_NECROSIS_FACTOR_SUPERFAMILY_CYTOKINE_PRODUCTIONGO_POSITIVE_REGULATION_OF_TUMOR_NECROSIS_FACTOR_SUPERFAMILY_CYTOKINE_PRODUCTION 57 0.693946 1.97195 0 0.011518 0.351 2971tags=61%, list=14%, signal=71%

GO_NEGATIVE_REGULATION_OF_ADAPTIVE_IMMUNE_RESPONSEGO_NEGATIVE_REGULATION_OF_ADAPTIVE_IMMUNE_RESPONSE 36 0.668192 1.971795 0 0.011454 0.352 3888tags=58%, list=18%, signal=71%

GO_REGULATION_OF_IMMUNOGLOBULIN_SECRETION GO_REGULATION_OF_IMMUNOGLOBULIN_SECRETION 16 0.754528 1.971677 0 0.011385 0.353 3503tags=63%, list=16%, signal=75%

GO_DETOXIFICATION GO_DETOXIFICATION 72 0.545605 1.971176 0 0.011335 0.355 3249tags=39%, list=15%, signal=46%

GO_PLATELET_DEGRANULATION GO_PLATELET_DEGRANULATION 104 0.58476 1.970362 0 0.011326 0.357 2230tags=37%, list=10%, signal=41%

GO_CCR_CHEMOKINE_RECEPTOR_BINDING GO_CCR_CHEMOKINE_RECEPTOR_BINDING 34 0.758364 1.969253 0 0.011403 0.36 3229tags=59%, list=15%, signal=69%

GO_REGULATION_OF_B_CELL_ACTIVATION GO_REGULATION_OF_B_CELL_ACTIVATION 101 0.599501 1.968546 0.0039139 0.011395 0.364 3598tags=53%, list=17%, signal=64%

GO_REGULATION_OF_T_CELL_MEDIATED_IMMUNITY GO_REGULATION_OF_T_CELL_MEDIATED_IMMUNITY 51 0.624198 1.968287 0 0.011345 0.366 4424tags=63%, list=21%, signal=79%

GO_LEUKOCYTE_APOPTOTIC_PROCESS GO_LEUKOCYTE_APOPTOTIC_PROCESS 23 0.688991 1.967896 0 0.011322 0.366 1634tags=43%, list=8%, signal=47%

GO_REGULATION_OF_CELL_CELL_ADHESION GO_REGULATION_OF_CELL_CELL_ADHESION 363 0.539998 1.967222 0 0.011357 0.372 3606tags=48%, list=17%, signal=57%

GO_POSITIVE_REGULATION_OF_I_KAPPAB_KINASE_NF_KAPPAB_SIGNALINGGO_POSITIVE_REGULATION_OF_I_KAPPAB_KINASE_NF_KAPPAB_SIGNALING 173 0.532656 1.965741 0 0.011363 0.372 3122tags=40%, list=15%, signal=46%

GO_CHEMOKINE_MEDIATED_SIGNALING_PATHWAY GO_CHEMOKINE_MEDIATED_SIGNALING_PATHWAY 72 0.723164 1.964994 0 0.011381 0.373 3229tags=60%, list=15%, signal=70%

GO_DEATH_RECEPTOR_ACTIVITY GO_DEATH_RECEPTOR_ACTIVITY 24 0.823555 1.964643 0 0.011309 0.373 1692tags=67%, list=8%, signal=72%

GO_CHEMOKINE_ACTIVITY GO_CHEMOKINE_ACTIVITY 48 0.774564 1.964154 0 0.011265 0.376 2850tags=63%, list=13%, signal=72%

GO_REGULATION_OF_B_CELL_MEDIATED_IMMUNITY GO_REGULATION_OF_B_CELL_MEDIATED_IMMUNITY 40 0.668649 1.963484 0.0020747 0.011273 0.381 3569tags=63%, list=17%, signal=75%

GO_PEPTIDE_ANTIGEN_BINDING GO_PEPTIDE_ANTIGEN_BINDING 28 0.779429 1.962615 0.0021277 0.011373 0.383 3188tags=75%, list=15%, signal=88%

GO_MOVEMENT_IN_ENVIRONMENT_OF_OTHER_ORGANISM_INVOLVED_IN_SYMBIOTIC_INTERACTIONGO_MOVEMENT_IN_ENVIRONMENT_OF_OTHER_ORGANISM_INVOLVED_IN_SYMBIOTIC_INTERACTION 81 0.613524 1.96183 0 0.011409 0.388 2410tags=43%, list=11%, signal=48%

GO_T_CELL_DIFFERENTIATION GO_T_CELL_DIFFERENTIATION 120 0.569858 1.961699 0.0019305 0.011333 0.388 3669tags=49%, list=17%, signal=59%

GO_POSITIVE_REGULATION_OF_INTERLEUKIN_2_PRODUCTIONGO_POSITIVE_REGULATION_OF_INTERLEUKIN_2_PRODUCTION 30 0.726859 1.961468 0 0.011268 0.388 2082tags=53%, list=10%, signal=59%

GO_REGULATION_OF_LYMPHOCYTE_MIGRATION GO_REGULATION_OF_LYMPHOCYTE_MIGRATION 36 0.755495 1.958642 0 0.011516 0.4 2883tags=61%, list=13%, signal=70%

GO_POSITIVE_REGULATION_OF_INTERFERON_GAMMA_PRODUCTIONGO_POSITIVE_REGULATION_OF_INTERFERON_GAMMA_PRODUCTION 64 0.680736 1.958023 0 0.011541 0.403 3122tags=61%, list=15%, signal=71%

GO_RESPONSE_TO_VITAMIN_D GO_RESPONSE_TO_VITAMIN_D 32 0.64819 1.957726 0 0.011518 0.405 1617tags=38%, list=8%, signal=40%

GO_IMMUNE_EFFECTOR_PROCESS GO_IMMUNE_EFFECTOR_PROCESS 445 0.542067 1.956956 0 0.011586 0.409 3640tags=45%, list=17%, signal=53%

GO_REGULATION_OF_CYTOKINE_PRODUCTION_INVOLVED_IN_IMMUNE_RESPONSEGO_REGULATION_OF_CYTOKINE_PRODUCTION_INVOLVED_IN_IMMUNE_RESPONSE 55 0.673572 1.954195 0 0.011962 0.419 4424tags=71%, list=21%, signal=89%

GO_T_CELL_APOPTOTIC_PROCESS GO_T_CELL_APOPTOTIC_PROCESS 15 0.736204 1.953381 0.0020243 0.012003 0.42 1634tags=47%, list=8%, signal=50%

GO_EXTRACELLULAR_MATRIX_DISASSEMBLY GO_EXTRACELLULAR_MATRIX_DISASSEMBLY 73 0.620684 1.951475 0 0.012154 0.426 4393tags=60%, list=20%, signal=76%

GO_REGULATION_OF_INTERLEUKIN_2_PRODUCTION GO_REGULATION_OF_INTERLEUKIN_2_PRODUCTION 46 0.659295 1.949376 0 0.012438 0.435 2691tags=50%, list=13%, signal=57%

GO_REGULATION_OF_MACROPHAGE_DIFFERENTIATION GO_REGULATION_OF_MACROPHAGE_DIFFERENTIATION 20 0.707591 1.947488 0.002045 0.01261 0.441 3598tags=60%, list=17%, signal=72%

GO_REGULATION_OF_INTERLEUKIN_1_BETA_PRODUCTION GO_REGULATION_OF_INTERLEUKIN_1_BETA_PRODUCTION 45 0.695781 1.946955 0 0.012597 0.443 3180tags=56%, list=15%, signal=65%

GO_POSITIVE_REGULATION_OF_HEMOPOIESIS GO_POSITIVE_REGULATION_OF_HEMOPOIESIS 156 0.538462 1.946078 0 0.012612 0.446 3577tags=46%, list=17%, signal=55%

GO_CELLULAR_RESPONSE_TO_INTERFERON_GAMMA GO_CELLULAR_RESPONSE_TO_INTERFERON_GAMMA 121 0.627229 1.945967 0.0020704 0.012552 0.447 3469tags=56%, list=16%, signal=67%

GO_REGULATION_OF_COAGULATION GO_REGULATION_OF_COAGULATION 86 0.585188 1.945147 0 0.012636 0.451 3412tags=41%, list=16%, signal=48%

GO_POSITIVE_REGULATION_OF_TISSUE_REMODELING GO_POSITIVE_REGULATION_OF_TISSUE_REMODELING 25 0.749545 1.944484 0 0.012628 0.453 2738tags=52%, list=13%, signal=60%

GO_POSITIVE_REGULATION_OF_ALPHA_BETA_T_CELL_ACTIVATIONGO_POSITIVE_REGULATION_OF_ALPHA_BETA_T_CELL_ACTIVATION 50 0.678776 1.944406 0.0038911 0.012546 0.453 3569tags=66%, list=17%, signal=79%

GO_CELLULAR_RESPONSE_TO_BIOTIC_STIMULUS GO_CELLULAR_RESPONSE_TO_BIOTIC_STIMULUS 157 0.565284 1.944243 0.0019231 0.01247 0.453 2971tags=46%, list=14%, signal=54%

GO_NEGATIVE_REGULATION_OF_LEUKOCYTE_PROLIFERATION GO_NEGATIVE_REGULATION_OF_LEUKOCYTE_PROLIFERATION 66 0.619266 1.944188 0.002004 0.012399 0.453 4287tags=62%, list=20%, signal=77%

GO_NEGATIVE_REGULATION_OF_CYTOKINE_PRODUCTION_INVOLVED_IN_IMMUNE_RESPONSEGO_NEGATIVE_REGULATION_OF_CYTOKINE_PRODUCTION_INVOLVED_IN_IMMUNE_RESPONSE 22 0.774218 1.944091 0 0.012314 0.453 3888tags=77%, list=18%, signal=94%

GO_PROTEASE_BINDING GO_PROTEASE_BINDING 99 0.567314 1.943425 0 0.012379 0.454 2182tags=35%, list=10%, signal=39%

GO_NEGATIVE_REGULATION_OF_INNATE_IMMUNE_RESPONSEGO_NEGATIVE_REGULATION_OF_INNATE_IMMUNE_RESPONSE 36 0.622554 1.942398 0.0019608 0.012468 0.458 2825tags=58%, list=13%, signal=67%

GO_NEGATIVE_REGULATION_OF_MULTI_ORGANISM_PROCESSGO_NEGATIVE_REGULATION_OF_MULTI_ORGANISM_PROCESS 147 0.555804 1.939787 0 0.012729 0.47 3469tags=46%, list=16%, signal=55%

GO_CYTOKINE_ACTIVITY GO_CYTOKINE_ACTIVITY 212 0.606752 1.939363 0 0.012754 0.472 3296tags=47%, list=15%, signal=55%

GO_REGULATION_OF_NECROTIC_CELL_DEATH GO_REGULATION_OF_NECROTIC_CELL_DEATH 26 0.649402 1.937542 0.004 0.012963 0.48 2883tags=46%, list=13%, signal=53%

GO_REGULATION_OF_RESPONSE_TO_WOUNDING GO_REGULATION_OF_RESPONSE_TO_WOUNDING 402 0.526438 1.936968 0 0.012941 0.48 3569tags=41%, list=17%, signal=49%

GO_PHAGOCYTIC_VESICLE_MEMBRANE GO_PHAGOCYTIC_VESICLE_MEMBRANE 55 0.58269 1.935848 0.001992 0.013055 0.484 2665tags=40%, list=12%, signal=46%

GO_REGULATION_OF_T_CELL_RECEPTOR_SIGNALING_PATHWAYGO_REGULATION_OF_T_CELL_RECEPTOR_SIGNALING_PATHWAY 27 0.710845 1.935255 0 0.013041 0.486 3921tags=74%, list=18%, signal=90%

GO_REGULATION_OF_CHEMOTAXIS GO_REGULATION_OF_CHEMOTAXIS 177 0.538435 1.934932 0 0.013017 0.488 2861tags=38%, list=13%, signal=43%

GO_DEFENSE_RESPONSE_TO_BACTERIUM GO_DEFENSE_RESPONSE_TO_BACTERIUM 203 0.604954 1.934142 0 0.013128 0.49 3972tags=45%, list=18%, signal=54%

GO_NEGATIVE_REGULATION_OF_LEUKOCYTE_MEDIATED_IMMUNITYGO_NEGATIVE_REGULATION_OF_LEUKOCYTE_MEDIATED_IMMUNITY 46 0.673614 1.934095 0.0020964 0.013058 0.49 3888tags=70%, list=18%, signal=85%

GO_REGULATION_OF_INTERLEUKIN_8_SECRETION GO_REGULATION_OF_INTERLEUKIN_8_SECRETION 19 0.838631 1.934035 0 0.012975 0.49 2599tags=74%, list=12%, signal=84%

GO_REGULATION_OF_VIRAL_ENTRY_INTO_HOST_CELL GO_REGULATION_OF_VIRAL_ENTRY_INTO_HOST_CELL 28 0.704258 1.933757 0 0.012926 0.491 2148tags=43%, list=10%, signal=48%

GO_NEGATIVE_REGULATION_OF_IMMUNE_SYSTEM_PROCESS GO_NEGATIVE_REGULATION_OF_IMMUNE_SYSTEM_PROCESS 356 0.506539 1.932374 0 0.013037 0.498 4306tags=49%, list=20%, signal=60%

GO_POSITIVE_REGULATION_OF_ACTIVATED_T_CELL_PROLIFERATIONGO_POSITIVE_REGULATION_OF_ACTIVATED_T_CELL_PROLIFERATION 27 0.684863 1.932061 0 0.013 0.498 3117tags=56%, list=15%, signal=65%

GO_REACTIVE_OXYGEN_SPECIES_BIOSYNTHETIC_PROCESS GO_REACTIVE_OXYGEN_SPECIES_BIOSYNTHETIC_PROCESS 23 0.685312 1.931228 0 0.013044 0.501 1909tags=39%, list=9%, signal=43%

GO_REGULATION_OF_INTERLEUKIN_12_PRODUCTION GO_REGULATION_OF_INTERLEUKIN_12_PRODUCTION 51 0.674741 1.931135 0 0.012982 0.501 3255tags=59%, list=15%, signal=69%

GO_ENDOPLASMIC_RETICULUM_GOLGI_INTERMEDIATE_COMPARTMENTGO_ENDOPLASMIC_RETICULUM_GOLGI_INTERMEDIATE_COMPARTMENT 99 0.48724 1.930839 0.0039761 0.012951 0.502 3246tags=35%, list=15%, signal=41%

GO_GLUTATHIONE_PEROXIDASE_ACTIVITY GO_GLUTATHIONE_PEROXIDASE_ACTIVITY 18 0.737555 1.930612 0 0.012893 0.503 3750tags=61%, list=17%, signal=74%

GO_NEGATIVE_REGULATION_OF_EXTRINSIC_APOPTOTIC_SIGNALING_PATHWAY_VIA_DEATH_DOMAIN_RECEPTORSGO_NEGATIVE_REGULATION_OF_EXTRINSIC_APOPTOTIC_SIGNALING_PATHWAY_VIA_DEATH_DOMAIN_RECEPTORS 34 0.633984 1.928472 0.001996 0.013195 0.511 2883tags=53%, list=13%, signal=61%

GO_REGULATION_OF_GRANULOCYTE_CHEMOTAXIS GO_REGULATION_OF_GRANULOCYTE_CHEMOTAXIS 39 0.734441 1.92836 0.002 0.013125 0.511 2861tags=59%, list=13%, signal=68%

GO_PLATELET_ALPHA_GRANULE GO_PLATELET_ALPHA_GRANULE 73 0.613001 1.927252 0 0.013249 0.519 3484tags=48%, list=16%, signal=57%

GO_ANTIGEN_PROCESSING_AND_PRESENTATION_OF_EXOGENOUS_PEPTIDE_ANTIGEN_VIA_MHC_CLASS_IGO_ANTIGEN_PROCESSING_AND_PRESENTATION_OF_EXOGENOUS_PEPTIDE_ANTIGEN_VIA_MHC_CLASS_I 65 0.554333 1.926878 0.0105042 0.013227 0.519 4594tags=45%, list=21%, signal=57%

GO_EMBRYO_IMPLANTATION GO_EMBRYO_IMPLANTATION 39 0.632489 1.923984 0.0039761 0.013798 0.533 3318tags=41%, list=15%, signal=48%

GO_NEGATIVE_REGULATION_OF_DEFENSE_RESPONSE GO_NEGATIVE_REGULATION_OF_DEFENSE_RESPONSE 139 0.526986 1.922894 0 0.013875 0.534 3019tags=42%, list=14%, signal=48%

GO_REGULATION_OF_CYTOKINE_PRODUCTION_INVOLVED_IN_INFLAMMATORY_RESPONSEGO_REGULATION_OF_CYTOKINE_PRODUCTION_INVOLVED_IN_INFLAMMATORY_RESPONSE 18 0.705001 1.922157 0 0.013939 0.537 2640tags=56%, list=12%, signal=63%

GO_RESPONSE_TO_PROTOZOAN GO_RESPONSE_TO_PROTOZOAN 20 0.791324 1.922128 0 0.013862 0.537 2971tags=70%, list=14%, signal=81%

GO_LEUKOCYTE_MEDIATED_CYTOTOXICITY GO_LEUKOCYTE_MEDIATED_CYTOTOXICITY 34 0.689184 1.921886 0 0.013831 0.537 3245tags=59%, list=15%, signal=69%

GO_I_KAPPAB_KINASE_NF_KAPPAB_SIGNALING GO_I_KAPPAB_KINASE_NF_KAPPAB_SIGNALING 67 0.598309 1.92136 0.0020284 0.013849 0.538 3122tags=43%, list=15%, signal=50%

GO_POSITIVE_REGULATION_OF_LYMPHOCYTE_MIGRATION GO_POSITIVE_REGULATION_OF_LYMPHOCYTE_MIGRATION 26 0.796777 1.921142 0 0.013796 0.539 2883tags=69%, list=13%, signal=80%

GO_POSITIVE_REGULATION_OF_INNATE_IMMUNE_RESPONSE GO_POSITIVE_REGULATION_OF_INNATE_IMMUNE_RESPONSE 243 0.529839 1.920986 0 0.013735 0.539 2979tags=39%, list=14%, signal=44%

GO_DEFENSE_RESPONSE_TO_OTHER_ORGANISM GO_DEFENSE_RESPONSE_TO_OTHER_ORGANISM 459 0.525653 1.91988 0 0.013847 0.545 3620tags=38%, list=17%, signal=45%

GO_POSITIVE_REGULATION_OF_NF_KAPPAB_IMPORT_INTO_NUCLEUSGO_POSITIVE_REGULATION_OF_NF_KAPPAB_IMPORT_INTO_NUCLEUS 26 0.757938 1.91877 0 0.014008 0.55 3122tags=62%, list=15%, signal=72%

GO_POSITIVE_REGULATION_OF_INTERLEUKIN_6_SECRETION GO_POSITIVE_REGULATION_OF_INTERLEUKIN_6_SECRETION 16 0.743402 1.918113 0 0.014029 0.551 2640tags=56%, list=12%, signal=64%

GO_VESICLE_LUMEN GO_VESICLE_LUMEN 103 0.588612 1.915476 0 0.014412 0.557 4926tags=55%, list=23%, signal=71%

GO_CYTOKINE_RECEPTOR_ACTIVITY GO_CYTOKINE_RECEPTOR_ACTIVITY 87 0.635996 1.91535 0 0.01435 0.557 4002tags=60%, list=19%, signal=73%

GO_REGULATION_OF_EXTRINSIC_APOPTOTIC_SIGNALING_PATHWAY_VIA_DEATH_DOMAIN_RECEPTORSGO_REGULATION_OF_EXTRINSIC_APOPTOTIC_SIGNALING_PATHWAY_VIA_DEATH_DOMAIN_RECEPTORS 54 0.556953 1.915226 0.001992 0.01429 0.558 1472tags=35%, list=7%, signal=38%

GO_NEGATIVE_REGULATION_OF_ALPHA_BETA_T_CELL_ACTIVATIONGO_NEGATIVE_REGULATION_OF_ALPHA_BETA_T_CELL_ACTIVATION 23 0.713671 1.914903 0 0.014272 0.559 4275tags=65%, list=20%, signal=81%

GO_NEGATIVE_REGULATION_OF_INTERFERON_GAMMA_PRODUCTIONGO_NEGATIVE_REGULATION_OF_INTERFERON_GAMMA_PRODUCTION 35 0.683093 1.913473 0.0019342 0.01435 0.564 3951tags=66%, list=18%, signal=80%

GO_STAT_CASCADE GO_STAT_CASCADE 47 0.591071 1.913184 0 0.014303 0.564 2130tags=30%, list=10%, signal=33%

GO_REGULATION_OF_INNATE_IMMUNE_RESPONSE GO_REGULATION_OF_INNATE_IMMUNE_RESPONSE 348 0.510373 1.912296 0 0.014354 0.564 2979tags=37%, list=14%, signal=42%

GO_INTEGRIN_BINDING GO_INTEGRIN_BINDING 103 0.563428 1.911811 0 0.014371 0.565 3710tags=46%, list=17%, signal=55%

GO_INTERACTION_WITH_HOST GO_INTERACTION_WITH_HOST 128 0.547469 1.909957 0.0019194 0.014585 0.573 2410tags=36%, list=11%, signal=40%

GO_NEGATIVE_REGULATION_OF_B_CELL_ACTIVATION GO_NEGATIVE_REGULATION_OF_B_CELL_ACTIVATION 30 0.665765 1.909871 0.0020284 0.014525 0.573 3598tags=57%, list=17%, signal=68%

GO_ANTIGEN_PROCESSING_AND_PRESENTATION_OF_PEPTIDE_ANTIGEN_VIA_MHC_CLASS_IGO_ANTIGEN_PROCESSING_AND_PRESENTATION_OF_PEPTIDE_ANTIGEN_VIA_MHC_CLASS_I 90 0.547528 1.90984 0.004065 0.014459 0.573 4594tags=47%, list=21%, signal=59%

GO_NEGATIVE_REGULATION_OF_CYTOKINE_SECRETION GO_NEGATIVE_REGULATION_OF_CYTOKINE_SECRETION 42 0.708091 1.908122 0 0.014648 0.576 3569tags=64%, list=17%, signal=77%

GO_CELLULAR_DEFENSE_RESPONSE GO_CELLULAR_DEFENSE_RESPONSE 55 0.642523 1.907378 0.004 0.014706 0.579 2789tags=47%, list=13%, signal=54%

GO_REGULATION_OF_T_CELL_MIGRATION GO_REGULATION_OF_T_CELL_MIGRATION 24 0.784781 1.906733 0 0.014775 0.584 1617tags=54%, list=8%, signal=59%

GO_POSITIVE_REGULATION_OF_CELL_KILLING GO_POSITIVE_REGULATION_OF_CELL_KILLING 39 0.602078 1.906448 0.0020534 0.014731 0.584 2971tags=49%, list=14%, signal=56%

GO_REGULATION_OF_HUMORAL_IMMUNE_RESPONSE GO_REGULATION_OF_HUMORAL_IMMUNE_RESPONSE 49 0.618625 1.905018 0 0.014887 0.585 3122tags=49%, list=15%, signal=57%

GO_REGULATION_OF_CYSTEINE_TYPE_ENDOPEPTIDASE_ACTIVITYGO_REGULATION_OF_CYSTEINE_TYPE_ENDOPEPTIDASE_ACTIVITY 205 0.452785 1.905009 0 0.014811 0.585 3245tags=34%, list=15%, signal=39%

GO_VIRUS_RECEPTOR_ACTIVITY GO_VIRUS_RECEPTOR_ACTIVITY 65 0.616794 1.904641 0 0.014806 0.585 2410tags=45%, list=11%, signal=50%

GO_REGULATION_OF_ACTIVATED_T_CELL_PROLIFERATION GO_REGULATION_OF_ACTIVATED_T_CELL_PROLIFERATION 39 0.643314 1.903892 0.003992 0.014819 0.588 3569tags=54%, list=17%, signal=64%

GO_REGULATION_OF_NATURAL_KILLER_CELL_MEDIATED_IMMUNITYGO_REGULATION_OF_NATURAL_KILLER_CELL_MEDIATED_IMMUNITY 35 0.650707 1.903425 0.004 0.014803 0.591 2738tags=54%, list=13%, signal=62%

GO_REGULATION_OF_MACROPHAGE_CHEMOTAXIS GO_REGULATION_OF_MACROPHAGE_CHEMOTAXIS 16 0.800241 1.903169 0.0020877 0.014753 0.592 2861tags=63%, list=13%, signal=72%

GO_TOLL_LIKE_RECEPTOR_SIGNALING_PATHWAY GO_TOLL_LIKE_RECEPTOR_SIGNALING_PATHWAY 84 0.623033 1.901453 0.0039216 0.014955 0.595 2979tags=50%, list=14%, signal=58%

GO_PATTERN_RECOGNITION_RECEPTOR_SIGNALING_PATHWAYGO_PATTERN_RECOGNITION_RECEPTOR_SIGNALING_PATHWAY 108 0.607021 1.900799 0.0038685 0.015028 0.597 2979tags=46%, list=14%, signal=53%

GO_POSITIVE_REGULATION_OF_INTERLEUKIN_10_PRODUCTIONGO_POSITIVE_REGULATION_OF_INTERLEUKIN_10_PRODUCTION 29 0.718975 1.90035 0.001996 0.01503 0.599 3255tags=66%, list=15%, signal=77%

GO_SCAVENGER_RECEPTOR_ACTIVITY GO_SCAVENGER_RECEPTOR_ACTIVITY 43 0.661853 1.899561 0.0041237 0.01504 0.601 2379tags=44%, list=11%, signal=50%

GO_DEFENSE_RESPONSE_TO_GRAM_POSITIVE_BACTERIUM GO_DEFENSE_RESPONSE_TO_GRAM_POSITIVE_BACTERIUM 70 0.583376 1.898947 0 0.015098 0.603 4365tags=50%, list=20%, signal=63%

GO_POSITIVE_REGULATION_OF_ALPHA_BETA_T_CELL_PROLIFERATIONGO_POSITIVE_REGULATION_OF_ALPHA_BETA_T_CELL_PROLIFERATION 19 0.855818 1.89783 0.0019724 0.015232 0.606 2738tags=89%, list=13%, signal=102%

GO_REGULATION_OF_CYSTEINE_TYPE_ENDOPEPTIDASE_ACTIVITY_INVOLVED_IN_APOPTOTIC_SIGNALING_PATHWAYGO_REGULATION_OF_CYSTEINE_TYPE_ENDOPEPTIDASE_ACTIVITY_INVOLVED_IN_APOPTOTIC_SIGNALING_PATHWAY 22 0.696412 1.896909 0.0042373 0.015345 0.609 1472tags=50%, list=7%, signal=54%

GO_LEUKOCYTE_DIFFERENTIATION GO_LEUKOCYTE_DIFFERENTIATION 285 0.513776 1.896858 0 0.015275 0.609 3710tags=47%, list=17%, signal=56%

GO_POSITIVE_REGULATION_OF_VASCULATURE_DEVELOPMENTGO_POSITIVE_REGULATION_OF_VASCULATURE_DEVELOPMENT 132 0.529846 1.894932 0.0019305 0.015528 0.611 3318tags=38%, list=15%, signal=45%

GO_ENDOPLASMIC_RETICULUM_LUMEN GO_ENDOPLASMIC_RETICULUM_LUMEN 196 0.537333 1.894453 0.0020576 0.015496 0.612 3334tags=42%, list=16%, signal=49%

GO_HUMORAL_IMMUNE_RESPONSE GO_HUMORAL_IMMUNE_RESPONSE 152 0.59146 1.891736 0 0.015963 0.617 3153tags=43%, list=15%, signal=50%

GO_TUMOR_NECROSIS_FACTOR_RECEPTOR_BINDING GO_TUMOR_NECROSIS_FACTOR_RECEPTOR_BINDING 30 0.667796 1.891105 0 0.015981 0.618 3122tags=60%, list=15%, signal=70%

GO_ACTIVATION_OF_INNATE_IMMUNE_RESPONSE GO_ACTIVATION_OF_INNATE_IMMUNE_RESPONSE 202 0.527782 1.891032 0.0038536 0.015913 0.618 2883tags=38%, list=13%, signal=43%

GO_POSITIVE_REGULATION_OF_IMMUNOGLOBULIN_PRODUCTIONGO_POSITIVE_REGULATION_OF_IMMUNOGLOBULIN_PRODUCTION 30 0.677169 1.890654 0.0020202 0.01589 0.621 3503tags=63%, list=16%, signal=76%

GO_POSITIVE_REGULATION_OF_COAGULATION GO_POSITIVE_REGULATION_OF_COAGULATION 25 0.667867 1.890035 0 0.015907 0.622 1380tags=28%, list=6%, signal=30%

GO_ENDODERMAL_CELL_DIFFERENTIATION GO_ENDODERMAL_CELL_DIFFERENTIATION 39 0.661569 1.889566 0 0.015917 0.624 2582tags=46%, list=12%, signal=52%

GO_T_CELL_SELECTION GO_T_CELL_SELECTION 34 0.700416 1.888151 0.001996 0.016144 0.626 3569tags=62%, list=17%, signal=74%

GO_MYELOID_LEUKOCYTE_ACTIVATION GO_MYELOID_LEUKOCYTE_ACTIVATION 96 0.627045 1.887243 0 0.016228 0.628 3565tags=58%, list=17%, signal=70%

GO_SINGLE_ORGANISM_CELL_ADHESION GO_SINGLE_ORGANISM_CELL_ADHESION 443 0.481723 1.887003 0 0.016208 0.628 3710tags=43%, list=17%, signal=51%

GO_CYTOKINE_RECEPTOR_BINDING GO_CYTOKINE_RECEPTOR_BINDING 265 0.530873 1.886491 0 0.016222 0.63 3378tags=39%, list=16%, signal=46%

GO_PLATELET_ALPHA_GRANULE_LUMEN GO_PLATELET_ALPHA_GRANULE_LUMEN 54 0.659515 1.885708 0.001992 0.016341 0.634 3117tags=50%, list=15%, signal=58%

GO_RESPONSE_TO_VIRUS GO_RESPONSE_TO_VIRUS 238 0.527592 1.884892 0 0.016405 0.64 3569tags=40%, list=17%, signal=48%

GO_MHC_CLASS_I_PROTEIN_BINDING GO_MHC_CLASS_I_PROTEIN_BINDING 18 0.649177 1.884702 0 0.016349 0.641 3382tags=50%, list=16%, signal=59%

GO_REGULATION_OF_INTERLEUKIN_1_SECRETION GO_REGULATION_OF_INTERLEUKIN_1_SECRETION 30 0.719964 1.883921 0 0.016423 0.642 3180tags=60%, list=15%, signal=70%

GO_POSITIVE_REGULATION_OF_ADAPTIVE_IMMUNE_RESPONSEGO_POSITIVE_REGULATION_OF_ADAPTIVE_IMMUNE_RESPONSE 72 0.59008 1.882289 0 0.01671 0.647 3238tags=53%, list=15%, signal=62%

GO_SIGNAL_PEPTIDE_PROCESSING GO_SIGNAL_PEPTIDE_PROCESSING 22 0.634011 1.882094 0 0.016675 0.647 1872tags=32%, list=9%, signal=35%

GO_REGULATION_OF_ANTIGEN_PROCESSING_AND_PRESENTATIONGO_REGULATION_OF_ANTIGEN_PROCESSING_AND_PRESENTATION 22 0.789227 1.880424 0 0.016917 0.657 2184tags=64%, list=10%, signal=71%

GO_RESPONSE_TO_HEAT GO_RESPONSE_TO_HEAT 86 0.494578 1.880266 0.002004 0.016877 0.659 3535tags=38%, list=16%, signal=46%

GO_DENDRITIC_CELL_CHEMOTAXIS GO_DENDRITIC_CELL_CHEMOTAXIS 16 0.821324 1.880057 0 0.016836 0.659 2142tags=69%, list=10%, signal=76%

GO_INTEGRIN_MEDIATED_SIGNALING_PATHWAY GO_INTEGRIN_MEDIATED_SIGNALING_PATHWAY 81 0.581047 1.879018 0.0039604 0.016952 0.665 2403tags=44%, list=11%, signal=50%

GO_REGULATION_OF_INTERLEUKIN_2_BIOSYNTHETIC_PROCESSGO_REGULATION_OF_INTERLEUKIN_2_BIOSYNTHETIC_PROCESS 18 0.75328 1.878105 0.003861 0.017019 0.667 1664tags=56%, list=8%, signal=60%

GO_REGULATION_OF_PHAGOCYTOSIS GO_REGULATION_OF_PHAGOCYTOSIS 68 0.578561 1.877449 0.0020161 0.017095 0.669 3334tags=44%, list=16%, signal=52%

GO_CYTOKINE_SECRETION GO_CYTOKINE_SECRETION 37 0.650863 1.876996 0.0019763 0.017107 0.67 2867tags=51%, list=13%, signal=59%

GO_CYTOKINE_BINDING GO_CYTOKINE_BINDING 91 0.571837 1.875241 0.0020202 0.017405 0.676 2853tags=44%, list=13%, signal=50%

GO_CHEMOKINE_BINDING GO_CHEMOKINE_BINDING 21 0.76475 1.875027 0 0.017362 0.676 2440tags=62%, list=11%, signal=70%

GO_FIBRONECTIN_BINDING GO_FIBRONECTIN_BINDING 27 0.764931 1.874664 0 0.017381 0.677 2548tags=59%, list=12%, signal=67%

GO_CYTOKINE_METABOLIC_PROCESS GO_CYTOKINE_METABOLIC_PROCESS 17 0.781389 1.874597 0 0.017312 0.678 1768tags=59%, list=8%, signal=64%

GO_REGULATION_OF_CD4_POSITIVE_ALPHA_BETA_T_CELL_ACTIVATIONGO_REGULATION_OF_CD4_POSITIVE_ALPHA_BETA_T_CELL_ACTIVATION 38 0.665043 1.873784 0.0040323 0.017377 0.679 4424tags=63%, list=21%, signal=79%

GO_POSITIVE_REGULATION_OF_MONOCYTE_CHEMOTAXIS GO_POSITIVE_REGULATION_OF_MONOCYTE_CHEMOTAXIS 15 0.798304 1.873746 0.0039683 0.017316 0.679 1617tags=47%, list=8%, signal=50%

GO_HUMORAL_IMMUNE_RESPONSE_MEDIATED_BY_CIRCULATING_IMMUNOGLOBULINGO_HUMORAL_IMMUNE_RESPONSE_MEDIATED_BY_CIRCULATING_IMMUNOGLOBULIN 38 0.689256 1.871388 0.0041237 0.017805 0.693 3019tags=58%, list=14%, signal=67%

GO_PROTEIN_COMPLEX_INVOLVED_IN_CELL_ADHESION GO_PROTEIN_COMPLEX_INVOLVED_IN_CELL_ADHESION 29 0.734197 1.871387 0 0.017731 0.693 3681tags=66%, list=17%, signal=79%

GO_REGULATION_OF_ALPHA_BETA_T_CELL_DIFFERENTIATION GO_REGULATION_OF_ALPHA_BETA_T_CELL_DIFFERENTIATION 46 0.615277 1.870265 0.0039604 0.01793 0.695 3569tags=52%, list=17%, signal=62%

GO_POSITIVE_REGULATION_OF_ACUTE_INFLAMMATORY_RESPONSEGO_POSITIVE_REGULATION_OF_ACUTE_INFLAMMATORY_RESPONSE 27 0.749624 1.869428 0.0040241 0.01807 0.703 3122tags=70%, list=15%, signal=82%

GO_REGULATION_OF_MULTICELLULAR_ORGANISMAL_METABOLIC_PROCESSGO_REGULATION_OF_MULTICELLULAR_ORGANISMAL_METABOLIC_PROCESS 34 0.624813 1.869018 0.0019763 0.018096 0.705 3014tags=44%, list=14%, signal=51%

GO_COLLAGEN_FIBRIL_ORGANIZATION GO_COLLAGEN_FIBRIL_ORGANIZATION 37 0.759816 1.868449 0.0136719 0.018131 0.707 1301tags=49%, list=6%, signal=52%

GO_ACUTE_PHASE_RESPONSE GO_ACUTE_PHASE_RESPONSE 42 0.680737 1.867984 0 0.01814 0.708 2836tags=48%, list=13%, signal=55%

GO_POSITIVE_REGULATION_OF_VASCULAR_ENDOTHELIAL_GROWTH_FACTOR_PRODUCTIONGO_POSITIVE_REGULATION_OF_VASCULAR_ENDOTHELIAL_GROWTH_FACTOR_PRODUCTION 26 0.645915 1.86768 0 0.018134 0.709 1056tags=31%, list=5%, signal=32%

GO_REGULATION_OF_T_HELPER_1_TYPE_IMMUNE_RESPONSE GO_REGULATION_OF_T_HELPER_1_TYPE_IMMUNE_RESPONSE 22 0.799738 1.867661 0.0020367 0.018064 0.709 1212tags=59%, list=6%, signal=63%

GO_REGULATION_OF_LYMPHOCYTE_APOPTOTIC_PROCESS GO_REGULATION_OF_LYMPHOCYTE_APOPTOTIC_PROCESS 54 0.615149 1.866684 0.0095785 0.018179 0.709 3159tags=50%, list=15%, signal=58%

GO_PROSTANOID_BIOSYNTHETIC_PROCESS GO_PROSTANOID_BIOSYNTHETIC_PROCESS 17 0.703929 1.865707 0.002045 0.018366 0.713 3786tags=65%, list=18%, signal=78%

GO_REGULATION_OF_T_HELPER_CELL_DIFFERENTIATION GO_REGULATION_OF_T_HELPER_CELL_DIFFERENTIATION 26 0.696126 1.865257 0.0020704 0.018385 0.714 1212tags=42%, list=6%, signal=45%

GO_REGULATION_OF_HEMOPOIESIS GO_REGULATION_OF_HEMOPOIESIS 297 0.481134 1.865134 0 0.01834 0.714 3598tags=41%, list=17%, signal=48%

GO_T_HELPER_1_TYPE_IMMUNE_RESPONSE GO_T_HELPER_1_TYPE_IMMUNE_RESPONSE 21 0.734104 1.864306 0 0.018451 0.719 3019tags=62%, list=14%, signal=72%

GO_PLATELET_AGGREGATION GO_PLATELET_AGGREGATION 38 0.587734 1.863654 0.0057803 0.018506 0.722 4631tags=61%, list=22%, signal=77%

GO_CELL_ACTIVATION_INVOLVED_IN_IMMUNE_RESPONSE GO_CELL_ACTIVATION_INVOLVED_IN_IMMUNE_RESPONSE 139 0.565386 1.861886 0 0.01885 0.729 2978tags=42%, list=14%, signal=48%

GO_THYMIC_T_CELL_SELECTION GO_THYMIC_T_CELL_SELECTION 18 0.767044 1.861733 0 0.018814 0.73 3309tags=72%, list=15%, signal=85%

GO_REGULATION_OF_INFLAMMATORY_RESPONSE_TO_ANTIGENIC_STIMULUSGO_REGULATION_OF_INFLAMMATORY_RESPONSE_TO_ANTIGENIC_STIMULUS 18 0.749509 1.861427 0.0019268 0.01883 0.73 3122tags=67%, list=15%, signal=78%

GO_POSITIVE_REGULATION_OF_PEPTIDASE_ACTIVITY GO_POSITIVE_REGULATION_OF_PEPTIDASE_ACTIVITY 149 0.4617 1.861249 0 0.018797 0.73 3562tags=36%, list=17%, signal=43%

GO_REGULATION_OF_I_KAPPAB_KINASE_NF_KAPPAB_SIGNALINGGO_REGULATION_OF_I_KAPPAB_KINASE_NF_KAPPAB_SIGNALING 226 0.483052 1.860356 0 0.018976 0.732 3035tags=37%, list=14%, signal=42%

GO_POSITIVE_REGULATION_OF_CYTOKINE_PRODUCTION_INVOLVED_IN_IMMUNE_RESPONSEGO_POSITIVE_REGULATION_OF_CYTOKINE_PRODUCTION_INVOLVED_IN_IMMUNE_RESPONSE 29 0.660357 1.858238 0.0060852 0.019424 0.741 2599tags=55%, list=12%, signal=63%

GO_TUMOR_NECROSIS_FACTOR_RECEPTOR_SUPERFAMILY_BINDINGGO_TUMOR_NECROSIS_FACTOR_RECEPTOR_SUPERFAMILY_BINDING 47 0.571633 1.856594 0.0020921 0.019715 0.744 3122tags=51%, list=15%, signal=60%

GO_REGULATION_OF_LEUKOCYTE_APOPTOTIC_PROCESS GO_REGULATION_OF_LEUKOCYTE_APOPTOTIC_PROCESS 78 0.607838 1.856438 0.007767 0.019677 0.744 3159tags=49%, list=15%, signal=57%

GO_REGULATION_OF_ALPHA_BETA_T_CELL_PROLIFERATION GO_REGULATION_OF_ALPHA_BETA_T_CELL_PROLIFERATION 23 0.827569 1.85581 0.0020408 0.019703 0.744 2738tags=83%, list=13%, signal=95%

GO_NEGATIVE_REGULATION_OF_CELL_CELL_ADHESION GO_NEGATIVE_REGULATION_OF_CELL_CELL_ADHESION 132 0.524003 1.854964 0 0.019813 0.746 4287tags=53%, list=20%, signal=66%

GO_COMPLEMENT_ACTIVATION GO_COMPLEMENT_ACTIVATION 44 0.670327 1.854756 0.00409 0.0198 0.747 1334tags=41%, list=6%, signal=44%

GO_ACTIVATION_OF_IMMUNE_RESPONSE GO_ACTIVATION_OF_IMMUNE_RESPONSE 386 0.511672 1.853945 0.0038835 0.019845 0.748 3019tags=40%, list=14%, signal=45%

GO_POSITIVE_REGULATION_OF_LOCOMOTION GO_POSITIVE_REGULATION_OF_LOCOMOTION 408 0.474224 1.853612 0 0.019821 0.749 3122tags=36%, list=15%, signal=41%

GO_REGULATION_OF_PEPTIDASE_ACTIVITY GO_REGULATION_OF_PEPTIDASE_ACTIVITY 375 0.470774 1.853293 0 0.019844 0.753 3353tags=33%, list=16%, signal=38%

GO_CELL_REDOX_HOMEOSTASIS GO_CELL_REDOX_HOMEOSTASIS 64 0.499957 1.853283 0.0039293 0.01977 0.753 2597tags=39%, list=12%, signal=44%

GO_SECRETORY_GRANULE_LUMEN GO_SECRETORY_GRANULE_LUMEN 83 0.578187 1.852935 0 0.019761 0.753 4926tags=53%, list=23%, signal=69%

GO_T_CELL_DIFFERENTIATION_INVOLVED_IN_IMMUNE_RESPONSEGO_T_CELL_DIFFERENTIATION_INVOLVED_IN_IMMUNE_RESPONSE 29 0.681346 1.852496 0 0.019783 0.753 2971tags=48%, list=14%, signal=56%

GO_CELL_KILLING GO_CELL_KILLING 54 0.623329 1.850715 0 0.020063 0.755 3245tags=46%, list=15%, signal=54%

GO_REGULATION_OF_TYROSINE_PHOSPHORYLATION_OF_STAT1_PROTEINGO_REGULATION_OF_TYROSINE_PHOSPHORYLATION_OF_STAT1_PROTEIN 16 0.725056 1.850579 0.002004 0.020012 0.755 2971tags=63%, list=14%, signal=72%

GO_POSITIVE_REGULATION_OF_INTERLEUKIN_1_PRODUCTIONGO_POSITIVE_REGULATION_OF_INTERLEUKIN_1_PRODUCTION 34 0.650867 1.850354 0.0019608 0.019971 0.755 3180tags=50%, list=15%, signal=59%

GO_MONOSACCHARIDE_BINDING GO_MONOSACCHARIDE_BINDING 67 0.564273 1.849195 0.0039293 0.020154 0.759 3413tags=45%, list=16%, signal=53%

GO_NEGATIVE_REGULATION_OF_INTERLEUKIN_1_PRODUCTIONGO_NEGATIVE_REGULATION_OF_INTERLEUKIN_1_PRODUCTION 17 0.803168 1.84769 0 0.02046 0.762 2075tags=65%, list=10%, signal=72%

GO_EMBRYONIC_PLACENTA_MORPHOGENESIS GO_EMBRYONIC_PLACENTA_MORPHOGENESIS 22 0.636021 1.847223 0.0076923 0.020507 0.765 1528tags=36%, list=7%, signal=39%

GO_POSITIVE_REGULATION_OF_NEUTROPHIL_MIGRATION GO_POSITIVE_REGULATION_OF_NEUTROPHIL_MIGRATION 27 0.742888 1.846851 0.004 0.02051 0.766 2795tags=67%, list=13%, signal=77%

GO_NEGATIVE_REGULATION_OF_LYMPHOCYTE_DIFFERENTIATIONGO_NEGATIVE_REGULATION_OF_LYMPHOCYTE_DIFFERENTIATION 39 0.582058 1.846408 0 0.020565 0.768 4275tags=56%, list=20%, signal=70%

GO_DETECTION_OF_OTHER_ORGANISM GO_DETECTION_OF_OTHER_ORGANISM 19 0.822728 1.844274 0 0.021009 0.773 3019tags=79%, list=14%, signal=92%

GO_HETEROTYPIC_CELL_CELL_ADHESION GO_HETEROTYPIC_CELL_CELL_ADHESION 26 0.735925 1.844223 0 0.020947 0.773 2172tags=54%, list=10%, signal=60%

GO_REGULATION_OF_NITRIC_OXIDE_SYNTHASE_BIOSYNTHETIC_PROCESSGO_REGULATION_OF_NITRIC_OXIDE_SYNTHASE_BIOSYNTHETIC_PROCESS 18 0.718177 1.844125 0.0058939 0.020903 0.773 450tags=33%, list=2%, signal=34%

GO_FIBRIL_ORGANIZATION GO_FIBRIL_ORGANIZATION 17 0.725845 1.84399 0.003876 0.020865 0.774 3506tags=59%, list=16%, signal=70%

GO_REGULATION_OF_T_CELL_MEDIATED_CYTOTOXICITY GO_REGULATION_OF_T_CELL_MEDIATED_CYTOTOXICITY 23 0.645074 1.843938 0.0041841 0.020794 0.775 2883tags=57%, list=13%, signal=65%

GO_CELLULAR_RESPONSE_TO_NUTRIENT GO_CELLULAR_RESPONSE_TO_NUTRIENT 37 0.592438 1.843306 0.0020408 0.020898 0.777 3249tags=43%, list=15%, signal=51%

GO_DENDRITIC_CELL_DIFFERENTIATION GO_DENDRITIC_CELL_DIFFERENTIATION 32 0.70675 1.8433 0.0020161 0.020825 0.777 2894tags=63%, list=13%, signal=72%

GO_HYALURONAN_METABOLIC_PROCESS GO_HYALURONAN_METABOLIC_PROCESS 29 0.638438 1.843173 0 0.020772 0.777 4144tags=52%, list=19%, signal=64%

GO_COMPLEX_OF_COLLAGEN_TRIMERS GO_COMPLEX_OF_COLLAGEN_TRIMERS 23 0.775752 1.843116 0.0059055 0.020724 0.777 2855tags=65%, list=13%, signal=75%

GO_REGULATION_OF_ANTIGEN_RECEPTOR_MEDIATED_SIGNALING_PATHWAYGO_REGULATION_OF_ANTIGEN_RECEPTOR_MEDIATED_SIGNALING_PATHWAY 38 0.664577 1.843028 0 0.020679 0.778 3921tags=71%, list=18%, signal=87%

GO_POSITIVE_REGULATION_OF_PHAGOCYTOSIS GO_POSITIVE_REGULATION_OF_PHAGOCYTOSIS 46 0.607982 1.841715 0.0039293 0.020954 0.783 3813tags=57%, list=18%, signal=69%

GO_LYMPHOCYTE_DIFFERENTIATION GO_LYMPHOCYTE_DIFFERENTIATION 206 0.505624 1.841616 0 0.020892 0.783 3710tags=43%, list=17%, signal=52%

GO_REGULATION_OF_RESPONSE_TO_CYTOKINE_STIMULUS GO_REGULATION_OF_RESPONSE_TO_CYTOKINE_STIMULUS 140 0.491062 1.841526 0 0.020851 0.783 2971tags=36%, list=14%, signal=41%

GO_MATERNAL_PROCESS_INVOLVED_IN_FEMALE_PREGNANCYGO_MATERNAL_PROCESS_INVOLVED_IN_FEMALE_PREGNANCY 60 0.554287 1.841319 0.003937 0.020809 0.784 3110tags=45%, list=14%, signal=52%

GO_REGULATION_OF_RESPONSE_TO_INTERFERON_GAMMA GO_REGULATION_OF_RESPONSE_TO_INTERFERON_GAMMA 21 0.634135 1.840905 0.0061602 0.020855 0.785 2971tags=48%, list=14%, signal=55%

GO_PEPTIDASE_ACTIVATOR_ACTIVITY GO_PEPTIDASE_ACTIVATOR_ACTIVITY 36 0.577293 1.8403 0.0020877 0.020948 0.788 3562tags=44%, list=17%, signal=53%

GO_COLLAGEN_BINDING GO_COLLAGEN_BINDING 64 0.639152 1.840234 0.0040984 0.020915 0.788 3009tags=52%, list=14%, signal=60%

GO_FATTY_ACID_DERIVATIVE_BIOSYNTHETIC_PROCESS GO_FATTY_ACID_DERIVATIVE_BIOSYNTHETIC_PROCESS 42 0.586157 1.838797 0 0.021151 0.792 3786tags=50%, list=18%, signal=61%

GO_NEGATIVE_REGULATION_OF_INFLAMMATORY_RESPONSE GO_NEGATIVE_REGULATION_OF_INFLAMMATORY_RESPONSE 97 0.528933 1.838654 0 0.021103 0.792 3019tags=40%, list=14%, signal=47%

GO_BLOOD_MICROPARTICLE GO_BLOOD_MICROPARTICLE 116 0.553284 1.837888 0 0.021218 0.794 5028tags=53%, list=23%, signal=69%

GO_POSITIVE_REGULATION_OF_ERK1_AND_ERK2_CASCADE GO_POSITIVE_REGULATION_OF_ERK1_AND_ERK2_CASCADE 164 0.510261 1.83662 0 0.021455 0.795 3444tags=39%, list=16%, signal=46%

GO_REGULATION_OF_TYROSINE_PHOSPHORYLATION_OF_STAT_PROTEINGO_REGULATION_OF_TYROSINE_PHOSPHORYLATION_OF_STAT_PROTEIN 65 0.56357 1.835365 0.0019763 0.021656 0.797 3296tags=46%, list=15%, signal=54%

GO_REGULATION_OF_PROTEIN_MATURATION GO_REGULATION_OF_PROTEIN_MATURATION 77 0.507796 1.835277 0 0.021598 0.797 2564tags=32%, list=12%, signal=37%

GO_DETECTION_OF_BIOTIC_STIMULUS GO_DETECTION_OF_BIOTIC_STIMULUS 27 0.778125 1.835203 0 0.021546 0.797 3347tags=74%, list=16%, signal=88%

GO_CYSTEINE_TYPE_ENDOPEPTIDASE_REGULATOR_ACTIVITY_INVOLVED_IN_APOPTOTIC_PROCESSGO_CYSTEINE_TYPE_ENDOPEPTIDASE_REGULATOR_ACTIVITY_INVOLVED_IN_APOPTOTIC_PROCESS 41 0.569058 1.834248 0 0.021682 0.799 3245tags=44%, list=15%, signal=52%

GO_INTERLEUKIN_1_PRODUCTION GO_INTERLEUKIN_1_PRODUCTION 15 0.779983 1.834163 0.002008 0.02163 0.799 3035tags=67%, list=14%, signal=78%

GO_DEFENSE_RESPONSE_TO_VIRUS GO_DEFENSE_RESPONSE_TO_VIRUS 158 0.566783 1.833691 0.0060976 0.021643 0.801 3564tags=44%, list=17%, signal=53%

GO_RESPONSE_TO_FUNGUS GO_RESPONSE_TO_FUNGUS 50 0.640765 1.83239 0 0.021899 0.806 2640tags=44%, list=12%, signal=50%

GO_REGULATION_OF_MAST_CELL_ACTIVATION GO_REGULATION_OF_MAST_CELL_ACTIVATION 39 0.642798 1.830848 0.0155642 0.022223 0.81 2525tags=49%, list=12%, signal=55%

GO_REGULATION_OF_T_CELL_APOPTOTIC_PROCESS GO_REGULATION_OF_T_CELL_APOPTOTIC_PROCESS 33 0.655273 1.83009 0.0075901 0.022335 0.812 3159tags=52%, list=15%, signal=60%

GO_CELL_DIFFERENTIATION_INVOLVED_IN_EMBRYONIC_PLACENTA_DEVELOPMENTGO_CELL_DIFFERENTIATION_INVOLVED_IN_EMBRYONIC_PLACENTA_DEVELOPMENT 25 0.662964 1.829941 0 0.022327 0.813 3058tags=44%, list=14%, signal=51%

GO_OXIDOREDUCTASE_ACTIVITY_ACTING_ON_NAD_P_H_OXYGEN_AS_ACCEPTORGO_OXIDOREDUCTASE_ACTIVITY_ACTING_ON_NAD_P_H_OXYGEN_AS_ACCEPTOR 15 0.772005 1.829457 0.0040568 0.022358 0.814 1020tags=47%, list=5%, signal=49%

GO_POSITIVE_REGULATION_OF_LEUKOCYTE_MEDIATED_IMMUNITYGO_POSITIVE_REGULATION_OF_LEUKOCYTE_MEDIATED_IMMUNITY 83 0.553572 1.828693 0.01002 0.022451 0.817 3238tags=48%, list=15%, signal=57%

GO_CARBOHYDRATE_BINDING GO_CARBOHYDRATE_BINDING 264 0.487238 1.828606 0 0.022418 0.817 3413tags=41%, list=16%, signal=48%

GO_SERINE_HYDROLASE_ACTIVITY GO_SERINE_HYDROLASE_ACTIVITY 212 0.533401 1.828204 0 0.022454 0.817 4393tags=45%, list=20%, signal=56%

GO_ORGAN_OR_TISSUE_SPECIFIC_IMMUNE_RESPONSE GO_ORGAN_OR_TISSUE_SPECIFIC_IMMUNE_RESPONSE 29 0.666153 1.826832 0 0.022686 0.82 4589tags=55%, list=21%, signal=70%

GO_EPIBOLY GO_EPIBOLY 22 0.623324 1.82662 0.0056604 0.022661 0.821 1693tags=36%, list=8%, signal=39%

GO_REGULATION_OF_NEUTROPHIL_MIGRATION GO_REGULATION_OF_NEUTROPHIL_MIGRATION 32 0.707565 1.823318 0.002008 0.023424 0.828 2795tags=59%, list=13%, signal=68%

GO_WOUND_HEALING GO_WOUND_HEALING 453 0.464996 1.82299 0 0.023441 0.829 3415tags=34%, list=16%, signal=40%

GO_LYMPHOCYTE_ACTIVATION_INVOLVED_IN_IMMUNE_RESPONSEGO_LYMPHOCYTE_ACTIVATION_INVOLVED_IN_IMMUNE_RESPONSE 98 0.563306 1.822488 0.0019342 0.02352 0.831 3394tags=41%, list=16%, signal=48%

GO_HYDROGEN_PEROXIDE_METABOLIC_PROCESS GO_HYDROGEN_PEROXIDE_METABOLIC_PROCESS 30 0.61208 1.821344 0.0060484 0.023737 0.834 5303tags=53%, list=25%, signal=71%

GO_CELLULAR_RESPONSE_TO_VITAMIN GO_CELLULAR_RESPONSE_TO_VITAMIN 24 0.667485 1.821192 0.004008 0.023711 0.834 3249tags=54%, list=15%, signal=64%

GO_NEGATIVE_REGULATION_OF_T_CELL_DIFFERENTIATION GO_NEGATIVE_REGULATION_OF_T_CELL_DIFFERENTIATION 31 0.60294 1.820831 0.0020576 0.023699 0.834 4275tags=58%, list=20%, signal=72%

GO_REGULATION_OF_ERK1_AND_ERK2_CASCADE GO_REGULATION_OF_ERK1_AND_ERK2_CASCADE 228 0.483261 1.819735 0 0.02388 0.837 2866tags=35%, list=13%, signal=40%

GO_POSITIVE_REGULATION_OF_B_CELL_MEDIATED_IMMUNITY GO_POSITIVE_REGULATION_OF_B_CELL_MEDIATED_IMMUNITY 26 0.676487 1.819627 0.0040161 0.02383 0.837 3238tags=65%, list=15%, signal=77%

GO_PROTEIN_MATURATION GO_PROTEIN_MATURATION 255 0.420976 1.817943 0.0019841 0.024206 0.841 4671tags=40%, list=22%, signal=50%

GO_POSITIVE_REGULATION_OF_T_CELL_MEDIATED_IMMUNITY GO_POSITIVE_REGULATION_OF_T_CELL_MEDIATED_IMMUNITY 31 0.592602 1.817687 0.0040486 0.024182 0.843 4918tags=68%, list=23%, signal=88%

GO_DENDRITIC_CELL_MIGRATION GO_DENDRITIC_CELL_MIGRATION 20 0.734443 1.817313 0.0019685 0.024214 0.844 2142tags=55%, list=10%, signal=61%

GO_ZYMOGEN_ACTIVATION GO_ZYMOGEN_ACTIVATION 109 0.475252 1.817162 0 0.02418 0.844 3558tags=39%, list=17%, signal=46%

GO_REGULATION_OF_MULTI_ORGANISM_PROCESS GO_REGULATION_OF_MULTI_ORGANISM_PROCESS 453 0.411239 1.816568 0 0.024231 0.844 3170tags=30%, list=15%, signal=34%

GO_REGULATION_OF_INTERLEUKIN_4_PRODUCTION GO_REGULATION_OF_INTERLEUKIN_4_PRODUCTION 30 0.649508 1.816415 0.0040568 0.024197 0.845 4684tags=73%, list=22%, signal=94%

GO_NEGATIVE_REGULATION_OF_CHEMOKINE_PRODUCTION GO_NEGATIVE_REGULATION_OF_CHEMOKINE_PRODUCTION 16 0.687221 1.816406 0.0039683 0.024124 0.845 2599tags=56%, list=12%, signal=64%

GO_MULTI_MULTICELLULAR_ORGANISM_PROCESS GO_MULTI_MULTICELLULAR_ORGANISM_PROCESS 212 0.464267 1.816302 0.0019646 0.024077 0.845 3318tags=32%, list=15%, signal=37%

GO_NEGATIVE_REGULATION_OF_INTERLEUKIN_6_PRODUCTIONGO_NEGATIVE_REGULATION_OF_INTERLEUKIN_6_PRODUCTION 33 0.686919 1.816053 0.0075758 0.024063 0.847 3569tags=61%, list=17%, signal=73%

GO_LYMPHOCYTE_COSTIMULATION GO_LYMPHOCYTE_COSTIMULATION 73 0.610691 1.815348 0.0159681 0.024186 0.849 3019tags=58%, list=14%, signal=67%

GO_NEGATIVE_REGULATION_OF_COAGULATION GO_NEGATIVE_REGULATION_OF_COAGULATION 48 0.585592 1.815021 0 0.024217 0.849 3412tags=40%, list=16%, signal=47%

GO_NEGATIVE_REGULATION_OF_ALPHA_BETA_T_CELL_DIFFERENTIATIONGO_NEGATIVE_REGULATION_OF_ALPHA_BETA_T_CELL_DIFFERENTIATION 15 0.687623 1.814195 0.0020704 0.024302 0.849 4275tags=60%, list=20%, signal=75%

GO_REGULATION_OF_PROTEIN_ACTIVATION_CASCADE GO_REGULATION_OF_PROTEIN_ACTIVATION_CASCADE 32 0.651476 1.814179 0.0062241 0.024233 0.849 2927tags=53%, list=14%, signal=61%

GO_POSITIVE_REGULATION_OF_WOUND_HEALING GO_POSITIVE_REGULATION_OF_WOUND_HEALING 48 0.53016 1.81353 0.001938 0.024283 0.852 1380tags=23%, list=6%, signal=24%

GO_POSITIVE_REGULATION_OF_APOPTOTIC_SIGNALING_PATHWAYGO_POSITIVE_REGULATION_OF_APOPTOTIC_SIGNALING_PATHWAY 167 0.424343 1.81338 0.0019608 0.024262 0.852 2393tags=25%, list=11%, signal=27%

GO_ENDODERM_FORMATION GO_ENDODERM_FORMATION 49 0.612746 1.813199 0.0040323 0.024236 0.852 2801tags=47%, list=13%, signal=54%

GO_APOPTOTIC_SIGNALING_PATHWAY GO_APOPTOTIC_SIGNALING_PATHWAY 282 0.417159 1.811581 0.0018797 0.024535 0.852 2971tags=30%, list=14%, signal=35%

GO_IMMUNOGLOBULIN_BINDING GO_IMMUNOGLOBULIN_BINDING 22 0.741829 1.810946 0.0041152 0.024629 0.853 3103tags=64%, list=14%, signal=74%

GO_REGULATION_OF_MONOCYTE_CHEMOTAXIS GO_REGULATION_OF_MONOCYTE_CHEMOTAXIS 20 0.734612 1.809996 0.0098039 0.024821 0.855 1803tags=40%, list=8%, signal=44%

GO_EXTRACELLULAR_MATRIX_BINDING GO_EXTRACELLULAR_MATRIX_BINDING 49 0.60188 1.809963 0.0078125 0.024753 0.855 3309tags=47%, list=15%, signal=55%

GO_ACTIVATION_OF_CYSTEINE_TYPE_ENDOPEPTIDASE_ACTIVITYGO_ACTIVATION_OF_CYSTEINE_TYPE_ENDOPEPTIDASE_ACTIVITY 93 0.487097 1.809941 0.0020576 0.024685 0.855 3558tags=41%, list=17%, signal=49%

GO_REGULATION_OF_MONONUCLEAR_CELL_MIGRATION GO_REGULATION_OF_MONONUCLEAR_CELL_MIGRATION 16 0.785072 1.809363 0.00409 0.02478 0.858 3122tags=69%, list=15%, signal=80%

GO_POSITIVE_REGULATION_OF_LYMPHOCYTE_MEDIATED_IMMUNITYGO_POSITIVE_REGULATION_OF_LYMPHOCYTE_MEDIATED_IMMUNITY 68 0.555272 1.808621 0.004 0.024886 0.859 3238tags=49%, list=15%, signal=57%

GO_REGULATION_OF_NEUTROPHIL_CHEMOTAXIS GO_REGULATION_OF_NEUTROPHIL_CHEMOTAXIS 27 0.71972 1.80839 0.004 0.024881 0.86 2795tags=59%, list=13%, signal=68%

GO_LEUKOCYTE_PROLIFERATION GO_LEUKOCYTE_PROLIFERATION 87 0.566757 1.807731 0.0019342 0.024947 0.861 3014tags=41%, list=14%, signal=48%

GO_MEMBRANE_INVAGINATION GO_MEMBRANE_INVAGINATION 29 0.628284 1.806698 0.011976 0.025161 0.864 2137tags=41%, list=10%, signal=46%

GO_POSITIVE_REGULATION_OF_T_HELPER_1_TYPE_IMMUNE_RESPONSEGO_POSITIVE_REGULATION_OF_T_HELPER_1_TYPE_IMMUNE_RESPONSE 15 0.796335 1.80644 0 0.025173 0.864 2738tags=67%, list=13%, signal=76%

GO_MACROPHAGE_ACTIVATION GO_MACROPHAGE_ACTIVATION 31 0.647566 1.806433 0.004 0.025101 0.864 2279tags=45%, list=11%, signal=50%

GO_POSITIVE_REGULATION_OF_INTERLEUKIN_12_PRODUCTIONGO_POSITIVE_REGULATION_OF_INTERLEUKIN_12_PRODUCTION 33 0.618786 1.806288 0.0019724 0.025049 0.865 2971tags=48%, list=14%, signal=56%

GO_REGULATION_OF_VASCULATURE_DEVELOPMENT GO_REGULATION_OF_VASCULATURE_DEVELOPMENT 230 0.477489 1.80504 0.0019157 0.02532 0.867 3245tags=37%, list=15%, signal=43%

GO_POSITIVE_REGULATION_OF_ALPHA_BETA_T_CELL_DIFFERENTIATIONGO_POSITIVE_REGULATION_OF_ALPHA_BETA_T_CELL_DIFFERENTIATION 37 0.627867 1.804606 0.0059289 0.02538 0.867 3569tags=59%, list=17%, signal=71%

GO_NEGATIVE_REGULATION_OF_INTERLEUKIN_12_PRODUCTIONGO_NEGATIVE_REGULATION_OF_INTERLEUKIN_12_PRODUCTION 15 0.823951 1.803821 0.007984 0.025494 0.867 3255tags=87%, list=15%, signal=102%

GO_POSITIVE_REGULATION_OF_EXTRINSIC_APOPTOTIC_SIGNALING_PATHWAYGO_POSITIVE_REGULATION_OF_EXTRINSIC_APOPTOTIC_SIGNALING_PATHWAY 53 0.500788 1.803335 0.0040816 0.025564 0.868 1916tags=28%, list=9%, signal=31%

GO_EXTERNAL_SIDE_OF_PLASMA_MEMBRANE GO_EXTERNAL_SIDE_OF_PLASMA_MEMBRANE 213 0.534593 1.803101 0 0.025573 0.868 3710tags=47%, list=17%, signal=57%

GO_LYMPHOCYTE_APOPTOTIC_PROCESS GO_LYMPHOCYTE_APOPTOTIC_PROCESS 18 0.646681 1.802737 0.010142 0.025612 0.868 1634tags=39%, list=8%, signal=42%

GO_POSITIVE_REGULATION_OF_MULTICELLULAR_ORGANISMAL_METABOLIC_PROCESSGO_POSITIVE_REGULATION_OF_MULTICELLULAR_ORGANISMAL_METABOLIC_PROCESS 20 0.65387 1.801588 0.0120482 0.025896 0.871 3014tags=45%, list=14%, signal=52%

GO_PYRIMIDINE_NUCLEOSIDE_CATABOLIC_PROCESS GO_PYRIMIDINE_NUCLEOSIDE_CATABOLIC_PROCESS 21 0.641483 1.799944 0.006135 0.026293 0.872 1569tags=38%, list=7%, signal=41%

GO_SUPEROXIDE_METABOLIC_PROCESS GO_SUPEROXIDE_METABOLIC_PROCESS 32 0.606819 1.799643 0 0.02631 0.872 4838tags=50%, list=23%, signal=64%

GO_NEGATIVE_REGULATION_OF_VIRAL_PROCESS GO_NEGATIVE_REGULATION_OF_VIRAL_PROCESS 88 0.553874 1.798944 0.0099602 0.026496 0.876 3286tags=45%, list=15%, signal=53%

GO_NEGATIVE_REGULATION_OF_LEUKOCYTE_DIFFERENTIATIONGO_NEGATIVE_REGULATION_OF_LEUKOCYTE_DIFFERENTIATION 78 0.535051 1.797987 0.0059172 0.026763 0.878 4275tags=51%, list=20%, signal=64%

GO_PEPTIDASE_REGULATOR_ACTIVITY GO_PEPTIDASE_REGULATOR_ACTIVITY 206 0.529876 1.797921 0 0.026702 0.878 3353tags=34%, list=16%, signal=40%

GO_CYSTEINE_TYPE_ENDOPEPTIDASE_INHIBITOR_ACTIVITY_INVOLVED_IN_APOPTOTIC_PROCESSGO_CYSTEINE_TYPE_ENDOPEPTIDASE_INHIBITOR_ACTIVITY_INVOLVED_IN_APOPTOTIC_PROCESS 23 0.639056 1.797515 0.0038462 0.026741 0.878 2160tags=43%, list=10%, signal=48%

GO_CYTOLYSIS GO_CYTOLYSIS 22 0.695623 1.797207 0.0042463 0.026727 0.878 2927tags=59%, list=14%, signal=68%

GO_T_CELL_MEDIATED_IMMUNITY GO_T_CELL_MEDIATED_IMMUNITY 28 0.682849 1.796807 0.001996 0.026776 0.878 1572tags=43%, list=7%, signal=46%

GO_NEGATIVE_REGULATION_OF_T_CELL_RECEPTOR_SIGNALING_PATHWAYGO_NEGATIVE_REGULATION_OF_T_CELL_RECEPTOR_SIGNALING_PATHWAY 16 0.684216 1.795805 0.0061728 0.026983 0.879 3921tags=75%, list=18%, signal=92%

GO_POSITIVE_REGULATION_OF_STAT_CASCADE GO_POSITIVE_REGULATION_OF_STAT_CASCADE 71 0.554618 1.794807 0.0039293 0.027221 0.882 3296tags=42%, list=15%, signal=50%

GO_CXCR_CHEMOKINE_RECEPTOR_BINDING GO_CXCR_CHEMOKINE_RECEPTOR_BINDING 16 0.860991 1.790704 0.0019608 0.028345 0.885 1821tags=75%, list=8%, signal=82%

GO_POSITIVE_REGULATION_OF_INTERLEUKIN_1_SECRETION GO_POSITIVE_REGULATION_OF_INTERLEUKIN_1_SECRETION 22 0.682584 1.790393 0.008 0.028406 0.886 3180tags=55%, list=15%, signal=64%

GO_REGULATION_OF_GRANULOCYTE_MACROPHAGE_COLONY_STIMULATING_FACTOR_PRODUCTIONGO_REGULATION_OF_GRANULOCYTE_MACROPHAGE_COLONY_STIMULATING_FACTOR_PRODUCTION 15 0.738439 1.78997 0 0.028444 0.886 2776tags=60%, list=13%, signal=69%

GO_REGULATION_OF_ACTIN_CYTOSKELETON_REORGANIZATIONGO_REGULATION_OF_ACTIN_CYTOSKELETON_REORGANIZATION 32 0.552224 1.789673 0.0020921 0.028459 0.888 2987tags=47%, list=14%, signal=54%

GO_REGULATION_OF_TOLL_LIKE_RECEPTOR_SIGNALING_PATHWAYGO_REGULATION_OF_TOLL_LIKE_RECEPTOR_SIGNALING_PATHWAY 45 0.606837 1.789451 0.0081633 0.028456 0.89 2825tags=51%, list=13%, signal=59%

GO_INTERFERON_GAMMA_MEDIATED_SIGNALING_PATHWAY GO_INTERFERON_GAMMA_MEDIATED_SIGNALING_PATHWAY 69 0.64276 1.789192 0.0187891 0.028455 0.89 3710tags=64%, list=17%, signal=77%

GO_ALPHA_BETA_T_CELL_ACTIVATION GO_ALPHA_BETA_T_CELL_ACTIVATION 51 0.585405 1.789112 0.0038835 0.028402 0.89 2971tags=41%, list=14%, signal=48%

GO_MYELOID_LEUKOCYTE_DIFFERENTIATION GO_MYELOID_LEUKOCYTE_DIFFERENTIATION 92 0.528422 1.788912 0.0038168 0.028376 0.89 2946tags=48%, list=14%, signal=55%

GO_CARGO_RECEPTOR_ACTIVITY GO_CARGO_RECEPTOR_ACTIVITY 64 0.566648 1.78719 0.0041754 0.028858 0.894 2403tags=36%, list=11%, signal=40%

GO_REGULATION_OF_B_CELL_DIFFERENTIATION GO_REGULATION_OF_B_CELL_DIFFERENTIATION 22 0.662965 1.786948 0.0059642 0.028847 0.895 2752tags=50%, list=13%, signal=57%

GO_GLYCOSYL_COMPOUND_CATABOLIC_PROCESS GO_GLYCOSYL_COMPOUND_CATABOLIC_PROCESS 40 0.546352 1.786922 0.0041152 0.028781 0.895 2018tags=35%, list=9%, signal=39%

GO_MYD88_DEPENDENT_TOLL_LIKE_RECEPTOR_SIGNALING_PATHWAYGO_MYD88_DEPENDENT_TOLL_LIKE_RECEPTOR_SIGNALING_PATHWAY 31 0.642174 1.786652 0.0118343 0.028818 0.895 3440tags=52%, list=16%, signal=61%

GO_PLATELET_ACTIVATION GO_PLATELET_ACTIVATION 138 0.491156 1.786361 0.0019084 0.028851 0.896 3112tags=37%, list=14%, signal=43%

GO_REGULATION_OF_VIRAL_GENOME_REPLICATION GO_REGULATION_OF_VIRAL_GENOME_REPLICATION 74 0.534659 1.785997 0.0178571 0.028918 0.897 3473tags=45%, list=16%, signal=53%

GO_NEGATIVE_REGULATION_OF_LEUKOCYTE_APOPTOTIC_PROCESSGO_NEGATIVE_REGULATION_OF_LEUKOCYTE_APOPTOTIC_PROCESS 42 0.636462 1.785825 0.0119284 0.028899 0.897 3159tags=48%, list=15%, signal=56%

GO_HEMOSTASIS GO_HEMOSTASIS 300 0.461015 1.78563 0 0.02889 0.898 3343tags=34%, list=16%, signal=39%

GO_REGULATION_OF_LYMPHOCYTE_CHEMOTAXIS GO_REGULATION_OF_LYMPHOCYTE_CHEMOTAXIS 20 0.741903 1.78422 0.0120724 0.029305 0.9 2850tags=60%, list=13%, signal=69%

GO_RESPONSE_TO_REACTIVE_OXYGEN_SPECIES GO_RESPONSE_TO_REACTIVE_OXYGEN_SPECIES 185 0.415221 1.783547 0.0019531 0.029424 0.9 2978tags=28%, list=14%, signal=32%

GO_DECIDUALIZATION GO_DECIDUALIZATION 21 0.694695 1.78322 0.008016 0.029453 0.901 4484tags=67%, list=21%, signal=84%

GO_ANTIGEN_PROCESSING_AND_PRESENTATION GO_ANTIGEN_PROCESSING_AND_PRESENTATION 208 0.439024 1.78306 0.003992 0.02943 0.902 3334tags=37%, list=16%, signal=43%

GO_MHC_PROTEIN_COMPLEX GO_MHC_PROTEIN_COMPLEX 27 0.797818 1.782629 0.0128205 0.029495 0.902 4317tags=96%, list=20%, signal=120%

GO_EXTRACELLULAR_MATRIX_STRUCTURAL_CONSTITUENT GO_EXTRACELLULAR_MATRIX_STRUCTURAL_CONSTITUENT 73 0.59139 1.781596 0.009901 0.029718 0.904 2337tags=41%, list=11%, signal=46%

GO_INTRINSIC_APOPTOTIC_SIGNALING_PATHWAY_IN_RESPONSE_TO_DNA_DAMAGEGO_INTRINSIC_APOPTOTIC_SIGNALING_PATHWAY_IN_RESPONSE_TO_DNA_DAMAGE 68 0.490551 1.780061 0.0019048 0.030146 0.906 1871tags=32%, list=9%, signal=35%

GO_POSITIVE_REGULATION_OF_CD4_POSITIVE_ALPHA_BETA_T_CELL_ACTIVATIONGO_POSITIVE_REGULATION_OF_CD4_POSITIVE_ALPHA_BETA_T_CELL_ACTIVATION 27 0.692538 1.78 0.00998 0.030087 0.906 2971tags=63%, list=14%, signal=73%

GO_REGULATION_OF_NATURAL_KILLER_CELL_ACTIVATION GO_REGULATION_OF_NATURAL_KILLER_CELL_ACTIVATION 26 0.616888 1.777724 0.003861 0.030795 0.91 2738tags=46%, list=13%, signal=53%

GO_REGULATION_OF_NF_KAPPAB_IMPORT_INTO_NUCLEUS GO_REGULATION_OF_NF_KAPPAB_IMPORT_INTO_NUCLEUS 47 0.587255 1.776802 0.0117878 0.030988 0.912 3122tags=45%, list=15%, signal=52%

GO_CELLULAR_RESPONSE_TO_MECHANICAL_STIMULUS GO_CELLULAR_RESPONSE_TO_MECHANICAL_STIMULUS 78 0.513706 1.776124 0.005848 0.031141 0.912 3250tags=46%, list=15%, signal=54%

GO_ENDOCYTIC_VESICLE_LUMEN GO_ENDOCYTIC_VESICLE_LUMEN 16 0.667941 1.776103 0.0100604 0.031075 0.912 4925tags=69%, list=23%, signal=89%

GO_POSITIVE_REGULATION_OF_PROTEIN_SECRETION GO_POSITIVE_REGULATION_OF_PROTEIN_SECRETION 203 0.454105 1.774801 0 0.03144 0.913 3180tags=37%, list=15%, signal=44%

GO_GROWTH_FACTOR_BINDING GO_GROWTH_FACTOR_BINDING 123 0.511379 1.774766 0.0056497 0.031374 0.913 3039tags=40%, list=14%, signal=46%

GO_NEGATIVE_REGULATION_OF_T_CELL_MEDIATED_IMMUNITYGO_NEGATIVE_REGULATION_OF_T_CELL_MEDIATED_IMMUNITY 16 0.723213 1.774686 0.0058252 0.031325 0.913 3888tags=75%, list=18%, signal=91%

GO_LYSOSOMAL_LUMEN GO_LYSOSOMAL_LUMEN 88 0.552281 1.774173 0.0155642 0.031397 0.915 2887tags=43%, list=13%, signal=50%

GO_VACUOLAR_LUMEN GO_VACUOLAR_LUMEN 113 0.518753 1.773891 0.0119284 0.031404 0.916 4336tags=48%, list=20%, signal=60%

GO_POSITIVE_REGULATION_OF_EPITHELIAL_CELL_APOPTOTIC_PROCESSGO_POSITIVE_REGULATION_OF_EPITHELIAL_CELL_APOPTOTIC_PROCESS 23 0.616505 1.773863 0.0111317 0.031333 0.916 2843tags=43%, list=13%, signal=50%

GO_MAINTENANCE_OF_PROTEIN_LOCALIZATION_IN_ORGANELLEGO_MAINTENANCE_OF_PROTEIN_LOCALIZATION_IN_ORGANELLE 28 0.501797 1.7732 0.0113852 0.031466 0.917 2572tags=32%, list=12%, signal=36%

GO_RESPONSE_TO_TEMPERATURE_STIMULUS GO_RESPONSE_TO_TEMPERATURE_STIMULUS 142 0.439599 1.773089 0 0.031432 0.917 3535tags=36%, list=16%, signal=43%

GO_REACTIVE_OXYGEN_SPECIES_METABOLIC_PROCESS GO_REACTIVE_OXYGEN_SPECIES_METABOLIC_PROCESS 94 0.471123 1.772579 0.0020325 0.031527 0.919 2624tags=28%, list=12%, signal=31%

GO_NEGATIVE_REGULATION_OF_CELL_KILLING GO_NEGATIVE_REGULATION_OF_CELL_KILLING 18 0.723129 1.772319 0.0042644 0.031543 0.92 4275tags=83%, list=20%, signal=104%

GO_POSITIVE_REGULATION_OF_INTERLEUKIN_1_BETA_PRODUCTIONGO_POSITIVE_REGULATION_OF_INTERLEUKIN_1_BETA_PRODUCTION 28 0.648331 1.771983 0.0039841 0.03157 0.92 3180tags=50%, list=15%, signal=59%

GO_REGULATION_OF_WOUND_HEALING GO_REGULATION_OF_WOUND_HEALING 124 0.498587 1.770891 0 0.03189 0.921 3466tags=37%, list=16%, signal=44%

GO_MYELOID_DENDRITIC_CELL_ACTIVATION GO_MYELOID_DENDRITIC_CELL_ACTIVATION 25 0.690786 1.770487 0.0077821 0.031918 0.921 2558tags=60%, list=12%, signal=68%

GO_RESPIRATORY_BURST GO_RESPIRATORY_BURST 15 0.78085 1.770205 0.0039841 0.031941 0.921 1858tags=60%, list=9%, signal=66%

GO_OVULATION GO_OVULATION 18 0.695079 1.768952 0.0096712 0.032341 0.925 2130tags=56%, list=10%, signal=62%

GO_POSITIVE_REGULATION_OF_ANTIGEN_PROCESSING_AND_PRESENTATIONGO_POSITIVE_REGULATION_OF_ANTIGEN_PROCESSING_AND_PRESENTATION 16 0.754812 1.767377 0.0061475 0.032737 0.927 2803tags=63%, list=13%, signal=72%

GO_NEGATIVE_REGULATION_OF_RESPONSE_TO_WOUNDING GO_NEGATIVE_REGULATION_OF_RESPONSE_TO_WOUNDING 153 0.485317 1.766736 0.0019646 0.032924 0.927 3569tags=40%, list=17%, signal=47%

GO_REGULATION_OF_ISOTYPE_SWITCHING GO_REGULATION_OF_ISOTYPE_SWITCHING 24 0.619503 1.765714 0.007874 0.03317 0.929 3569tags=54%, list=17%, signal=65%

GO_T_CELL_ACTIVATION_INVOLVED_IN_IMMUNE_RESPONSE GO_T_CELL_ACTIVATION_INVOLVED_IN_IMMUNE_RESPONSE 60 0.627454 1.764687 0.0019685 0.03346 0.93 3394tags=43%, list=16%, signal=51%

GO_APOPTOTIC_CELL_CLEARANCE GO_APOPTOTIC_CELL_CLEARANCE 27 0.596828 1.76444 0.0116732 0.033456 0.93 3423tags=48%, list=16%, signal=57%

GO_POSITIVE_T_CELL_SELECTION GO_POSITIVE_T_CELL_SELECTION 20 0.680434 1.762496 0.0080321 0.034049 0.935 3569tags=60%, list=17%, signal=72%

GO_RESPONSE_TO_INCREASED_OXYGEN_LEVELS GO_RESPONSE_TO_INCREASED_OXYGEN_LEVELS 23 0.596254 1.762243 0.0019417 0.034039 0.935 2824tags=39%, list=13%, signal=45%

GO_REGULATION_OF_NITRIC_OXIDE_BIOSYNTHETIC_PROCESS GO_REGULATION_OF_NITRIC_OXIDE_BIOSYNTHETIC_PROCESS 52 0.562797 1.761274 0.0037807 0.034338 0.937 3123tags=48%, list=15%, signal=56%

GO_GLYCOSAMINOGLYCAN_BINDING GO_GLYCOSAMINOGLYCAN_BINDING 200 0.494036 1.760986 0 0.034363 0.937 3664tags=41%, list=17%, signal=48%

GO_SIDE_OF_MEMBRANE GO_SIDE_OF_MEMBRANE 398 0.45352 1.759197 0.0039761 0.034944 0.941 3484tags=38%, list=16%, signal=45%

GO_POSITIVE_REGULATION_OF_MACROPHAGE_DERIVED_FOAM_CELL_DIFFERENTIATIONGO_POSITIVE_REGULATION_OF_MACROPHAGE_DERIVED_FOAM_CELL_DIFFERENTIATION 15 0.68052 1.758564 0.0099404 0.035096 0.941 3675tags=67%, list=17%, signal=80%

GO_REGULATION_OF_MACROPHAGE_ACTIVATION GO_REGULATION_OF_MACROPHAGE_ACTIVATION 26 0.605875 1.758183 0.0019048 0.035148 0.941 4684tags=50%, list=22%, signal=64%

GO_NEGATIVE_REGULATION_OF_CD4_POSITIVE_ALPHA_BETA_T_CELL_ACTIVATIONGO_NEGATIVE_REGULATION_OF_CD4_POSITIVE_ALPHA_BETA_T_CELL_ACTIVATION 15 0.715518 1.756953 0.0084567 0.035504 0.943 4275tags=67%, list=20%, signal=83%

GO_DEFENSE_RESPONSE_TO_GRAM_NEGATIVE_BACTERIUM GO_DEFENSE_RESPONSE_TO_GRAM_NEGATIVE_BACTERIUM 42 0.603718 1.756024 0 0.035792 0.943 2776tags=40%, list=13%, signal=46%

GO_REGULATION_OF_EXTRINSIC_APOPTOTIC_SIGNALING_PATHWAYGO_REGULATION_OF_EXTRINSIC_APOPTOTIC_SIGNALING_PATHWAY 150 0.44768 1.754887 0.001912 0.036073 0.943 2463tags=30%, list=11%, signal=34%

GO_REGULATION_OF_B_CELL_PROLIFERATION GO_REGULATION_OF_B_CELL_PROLIFERATION 54 0.568727 1.754767 0.0139442 0.03602 0.943 4365tags=59%, list=20%, signal=74%

GO_PROTEIN_ACTIVATION_CASCADE GO_PROTEIN_ACTIVATION_CASCADE 66 0.597946 1.754574 0.0040733 0.035988 0.944 2564tags=38%, list=12%, signal=43%

GO_REGULATION_OF_INTERLEUKIN_17_PRODUCTION GO_REGULATION_OF_INTERLEUKIN_17_PRODUCTION 22 0.681509 1.75435 0.0098232 0.035969 0.944 3569tags=55%, list=17%, signal=65%

GO_POSITIVE_REGULATION_OF_T_CELL_MEDIATED_CYTOTOXICITYGO_POSITIVE_REGULATION_OF_T_CELL_MEDIATED_CYTOTOXICITY 16 0.633458 1.753812 0.0060976 0.036099 0.945 4918tags=75%, list=23%, signal=97%

GO_HOMOTYPIC_CELL_CELL_ADHESION GO_HOMOTYPIC_CELL_CELL_ADHESION 50 0.519228 1.752594 0.0058939 0.036506 0.946 4631tags=54%, list=22%, signal=69%

GO_REGULATION_OF_CELL_ADHESION_MEDIATED_BY_INTEGRINGO_REGULATION_OF_CELL_ADHESION_MEDIATED_BY_INTEGRIN 39 0.614892 1.751881 0.008016 0.036648 0.947 4630tags=67%, list=22%, signal=85%

GO_CELL_MATRIX_ADHESION GO_CELL_MATRIX_ADHESION 113 0.498034 1.75064 0.0019194 0.037038 0.95 3710tags=43%, list=17%, signal=52%

GO_NECROTIC_CELL_DEATH GO_NECROTIC_CELL_DEATH 28 0.619124 1.749714 0.012474 0.037303 0.95 4709tags=64%, list=22%, signal=82%

GO_REGENERATION GO_REGENERATION 153 0.418614 1.749582 0 0.037259 0.95 3117tags=29%, list=15%, signal=34%

GO_REGULATION_OF_REACTIVE_OXYGEN_SPECIES_METABOLIC_PROCESSGO_REGULATION_OF_REACTIVE_OXYGEN_SPECIES_METABOLIC_PROCESS 147 0.447383 1.747937 0 0.037896 0.95 3123tags=36%, list=15%, signal=42%

GO_INFLAMMATORY_RESPONSE_TO_ANTIGENIC_STIMULUS GO_INFLAMMATORY_RESPONSE_TO_ANTIGENIC_STIMULUS 27 0.582312 1.747194 0.0154739 0.038073 0.951 3122tags=44%, list=15%, signal=52%

GO_POSITIVE_REGULATION_OF_TOLL_LIKE_RECEPTOR_SIGNALING_PATHWAYGO_POSITIVE_REGULATION_OF_TOLL_LIKE_RECEPTOR_SIGNALING_PATHWAY 19 0.691004 1.746772 0.0082645 0.038129 0.951 4365tags=74%, list=20%, signal=92%

GO_REGULATION_OF_MACROPHAGE_DERIVED_FOAM_CELL_DIFFERENTIATIONGO_REGULATION_OF_MACROPHAGE_DERIVED_FOAM_CELL_DIFFERENTIATION 28 0.605377 1.746636 0.0059055 0.038073 0.951 3675tags=46%, list=17%, signal=56%

GO_NEGATIVE_REGULATION_OF_VIRAL_ENTRY_INTO_HOST_CELLGO_NEGATIVE_REGULATION_OF_VIRAL_ENTRY_INTO_HOST_CELL 19 0.671768 1.744683 0.0039448 0.038702 0.953 662tags=26%, list=3%, signal=27%

GO_MATERNAL_PLACENTA_DEVELOPMENT GO_MATERNAL_PLACENTA_DEVELOPMENT 31 0.591477 1.744609 0.0136986 0.038634 0.953 2866tags=45%, list=13%, signal=52%

GO_COPPER_ION_BINDING GO_COPPER_ION_BINDING 52 0.494819 1.744529 0 0.038577 0.953 4589tags=42%, list=21%, signal=54%

GO_POSITIVE_REGULATION_OF_CYSTEINE_TYPE_ENDOPEPTIDASE_ACTIVITY_INVOLVED_IN_APOPTOTIC_SIGNALING_PATHWAYGO_POSITIVE_REGULATION_OF_CYSTEINE_TYPE_ENDOPEPTIDASE_ACTIVITY_INVOLVED_IN_APOPTOTIC_SIGNALING_PATHWAY 17 0.697772 1.744101 0.0129032 0.03866 0.953 2883tags=65%, list=13%, signal=75%

GO_MODULATION_OF_GROWTH_OF_SYMBIONT_INVOLVED_IN_INTERACTION_WITH_HOSTGO_MODULATION_OF_GROWTH_OF_SYMBIONT_INVOLVED_IN_INTERACTION_WITH_HOST 16 0.721846 1.743943 0.004 0.038626 0.953 4365tags=81%, list=20%, signal=102%

GO_POSITIVE_REGULATION_OF_T_HELPER_CELL_DIFFERENTIATIONGO_POSITIVE_REGULATION_OF_T_HELPER_CELL_DIFFERENTIATION 18 0.698665 1.743499 0.00818 0.038712 0.953 1212tags=50%, list=6%, signal=53%

GO_TISSUE_REMODELING GO_TISSUE_REMODELING 85 0.536181 1.743468 0.0115607 0.038639 0.953 2911tags=40%, list=14%, signal=46%

GO_PHAGOCYTOSIS_ENGULFMENT GO_PHAGOCYTOSIS_ENGULFMENT 19 0.708138 1.74265 0.0142276 0.038841 0.954 1593tags=53%, list=7%, signal=57%

GO_EXTRINSIC_APOPTOTIC_SIGNALING_PATHWAY GO_EXTRINSIC_APOPTOTIC_SIGNALING_PATHWAY 98 0.446515 1.742608 0.0019157 0.038771 0.954 3122tags=37%, list=15%, signal=43%

GO_IMMUNOGLOBULIN_PRODUCTION GO_IMMUNOGLOBULIN_PRODUCTION 45 0.526578 1.742185 0.0097847 0.038837 0.954 3922tags=47%, list=18%, signal=57%

GO_NEGATIVE_REGULATION_OF_ANTIGEN_RECEPTOR_MEDIATED_SIGNALING_PATHWAYGO_NEGATIVE_REGULATION_OF_ANTIGEN_RECEPTOR_MEDIATED_SIGNALING_PATHWAY 20 0.657014 1.742175 0.010101 0.038753 0.954 4306tags=75%, list=20%, signal=94%

GO_AMINOGLYCAN_CATABOLIC_PROCESS GO_AMINOGLYCAN_CATABOLIC_PROCESS 67 0.537202 1.742117 0.005814 0.038693 0.954 4336tags=52%, list=20%, signal=65%

GO_IMMUNOGLOBULIN_PRODUCTION_INVOLVED_IN_IMMUNOGLOBULIN_MEDIATED_IMMUNE_RESPONSEGO_IMMUNOGLOBULIN_PRODUCTION_INVOLVED_IN_IMMUNOGLOBULIN_MEDIATED_IMMUNE_RESPONSE 24 0.608973 1.73902 0.0080321 0.039746 0.955 3922tags=54%, list=18%, signal=66%

GO_PHAGOSOME_MATURATION GO_PHAGOSOME_MATURATION 37 0.463349 1.738859 0.0133333 0.039698 0.955 1177tags=22%, list=5%, signal=23%

GO_POSITIVE_REGULATION_OF_REACTIVE_OXYGEN_SPECIES_METABOLIC_PROCESSGO_POSITIVE_REGULATION_OF_REACTIVE_OXYGEN_SPECIES_METABOLIC_PROCESS 84 0.511708 1.738576 0.0038095 0.039726 0.955 3122tags=40%, list=15%, signal=47%

GO_ENDOCYTIC_VESICLE_MEMBRANE GO_ENDOCYTIC_VESICLE_MEMBRANE 148 0.438139 1.738325 0.0117647 0.039716 0.956 3103tags=35%, list=14%, signal=41%

GO_REGULATION_OF_TYROSINE_PHOSPHORYLATION_OF_STAT3_PROTEINGO_REGULATION_OF_TYROSINE_PHOSPHORYLATION_OF_STAT3_PROTEIN 43 0.539991 1.737793 0.003992 0.039798 0.956 3296tags=42%, list=15%, signal=49%

GO_HEPARIN_BINDING GO_HEPARIN_BINDING 153 0.498341 1.737544 0.0039216 0.039803 0.956 3664tags=40%, list=17%, signal=48%

GO_BASEMENT_MEMBRANE GO_BASEMENT_MEMBRANE 91 0.542386 1.736942 0.0155642 0.039959 0.956 3231tags=47%, list=15%, signal=55%

GO_NATURAL_KILLER_CELL_MEDIATED_IMMUNITY GO_NATURAL_KILLER_CELL_MEDIATED_IMMUNITY 25 0.605586 1.734757 0.0021978 0.040697 0.956 3195tags=52%, list=15%, signal=61%

GO_POSITIVE_REGULATION_OF_B_CELL_ACTIVATION GO_POSITIVE_REGULATION_OF_B_CELL_ACTIVATION 66 0.539755 1.734311 0.015748 0.040771 0.956 3557tags=48%, list=17%, signal=58%

GO_OSTEOCLAST_DIFFERENTIATION GO_OSTEOCLAST_DIFFERENTIATION 28 0.581639 1.733658 0.0241187 0.040889 0.958 3122tags=54%, list=15%, signal=63%

GO_REGULATION_OF_ENDOTHELIAL_CELL_APOPTOTIC_PROCESSGO_REGULATION_OF_ENDOTHELIAL_CELL_APOPTOTIC_PROCESS 41 0.575285 1.731673 0.0058708 0.041576 0.959 2843tags=39%, list=13%, signal=45%

GO_PHOSPHATIDYLSERINE_ACYL_CHAIN_REMODELING GO_PHOSPHATIDYLSERINE_ACYL_CHAIN_REMODELING 17 0.642742 1.730795 0.0086207 0.041778 0.959 4592tags=53%, list=21%, signal=67%

GO_ORGAN_REGENERATION GO_ORGAN_REGENERATION 79 0.473465 1.730544 0.002 0.041769 0.959 2824tags=34%, list=13%, signal=39%

GO_INTERFERON_GAMMA_PRODUCTION GO_INTERFERON_GAMMA_PRODUCTION 15 0.661936 1.729103 0.0101215 0.042255 0.961 4424tags=47%, list=21%, signal=59%

GO_RESPONSE_TO_TYPE_I_INTERFERON GO_RESPONSE_TO_TYPE_I_INTERFERON 68 0.623336 1.728986 0.0220884 0.042203 0.961 4129tags=53%, list=19%, signal=65%

GO_REGULATION_OF_MEMBRANE_PROTEIN_ECTODOMAIN_PROTEOLYSISGO_REGULATION_OF_MEMBRANE_PROTEIN_ECTODOMAIN_PROTEOLYSIS 21 0.598944 1.728604 0.0059642 0.042264 0.961 3122tags=48%, list=15%, signal=56%

GO_RELEASE_OF_CYTOCHROME_C_FROM_MITOCHONDRIA GO_RELEASE_OF_CYTOCHROME_C_FROM_MITOCHONDRIA 22 0.577012 1.727478 0.0021459 0.042629 0.962 2198tags=41%, list=10%, signal=46%

GO_RESPONSE_TO_TOPOLOGICALLY_INCORRECT_PROTEIN GO_RESPONSE_TO_TOPOLOGICALLY_INCORRECT_PROTEIN 153 0.424373 1.72721 0.018797 0.042652 0.962 3935tags=34%, list=18%, signal=41%

GO_LOW_DENSITY_LIPOPROTEIN_PARTICLE_BINDING GO_LOW_DENSITY_LIPOPROTEIN_PARTICLE_BINDING 15 0.673551 1.726492 0.010352 0.04289 0.964 2295tags=33%, list=11%, signal=37%

GO_VASODILATION GO_VASODILATION 25 0.570188 1.723947 0.0039526 0.043781 0.965 1437tags=32%, list=7%, signal=34%

GO_PRODUCTION_OF_MOLECULAR_MEDIATOR_OF_IMMUNE_RESPONSEGO_PRODUCTION_OF_MOLECULAR_MEDIATOR_OF_IMMUNE_RESPONSE 62 0.518624 1.721584 0.0020576 0.044689 0.966 4293tags=50%, list=20%, signal=62%

GO_ALPHA_BETA_T_CELL_DIFFERENTIATION GO_ALPHA_BETA_T_CELL_DIFFERENTIATION 44 0.564002 1.720649 0.0095057 0.044999 0.966 2971tags=39%, list=14%, signal=45%

GO_PEPTIDE_HORMONE_PROCESSING GO_PEPTIDE_HORMONE_PROCESSING 32 0.56085 1.719924 0.0019417 0.045196 0.966 4464tags=53%, list=21%, signal=67%

GO_NUCLEOTIDE_SUGAR_BIOSYNTHETIC_PROCESS GO_NUCLEOTIDE_SUGAR_BIOSYNTHETIC_PROCESS 19 0.648223 1.719347 0.0292398 0.045342 0.967 2634tags=42%, list=12%, signal=48%

GO_AGING GO_AGING 256 0.413913 1.718507 0 0.045617 0.967 3183tags=30%, list=15%, signal=35%

GO_ENDOSOME_LUMEN GO_ENDOSOME_LUMEN 25 0.598537 1.718003 0.0041237 0.045705 0.967 1120tags=32%, list=5%, signal=34%

GO_RESPONSE_TO_COPPER_ION GO_RESPONSE_TO_COPPER_ION 28 0.535167 1.717933 0.0040816 0.045638 0.967 2820tags=39%, list=13%, signal=45%

GO_LIPID_STORAGE GO_LIPID_STORAGE 25 0.574199 1.715554 0.0057143 0.046568 0.968 3299tags=44%, list=15%, signal=52%

GO_G_PROTEIN_COUPLED_CHEMOATTRACTANT_RECEPTOR_ACTIVITYGO_G_PROTEIN_COUPLED_CHEMOATTRACTANT_RECEPTOR_ACTIVITY 25 0.684963 1.715344 0.0179641 0.046581 0.968 3043tags=60%, list=14%, signal=70%

GO_IMMUNOLOGICAL_SYNAPSE GO_IMMUNOLOGICAL_SYNAPSE 30 0.645923 1.714671 0.0246407 0.046728 0.968 2762tags=60%, list=13%, signal=69%

GO_OXIDOREDUCTASE_ACTIVITY_OXIDIZING_METAL_IONS GO_OXIDOREDUCTASE_ACTIVITY_OXIDIZING_METAL_IONS 18 0.663616 1.712616 0.0236686 0.047482 0.969 4261tags=67%, list=20%, signal=83%

GO_NITRIC_OXIDE_METABOLIC_PROCESS GO_NITRIC_OXIDE_METABOLIC_PROCESS 15 0.66163 1.712592 0.0140281 0.047402 0.969 1909tags=40%, list=9%, signal=44%

GO_POSITIVE_REGULATION_OF_PROTEIN_KINASE_B_SIGNALINGGO_POSITIVE_REGULATION_OF_PROTEIN_KINASE_B_SIGNALING 80 0.461701 1.71259 0.0038023 0.047305 0.969 3122tags=41%, list=15%, signal=48%

GO_POSITIVE_REGULATION_OF_TYROSINE_PHOSPHORYLATION_OF_STAT3_PROTEINGO_POSITIVE_REGULATION_OF_TYROSINE_PHOSPHORYLATION_OF_STAT3_PROTEIN 36 0.556337 1.711941 0.0039526 0.047462 0.969 3296tags=44%, list=15%, signal=52%

GO_REGULATION_OF_INTERFERON_GAMMA_BIOSYNTHETIC_PROCESSGO_REGULATION_OF_INTERFERON_GAMMA_BIOSYNTHETIC_PROCESS 16 0.683234 1.711844 0.0102041 0.047399 0.969 3868tags=81%, list=18%, signal=99%

GO_POSITIVE_REGULATION_OF_TRANSLATIONAL_INITIATION GO_POSITIVE_REGULATION_OF_TRANSLATIONAL_INITIATION 19 0.5501 1.710023 0.0120968 0.048162 0.97 3122tags=32%, list=15%, signal=37%

GO_PEPTIDYL_PROLINE_MODIFICATION GO_PEPTIDYL_PROLINE_MODIFICATION 51 0.433467 1.709711 0.0081633 0.048196 0.97 3637tags=33%, list=17%, signal=40%

GO_REGULATION_OF_TYPE_2_IMMUNE_RESPONSE GO_REGULATION_OF_TYPE_2_IMMUNE_RESPONSE 25 0.630248 1.707196 0.0253411 0.049312 0.971 1356tags=40%, list=6%, signal=43%

GO_B_CELL_ACTIVATION_INVOLVED_IN_IMMUNE_RESPONSE GO_B_CELL_ACTIVATION_INVOLVED_IN_IMMUNE_RESPONSE 35 0.54292 1.706737 0.003876 0.0494 0.971 1473tags=29%, list=7%, signal=31%

GO_UNSATURATED_FATTY_ACID_BIOSYNTHETIC_PROCESS GO_UNSATURATED_FATTY_ACID_BIOSYNTHETIC_PROCESS 53 0.48763 1.706385 0.0039063 0.049472 0.971 3786tags=45%, list=18%, signal=55%

GO_NEGATIVE_REGULATION_OF_CELL_ADHESION GO_NEGATIVE_REGULATION_OF_CELL_ADHESION 215 0.444404 1.70626 0.0037523 0.049437 0.971 3019tags=38%, list=14%, signal=43%

GO_CELL_SUBSTRATE_ADHESION GO_CELL_SUBSTRATE_ADHESION 157 0.466886 1.705936 0.0095969 0.049482 0.971 3710tags=42%, list=17%, signal=50%

GO_CARBOHYDRATE_DERIVATIVE_CATABOLIC_PROCESS GO_CARBOHYDRATE_DERIVATIVE_CATABOLIC_PROCESS 170 0.446518 1.70489 0.0039761 0.049868 0.971 4336tags=42%, list=20%, signal=53%

GO_ACTIVATION_OF_NF_KAPPAB_INDUCING_KINASE_ACTIVITYGO_ACTIVATION_OF_NF_KAPPAB_INDUCING_KINASE_ACTIVITY 16 0.625254 1.704692 0.0019724 0.049857 0.971 2587tags=44%, list=12%, signal=50%

GO_POSITIVE_REGULATION_OF_MYELOID_LEUKOCYTE_DIFFERENTIATIONGO_POSITIVE_REGULATION_OF_MYELOID_LEUKOCYTE_DIFFERENTIATION 48 0.526099 1.703769 0.0130354 0.050199 0.971 3577tags=46%, list=17%, signal=55%

GO_NEGATIVE_REGULATION_OF_PEPTIDASE_ACTIVITY GO_NEGATIVE_REGULATION_OF_PEPTIDASE_ACTIVITY 233 0.474943 1.701171 0.0039216 0.051283 0.973 3353tags=31%, list=16%, signal=37%

GO_ENDOCYTIC_VESICLE GO_ENDOCYTIC_VESICLE 246 0.407446 1.700607 0.0117647 0.051425 0.974 3103tags=32%, list=14%, signal=37%

GO_RESPONSE_TO_VITAMIN GO_RESPONSE_TO_VITAMIN 96 0.440382 1.700436 0.0038241 0.051428 0.976 3249tags=32%, list=15%, signal=38%

GO_RESPONSE_TO_INTERFERON_BETA GO_RESPONSE_TO_INTERFERON_BETA 22 0.625749 1.69941 0.0246914 0.051805 0.977 2969tags=41%, list=14%, signal=47%

GO_NEGATIVE_REGULATION_OF_PROTEIN_SECRETION GO_NEGATIVE_REGULATION_OF_PROTEIN_SECRETION 103 0.466625 1.699129 0.0057471 0.051841 0.977 3569tags=41%, list=17%, signal=49%

GO_EXTRACELLULAR_MATRIX_COMPONENT GO_EXTRACELLULAR_MATRIX_COMPONENT 121 0.541704 1.69848 0.0315582 0.052056 0.977 3458tags=48%, list=16%, signal=57%

GO_REGULATION_OF_BODY_FLUID_LEVELS GO_REGULATION_OF_BODY_FLUID_LEVELS 488 0.421739 1.697364 0.0037594 0.052436 0.978 3153tags=30%, list=15%, signal=34%

GO_INTRAMOLECULAR_OXIDOREDUCTASE_ACTIVITY_TRANSPOSING_S_S_BONDSGO_INTRAMOLECULAR_OXIDOREDUCTASE_ACTIVITY_TRANSPOSING_S_S_BONDS 22 0.619208 1.695628 0.0263158 0.053108 0.978 3224tags=59%, list=15%, signal=69%

GO_PHOSPHATIDYLINOSITOL_ACYL_CHAIN_REMODELING GO_PHOSPHATIDYLINOSITOL_ACYL_CHAIN_REMODELING 16 0.672135 1.695231 0.0170213 0.053192 0.978 4484tags=56%, list=21%, signal=71%

GO_REGULATION_OF_MYELOID_CELL_APOPTOTIC_PROCESS GO_REGULATION_OF_MYELOID_CELL_APOPTOTIC_PROCESS 23 0.577546 1.694588 0.0149813 0.053421 0.978 1515tags=30%, list=7%, signal=33%

GO_REGULATION_OF_MAST_CELL_ACTIVATION_INVOLVED_IN_IMMUNE_RESPONSEGO_REGULATION_OF_MAST_CELL_ACTIVATION_INVOLVED_IN_IMMUNE_RESPONSE 31 0.601216 1.692522 0.027027 0.054241 0.978 4275tags=61%, list=20%, signal=76%

GO_REGULATION_OF_SYNCYTIUM_FORMATION_BY_PLASMA_MEMBRANE_FUSIONGO_REGULATION_OF_SYNCYTIUM_FORMATION_BY_PLASMA_MEMBRANE_FUSION 22 0.620561 1.692476 0.004008 0.054156 0.978 4513tags=73%, list=21%, signal=92%

GO_ENDODERM_DEVELOPMENT GO_ENDODERM_DEVELOPMENT 70 0.516157 1.691694 0.0174419 0.054402 0.978 1688tags=34%, list=8%, signal=37%

GO_REGULATION_OF_MYOBLAST_FUSION GO_REGULATION_OF_MYOBLAST_FUSION 18 0.662383 1.691312 0.004065 0.054475 0.978 4454tags=72%, list=21%, signal=91%

GO_REGULATION_OF_MYELOID_LEUKOCYTE_DIFFERENTIATIONGO_REGULATION_OF_MYELOID_LEUKOCYTE_DIFFERENTIATION 100 0.475723 1.69052 0.0135922 0.054778 0.979 3598tags=41%, list=17%, signal=49%

GO_RESPONSE_TO_GAMMA_RADIATION GO_RESPONSE_TO_GAMMA_RADIATION 49 0.492457 1.690254 0.0169173 0.054834 0.979 1871tags=27%, list=9%, signal=29%

GO_REGULATION_OF_PROTEIN_SECRETION GO_REGULATION_OF_PROTEIN_SECRETION 374 0.411194 1.690184 0.0019417 0.05476 0.979 3123tags=32%, list=15%, signal=37%

GO_CELLULAR_RESPONSE_TO_HEAT GO_CELLULAR_RESPONSE_TO_HEAT 35 0.528988 1.690019 0.013834 0.054711 0.98 2892tags=46%, list=13%, signal=53%

GO_LIPOPOLYSACCHARIDE_MEDIATED_SIGNALING_PATHWAYGO_LIPOPOLYSACCHARIDE_MEDIATED_SIGNALING_PATHWAY 31 0.661005 1.689137 0.0260521 0.055053 0.98 2587tags=55%, list=12%, signal=62%

GO_NEGATIVE_REGULATION_OF_CYSTEINE_TYPE_ENDOPEPTIDASE_ACTIVITYGO_NEGATIVE_REGULATION_OF_CYSTEINE_TYPE_ENDOPEPTIDASE_ACTIVITY 84 0.45882 1.688032 0.0110701 0.055495 0.98 3202tags=35%, list=15%, signal=40%

GO_POSITIVE_REGULATION_OF_PROTEIN_MATURATION GO_POSITIVE_REGULATION_OF_PROTEIN_MATURATION 17 0.623498 1.687795 0.0163934 0.055477 0.98 4926tags=53%, list=23%, signal=69%

GO_HYDROGEN_PEROXIDE_CATABOLIC_PROCESS GO_HYDROGEN_PEROXIDE_CATABOLIC_PROCESS 20 0.607251 1.687732 0.00998 0.055404 0.98 4838tags=55%, list=23%, signal=71%

GO_NEGATIVE_REGULATION_OF_NF_KAPPAB_TRANSCRIPTION_FACTOR_ACTIVITYGO_NEGATIVE_REGULATION_OF_NF_KAPPAB_TRANSCRIPTION_FACTOR_ACTIVITY 62 0.456339 1.685901 0.0096525 0.056209 0.981 3018tags=34%, list=14%, signal=39%

GO_INSULIN_LIKE_GROWTH_FACTOR_BINDING GO_INSULIN_LIKE_GROWTH_FACTOR_BINDING 25 0.635734 1.685804 0.0077519 0.056154 0.981 2455tags=48%, list=11%, signal=54%

GO_INTERLEUKIN_1_RECEPTOR_BINDING GO_INTERLEUKIN_1_RECEPTOR_BINDING 16 0.693591 1.684915 0.0059406 0.05648 0.981 2776tags=44%, list=13%, signal=50%

GO_EXTRACELLULAR_MATRIX_ASSEMBLY GO_EXTRACELLULAR_MATRIX_ASSEMBLY 15 0.633095 1.68349 0.005848 0.057112 0.981 2646tags=47%, list=12%, signal=53%

GO_NEGATIVE_REGULATION_OF_EXTRINSIC_APOPTOTIC_SIGNALING_PATHWAYGO_NEGATIVE_REGULATION_OF_EXTRINSIC_APOPTOTIC_SIGNALING_PATHWAY 96 0.458646 1.682556 0.0056711 0.057507 0.981 3122tags=36%, list=15%, signal=42%

GO_REGULATION_OF_TOLL_LIKE_RECEPTOR_4_SIGNALING_PATHWAYGO_REGULATION_OF_TOLL_LIKE_RECEPTOR_4_SIGNALING_PATHWAY 17 0.603172 1.681131 0.0142857 0.05808 0.981 4365tags=65%, list=20%, signal=81%

GO_NEGATIVE_REGULATION_OF_LYMPHOCYTE_APOPTOTIC_PROCESSGO_NEGATIVE_REGULATION_OF_LYMPHOCYTE_APOPTOTIC_PROCESS 27 0.576877 1.681021 0.0264151 0.058016 0.981 3159tags=44%, list=15%, signal=52%

GO_RESPONSE_TO_OXIDATIVE_STRESS GO_RESPONSE_TO_OXIDATIVE_STRESS 340 0.36635 1.678658 0.0019417 0.059129 0.983 2978tags=26%, list=14%, signal=29%

GO_LEUKOTRIENE_BIOSYNTHETIC_PROCESS GO_LEUKOTRIENE_BIOSYNTHETIC_PROCESS 21 0.622957 1.677835 0.0145228 0.059427 0.983 3515tags=48%, list=16%, signal=57%

GO_SIGNALING_PATTERN_RECOGNITION_RECEPTOR_ACTIVITYGO_SIGNALING_PATTERN_RECOGNITION_RECEPTOR_ACTIVITY 17 0.71456 1.676682 0.0137525 0.059888 0.983 2322tags=47%, list=11%, signal=53%

GO_PROTEIN_TRIMERIZATION GO_PROTEIN_TRIMERIZATION 39 0.545639 1.676017 0.0240964 0.060147 0.983 2263tags=33%, list=11%, signal=37%

GO_CELL_ADHESION_MOLECULE_BINDING GO_CELL_ADHESION_MOLECULE_BINDING 180 0.436667 1.67574 0.0147059 0.060149 0.983 3605tags=39%, list=17%, signal=47%

GO_FIBRINOLYSIS GO_FIBRINOLYSIS 21 0.663979 1.675391 0.0176817 0.060211 0.983 778tags=29%, list=4%, signal=30%

GO_POSITIVE_REGULATION_OF_RESPONSE_TO_CYTOKINE_STIMULUSGO_POSITIVE_REGULATION_OF_RESPONSE_TO_CYTOKINE_STIMULUS 32 0.543252 1.675036 0.0247423 0.060292 0.984 2883tags=44%, list=13%, signal=50%

GO_ER_TO_GOLGI_TRANSPORT_VESICLE GO_ER_TO_GOLGI_TRANSPORT_VESICLE 71 0.506811 1.674968 0.0427699 0.060221 0.984 3050tags=39%, list=14%, signal=46%

GO_CYSTEINE_TYPE_ENDOPEPTIDASE_INHIBITOR_ACTIVITY GO_CYSTEINE_TYPE_ENDOPEPTIDASE_INHIBITOR_ACTIVITY 55 0.575236 1.674741 0.0135397 0.060225 0.984 2666tags=38%, list=12%, signal=43%

GO_NEGATIVE_REGULATION_OF_VIRAL_GENOME_REPLICATIONGO_NEGATIVE_REGULATION_OF_VIRAL_GENOME_REPLICATION 48 0.589672 1.674156 0.0273973 0.060416 0.984 3469tags=58%, list=16%, signal=69%

GO_REGULATION_OF_PEPTIDYL_TYROSINE_PHOSPHORYLATIONGO_REGULATION_OF_PEPTIDYL_TYROSINE_PHOSPHORYLATION 207 0.430889 1.673977 0.0019194 0.060394 0.984 3117tags=33%, list=15%, signal=39%

GO_PROTEIN_EXIT_FROM_ENDOPLASMIC_RETICULUM GO_PROTEIN_EXIT_FROM_ENDOPLASMIC_RETICULUM 18 0.583667 1.673642 0.028626 0.06046 0.984 7094tags=72%, list=33%, signal=108%

GO_RIBONUCLEOSIDE_CATABOLIC_PROCESS GO_RIBONUCLEOSIDE_CATABOLIC_PROCESS 25 0.569497 1.673067 0.0184049 0.06063 0.984 3903tags=52%, list=18%, signal=63%

GO_T_CELL_PROLIFERATION GO_T_CELL_PROLIFERATION 35 0.576959 1.671572 0.0165289 0.061348 0.984 2204tags=46%, list=10%, signal=51%

GO_TRIGLYCERIDE_RICH_LIPOPROTEIN_PARTICLE GO_TRIGLYCERIDE_RICH_LIPOPROTEIN_PARTICLE 18 0.608538 1.671475 0.010846 0.061279 0.984 4925tags=56%, list=23%, signal=72%

GO_DEFENSE_RESPONSE_TO_FUNGUS GO_DEFENSE_RESPONSE_TO_FUNGUS 38 0.594329 1.671251 0.0161616 0.061271 0.984 4353tags=53%, list=20%, signal=66%

GO_PODOSOME GO_PODOSOME 23 0.641569 1.669907 0.0135397 0.061913 0.985 4078tags=61%, list=19%, signal=75%

GO_ANTIGEN_PROCESSING_AND_PRESENTATION_OF_PEPTIDE_ANTIGENGO_ANTIGEN_PROCESSING_AND_PRESENTATION_OF_PEPTIDE_ANTIGEN 173 0.402668 1.669301 0.0175097 0.062121 0.985 3334tags=34%, list=16%, signal=39%

GO_PEPTIDASE_INHIBITOR_ACTIVITY GO_PEPTIDASE_INHIBITOR_ACTIVITY 171 0.518071 1.668698 0.0120724 0.062318 0.985 2959tags=31%, list=14%, signal=36%

GO_REGULATION_OF_TUMOR_NECROSIS_FACTOR_MEDIATED_SIGNALING_PATHWAYGO_REGULATION_OF_TUMOR_NECROSIS_FACTOR_MEDIATED_SIGNALING_PATHWAY 49 0.47089 1.667951 0.0101215 0.062594 0.985 2718tags=35%, list=13%, signal=40%

GO_AMINOGLYCAN_METABOLIC_PROCESS GO_AMINOGLYCAN_METABOLIC_PROCESS 162 0.450032 1.667799 0.0097847 0.062571 0.985 4230tags=43%, list=20%, signal=53%

GO_LYMPH_NODE_DEVELOPMENT GO_LYMPH_NODE_DEVELOPMENT 17 0.616162 1.667585 0.0251451 0.062591 0.985 2883tags=47%, list=13%, signal=54%

GO_PROTEIN_LIPID_COMPLEX GO_PROTEIN_LIPID_COMPLEX 38 0.542539 1.667333 0.0196078 0.062613 0.985 2877tags=32%, list=13%, signal=36%

GO_FORMATION_OF_PRIMARY_GERM_LAYER GO_FORMATION_OF_PRIMARY_GERM_LAYER 108 0.488779 1.666364 0.0176471 0.063033 0.985 3173tags=38%, list=15%, signal=44%

GO_PHOSPHATIDYLINOSITOL_3_4_5_TRISPHOSPHATE_BINDINGGO_PHOSPHATIDYLINOSITOL_3_4_5_TRISPHOSPHATE_BINDING 32 0.523342 1.666186 0.007619 0.063041 0.986 2076tags=38%, list=10%, signal=41%

GO_PROTEIN_LIPID_COMPLEX_SUBUNIT_ORGANIZATION GO_PROTEIN_LIPID_COMPLEX_SUBUNIT_ORGANIZATION 35 0.5292 1.663652 0.0179283 0.06429 0.986 4984tags=49%, list=23%, signal=63%

GO_ER_TO_GOLGI_TRANSPORT_VESICLE_MEMBRANE GO_ER_TO_GOLGI_TRANSPORT_VESICLE_MEMBRANE 55 0.515753 1.662419 0.0475248 0.064828 0.986 3050tags=44%, list=14%, signal=51%

GO_RESPONSE_TO_KETONE GO_RESPONSE_TO_KETONE 177 0.414166 1.662048 0.0018622 0.064914 0.986 2969tags=29%, list=14%, signal=34%

GO_PROSTANOID_METABOLIC_PROCESS GO_PROSTANOID_METABOLIC_PROCESS 24 0.560708 1.6611 0.0086207 0.065378 0.986 3786tags=50%, list=18%, signal=61%

GO_CELLULAR_EXTRAVASATION GO_CELLULAR_EXTRAVASATION 25 0.633966 1.661046 0.0275591 0.065295 0.986 3122tags=52%, list=15%, signal=61%

GO_GRANULOCYTE_ACTIVATION GO_GRANULOCYTE_ACTIVATION 21 0.627064 1.66102 0.0401606 0.06519 0.986 3976tags=67%, list=18%, signal=82%

GO_MAST_CELL_ACTIVATION GO_MAST_CELL_ACTIVATION 20 0.627678 1.66064 0.0144928 0.065264 0.986 2126tags=55%, list=10%, signal=61%

GO_PROTEIN_LIPID_COMPLEX_ASSEMBLY GO_PROTEIN_LIPID_COMPLEX_ASSEMBLY 20 0.609242 1.658927 0.0204082 0.066076 0.988 4925tags=60%, list=23%, signal=78%

GO_POSITIVE_REGULATION_OF_CELL_ADHESION_MEDIATED_BY_INTEGRINGO_POSITIVE_REGULATION_OF_CELL_ADHESION_MEDIATED_BY_INTEGRIN 17 0.642433 1.658673 0.0179283 0.0661 0.988 4263tags=65%, list=20%, signal=81%

GO_INTRINSIC_APOPTOTIC_SIGNALING_PATHWAY GO_INTRINSIC_APOPTOTIC_SIGNALING_PATHWAY 146 0.387231 1.657944 0.0036969 0.066453 0.988 1901tags=23%, list=9%, signal=25%

GO_POSITIVE_REGULATION_OF_SIGNAL_TRANSDUCTION_BY_P53_CLASS_MEDIATORGO_POSITIVE_REGULATION_OF_SIGNAL_TRANSDUCTION_BY_P53_CLASS_MEDIATOR 16 0.586592 1.657941 0.0243902 0.066335 0.988 2568tags=38%, list=12%, signal=43%

GO_EXTRACELLULAR_MATRIX GO_EXTRACELLULAR_MATRIX 412 0.462524 1.656922 0.0078895 0.066835 0.988 3664tags=39%, list=17%, signal=46%

GO_REGULATION_OF_APOPTOTIC_SIGNALING_PATHWAY GO_REGULATION_OF_APOPTOTIC_SIGNALING_PATHWAY 349 0.374304 1.656307 0.0077071 0.06706 0.988 2495tags=23%, list=12%, signal=26%

GO_NECROPTOTIC_PROCESS GO_NECROPTOTIC_PROCESS 21 0.643447 1.655546 0.0320641 0.067421 0.988 4709tags=76%, list=22%, signal=97%

GO_REGULATION_OF_SUPEROXIDE_METABOLIC_PROCESS GO_REGULATION_OF_SUPEROXIDE_METABOLIC_PROCESS 22 0.525155 1.653508 0.0235546 0.068471 0.989 3659tags=45%, list=17%, signal=55%

GO_B_CELL_ACTIVATION GO_B_CELL_ACTIVATION 130 0.468455 1.653408 0.0132075 0.068406 0.989 2447tags=32%, list=11%, signal=35%

GO_MYELOID_DENDRITIC_CELL_DIFFERENTIATION GO_MYELOID_DENDRITIC_CELL_DIFFERENTIATION 19 0.664103 1.65251 0.0175097 0.068825 0.989 2558tags=58%, list=12%, signal=66%

GO_POSITIVE_REGULATION_OF_INTERLEUKIN_4_PRODUCTIONGO_POSITIVE_REGULATION_OF_INTERLEUKIN_4_PRODUCTION 21 0.621768 1.6506 0.0215264 0.069766 0.989 4684tags=71%, list=22%, signal=91%

GO_NEGATIVE_REGULATION_OF_LIPID_STORAGE GO_NEGATIVE_REGULATION_OF_LIPID_STORAGE 17 0.634533 1.650118 0.0247619 0.069952 0.989 3122tags=47%, list=15%, signal=55%

GO_THREONINE_TYPE_PEPTIDASE_ACTIVITY GO_THREONINE_TYPE_PEPTIDASE_ACTIVITY 20 0.5769 1.648894 0.0320513 0.070491 0.989 7762tags=80%, list=36%, signal=125%

GO_NEGATIVE_REGULATION_OF_TYPE_I_INTERFERON_PRODUCTIONGO_NEGATIVE_REGULATION_OF_TYPE_I_INTERFERON_PRODUCTION 39 0.557227 1.648736 0.0431212 0.070471 0.989 4300tags=49%, list=20%, signal=61%

GO_PHAGOCYTIC_CUP GO_PHAGOCYTIC_CUP 18 0.66008 1.648451 0.0362903 0.070506 0.989 1153tags=44%, list=5%, signal=47%

GO_REGULATION_OF_TISSUE_REMODELING GO_REGULATION_OF_TISSUE_REMODELING 59 0.507582 1.648082 0.0116959 0.070625 0.989 2798tags=37%, list=13%, signal=43%

GO_REGULATION_OF_RELEASE_OF_CYTOCHROME_C_FROM_MITOCHONDRIAGO_REGULATION_OF_RELEASE_OF_CYTOCHROME_C_FROM_MITOCHONDRIA 44 0.453898 1.647701 0.0148936 0.070719 0.989 3202tags=39%, list=15%, signal=45%

GO_ANTIGEN_RECEPTOR_MEDIATED_SIGNALING_PATHWAY GO_ANTIGEN_RECEPTOR_MEDIATED_SIGNALING_PATHWAY 168 0.447988 1.647487 0.0453649 0.070717 0.989 3606tags=39%, list=17%, signal=47%

GO_MYELOID_LEUKOCYTE_MEDIATED_IMMUNITY GO_MYELOID_LEUKOCYTE_MEDIATED_IMMUNITY 43 0.530901 1.647388 0.0172414 0.070661 0.989 3976tags=51%, list=18%, signal=63%

GO_REGULATION_OF_T_CELL_CYTOKINE_PRODUCTION GO_REGULATION_OF_T_CELL_CYTOKINE_PRODUCTION 21 0.616688 1.647308 0.0336634 0.070584 0.989 4424tags=67%, list=21%, signal=84%

GO_POSITIVE_REGULATION_OF_OSTEOCLAST_DIFFERENTIATIONGO_POSITIVE_REGULATION_OF_OSTEOCLAST_DIFFERENTIATION 23 0.611597 1.647081 0.0132827 0.070585 0.989 3296tags=52%, list=15%, signal=62%

GO_INNATE_IMMUNE_RESPONSE_IN_MUCOSA GO_INNATE_IMMUNE_RESPONSE_IN_MUCOSA 21 0.625382 1.645901 0.0275591 0.071165 0.989 5949tags=57%, list=28%, signal=79%

GO_REGULATION_OF_REACTIVE_OXYGEN_SPECIES_BIOSYNTHETIC_PROCESSGO_REGULATION_OF_REACTIVE_OXYGEN_SPECIES_BIOSYNTHETIC_PROCESS 64 0.488701 1.644082 0.0150094 0.072172 0.99 3123tags=44%, list=15%, signal=51%

GO_B_CELL_RECEPTOR_SIGNALING_PATHWAY GO_B_CELL_RECEPTOR_SIGNALING_PATHWAY 34 0.635043 1.643302 0.0421687 0.072483 0.99 2752tags=59%, list=13%, signal=67%

GO_FATTY_ACID_BINDING GO_FATTY_ACID_BINDING 29 0.531412 1.642635 0.0179283 0.072741 0.99 2824tags=34%, list=13%, signal=40%

GO_OXIDOREDUCTASE_ACTIVITY_ACTING_ON_THE_CH_NH2_GROUP_OF_DONORSGO_OXIDOREDUCTASE_ACTIVITY_ACTING_ON_THE_CH_NH2_GROUP_OF_DONORS 18 0.592376 1.642238 0.0252632 0.072858 0.99 1863tags=39%, list=9%, signal=43%

GO_COMPLEMENT_BINDING GO_COMPLEMENT_BINDING 17 0.641977 1.641932 0.0250965 0.072899 0.99 4039tags=59%, list=19%, signal=72%

GO_NEGATIVE_REGULATION_OF_B_CELL_PROLIFERATION GO_NEGATIVE_REGULATION_OF_B_CELL_PROLIFERATION 15 0.660438 1.641179 0.0283976 0.073252 0.991 2660tags=53%, list=12%, signal=61%

GO_POSITIVE_REGULATION_OF_MAPK_CASCADE GO_POSITIVE_REGULATION_OF_MAPK_CASCADE 454 0.386006 1.640994 0 0.07325 0.991 3122tags=29%, list=15%, signal=33%

GO_ANTIGEN_PROCESSING_AND_PRESENTATION_OF_ENDOGENOUS_ANTIGENGO_ANTIGEN_PROCESSING_AND_PRESENTATION_OF_ENDOGENOUS_ANTIGEN 16 0.66915 1.638706 0.0278373 0.07453 0.992 3050tags=63%, list=14%, signal=73%

GO_PHOSPHATIDYLINOSITOL_3_4_BISPHOSPHATE_BINDING GO_PHOSPHATIDYLINOSITOL_3_4_BISPHOSPHATE_BINDING 18 0.5798 1.6383 0.016 0.07467 0.992 1203tags=44%, list=6%, signal=47%

GO_NEGATIVE_REGULATION_OF_VIRAL_TRANSCRIPTION GO_NEGATIVE_REGULATION_OF_VIRAL_TRANSCRIPTION 24 0.519468 1.637861 0.0184049 0.074837 0.992 3145tags=46%, list=15%, signal=54%

GO_T_CELL_HOMEOSTASIS GO_T_CELL_HOMEOSTASIS 34 0.491316 1.637787 0.0211946 0.074755 0.992 3159tags=41%, list=15%, signal=48%

GO_CORECEPTOR_ACTIVITY GO_CORECEPTOR_ACTIVITY 38 0.538713 1.636618 0.0218688 0.075313 0.992 2142tags=39%, list=10%, signal=44%

GO_RESPONSE_TO_MECHANICAL_STIMULUS GO_RESPONSE_TO_MECHANICAL_STIMULUS 203 0.395928 1.635689 0.0055351 0.075793 0.992 3318tags=34%, list=15%, signal=40%

GO_NEGATIVE_REGULATION_OF_INTERLEUKIN_2_PRODUCTIONGO_NEGATIVE_REGULATION_OF_INTERLEUKIN_2_PRODUCTION 15 0.626766 1.635463 0.019084 0.075784 0.992 4424tags=67%, list=21%, signal=84%

GO_PEPTIDASE_ACTIVATOR_ACTIVITY_INVOLVED_IN_APOPTOTIC_PROCESSGO_PEPTIDASE_ACTIVATOR_ACTIVITY_INVOLVED_IN_APOPTOTIC_PROCESS 20 0.574524 1.634468 0.0274841 0.076284 0.992 3245tags=45%, list=15%, signal=53%

GO_PROTEIN_DISULFIDE_OXIDOREDUCTASE_ACTIVITY GO_PROTEIN_DISULFIDE_OXIDOREDUCTASE_ACTIVITY 23 0.516772 1.63373 0.0362173 0.076603 0.992 2281tags=26%, list=11%, signal=29%

GO_REGULATION_OF_INTERFERON_BETA_PRODUCTION GO_REGULATION_OF_INTERFERON_BETA_PRODUCTION 42 0.535235 1.633426 0.0336634 0.076656 0.992 4365tags=50%, list=20%, signal=63%

GO_MYELOID_CELL_DIFFERENTIATION GO_MYELOID_CELL_DIFFERENTIATION 183 0.413312 1.633393 0.0134357 0.076556 0.992 3674tags=39%, list=17%, signal=47%

GO_NEGATIVE_REGULATION_OF_T_CELL_APOPTOTIC_PROCESSGO_NEGATIVE_REGULATION_OF_T_CELL_APOPTOTIC_PROCESS 16 0.649888 1.63271 0.0288462 0.076836 0.992 3159tags=50%, list=15%, signal=59%

GO_HEXOSAMINIDASE_ACTIVITY GO_HEXOSAMINIDASE_ACTIVITY 15 0.608524 1.63102 0.0162272 0.077793 0.993 2689tags=47%, list=13%, signal=53%

GO_POSITIVE_REGULATION_OF_PROTEIN_COMPLEX_ASSEMBLYGO_POSITIVE_REGULATION_OF_PROTEIN_COMPLEX_ASSEMBLY 187 0.360676 1.630726 0.0055556 0.077844 0.993 3187tags=28%, list=15%, signal=32%

GO_NEGATIVE_REGULATION_OF_INTERLEUKIN_10_PRODUCTIONGO_NEGATIVE_REGULATION_OF_INTERLEUKIN_10_PRODUCTION 16 0.595992 1.630555 0.0283401 0.077819 0.993 3569tags=56%, list=17%, signal=67%

GO_NEUTROPHIL_MEDIATED_IMMUNITY GO_NEUTROPHIL_MEDIATED_IMMUNITY 22 0.57394 1.6305 0.0347648 0.077729 0.993 4353tags=55%, list=20%, signal=68%

GO_CD4_POSITIVE_ALPHA_BETA_T_CELL_ACTIVATION GO_CD4_POSITIVE_ALPHA_BETA_T_CELL_ACTIVATION 32 0.566794 1.630304 0.0135922 0.077727 0.993 1557tags=31%, list=7%, signal=34%

GO_RENAL_SYSTEM_PROCESS_INVOLVED_IN_REGULATION_OF_BLOOD_VOLUMEGO_RENAL_SYSTEM_PROCESS_INVOLVED_IN_REGULATION_OF_BLOOD_VOLUME 16 0.638096 1.627922 0.0267686 0.079119 0.993 2599tags=31%, list=12%, signal=36%

GO_CHEMOATTRACTANT_ACTIVITY GO_CHEMOATTRACTANT_ACTIVITY 26 0.595116 1.627859 0.0237624 0.079032 0.993 5905tags=62%, list=27%, signal=85%

GO_REGULATION_OF_THYMOCYTE_AGGREGATION GO_REGULATION_OF_THYMOCYTE_AGGREGATION 25 0.536726 1.627374 0.0178571 0.079196 0.993 3569tags=52%, list=17%, signal=62%

GO_KERATAN_SULFATE_METABOLIC_PROCESS GO_KERATAN_SULFATE_METABOLIC_PROCESS 32 0.564428 1.626865 0.0268041 0.079342 0.993 5236tags=59%, list=24%, signal=78%

GO_MEMBRANE_RAFT_ORGANIZATION GO_MEMBRANE_RAFT_ORGANIZATION 17 0.64376 1.626043 0.0357815 0.07974 0.993 2354tags=53%, list=11%, signal=59%

GO_LIPASE_INHIBITOR_ACTIVITY GO_LIPASE_INHIBITOR_ACTIVITY 17 0.658419 1.625485 0.0205339 0.079976 0.993 4169tags=65%, list=19%, signal=80%

GO_DISULFIDE_OXIDOREDUCTASE_ACTIVITY GO_DISULFIDE_OXIDOREDUCTASE_ACTIVITY 29 0.486353 1.625465 0.0340681 0.079851 0.993 2281tags=28%, list=11%, signal=31%

GO_RESPONSE_TO_OXYGEN_RADICAL GO_RESPONSE_TO_OXYGEN_RADICAL 18 0.543631 1.62537 0.0211864 0.079775 0.993 5371tags=61%, list=25%, signal=81%

GO_REGULATION_OF_DNA_DAMAGE_RESPONSE_SIGNAL_TRANSDUCTION_BY_P53_CLASS_MEDIATORGO_REGULATION_OF_DNA_DAMAGE_RESPONSE_SIGNAL_TRANSDUCTION_BY_P53_CLASS_MEDIATOR 27 0.547986 1.625227 0.0326296 0.079743 0.993 2568tags=44%, list=12%, signal=50%

GO_MYELOID_CELL_ACTIVATION_INVOLVED_IN_IMMUNE_RESPONSEGO_MYELOID_CELL_ACTIVATION_INVOLVED_IN_IMMUNE_RESPONSE 41 0.572472 1.62407 0.048583 0.080335 0.993 2541tags=49%, list=12%, signal=55%

GO_RESPONSE_TO_NUTRIENT GO_RESPONSE_TO_NUTRIENT 186 0.395957 1.623975 0 0.080273 0.993 3318tags=29%, list=15%, signal=34%

GO_POSITIVE_REGULATION_OF_CALCIUM_ION_IMPORT GO_POSITIVE_REGULATION_OF_CALCIUM_ION_IMPORT 53 0.459464 1.62388 0.0134615 0.080221 0.993 3133tags=36%, list=15%, signal=42%

GO_REGULATION_OF_RESPONSE_TO_BIOTIC_STIMULUS GO_REGULATION_OF_RESPONSE_TO_BIOTIC_STIMULUS 227 0.396724 1.623546 0.0094518 0.080293 0.993 2825tags=28%, list=13%, signal=32%

GO_TAXIS GO_TAXIS 452 0.38598 1.620037 0.0056075 0.082419 0.993 3071tags=32%, list=14%, signal=37%

GO_HYDROLASE_ACTIVITY_ACTING_ON_CARBON_NITROGEN_BUT_NOT_PEPTIDE_BONDS_IN_CYCLIC_AMIDINESGO_HYDROLASE_ACTIVITY_ACTING_ON_CARBON_NITROGEN_BUT_NOT_PEPTIDE_BONDS_IN_CYCLIC_AMIDINES 34 0.510496 1.619865 0.0159681 0.082407 0.993 3473tags=41%, list=16%, signal=49%

GO_ANTIMICROBIAL_HUMORAL_RESPONSE GO_ANTIMICROBIAL_HUMORAL_RESPONSE 46 0.539987 1.61963 0.0272904 0.082439 0.993 2665tags=30%, list=12%, signal=35%

GO_PROTEIN_LIPID_COMPLEX_BINDING GO_PROTEIN_LIPID_COMPLEX_BINDING 24 0.557394 1.617792 0.0142276 0.083554 0.994 2344tags=29%, list=11%, signal=33%

GO_POSITIVE_REGULATION_OF_NIK_NF_KAPPAB_SIGNALING GO_POSITIVE_REGULATION_OF_NIK_NF_KAPPAB_SIGNALING 28 0.5196 1.617626 0.0299401 0.083525 0.994 3122tags=39%, list=15%, signal=46%

GO_LAMININ_BINDING GO_LAMININ_BINDING 30 0.565579 1.616792 0.0319361 0.08391 0.994 4336tags=57%, list=20%, signal=71%

GO_SECRETORY_GRANULE GO_SECRETORY_GRANULE 339 0.393682 1.615647 0 0.084488 0.994 4926tags=40%, list=23%, signal=52%

GO_LEUKOCYTE_HOMEOSTASIS GO_LEUKOCYTE_HOMEOSTASIS 60 0.479928 1.615494 0.0306513 0.084442 0.994 3619tags=45%, list=17%, signal=54%

GO_CELL_DEATH_IN_RESPONSE_TO_OXIDATIVE_STRESS GO_CELL_DEATH_IN_RESPONSE_TO_OXIDATIVE_STRESS 16 0.569346 1.615156 0.018711 0.084547 0.994 1201tags=25%, list=6%, signal=26%

GO_L_ASCORBIC_ACID_BINDING GO_L_ASCORBIC_ACID_BINDING 20 0.598561 1.613698 0.0301811 0.085307 0.995 3000tags=55%, list=14%, signal=64%

GO_DEVELOPMENTAL_PROGRAMMED_CELL_DEATH GO_DEVELOPMENTAL_PROGRAMMED_CELL_DEATH 26 0.536192 1.612755 0.0219124 0.085768 0.995 1634tags=35%, list=8%, signal=37%

GO_NEGATIVE_REGULATION_OF_RESPONSE_TO_CYTOKINE_STIMULUSGO_NEGATIVE_REGULATION_OF_RESPONSE_TO_CYTOKINE_STIMULUS 42 0.502624 1.612076 0.0093458 0.086096 0.995 2824tags=40%, list=13%, signal=47%

GO_ENDOPEPTIDASE_ACTIVITY GO_ENDOPEPTIDASE_ACTIVITY 399 0.408671 1.612015 0.0158103 0.086005 0.995 4414tags=35%, list=21%, signal=44%

GO_ENDOTHELIAL_CELL_MIGRATION GO_ENDOTHELIAL_CELL_MIGRATION 55 0.488659 1.61088 0.0380952 0.086608 0.996 3556tags=42%, list=17%, signal=50%

GO_NATURAL_KILLER_CELL_ACTIVATION GO_NATURAL_KILLER_CELL_ACTIVATION 54 0.560173 1.61033 0.0245399 0.086861 0.996 3378tags=46%, list=16%, signal=55%

GO_ANGIOGENESIS GO_ANGIOGENESIS 290 0.43655 1.606792 0.0489642 0.089155 0.996 3669tags=35%, list=17%, signal=42%

GO_NEGATIVE_REGULATION_OF_APOPTOTIC_SIGNALING_PATHWAYGO_NEGATIVE_REGULATION_OF_APOPTOTIC_SIGNALING_PATHWAY 191 0.389871 1.606786 0.007619 0.089021 0.996 2495tags=26%, list=12%, signal=29%

GO_REGULATION_OF_LEUKOCYTE_DEGRANULATION GO_REGULATION_OF_LEUKOCYTE_DEGRANULATION 40 0.538265 1.606596 0.0458015 0.089007 0.996 3976tags=55%, list=18%, signal=67%

GO_MRNA_TRANSCRIPTION GO_MRNA_TRANSCRIPTION 21 0.538989 1.605878 0.0153551 0.089353 0.996 5386tags=52%, list=25%, signal=70%

GO_POSITIVE_REGULATION_OF_B_CELL_PROLIFERATION GO_POSITIVE_REGULATION_OF_B_CELL_PROLIFERATION 36 0.527265 1.603468 0.0284553 0.090887 0.996 4365tags=58%, list=20%, signal=73%

GO_LEUKOTRIENE_METABOLIC_PROCESS GO_LEUKOTRIENE_METABOLIC_PROCESS 31 0.539824 1.603187 0.0229167 0.090944 0.996 3515tags=39%, list=16%, signal=46%

GO_BONE_RESORPTION GO_BONE_RESORPTION 21 0.576094 1.603041 0.0213592 0.090904 0.996 3501tags=48%, list=16%, signal=57%

GO_POSITIVE_REGULATION_OF_PEPTIDYL_TYROSINE_PHOSPHORYLATIONGO_POSITIVE_REGULATION_OF_PEPTIDYL_TYROSINE_PHOSPHORYLATION 158 0.422797 1.602585 0.0098814 0.091071 0.996 3117tags=33%, list=15%, signal=38%

GO_REGULATION_OF_PLASMA_LIPOPROTEIN_PARTICLE_LEVELSGO_REGULATION_OF_PLASMA_LIPOPROTEIN_PARTICLE_LEVELS 44 0.480833 1.601823 0.0200401 0.09145 0.996 4984tags=48%, list=23%, signal=62%

GO_POSITIVE_REGULATION_OF_DNA_TEMPLATED_TRANSCRIPTION_INITIATIONGO_POSITIVE_REGULATION_OF_DNA_TEMPLATED_TRANSCRIPTION_INITIATION 24 0.467408 1.601134 0.0268199 0.091792 0.996 3823tags=29%, list=18%, signal=35%

GO_BONE_REMODELING GO_BONE_REMODELING 35 0.514656 1.600881 0.0262664 0.091812 0.996 2911tags=40%, list=14%, signal=46%

GO_RESPONSE_TO_LIPOPROTEIN_PARTICLE GO_RESPONSE_TO_LIPOPROTEIN_PARTICLE 20 0.608859 1.600485 0.0357143 0.091958 0.996 1380tags=40%, list=6%, signal=43%

GO_MHC_CLASS_II_PROTEIN_COMPLEX GO_MHC_CLASS_II_PROTEIN_COMPLEX 16 0.832806 1.600024 0.0490405 0.092156 0.996 3606tags=100%, list=17%, signal=120%

GO_CELL_SUBSTRATE_JUNCTION_ASSEMBLY GO_CELL_SUBSTRATE_JUNCTION_ASSEMBLY 39 0.507864 1.598653 0.0205993 0.093001 0.996 3141tags=46%, list=15%, signal=54%

GO_MAST_CELL_GRANULE GO_MAST_CELL_GRANULE 21 0.553829 1.598613 0.0303644 0.092884 0.996 2126tags=48%, list=10%, signal=53%

GO_BASAL_LAMINA GO_BASAL_LAMINA 20 0.626033 1.598043 0.0488281 0.093091 0.996 3209tags=55%, list=15%, signal=65%

GO_POSITIVE_REGULATION_OF_RELEASE_OF_CYTOCHROME_C_FROM_MITOCHONDRIAGO_POSITIVE_REGULATION_OF_RELEASE_OF_CYTOCHROME_C_FROM_MITOCHONDRIA 28 0.476384 1.597453 0.03125 0.093393 0.996 1634tags=29%, list=8%, signal=31%

GO_NEGATIVE_REGULATION_OF_ALCOHOL_BIOSYNTHETIC_PROCESSGO_NEGATIVE_REGULATION_OF_ALCOHOL_BIOSYNTHETIC_PROCESS 17 0.537708 1.597342 0.037037 0.093323 0.996 3014tags=29%, list=14%, signal=34%

GO_POSITIVE_REGULATION_OF_MAST_CELL_ACTIVATION GO_POSITIVE_REGULATION_OF_MAST_CELL_ACTIVATION 16 0.629262 1.59667 0.0453608 0.093735 0.996 2509tags=56%, list=12%, signal=64%

GO_NEGATIVE_REGULATION_OF_HEMOPOIESIS GO_NEGATIVE_REGULATION_OF_HEMOPOIESIS 122 0.406209 1.596169 0.0136187 0.093938 0.996 4159tags=39%, list=19%, signal=49%

GO_POSITIVE_REGULATION_OF_HUMORAL_IMMUNE_RESPONSEGO_POSITIVE_REGULATION_OF_HUMORAL_IMMUNE_RESPONSE 15 0.630072 1.594696 0.0245399 0.094829 0.996 3436tags=47%, list=16%, signal=56%

GO_POSITIVE_REGULATION_OF_LYMPHOCYTE_APOPTOTIC_PROCESSGO_POSITIVE_REGULATION_OF_LYMPHOCYTE_APOPTOTIC_PROCESS 20 0.61582 1.594011 0.0457143 0.095215 0.996 1267tags=40%, list=6%, signal=42%

GO_PYRIMIDINE_CONTAINING_COMPOUND_CATABOLIC_PROCESSGO_PYRIMIDINE_CONTAINING_COMPOUND_CATABOLIC_PROCESS 31 0.486222 1.59349 0.0315789 0.095455 0.996 1569tags=26%, list=7%, signal=28%

GO_MANNOSE_BINDING GO_MANNOSE_BINDING 17 0.576341 1.593304 0.0346154 0.095466 0.996 6405tags=65%, list=30%, signal=92%

GO_POSITIVE_REGULATION_OF_SEQUENCE_SPECIFIC_DNA_BINDING_TRANSCRIPTION_FACTOR_ACTIVITYGO_POSITIVE_REGULATION_OF_SEQUENCE_SPECIFIC_DNA_BINDING_TRANSCRIPTION_FACTOR_ACTIVITY 222 0.375881 1.592318 0.0139165 0.095967 0.997 2933tags=26%, list=14%, signal=30%

GO_REGULATION_OF_TYPE_I_INTERFERON_PRODUCTION GO_REGULATION_OF_TYPE_I_INTERFERON_PRODUCTION 108 0.451854 1.592146 0.0368098 0.095941 0.997 4365tags=44%, list=20%, signal=55%

GO_REGULATION_OF_EPITHELIAL_CELL_APOPTOTIC_PROCESS GO_REGULATION_OF_EPITHELIAL_CELL_APOPTOTIC_PROCESS 58 0.482445 1.591825 0.0323194 0.096018 0.997 3117tags=34%, list=15%, signal=40%

GO_RESPONSE_TO_FLUID_SHEAR_STRESS GO_RESPONSE_TO_FLUID_SHEAR_STRESS 33 0.53522 1.590859 0.0357143 0.096548 0.997 2875tags=48%, list=13%, signal=56%

GO_SIGNAL_TRANSDUCTION_IN_ABSENCE_OF_LIGAND GO_SIGNAL_TRANSDUCTION_IN_ABSENCE_OF_LIGAND 33 0.45911 1.589712 0.0094877 0.097252 0.997 4287tags=45%, list=20%, signal=57%

GO_MATURE_B_CELL_DIFFERENTIATION GO_MATURE_B_CELL_DIFFERENTIATION 17 0.560869 1.588233 0.0242086 0.098189 0.997 3640tags=47%, list=17%, signal=57%

GO_BROWN_FAT_CELL_DIFFERENTIATION GO_BROWN_FAT_CELL_DIFFERENTIATION 28 0.517552 1.587925 0.0263692 0.098253 0.997 1688tags=29%, list=8%, signal=31%

GO_HIGH_DENSITY_LIPOPROTEIN_PARTICLE GO_HIGH_DENSITY_LIPOPROTEIN_PARTICLE 25 0.550076 1.587772 0.0388769 0.098251 0.997 2877tags=36%, list=13%, signal=42%

GO_PLATELET_MORPHOGENESIS GO_PLATELET_MORPHOGENESIS 19 0.525062 1.586955 0.0364372 0.098719 0.997 5149tags=58%, list=24%, signal=76%

GO_COPPER_ION_TRANSPORT GO_COPPER_ION_TRANSPORT 20 0.541915 1.586851 0.0511247 0.098646 0.997 4795tags=55%, list=22%, signal=71%

GO_PROTEINACEOUS_EXTRACELLULAR_MATRIX GO_PROTEINACEOUS_EXTRACELLULAR_MATRIX 345 0.454656 1.586777 0.0222222 0.098536 0.997 3664tags=39%, list=17%, signal=46%

GO_NEGATIVE_REGULATION_OF_RESPONSE_TO_EXTERNAL_STIMULUSGO_NEGATIVE_REGULATION_OF_RESPONSE_TO_EXTERNAL_STIMULUS 264 0.382641 1.586719 0.0076923 0.098442 0.997 3019tags=29%, list=14%, signal=34%

GO_REGULATION_OF_INTERFERON_ALPHA_PRODUCTION GO_REGULATION_OF_INTERFERON_ALPHA_PRODUCTION 19 0.652306 1.586642 0.0570265 0.098343 0.997 3917tags=58%, list=18%, signal=71%

GO_RECEPTOR_INTERNALIZATION GO_RECEPTOR_INTERNALIZATION 48 0.460048 1.585163 0.026616 0.09925 0.997 2368tags=27%, list=11%, signal=30%

GO_PHOSPHATIDYLINOSITOL_3_PHOSPHATE_BINDING GO_PHOSPHATIDYLINOSITOL_3_PHOSPHATE_BINDING 30 0.452074 1.584582 0.0294118 0.099546 0.997 2169tags=27%, list=10%, signal=30%

GO_LAMELLIPODIUM_MEMBRANE GO_LAMELLIPODIUM_MEMBRANE 18 0.576434 1.58363 0.0332031 0.100124 0.997 885tags=39%, list=4%, signal=41%

GO_LYMPHOCYTE_HOMEOSTASIS GO_LYMPHOCYTE_HOMEOSTASIS 50 0.480204 1.583259 0.0374016 0.100208 0.997 3619tags=46%, list=17%, signal=55%

GO_POSITIVE_REGULATION_OF_SMOOTH_MUSCLE_CELL_MIGRATIONGO_POSITIVE_REGULATION_OF_SMOOTH_MUSCLE_CELL_MIGRATION 29 0.548992 1.581554 0.0277228 0.101307 0.997 1380tags=31%, list=6%, signal=33%

GO_TRANSFORMING_GROWTH_FACTOR_BETA_BINDING GO_TRANSFORMING_GROWTH_FACTOR_BETA_BINDING 16 0.656646 1.579549 0.0453686 0.102709 0.997 3318tags=50%, list=15%, signal=59%

GO_T_CELL_RECEPTOR_COMPLEX GO_T_CELL_RECEPTOR_COMPLEX 18 0.707563 1.578173 0.0446247 0.103603 0.997 3851tags=83%, list=18%, signal=101%

GO_T_CELL_RECEPTOR_SIGNALING_PATHWAY GO_T_CELL_RECEPTOR_SIGNALING_PATHWAY 139 0.416056 1.578052 0.0543689 0.103534 0.997 3606tags=35%, list=17%, signal=42%

GO_CALCIUM_INDEPENDENT_CELL_CELL_ADHESION_VIA_PLASMA_MEMBRANE_CELL_ADHESION_MOLECULESGO_CALCIUM_INDEPENDENT_CELL_CELL_ADHESION_VIA_PLASMA_MEMBRANE_CELL_ADHESION_MOLECULES 20 0.584905 1.577094 0.0230608 0.104141 0.997 5288tags=55%, list=25%, signal=73%

GO_REGULATION_OF_B_CELL_APOPTOTIC_PROCESS GO_REGULATION_OF_B_CELL_APOPTOTIC_PROCESS 18 0.593077 1.576935 0.0452756 0.104111 0.997 2978tags=50%, list=14%, signal=58%

GO_HYDROLASE_ACTIVITY_HYDROLYZING_O_GLYCOSYL_COMPOUNDSGO_HYDROLASE_ACTIVITY_HYDROLYZING_O_GLYCOSYL_COMPOUNDS 89 0.450493 1.576167 0.0361217 0.104562 0.997 1777tags=27%, list=8%, signal=29%

GO_NEGATIVE_REGULATION_OF_CALCIUM_ION_IMPORT GO_NEGATIVE_REGULATION_OF_CALCIUM_ION_IMPORT 23 0.528493 1.574809 0.0282258 0.105479 0.997 4861tags=52%, list=23%, signal=67%

GO_IMMUNE_RESPONSE_REGULATING_CELL_SURFACE_RECEPTOR_SIGNALING_PATHWAYGO_IMMUNE_RESPONSE_REGULATING_CELL_SURFACE_RECEPTOR_SIGNALING_PATHWAY 281 0.400959 1.574078 0.046729 0.105914 0.997 3606tags=36%, list=17%, signal=43%

GO_REACTIVE_NITROGEN_SPECIES_METABOLIC_PROCESS GO_REACTIVE_NITROGEN_SPECIES_METABOLIC_PROCESS 17 0.566368 1.574028 0.0454545 0.105792 0.997 1909tags=35%, list=9%, signal=39%

GO_RESPONSE_TO_CORTICOSTEROID GO_RESPONSE_TO_CORTICOSTEROID 174 0.398284 1.573486 0.0058824 0.10606 0.997 3271tags=28%, list=15%, signal=32%

GO_NEGATIVE_REGULATION_OF_REPRODUCTIVE_PROCESS GO_NEGATIVE_REGULATION_OF_REPRODUCTIVE_PROCESS 52 0.467727 1.573326 0.0281125 0.105995 0.997 3827tags=37%, list=18%, signal=44%

GO_RENAL_SYSTEM_VASCULATURE_DEVELOPMENT GO_RENAL_SYSTEM_VASCULATURE_DEVELOPMENT 19 0.672758 1.571993 0.0528376 0.106858 0.997 3123tags=68%, list=15%, signal=80%

GO_REGULATION_OF_TRANSFORMING_GROWTH_FACTOR_BETA_PRODUCTIONGO_REGULATION_OF_TRANSFORMING_GROWTH_FACTOR_BETA_PRODUCTION 25 0.556266 1.570756 0.0409836 0.107738 0.997 4039tags=44%, list=19%, signal=54%

GO_BRANCH_ELONGATION_OF_AN_EPITHELIUM GO_BRANCH_ELONGATION_OF_AN_EPITHELIUM 17 0.595428 1.570572 0.0343511 0.107725 0.997 3309tags=53%, list=15%, signal=63%

GO_CYSTEINE_TYPE_ENDOPEPTIDASE_ACTIVITY_INVOLVED_IN_APOPTOTIC_PROCESSGO_CYSTEINE_TYPE_ENDOPEPTIDASE_ACTIVITY_INVOLVED_IN_APOPTOTIC_PROCESS 15 0.637323 1.568787 0.0447471 0.108897 0.997 4287tags=53%, list=20%, signal=67%

GO_PROTEOGLYCAN_BINDING GO_PROTEOGLYCAN_BINDING 30 0.533802 1.567622 0.0313726 0.109688 0.997 1487tags=30%, list=7%, signal=32%

GO_PHAGOCYTOSIS GO_PHAGOCYTOSIS 159 0.440663 1.567455 0.0440613 0.109649 0.997 2795tags=35%, list=13%, signal=39%

GO_LEUKOCYTE_DEGRANULATION GO_LEUKOCYTE_DEGRANULATION 30 0.551037 1.567384 0.0481172 0.109531 0.997 3559tags=57%, list=17%, signal=68%

GO_CELL_SUBSTRATE_JUNCTION GO_CELL_SUBSTRATE_JUNCTION 391 0.387073 1.565124 0.0603774 0.111148 0.997 3416tags=30%, list=16%, signal=35%

GO_POSITIVE_REGULATION_OF_MEMBRANE_PROTEIN_ECTODOMAIN_PROTEOLYSISGO_POSITIVE_REGULATION_OF_MEMBRANE_PROTEIN_ECTODOMAIN_PROTEOLYSIS 15 0.594946 1.565013 0.0360721 0.111078 0.997 3122tags=53%, list=15%, signal=62%

GO_CELLULAR_RESPONSE_TO_CADMIUM_ION GO_CELLULAR_RESPONSE_TO_CADMIUM_ION 15 0.646064 1.56497 0.0526316 0.11095 0.997 2333tags=40%, list=11%, signal=45%

GO_REGULATION_OF_PLATELET_ACTIVATION GO_REGULATION_OF_PLATELET_ACTIVATION 31 0.534257 1.56428 0.0434783 0.111314 0.997 2279tags=35%, list=11%, signal=40%

GO_NEGATIVE_REGULATION_OF_SECRETION GO_NEGATIVE_REGULATION_OF_SECRETION 193 0.390352 1.564227 0.009434 0.111181 0.997 3598tags=35%, list=17%, signal=41%

GO_POSITIVE_REGULATION_OF_SMOOTH_MUSCLE_CELL_PROLIFERATIONGO_POSITIVE_REGULATION_OF_SMOOTH_MUSCLE_CELL_PROLIFERATION 58 0.454532 1.562809 0.0410959 0.112112 0.997 3318tags=38%, list=15%, signal=45%

GO_POSITIVE_REGULATION_OF_LEUKOCYTE_APOPTOTIC_PROCESSGO_POSITIVE_REGULATION_OF_LEUKOCYTE_APOPTOTIC_PROCESS 28 0.558613 1.562128 0.0454545 0.112483 0.997 2070tags=43%, list=10%, signal=47%

GO_RESPONSE_TO_OXYGEN_LEVELS GO_RESPONSE_TO_OXYGEN_LEVELS 301 0.363416 1.561245 0.0130112 0.113061 0.997 3267tags=27%, list=15%, signal=32%

GO_OXIDOREDUCTASE_ACTIVITY_ACTING_ON_A_SULFUR_GROUP_OF_DONORSGO_OXIDOREDUCTASE_ACTIVITY_ACTING_ON_A_SULFUR_GROUP_OF_DONORS 46 0.440649 1.560464 0.0417537 0.113494 0.997 2281tags=26%, list=11%, signal=29%

GO_POSITIVE_REGULATION_OF_TRANSCRIPTION_FACTOR_IMPORT_INTO_NUCLEUSGO_POSITIVE_REGULATION_OF_TRANSCRIPTION_FACTOR_IMPORT_INTO_NUCLEUS 50 0.473189 1.558875 0.0565302 0.114579 0.997 3250tags=44%, list=15%, signal=52%

GO_REGULATION_OF_INTRINSIC_APOPTOTIC_SIGNALING_PATHWAYGO_REGULATION_OF_INTRINSIC_APOPTOTIC_SIGNALING_PATHWAY 138 0.400154 1.558051 0.0434783 0.11508 0.997 2811tags=25%, list=13%, signal=29%

GO_RETROGRADE_PROTEIN_TRANSPORT_ER_TO_CYTOSOL GO_RETROGRADE_PROTEIN_TRANSPORT_ER_TO_CYTOSOL 15 0.555297 1.556404 0.0474383 0.116249 0.997 7652tags=73%, list=36%, signal=114%

GO_PLACENTA_DEVELOPMENT GO_PLACENTA_DEVELOPMENT 135 0.402932 1.555777 0.009542 0.116576 0.997 3173tags=30%, list=15%, signal=35%

GO_CELLULAR_RESPONSE_TO_TOPOLOGICALLY_INCORRECT_PROTEINGO_CELLULAR_RESPONSE_TO_TOPOLOGICALLY_INCORRECT_PROTEIN 115 0.405824 1.555538 0.0643939 0.116625 0.997 3382tags=30%, list=16%, signal=36%

GO_POSITIVE_REGULATION_OF_BLOOD_VESSEL_ENDOTHELIAL_CELL_MIGRATIONGO_POSITIVE_REGULATION_OF_BLOOD_VESSEL_ENDOTHELIAL_CELL_MIGRATION 24 0.569679 1.554531 0.0601942 0.117263 0.997 2418tags=46%, list=11%, signal=52%

GO_CELLULAR_RESPONSE_TO_EXTERNAL_STIMULUS GO_CELLULAR_RESPONSE_TO_EXTERNAL_STIMULUS 256 0.369975 1.553496 0.0268714 0.117894 0.997 3035tags=30%, list=14%, signal=35%

GO_REGULATION_OF_SEQUENCE_SPECIFIC_DNA_BINDING_TRANSCRIPTION_FACTOR_ACTIVITYGO_REGULATION_OF_SEQUENCE_SPECIFIC_DNA_BINDING_TRANSCRIPTION_FACTOR_ACTIVITY 350 0.345316 1.552528 0.0096712 0.118512 0.997 2933tags=26%, list=14%, signal=29%

GO_PATTERNING_OF_BLOOD_VESSELS GO_PATTERNING_OF_BLOOD_VESSELS 31 0.521838 1.550808 0.0579151 0.11979 0.997 3318tags=42%, list=15%, signal=50%

GO_NEGATIVE_REGULATION_OF_TOLL_LIKE_RECEPTOR_SIGNALING_PATHWAYGO_NEGATIVE_REGULATION_OF_TOLL_LIKE_RECEPTOR_SIGNALING_PATHWAY 25 0.561963 1.550673 0.0537849 0.119718 0.997 3868tags=60%, list=18%, signal=73%

GO_FATTY_ACID_DERIVATIVE_TRANSPORT GO_FATTY_ACID_DERIVATIVE_TRANSPORT 19 0.552971 1.548934 0.0229167 0.121023 0.997 2130tags=26%, list=10%, signal=29%

GO_REGULATION_OF_TOLERANCE_INDUCTION GO_REGULATION_OF_TOLERANCE_INDUCTION 16 0.618589 1.548774 0.0631164 0.120983 0.997 4129tags=69%, list=19%, signal=85%

GO_CYTOKINE_PRODUCTION_INVOLVED_IN_IMMUNE_RESPONSEGO_CYTOKINE_PRODUCTION_INVOLVED_IN_IMMUNE_RESPONSE 17 0.599785 1.548666 0.0442308 0.120884 0.997 1872tags=47%, list=9%, signal=52%

GO_RESPONSE_TO_ARSENIC_CONTAINING_SUBSTANCE GO_RESPONSE_TO_ARSENIC_CONTAINING_SUBSTANCE 26 0.498968 1.548092 0.0416667 0.121175 0.997 2743tags=31%, list=13%, signal=35%

GO_POSITIVE_REGULATION_OF_REACTIVE_OXYGEN_SPECIES_BIOSYNTHETIC_PROCESSGO_POSITIVE_REGULATION_OF_REACTIVE_OXYGEN_SPECIES_BIOSYNTHETIC_PROCESS 47 0.476357 1.547763 0.0308285 0.121314 0.997 3122tags=40%, list=15%, signal=47%

GO_SULFUR_COMPOUND_BINDING GO_SULFUR_COMPOUND_BINDING 228 0.382477 1.547627 0.0232108 0.121247 0.997 3505tags=33%, list=16%, signal=39%

GO_RESPONSE_TO_SALT GO_RESPONSE_TO_SALT 15 0.571706 1.546291 0.0362903 0.122223 0.997 611tags=27%, list=3%, signal=27%

GO_APOPTOTIC_PROCESS_INVOLVED_IN_MORPHOGENESIS GO_APOPTOTIC_PROCESS_INVOLVED_IN_MORPHOGENESIS 16 0.560873 1.544867 0.0519751 0.123207 0.997 3444tags=50%, list=16%, signal=59%

GO_NEGATIVE_REGULATION_OF_PROTEIN_MATURATION GO_NEGATIVE_REGULATION_OF_PROTEIN_MATURATION 33 0.472879 1.542732 0.0363636 0.124677 0.997 2564tags=33%, list=12%, signal=38%

GO_RENAL_SYSTEM_PROCESS_INVOLVED_IN_REGULATION_OF_SYSTEMIC_ARTERIAL_BLOOD_PRESSUREGO_RENAL_SYSTEM_PROCESS_INVOLVED_IN_REGULATION_OF_SYSTEMIC_ARTERIAL_BLOOD_PRESSURE 22 0.590808 1.542491 0.0394477 0.12473 0.997 4288tags=36%, list=20%, signal=45%

GO_INTRINSIC_APOPTOTIC_SIGNALING_PATHWAY_IN_RESPONSE_TO_ENDOPLASMIC_RETICULUM_STRESSGO_INTRINSIC_APOPTOTIC_SIGNALING_PATHWAY_IN_RESPONSE_TO_ENDOPLASMIC_RETICULUM_STRESS 31 0.473276 1.53994 0.0295858 0.12666 0.997 1901tags=32%, list=9%, signal=35%

GO_NEGATIVE_REGULATION_OF_RESPONSE_TO_BIOTIC_STIMULUSGO_NEGATIVE_REGULATION_OF_RESPONSE_TO_BIOTIC_STIMULUS 28 0.498298 1.539879 0.0465116 0.12653 0.997 2825tags=36%, list=13%, signal=41%

GO_POSITIVE_REGULATION_OF_ACTIN_FILAMENT_BUNDLE_ASSEMBLYGO_POSITIVE_REGULATION_OF_ACTIN_FILAMENT_BUNDLE_ASSEMBLY 47 0.424021 1.539556 0.0176471 0.126621 0.997 3046tags=34%, list=14%, signal=40%

GO_REGULATION_OF_LIPOPOLYSACCHARIDE_MEDIATED_SIGNALING_PATHWAYGO_REGULATION_OF_LIPOPOLYSACCHARIDE_MEDIATED_SIGNALING_PATHWAY 17 0.600629 1.538752 0.0519231 0.12712 0.997 3786tags=65%, list=18%, signal=78%

GO_SERINE_TYPE_ENDOPEPTIDASE_INHIBITOR_ACTIVITY GO_SERINE_TYPE_ENDOPEPTIDASE_INHIBITOR_ACTIVITY 91 0.49884 1.538469 0.0595238 0.127172 0.997 2853tags=27%, list=13%, signal=32%

GO_NEURON_PROJECTION_REGENERATION GO_NEURON_PROJECTION_REGENERATION 30 0.440623 1.537807 0.0321932 0.127567 0.997 2627tags=30%, list=12%, signal=34%

GO_POSITIVE_REGULATION_OF_CELLULAR_AMIDE_METABOLIC_PROCESSGO_POSITIVE_REGULATION_OF_CELLULAR_AMIDE_METABOLIC_PROCESS 105 0.35659 1.536661 0.0297398 0.128372 0.997 2136tags=20%, list=10%, signal=22%

GO_POSITIVE_REGULATION_OF_ESTABLISHMENT_OF_PROTEIN_LOCALIZATIONGO_POSITIVE_REGULATION_OF_ESTABLISHMENT_OF_PROTEIN_LOCALIZATION 493 0.334134 1.536236 0.0097087 0.128552 0.997 3123tags=27%, list=15%, signal=31%

GO_POSITIVE_REGULATION_OF_TRANSFORMING_GROWTH_FACTOR_BETA_PRODUCTIONGO_POSITIVE_REGULATION_OF_TRANSFORMING_GROWTH_FACTOR_BETA_PRODUCTION 16 0.607263 1.535706 0.0544747 0.128894 0.997 4039tags=50%, list=19%, signal=62%

GO_HYDROLASE_ACTIVITY_ACTING_ON_GLYCOSYL_BONDS GO_HYDROLASE_ACTIVITY_ACTING_ON_GLYCOSYL_BONDS 113 0.411728 1.535693 0.0402299 0.128728 0.997 1777tags=25%, list=8%, signal=27%

GO_VIRAL_LIFE_CYCLE GO_VIRAL_LIFE_CYCLE 278 0.336243 1.535604 0.0464217 0.128657 0.997 2475tags=17%, list=12%, signal=18%

GO_BLOOD_VESSEL_MORPHOGENESIS GO_BLOOD_VESSEL_MORPHOGENESIS 360 0.4106 1.533431 0.0611855 0.130351 0.997 3347tags=33%, list=16%, signal=38%

GO_NEGATIVE_REGULATION_OF_PEPTIDYL_TYROSINE_PHOSPHORYLATIONGO_NEGATIVE_REGULATION_OF_PEPTIDYL_TYROSINE_PHOSPHORYLATION 38 0.489752 1.52729 0.0421456 0.135511 0.997 2911tags=37%, list=14%, signal=43%

GO_REGULATION_OF_FIBROBLAST_PROLIFERATION GO_REGULATION_OF_FIBROBLAST_PROLIFERATION 81 0.397273 1.526764 0.0209524 0.135793 0.997 3446tags=33%, list=16%, signal=40%

GO_INTERACTION_WITH_SYMBIONT GO_INTERACTION_WITH_SYMBIONT 52 0.397324 1.524422 0.0346821 0.137792 0.997 3145tags=35%, list=15%, signal=40%

GO_SUBSTRATE_ADHESION_DEPENDENT_CELL_SPREADING GO_SUBSTRATE_ADHESION_DEPENDENT_CELL_SPREADING 37 0.517602 1.52412 0.0669145 0.137874 0.997 3681tags=49%, list=17%, signal=59%

GO_SECRETORY_GRANULE_ORGANIZATION GO_SECRETORY_GRANULE_ORGANIZATION 25 0.479899 1.523738 0.046875 0.13806 0.997 4026tags=40%, list=19%, signal=49%

GO_CELLULAR_TRANSITION_METAL_ION_HOMEOSTASIS GO_CELLULAR_TRANSITION_METAL_ION_HOMEOSTASIS 74 0.423817 1.523666 0.0497132 0.137932 0.997 3182tags=28%, list=15%, signal=33%

GO_MRNA_TRANSCRIPTION_FROM_RNA_POLYMERASE_II_PROMOTERGO_MRNA_TRANSCRIPTION_FROM_RNA_POLYMERASE_II_PROMOTER 15 0.572793 1.523539 0.032882 0.137872 0.997 5386tags=60%, list=25%, signal=80%

GO_APOPTOTIC_MITOCHONDRIAL_CHANGES GO_APOPTOTIC_MITOCHONDRIAL_CHANGES 56 0.38284 1.522566 0.0241449 0.138505 0.997 2495tags=29%, list=12%, signal=32%

GO_MANNOSIDASE_ACTIVITY GO_MANNOSIDASE_ACTIVITY 15 0.625097 1.522511 0.0808271 0.138359 0.997 1240tags=40%, list=6%, signal=42%

GO_POSITIVE_REGULATION_OF_MYELOID_CELL_DIFFERENTIATIONGO_POSITIVE_REGULATION_OF_MYELOID_CELL_DIFFERENTIATION 77 0.426167 1.522185 0.0383212 0.138475 0.997 3296tags=36%, list=15%, signal=43%

GO_NEGATIVE_REGULATION_OF_MYELOID_LEUKOCYTE_DIFFERENTIATIONGO_NEGATIVE_REGULATION_OF_MYELOID_LEUKOCYTE_DIFFERENTIATION 41 0.48489 1.521448 0.0544747 0.13897 0.997 3868tags=44%, list=18%, signal=53%

GO_REGULATION_OF_OSTEOCLAST_DIFFERENTIATION GO_REGULATION_OF_OSTEOCLAST_DIFFERENTIATION 57 0.478244 1.521441 0.0596154 0.138792 0.997 3296tags=42%, list=15%, signal=50%

GO_POSITIVE_REGULATION_OF_FIBROBLAST_PROLIFERATION GO_POSITIVE_REGULATION_OF_FIBROBLAST_PROLIFERATION 53 0.439857 1.520844 0.0404624 0.139162 0.997 3446tags=34%, list=16%, signal=40%

GO_REGULATION_OF_CELLULAR_EXTRAVASATION GO_REGULATION_OF_CELLULAR_EXTRAVASATION 22 0.565122 1.520601 0.0508806 0.139196 0.997 1768tags=41%, list=8%, signal=45%

GO_BONE_GROWTH GO_BONE_GROWTH 20 0.576104 1.520513 0.0632184 0.139088 0.997 3664tags=45%, list=17%, signal=54%

GO_POSITIVE_REGULATION_OF_NATURAL_KILLER_CELL_ACTIVATIONGO_POSITIVE_REGULATION_OF_NATURAL_KILLER_CELL_ACTIVATION 17 0.550818 1.520309 0.0532544 0.139086 0.997 4918tags=59%, list=23%, signal=76%

GO_LONG_CHAIN_FATTY_ACID_TRANSPORT GO_LONG_CHAIN_FATTY_ACID_TRANSPORT 40 0.456688 1.520274 0.0402542 0.138945 0.997 1300tags=20%, list=6%, signal=21%

GO_POSITIVE_REGULATION_OF_ENDOCYTOSIS GO_POSITIVE_REGULATION_OF_ENDOCYTOSIS 111 0.412662 1.52012 0.0438095 0.138891 0.997 4335tags=41%, list=20%, signal=51%

GO_PROTEIN_SECRETION GO_PROTEIN_SECRETION 112 0.389132 1.519955 0.0227273 0.13886 0.997 3640tags=36%, list=17%, signal=43%

GO_MAST_CELL_MEDIATED_IMMUNITY GO_MAST_CELL_MEDIATED_IMMUNITY 18 0.568286 1.519871 0.0585774 0.138762 0.997 2126tags=50%, list=10%, signal=55%

GO_ESTROUS_CYCLE GO_ESTROUS_CYCLE 19 0.54491 1.519552 0.039604 0.138863 0.997 2646tags=42%, list=12%, signal=48%

GO_NEGATIVE_REGULATION_OF_WOUND_HEALING GO_NEGATIVE_REGULATION_OF_WOUND_HEALING 58 0.455862 1.515973 0.0376238 0.141798 0.997 3412tags=34%, list=16%, signal=41%

GO_POSITIVE_CHEMOTAXIS GO_POSITIVE_CHEMOTAXIS 35 0.498835 1.514764 0.0507813 0.142738 0.997 4186tags=46%, list=19%, signal=57%

GO_NIK_NF_KAPPAB_SIGNALING GO_NIK_NF_KAPPAB_SIGNALING 81 0.406113 1.514464 0.0816733 0.142809 0.997 4594tags=32%, list=21%, signal=41%

GO_ERK1_AND_ERK2_CASCADE GO_ERK1_AND_ERK2_CASCADE 22 0.499782 1.514005 0.0348361 0.143059 0.997 3245tags=41%, list=15%, signal=48%

GO_REGULATION_OF_DEFENSE_RESPONSE_TO_VIRUS GO_REGULATION_OF_DEFENSE_RESPONSE_TO_VIRUS 182 0.374143 1.513281 0.0300752 0.143535 0.997 2795tags=26%, list=13%, signal=30%

GO_CHOLESTEROL_EFFLUX GO_CHOLESTEROL_EFFLUX 25 0.572135 1.513244 0.0494845 0.1434 0.997 5576tags=64%, list=26%, signal=86%

GO_RESPONSE_TO_HYDROGEN_PEROXIDE GO_RESPONSE_TO_HYDROGEN_PEROXIDE 106 0.383466 1.512872 0.0372549 0.143586 0.997 2510tags=25%, list=12%, signal=29%

GO_REGULATION_OF_TRANSCRIPTION_FACTOR_IMPORT_INTO_NUCLEUSGO_REGULATION_OF_TRANSCRIPTION_FACTOR_IMPORT_INTO_NUCLEUS 92 0.39341 1.512452 0.0426716 0.143767 0.997 2022tags=28%, list=9%, signal=31%

GO_MAINTENANCE_OF_LOCATION GO_MAINTENANCE_OF_LOCATION 129 0.357235 1.511784 0.0276243 0.144224 0.997 3334tags=29%, list=16%, signal=34%

GO_PROTEIN_KINASE_B_SIGNALING GO_PROTEIN_KINASE_B_SIGNALING 33 0.491025 1.511408 0.0682657 0.144392 0.997 3300tags=48%, list=15%, signal=57%

GO_MUCOPOLYSACCHARIDE_METABOLIC_PROCESS GO_MUCOPOLYSACCHARIDE_METABOLIC_PROCESS 104 0.41739 1.51125 0.0469667 0.144353 0.997 4230tags=42%, list=20%, signal=52%

GO_G_PROTEIN_COUPLED_RECEPTOR_BINDING GO_G_PROTEIN_COUPLED_RECEPTOR_BINDING 252 0.371325 1.510196 0.0213592 0.14517 0.997 3269tags=28%, list=15%, signal=32%

GO_PHAGOSOME_ACIDIFICATION GO_PHAGOSOME_ACIDIFICATION 26 0.433517 1.509814 0.0660194 0.145312 0.997 797tags=15%, list=4%, signal=16%

GO_PROTEIN_HYDROXYLATION GO_PROTEIN_HYDROXYLATION 18 0.515941 1.509504 0.0670611 0.145445 0.997 3637tags=50%, list=17%, signal=60%

GO_PROTEIN_SERINE_THREONINE_KINASE_ACTIVATOR_ACTIVITYGO_PROTEIN_SERINE_THREONINE_KINASE_ACTIVATOR_ACTIVITY 19 0.450404 1.507358 0.0391389 0.147263 0.997 1717tags=26%, list=8%, signal=29%

GO_O_GLYCAN_PROCESSING GO_O_GLYCAN_PROCESSING 53 0.497768 1.506873 0.0686869 0.147531 0.997 5279tags=51%, list=25%, signal=67%

GO_DEATH_RECEPTOR_BINDING GO_DEATH_RECEPTOR_BINDING 18 0.49044 1.506785 0.0494845 0.147398 0.997 2959tags=50%, list=14%, signal=58%

GO_POSITIVE_REGULATION_OF_SECRETION GO_POSITIVE_REGULATION_OF_SECRETION 359 0.356735 1.506324 0.0097847 0.147648 0.997 3123tags=30%, list=15%, signal=35%

GO_IRON_ION_HOMEOSTASIS GO_IRON_ION_HOMEOSTASIS 66 0.410225 1.505095 0.0447154 0.148625 0.997 4740tags=39%, list=22%, signal=50%

GO_PARTURITION GO_PARTURITION 20 0.546975 1.505035 0.0387597 0.148508 0.997 2548tags=30%, list=12%, signal=34%

GO_REGULATION_OF_MYELOID_CELL_DIFFERENTIATION GO_REGULATION_OF_MYELOID_CELL_DIFFERENTIATION 170 0.375426 1.504985 0.0446927 0.148364 0.997 3598tags=33%, list=17%, signal=39%

GO_VASCULATURE_DEVELOPMENT GO_VASCULATURE_DEVELOPMENT 462 0.391254 1.504893 0.0774908 0.148271 0.997 2440tags=26%, list=11%, signal=28%

GO_REGULATION_OF_HETEROTYPIC_CELL_CELL_ADHESION GO_REGULATION_OF_HETEROTYPIC_CELL_CELL_ADHESION 18 0.545284 1.504617 0.0516899 0.14833 0.997 4631tags=56%, list=22%, signal=71%

GO_EXTRINSIC_APOPTOTIC_SIGNALING_PATHWAY_VIA_DEATH_DOMAIN_RECEPTORSGO_EXTRINSIC_APOPTOTIC_SIGNALING_PATHWAY_VIA_DEATH_DOMAIN_RECEPTORS 38 0.441648 1.503237 0.0487805 0.149454 0.997 3122tags=42%, list=15%, signal=49%

GO_PH_REDUCTION GO_PH_REDUCTION 37 0.409126 1.502325 0.0525253 0.150125 0.997 860tags=16%, list=4%, signal=17%

GO_RESPONSE_TO_MURAMYL_DIPEPTIDE GO_RESPONSE_TO_MURAMYL_DIPEPTIDE 15 0.598395 1.502242 0.0649606 0.150007 0.997 2164tags=47%, list=10%, signal=52%

GO_MULTI_ORGANISM_MEMBRANE_ORGANIZATION GO_MULTI_ORGANISM_MEMBRANE_ORGANIZATION 30 0.411261 1.501649 0.0441767 0.150394 0.997 3634tags=27%, list=17%, signal=32%

GO_SERINE_TYPE_EXOPEPTIDASE_ACTIVITY GO_SERINE_TYPE_EXOPEPTIDASE_ACTIVITY 18 0.546348 1.501207 0.0716981 0.150641 0.997 4393tags=56%, list=20%, signal=70%

GO_REGULATION_OF_BONE_RESORPTION GO_REGULATION_OF_BONE_RESORPTION 31 0.509486 1.499881 0.0514286 0.151714 0.997 1381tags=29%, list=6%, signal=31%

GO_REGULATION_OF_OXIDOREDUCTASE_ACTIVITY GO_REGULATION_OF_OXIDOREDUCTASE_ACTIVITY 87 0.354698 1.499849 0.0175781 0.151544 0.997 3122tags=26%, list=15%, signal=31%

GO_PLACENTA_BLOOD_VESSEL_DEVELOPMENT GO_PLACENTA_BLOOD_VESSEL_DEVELOPMENT 28 0.478547 1.499601 0.0529532 0.151593 0.997 2376tags=32%, list=11%, signal=36%

GO_REGULATION_OF_REPRODUCTIVE_PROCESS GO_REGULATION_OF_REPRODUCTIVE_PROCESS 123 0.387394 1.498721 0.0209125 0.152214 0.997 3596tags=30%, list=17%, signal=36%

GO_GROWTH_FACTOR_ACTIVITY GO_GROWTH_FACTOR_ACTIVITY 157 0.39702 1.498352 0.0303644 0.152355 0.997 3605tags=31%, list=17%, signal=37%

GO_RESPONSE_TO_SALT_STRESS GO_RESPONSE_TO_SALT_STRESS 18 0.56823 1.497416 0.0524272 0.153007 0.997 3122tags=33%, list=15%, signal=39%

GO_REGULATION_OF_PROTEIN_KINASE_B_SIGNALING GO_REGULATION_OF_PROTEIN_KINASE_B_SIGNALING 119 0.372826 1.497144 0.0149533 0.153057 0.997 3122tags=33%, list=15%, signal=38%

GO_PYRIMIDINE_RIBONUCLEOSIDE_METABOLIC_PROCESS GO_PYRIMIDINE_RIBONUCLEOSIDE_METABOLIC_PROCESS 28 0.468805 1.496721 0.0453564 0.153288 0.997 2400tags=25%, list=11%, signal=28%

GO_REGULATION_OF_INTERLEUKIN_13_PRODUCTION GO_REGULATION_OF_INTERLEUKIN_13_PRODUCTION 17 0.526903 1.494666 0.0420842 0.155014 0.997 4684tags=59%, list=22%, signal=75%

GO_ROUGH_ENDOPLASMIC_RETICULUM_MEMBRANE GO_ROUGH_ENDOPLASMIC_RETICULUM_MEMBRANE 20 0.468773 1.494542 0.0737705 0.154939 0.997 2431tags=40%, list=11%, signal=45%

GO_NEGATIVE_REGULATION_OF_PROTEOLYSIS GO_NEGATIVE_REGULATION_OF_PROTEOLYSIS 312 0.370244 1.49384 0.0324428 0.155411 0.997 3353tags=27%, list=16%, signal=31%

GO_GLUCOSE_6_PHOSPHATE_METABOLIC_PROCESS GO_GLUCOSE_6_PHOSPHATE_METABOLIC_PROCESS 21 0.518723 1.493725 0.0773585 0.155325 0.997 7328tags=57%, list=34%, signal=87%

GO_BETA_1_3_GALACTOSYLTRANSFERASE_ACTIVITY GO_BETA_1_3_GALACTOSYLTRANSFERASE_ACTIVITY 15 0.566504 1.493087 0.0623782 0.155765 0.997 909tags=33%, list=4%, signal=35%

GO_NEGATIVE_REGULATION_OF_REACTIVE_OXYGEN_SPECIES_BIOSYNTHETIC_PROCESSGO_NEGATIVE_REGULATION_OF_REACTIVE_OXYGEN_SPECIES_BIOSYNTHETIC_PROCESS 16 0.580086 1.492405 0.0659134 0.156225 0.997 4275tags=69%, list=20%, signal=86%

GO_POSITIVE_REGULATION_OF_FAT_CELL_DIFFERENTIATION GO_POSITIVE_REGULATION_OF_FAT_CELL_DIFFERENTIATION 47 0.434991 1.492126 0.0511364 0.156272 0.997 4160tags=40%, list=19%, signal=50%

GO_POSITIVE_REGULATION_OF_RESPONSE_TO_BIOTIC_STIMULUSGO_POSITIVE_REGULATION_OF_RESPONSE_TO_BIOTIC_STIMULUS 41 0.464899 1.490835 0.0585938 0.15729 0.997 2825tags=34%, list=13%, signal=39%

GO_POSITIVE_REGULATION_OF_OXIDOREDUCTASE_ACTIVITY GO_POSITIVE_REGULATION_OF_OXIDOREDUCTASE_ACTIVITY 46 0.412196 1.490677 0.0419162 0.157237 0.997 3122tags=26%, list=15%, signal=30%

GO_NEGATIVE_REGULATION_OF_HYDROLASE_ACTIVITY GO_NEGATIVE_REGULATION_OF_HYDROLASE_ACTIVITY 377 0.358628 1.490455 0.0340909 0.157273 0.997 2793tags=25%, list=13%, signal=28%

GO_NEGATIVE_REGULATION_OF_ENDOTHELIAL_CELL_APOPTOTIC_PROCESSGO_NEGATIVE_REGULATION_OF_ENDOTHELIAL_CELL_APOPTOTIC_PROCESS 27 0.509225 1.489532 0.0567108 0.157925 0.997 4710tags=48%, list=22%, signal=62%

GO_NEGATIVE_REGULATION_OF_BLOOD_PRESSURE GO_NEGATIVE_REGULATION_OF_BLOOD_PRESSURE 42 0.460661 1.487816 0.0231214 0.159367 0.997 3041tags=31%, list=14%, signal=36%

GO_POSITIVE_REGULATION_OF_VASCULAR_ENDOTHELIAL_GROWTH_FACTOR_RECEPTOR_SIGNALING_PATHWAYGO_POSITIVE_REGULATION_OF_VASCULAR_ENDOTHELIAL_GROWTH_FACTOR_RECEPTOR_SIGNALING_PATHWAY 15 0.566799 1.487019 0.0600375 0.159923 0.997 5371tags=60%, list=25%, signal=80%

GO_POSITIVE_REGULATION_OF_PROTEIN_IMPORT GO_POSITIVE_REGULATION_OF_PROTEIN_IMPORT 101 0.389087 1.48695 0.0444015 0.159783 0.997 3347tags=36%, list=16%, signal=42%

GO_PROTEIN_HETEROOLIGOMERIZATION GO_PROTEIN_HETEROOLIGOMERIZATION 108 0.408564 1.486477 0.0457143 0.160047 0.997 2511tags=26%, list=12%, signal=29%

GO_TRANSITION_METAL_ION_HOMEOSTASIS GO_TRANSITION_METAL_ION_HOMEOSTASIS 103 0.40218 1.486201 0.0704501 0.160112 0.997 3182tags=27%, list=15%, signal=32%

GO_MEMBRANE_PROTEIN_INTRACELLULAR_DOMAIN_PROTEOLYSISGO_MEMBRANE_PROTEIN_INTRACELLULAR_DOMAIN_PROTEOLYSIS 16 0.544585 1.486075 0.0621469 0.160028 0.997 3864tags=38%, list=18%, signal=46%

GO_POSITIVE_REGULATION_OF_DNA_RECOMBINATION GO_POSITIVE_REGULATION_OF_DNA_RECOMBINATION 18 0.559385 1.485343 0.0559846 0.160564 0.997 3238tags=50%, list=15%, signal=59%

GO_POSITIVE_REGULATION_OF_ERBB_SIGNALING_PATHWAY GO_POSITIVE_REGULATION_OF_ERBB_SIGNALING_PATHWAY 36 0.430147 1.485022 0.0355731 0.160661 0.997 2866tags=25%, list=13%, signal=29%

GO_POSITIVE_REGULATION_OF_T_CELL_APOPTOTIC_PROCESS GO_POSITIVE_REGULATION_OF_T_CELL_APOPTOTIC_PROCESS 15 0.605778 1.482411 0.0956848 0.163152 0.998 1267tags=33%, list=6%, signal=35%

GO_INACTIVATION_OF_MAPK_ACTIVITY GO_INACTIVATION_OF_MAPK_ACTIVITY 26 0.470152 1.481797 0.0725191 0.163578 0.998 2801tags=38%, list=13%, signal=44%

GO_PLATELET_DENSE_GRANULE GO_PLATELET_DENSE_GRANULE 20 0.49798 1.480443 0.0606061 0.164733 0.998 1905tags=25%, list=9%, signal=27%

GO_AMINE_CATABOLIC_PROCESS GO_AMINE_CATABOLIC_PROCESS 21 0.493366 1.479714 0.0470348 0.165294 0.998 1626tags=24%, list=8%, signal=26%

GO_NEGATIVE_REGULATION_OF_SIGNAL_TRANSDUCTION_IN_ABSENCE_OF_LIGANDGO_NEGATIVE_REGULATION_OF_SIGNAL_TRANSDUCTION_IN_ABSENCE_OF_LIGAND 31 0.463656 1.479628 0.0400763 0.165181 0.998 1952tags=29%, list=9%, signal=32%

GO_REGULATION_OF_RECEPTOR_BINDING GO_REGULATION_OF_RECEPTOR_BINDING 17 0.513997 1.477847 0.0507813 0.166733 0.998 1724tags=35%, list=8%, signal=38%

GO_BLOOD_VESSEL_REMODELING GO_BLOOD_VESSEL_REMODELING 30 0.510492 1.477268 0.0737864 0.167101 0.998 2696tags=37%, list=13%, signal=42%

GO_B_CELL_PROLIFERATION GO_B_CELL_PROLIFERATION 37 0.568881 1.476342 0.083499 0.167851 0.999 1856tags=32%, list=9%, signal=35%

GO_NEGATIVE_REGULATION_OF_ERK1_AND_ERK2_CASCADE GO_NEGATIVE_REGULATION_OF_ERK1_AND_ERK2_CASCADE 50 0.419435 1.476192 0.0615079 0.167778 0.999 1810tags=28%, list=8%, signal=31%

GO_PEPTIDE_CROSS_LINKING GO_PEPTIDE_CROSS_LINKING 56 0.551363 1.474948 0.1054688 0.168873 0.999 6785tags=59%, list=32%, signal=86%

GO_REGULATION_OF_CYTOSOLIC_CALCIUM_ION_CONCENTRATIONGO_REGULATION_OF_CYTOSOLIC_CALCIUM_ION_CONCENTRATION 198 0.387947 1.473877 0.0401606 0.169716 0.999 2719tags=29%, list=13%, signal=33%

GO_POSITIVE_REGULATION_OF_MYELOID_LEUKOCYTE_MEDIATED_IMMUNITYGO_POSITIVE_REGULATION_OF_MYELOID_LEUKOCYTE_MEDIATED_IMMUNITY 17 0.582572 1.471813 0.09375 0.171603 0.999 2782tags=53%, list=13%, signal=61%

GO_ACROSOMAL_MEMBRANE GO_ACROSOMAL_MEMBRANE 21 0.511563 1.471349 0.0645161 0.171863 0.999 4062tags=52%, list=19%, signal=65%

GO_REGULATION_OF_DEFENSE_RESPONSE_TO_VIRUS_BY_HOSTGO_REGULATION_OF_DEFENSE_RESPONSE_TO_VIRUS_BY_HOST 127 0.367424 1.470527 0.0286807 0.172509 0.999 2738tags=24%, list=13%, signal=28%

GO_MODULATION_BY_SYMBIONT_OF_HOST_CELLULAR_PROCESSGO_MODULATION_BY_SYMBIONT_OF_HOST_CELLULAR_PROCESS 28 0.468235 1.468002 0.0788955 0.174971 0.999 2370tags=29%, list=11%, signal=32%

GO_CELLULAR_CARBOHYDRATE_BIOSYNTHETIC_PROCESS GO_CELLULAR_CARBOHYDRATE_BIOSYNTHETIC_PROCESS 51 0.413429 1.467971 0.0618956 0.17479 0.999 3924tags=33%, list=18%, signal=41%

GO_COP9_SIGNALOSOME GO_COP9_SIGNALOSOME 30 0.44085 1.467016 0.0711462 0.175621 0.999 1902tags=23%, list=9%, signal=26%

GO_UDP_GALACTOSYLTRANSFERASE_ACTIVITY GO_UDP_GALACTOSYLTRANSFERASE_ACTIVITY 28 0.471603 1.466244 0.0615385 0.176164 0.999 1702tags=32%, list=8%, signal=35%

GO_SULFURIC_ESTER_HYDROLASE_ACTIVITY GO_SULFURIC_ESTER_HYDROLASE_ACTIVITY 17 0.601364 1.46373 0.0997921 0.178548 0.999 3522tags=53%, list=16%, signal=63%

GO_DIVALENT_INORGANIC_CATION_HOMEOSTASIS GO_DIVALENT_INORGANIC_CATION_HOMEOSTASIS 334 0.367796 1.463232 0.0344168 0.178875 0.999 2719tags=26%, list=13%, signal=29%

GO_HOMEOSTASIS_OF_NUMBER_OF_CELLS GO_HOMEOSTASIS_OF_NUMBER_OF_CELLS 172 0.353162 1.463079 0.0311891 0.178827 0.999 3674tags=33%, list=17%, signal=39%

GO_REGULATION_OF_HYDROGEN_PEROXIDE_METABOLIC_PROCESSGO_REGULATION_OF_HYDROGEN_PEROXIDE_METABOLIC_PROCESS 15 0.522995 1.462952 0.0673077 0.178735 0.999 2836tags=40%, list=13%, signal=46%

GO_KERATAN_SULFATE_BIOSYNTHETIC_PROCESS GO_KERATAN_SULFATE_BIOSYNTHETIC_PROCESS 27 0.511283 1.462643 0.0828402 0.178844 0.999 5236tags=52%, list=24%, signal=68%

GO_RESPONSE_TO_OSMOTIC_STRESS GO_RESPONSE_TO_OSMOTIC_STRESS 60 0.437388 1.461554 0.0475285 0.179837 0.999 815tags=18%, list=4%, signal=19%

GO_MACROMOLECULAR_COMPLEX_REMODELING GO_MACROMOLECULAR_COMPLEX_REMODELING 23 0.512788 1.460847 0.055794 0.180386 0.999 4984tags=48%, list=23%, signal=62%

GO_RECEPTOR_MEDIATED_ENDOCYTOSIS GO_RECEPTOR_MEDIATED_ENDOCYTOSIS 206 0.362093 1.458903 0.0431373 0.182222 0.999 2510tags=26%, list=12%, signal=29%

GO_T_CELL_LINEAGE_COMMITMENT GO_T_CELL_LINEAGE_COMMITMENT 15 0.55426 1.457875 0.043222 0.183079 0.999 4275tags=53%, list=20%, signal=67%

GO_GOLGI_LUMEN GO_GOLGI_LUMEN 88 0.435608 1.456237 0.078 0.184633 0.999 4871tags=44%, list=23%, signal=57%

GO_RESPONSE_TO_INORGANIC_SUBSTANCE GO_RESPONSE_TO_INORGANIC_SUBSTANCE 472 0.322059 1.45502 0.0130597 0.185737 0.999 3009tags=24%, list=14%, signal=27%

GO_GROWTH_FACTOR_RECEPTOR_BINDING GO_GROWTH_FACTOR_RECEPTOR_BINDING 126 0.392929 1.451436 0.0485075 0.189523 0.999 3921tags=34%, list=18%, signal=41%

GO_APOPTOTIC_PROCESS_INVOLVED_IN_DEVELOPMENT GO_APOPTOTIC_PROCESS_INVOLVED_IN_DEVELOPMENT 21 0.482074 1.450491 0.0711462 0.190338 0.999 1634tags=29%, list=8%, signal=31%

GO_NEGATIVE_REGULATION_OF_SEQUENCE_SPECIFIC_DNA_BINDING_TRANSCRIPTION_FACTOR_ACTIVITYGO_NEGATIVE_REGULATION_OF_SEQUENCE_SPECIFIC_DNA_BINDING_TRANSCRIPTION_FACTOR_ACTIVITY 128 0.348057 1.449983 0.0425532 0.190657 0.999 3263tags=31%, list=15%, signal=37%

GO_NEGATIVE_REGULATION_OF_INTRINSIC_APOPTOTIC_SIGNALING_PATHWAYGO_NEGATIVE_REGULATION_OF_INTRINSIC_APOPTOTIC_SIGNALING_PATHWAY 85 0.390174 1.449697 0.0658915 0.190738 0.999 2178tags=22%, list=10%, signal=25%

GO_POSITIVE_REGULATION_OF_CELL_SUBSTRATE_ADHESION GO_POSITIVE_REGULATION_OF_CELL_SUBSTRATE_ADHESION 97 0.389617 1.449129 0.0535373 0.191113 0.999 3596tags=33%, list=17%, signal=39%

GO_GALACTOSYLTRANSFERASE_ACTIVITY GO_GALACTOSYLTRANSFERASE_ACTIVITY 33 0.446817 1.448979 0.0806142 0.191033 0.999 1955tags=30%, list=9%, signal=33%

GO_POSITIVE_REGULATION_OF_NATURAL_KILLER_CELL_MEDIATED_IMMUNITYGO_POSITIVE_REGULATION_OF_NATURAL_KILLER_CELL_MEDIATED_IMMUNITY 21 0.517539 1.448634 0.0864979 0.191152 0.999 4918tags=57%, list=23%, signal=74%

GO_POLYSACCHARIDE_BINDING GO_POLYSACCHARIDE_BINDING 20 0.519517 1.444777 0.0601202 0.195088 0.999 2410tags=30%, list=11%, signal=34%

GO_REGULATION_OF_EXTRINSIC_APOPTOTIC_SIGNALING_PATHWAY_IN_ABSENCE_OF_LIGANDGO_REGULATION_OF_EXTRINSIC_APOPTOTIC_SIGNALING_PATHWAY_IN_ABSENCE_OF_LIGAND 45 0.422304 1.444558 0.0403071 0.195116 0.999 1952tags=27%, list=9%, signal=29%

GO_REGULATION_OF_ERBB_SIGNALING_PATHWAY GO_REGULATION_OF_ERBB_SIGNALING_PATHWAY 80 0.403362 1.444533 0.045283 0.194912 0.999 2420tags=26%, list=11%, signal=29%

GO_NEGATIVE_REGULATION_OF_RELEASE_OF_CYTOCHROME_C_FROM_MITOCHONDRIAGO_NEGATIVE_REGULATION_OF_RELEASE_OF_CYTOCHROME_C_FROM_MITOCHONDRIA 17 0.475958 1.444099 0.0618557 0.195147 0.999 3202tags=47%, list=15%, signal=55%

GO_REGULATION_OF_GASTRULATION GO_REGULATION_OF_GASTRULATION 32 0.488283 1.443847 0.0780952 0.1952 0.999 1825tags=28%, list=8%, signal=31%

GO_INNATE_IMMUNE_RESPONSE_ACTIVATING_CELL_SURFACE_RECEPTOR_SIGNALING_PATHWAYGO_INNATE_IMMUNE_RESPONSE_ACTIVATING_CELL_SURFACE_RECEPTOR_SIGNALING_PATHWAY 104 0.368984 1.443434 0.104 0.195432 0.999 2826tags=24%, list=13%, signal=28%

GO_REGULATION_OF_NIK_NF_KAPPAB_SIGNALING GO_REGULATION_OF_NIK_NF_KAPPAB_SIGNALING 40 0.452741 1.443248 0.0647619 0.195385 0.999 2082tags=30%, list=10%, signal=33%

GO_POSITIVE_REGULATION_OF_CALCIUM_MEDIATED_SIGNALINGGO_POSITIVE_REGULATION_OF_CALCIUM_MEDIATED_SIGNALING 36 0.453179 1.442719 0.061753 0.195763 0.999 3596tags=44%, list=17%, signal=53%

GO_ANCHORING_JUNCTION GO_ANCHORING_JUNCTION 481 0.342813 1.441673 0.0878505 0.196676 0.999 3292tags=28%, list=15%, signal=32%

GO_AMINOGLYCAN_BIOSYNTHETIC_PROCESS GO_AMINOGLYCAN_BIOSYNTHETIC_PROCESS 105 0.397703 1.440938 0.0758755 0.197294 0.999 3663tags=39%, list=17%, signal=47%

GO_POSITIVE_REGULATION_OF_CALCIUM_ION_TRANSPORT GO_POSITIVE_REGULATION_OF_CALCIUM_ION_TRANSPORT 104 0.39542 1.440762 0.0516252 0.197239 0.999 3250tags=35%, list=15%, signal=41%

GO_CELLULAR_IRON_ION_HOMEOSTASIS GO_CELLULAR_IRON_ION_HOMEOSTASIS 43 0.411926 1.43965 0.0504202 0.198218 0.999 4461tags=37%, list=21%, signal=47%

GO_REGULATION_OF_ENDOPLASMIC_RETICULUM_UNFOLDED_PROTEIN_RESPONSEGO_REGULATION_OF_ENDOPLASMIC_RETICULUM_UNFOLDED_PROTEIN_RESPONSE 27 0.445807 1.439583 0.108 0.198056 0.999 1902tags=30%, list=9%, signal=32%

GO_PYRIDINE_NUCLEOTIDE_BIOSYNTHETIC_PROCESS GO_PYRIDINE_NUCLEOTIDE_BIOSYNTHETIC_PROCESS 16 0.545833 1.439244 0.0888889 0.19816 0.999 3638tags=56%, list=17%, signal=68%

GO_NEGATIVE_REGULATION_OF_SIGNAL_TRANSDUCTION_BY_P53_CLASS_MEDIATORGO_NEGATIVE_REGULATION_OF_SIGNAL_TRANSDUCTION_BY_P53_CLASS_MEDIATOR 26 0.47163 1.438942 0.0813954 0.198249 0.999 1356tags=31%, list=6%, signal=33%

GO_VITAMIN_TRANSPORTER_ACTIVITY GO_VITAMIN_TRANSPORTER_ACTIVITY 19 0.50997 1.438842 0.0794297 0.19814 0.999 5108tags=47%, list=24%, signal=62%

GO_RESPONSE_TO_AXON_INJURY GO_RESPONSE_TO_AXON_INJURY 46 0.383295 1.438821 0.046371 0.197935 0.999 2724tags=30%, list=13%, signal=35%

GO_FATTY_ACID_DERIVATIVE_METABOLIC_PROCESS GO_FATTY_ACID_DERIVATIVE_METABOLIC_PROCESS 91 0.402163 1.438694 0.0484848 0.197837 0.999 3956tags=32%, list=18%, signal=39%

GO_OSSIFICATION GO_OSSIFICATION 243 0.355247 1.438385 0.0529301 0.197943 0.999 2866tags=27%, list=13%, signal=31%

GO_GTP_DEPENDENT_PROTEIN_BINDING GO_GTP_DEPENDENT_PROTEIN_BINDING 17 0.50852 1.437714 0.0799257 0.198481 0.999 767tags=24%, list=4%, signal=24%

GO_VITAMIN_TRANSPORT GO_VITAMIN_TRANSPORT 29 0.476698 1.437387 0.0526316 0.198611 0.999 2687tags=34%, list=13%, signal=39%

GO_RESPONSE_TO_TRANSITION_METAL_NANOPARTICLE GO_RESPONSE_TO_TRANSITION_METAL_NANOPARTICLE 147 0.36021 1.437214 0.032 0.19857 0.999 3005tags=26%, list=14%, signal=30%

GO_INORGANIC_ION_IMPORT_INTO_CELL GO_INORGANIC_ION_IMPORT_INTO_CELL 15 0.601772 1.437149 0.1060291 0.198408 0.999 4795tags=60%, list=22%, signal=77%

GO_REGULATION_OF_MONOOXYGENASE_ACTIVITY GO_REGULATION_OF_MONOOXYGENASE_ACTIVITY 57 0.374152 1.436528 0.0344828 0.198936 0.999 3122tags=30%, list=15%, signal=35%

GO_RESPONSE_TO_FATTY_ACID GO_RESPONSE_TO_FATTY_ACID 80 0.394233 1.43556 0.0501859 0.199825 0.999 2928tags=29%, list=14%, signal=33%

GO_REGULATION_OF_SMOOTH_MUSCLE_CELL_PROLIFERATIONGO_REGULATION_OF_SMOOTH_MUSCLE_CELL_PROLIFERATION 98 0.3801 1.435519 0.0617761 0.199636 0.999 3122tags=34%, list=15%, signal=39%

GO_RESPONSE_TO_ACIDIC_PH GO_RESPONSE_TO_ACIDIC_PH 17 0.537449 1.434499 0.0965795 0.200577 0.999 3320tags=47%, list=15%, signal=56%

GO_POSITIVE_REGULATION_OF_CYTOPLASMIC_TRANSPORT GO_POSITIVE_REGULATION_OF_CYTOPLASMIC_TRANSPORT 272 0.315907 1.434031 0.0450281 0.200863 0.999 3370tags=28%, list=16%, signal=33%

GO_REGULATION_OF_LIPASE_ACTIVITY GO_REGULATION_OF_LIPASE_ACTIVITY 80 0.398851 1.4331 0.0605469 0.201678 0.999 3039tags=34%, list=14%, signal=39%

GO_MODULATION_BY_HOST_OF_VIRAL_PROCESS GO_MODULATION_BY_HOST_OF_VIRAL_PROCESS 18 0.464372 1.432207 0.0825336 0.202387 0.999 2474tags=28%, list=12%, signal=31%

GO_REGULATION_OF_STAT_CASCADE GO_REGULATION_OF_STAT_CASCADE 140 0.380703 1.431417 0.0540541 0.203093 0.999 3117tags=29%, list=15%, signal=34%

GO_IRON_ION_TRANSPORT GO_IRON_ION_TRANSPORT 56 0.368546 1.431169 0.0809793 0.203132 0.999 4309tags=34%, list=20%, signal=42%

GO_RESPONSE_TO_THYROID_HORMONE GO_RESPONSE_TO_THYROID_HORMONE 22 0.493994 1.430916 0.0833333 0.203192 0.999 5015tags=45%, list=23%, signal=59%

GO_MICROVILLUS_MEMBRANE GO_MICROVILLUS_MEMBRANE 17 0.523119 1.430692 0.0852391 0.203214 0.999 1350tags=24%, list=6%, signal=25%

GO_METALLOAMINOPEPTIDASE_ACTIVITY GO_METALLOAMINOPEPTIDASE_ACTIVITY 15 0.504173 1.430389 0.0968992 0.203312 0.999 2336tags=27%, list=11%, signal=30%

GO_POSITIVE_REGULATION_OF_CELL_MATRIX_ADHESION GO_POSITIVE_REGULATION_OF_CELL_MATRIX_ADHESION 39 0.433691 1.43025 0.0813954 0.203228 0.999 4785tags=51%, list=22%, signal=66%

GO_SALIVARY_GLAND_DEVELOPMENT GO_SALIVARY_GLAND_DEVELOPMENT 32 0.463251 1.429933 0.0722656 0.203335 0.999 3457tags=44%, list=16%, signal=52%

GO_METALLOENDOPEPTIDASE_ACTIVITY GO_METALLOENDOPEPTIDASE_ACTIVITY 106 0.395675 1.429397 0.0810811 0.2037 0.999 3491tags=31%, list=16%, signal=37%

GO_MODIFICATION_OF_MORPHOLOGY_OR_PHYSIOLOGY_OF_OTHER_ORGANISMGO_MODIFICATION_OF_MORPHOLOGY_OR_PHYSIOLOGY_OF_OTHER_ORGANISM 98 0.37092 1.429226 0.0537428 0.203662 0.999 3145tags=29%, list=15%, signal=33%

GO_AMINO_SUGAR_METABOLIC_PROCESS GO_AMINO_SUGAR_METABOLIC_PROCESS 40 0.428462 1.429048 0.0767677 0.203621 0.999 1878tags=28%, list=9%, signal=30%

GO_INTRAMOLECULAR_OXIDOREDUCTASE_ACTIVITY GO_INTRAMOLECULAR_OXIDOREDUCTASE_ACTIVITY 51 0.385311 1.428958 0.0876494 0.203505 0.999 3224tags=35%, list=15%, signal=41%

GO_REGULATION_OF_SMOOTH_MUSCLE_CELL_MIGRATION GO_REGULATION_OF_SMOOTH_MUSCLE_CELL_MIGRATION 48 0.453732 1.425859 0.1104651 0.206812 0.999 3117tags=38%, list=15%, signal=44%

GO_MESODERMAL_CELL_DIFFERENTIATION GO_MESODERMAL_CELL_DIFFERENTIATION 26 0.494993 1.425643 0.0990291 0.206832 0.999 5354tags=58%, list=25%, signal=77%

GO_PYRIMIDINE_NUCLEOSIDE_METABOLIC_PROCESS GO_PYRIMIDINE_NUCLEOSIDE_METABOLIC_PROCESS 46 0.406794 1.425537 0.0694737 0.206706 0.999 2575tags=24%, list=12%, signal=27%

GO_MYD88_INDEPENDENT_TOLL_LIKE_RECEPTOR_SIGNALING_PATHWAYGO_MYD88_INDEPENDENT_TOLL_LIKE_RECEPTOR_SIGNALING_PATHWAY 30 0.486642 1.425523 0.1252485 0.206492 0.999 3868tags=40%, list=18%, signal=49%

GO_CELLULAR_RESPONSE_TO_ABIOTIC_STIMULUS GO_CELLULAR_RESPONSE_TO_ABIOTIC_STIMULUS 250 0.326679 1.424482 0.0419708 0.207491 0.999 3250tags=27%, list=15%, signal=31%

GO_NEGATIVE_REGULATION_OF_ENDOTHELIAL_CELL_MIGRATIONGO_NEGATIVE_REGULATION_OF_ENDOTHELIAL_CELL_MIGRATION 38 0.430064 1.42381 0.1141199 0.208045 0.999 2396tags=26%, list=11%, signal=30%

GO_INTRINSIC_COMPONENT_OF_ENDOPLASMIC_RETICULUM_MEMBRANEGO_INTRINSIC_COMPONENT_OF_ENDOPLASMIC_RETICULUM_MEMBRANE 120 0.362072 1.423788 0.1143984 0.207851 0.999 4447tags=38%, list=21%, signal=47%

GO_CELLULAR_RESPONSE_TO_ZINC_ION GO_CELLULAR_RESPONSE_TO_ZINC_ION 16 0.604762 1.423488 0.1172962 0.207954 0.999 2333tags=50%, list=11%, signal=56%

GO_CELLULAR_RESPONSE_TO_LIPID GO_CELLULAR_RESPONSE_TO_LIPID 436 0.327726 1.422883 0.0442804 0.208349 0.999 3002tags=25%, list=14%, signal=28%

GO_REGULATION_OF_PROTEIN_IMPORT GO_REGULATION_OF_PROTEIN_IMPORT 176 0.335002 1.422801 0.0576208 0.208238 0.999 3347tags=31%, list=16%, signal=37%

GO_REGULATION_OF_FAT_CELL_DIFFERENTIATION GO_REGULATION_OF_FAT_CELL_DIFFERENTIATION 101 0.357843 1.421157 0.0437262 0.209949 0.999 4224tags=35%, list=20%, signal=43%

GO_NEGATIVE_REGULATION_OF_TRANSPORT GO_NEGATIVE_REGULATION_OF_TRANSPORT 439 0.311687 1.420376 0.0218579 0.210632 0.999 3123tags=26%, list=15%, signal=30%

GO_POSITIVE_REGULATION_OF_INTRINSIC_APOPTOTIC_SIGNALING_PATHWAYGO_POSITIVE_REGULATION_OF_INTRINSIC_APOPTOTIC_SIGNALING_PATHWAY 50 0.415268 1.420308 0.0910973 0.210467 0.999 2675tags=28%, list=12%, signal=32%

GO_PHOSPHATIDYLSERINE_METABOLIC_PROCESS GO_PHOSPHATIDYLSERINE_METABOLIC_PROCESS 28 0.440948 1.42001 0.07431 0.21059 0.999 5847tags=50%, list=27%, signal=69%

GO_REGULATED_EXOCYTOSIS GO_REGULATED_EXOCYTOSIS 215 0.372686 1.419758 0.0613861 0.210638 0.999 2261tags=26%, list=11%, signal=28%

GO_CELLULAR_RESPONSE_TO_AMINO_ACID_STIMULUS GO_CELLULAR_RESPONSE_TO_AMINO_ACID_STIMULUS 48 0.407781 1.419607 0.0923913 0.210583 0.999 2087tags=29%, list=10%, signal=32%

GO_REGULATION_OF_LIPID_STORAGE GO_REGULATION_OF_LIPID_STORAGE 40 0.443673 1.419029 0.076 0.211017 0.999 3122tags=35%, list=15%, signal=41%

GO_MORPHOGENESIS_OF_A_BRANCHING_STRUCTURE GO_MORPHOGENESIS_OF_A_BRANCHING_STRUCTURE 164 0.369492 1.41777 0.0662983 0.212232 0.999 3457tags=32%, list=16%, signal=38%

GO_RESPONSE_TO_PLATELET_DERIVED_GROWTH_FACTOR GO_RESPONSE_TO_PLATELET_DERIVED_GROWTH_FACTOR 18 0.545959 1.417289 0.1189591 0.212548 0.999 1259tags=33%, list=6%, signal=35%

GO_NEGATIVE_REGULATION_OF_HOMEOSTATIC_PROCESS GO_NEGATIVE_REGULATION_OF_HOMEOSTATIC_PROCESS 121 0.343384 1.417123 0.0558767 0.212502 0.999 3078tags=28%, list=14%, signal=33%

GO_REGULATION_OF_VASCULAR_ENDOTHELIAL_GROWTH_FACTOR_RECEPTOR_SIGNALING_PATHWAYGO_REGULATION_OF_VASCULAR_ENDOTHELIAL_GROWTH_FACTOR_RECEPTOR_SIGNALING_PATHWAY 26 0.493691 1.415172 0.1197719 0.214462 0.999 5832tags=58%, list=27%, signal=79%

GO_PHAGOCYTOSIS_RECOGNITION GO_PHAGOCYTOSIS_RECOGNITION 15 0.540066 1.414229 0.1100386 0.215325 0.999 5340tags=67%, list=25%, signal=89%

GO_EMBRYONIC_PLACENTA_DEVELOPMENT GO_EMBRYONIC_PLACENTA_DEVELOPMENT 81 0.373427 1.414171 0.0533333 0.215168 0.999 2381tags=23%, list=11%, signal=26%

GO_CARBOHYDRATE_TRANSMEMBRANE_TRANSPORT GO_CARBOHYDRATE_TRANSMEMBRANE_TRANSPORT 23 0.471861 1.412765 0.064833 0.216567 0.999 4345tags=43%, list=20%, signal=54%

GO_ANTIGEN_PROCESSING_AND_PRESENTATION_VIA_MHC_CLASS_IBGO_ANTIGEN_PROCESSING_AND_PRESENTATION_VIA_MHC_CLASS_IB 15 0.558553 1.412754 0.0926641 0.216341 0.999 2803tags=47%, list=13%, signal=54%

GO_NEGATIVE_REGULATION_OF_DEFENSE_RESPONSE_TO_VIRUSGO_NEGATIVE_REGULATION_OF_DEFENSE_RESPONSE_TO_VIRUS 18 0.493229 1.412427 0.0929293 0.216468 0.999 1327tags=22%, list=6%, signal=24%

GO_DISRUPTION_OF_CELLS_OF_OTHER_ORGANISM GO_DISRUPTION_OF_CELLS_OF_OTHER_ORGANISM 25 0.530049 1.41129 0.1129032 0.217594 0.999 4353tags=40%, list=20%, signal=50%

GO_REVERSE_CHOLESTEROL_TRANSPORT GO_REVERSE_CHOLESTEROL_TRANSPORT 16 0.51331 1.411064 0.0895833 0.217593 0.999 7209tags=56%, list=34%, signal=85%

GO_REGULATION_OF_PHOSPHOLIPASE_ACTIVITY GO_REGULATION_OF_PHOSPHOLIPASE_ACTIVITY 62 0.420706 1.409563 0.0880626 0.219142 0.999 3039tags=35%, list=14%, signal=41%

GO_RESPONSE_TO_INTERFERON_ALPHA GO_RESPONSE_TO_INTERFERON_ALPHA 20 0.57253 1.408807 0.1338583 0.219797 0.999 2696tags=45%, list=13%, signal=51%

GO_POSITIVE_REGULATION_OF_INTERFERON_BETA_PRODUCTIONGO_POSITIVE_REGULATION_OF_INTERFERON_BETA_PRODUCTION 29 0.483016 1.408332 0.1282565 0.220128 0.999 4176tags=45%, list=19%, signal=56%

GO_CARBOXYPEPTIDASE_ACTIVITY GO_CARBOXYPEPTIDASE_ACTIVITY 40 0.441691 1.40792 0.0728347 0.220356 0.999 4106tags=40%, list=19%, signal=49%

GO_CYSTEINE_TYPE_ENDOPEPTIDASE_ACTIVITY GO_CYSTEINE_TYPE_ENDOPEPTIDASE_ACTIVITY 82 0.381218 1.407683 0.0662768 0.220395 0.999 4321tags=38%, list=20%, signal=47%

GO_INTRINSIC_APOPTOTIC_SIGNALING_PATHWAY_IN_RESPONSE_TO_DNA_DAMAGE_BY_P53_CLASS_MEDIATORGO_INTRINSIC_APOPTOTIC_SIGNALING_PATHWAY_IN_RESPONSE_TO_DNA_DAMAGE_BY_P53_CLASS_MEDIATOR 27 0.453536 1.406983 0.1087786 0.220968 1 1871tags=33%, list=9%, signal=36%

GO_REGULATION_OF_NITRIC_OXIDE_SYNTHASE_ACTIVITY GO_REGULATION_OF_NITRIC_OXIDE_SYNTHASE_ACTIVITY 46 0.381547 1.406551 0.064695 0.221223 1 2368tags=26%, list=11%, signal=29%

GO_ENDOLYSOSOME GO_ENDOLYSOSOME 16 0.557228 1.406543 0.1327103 0.220987 1 2979tags=50%, list=14%, signal=58%

GO_SKELETAL_MUSCLE_TISSUE_REGENERATION GO_SKELETAL_MUSCLE_TISSUE_REGENERATION 26 0.445409 1.406388 0.061753 0.220931 1 3518tags=31%, list=16%, signal=37%

GO_RESPONSE_TO_GONADOTROPIN GO_RESPONSE_TO_GONADOTROPIN 26 0.45558 1.405962 0.0898876 0.221199 1 1768tags=27%, list=8%, signal=29%

GO_POSITIVE_REGULATION_OF_PROTEOLYSIS GO_POSITIVE_REGULATION_OF_PROTEOLYSIS 350 0.30873 1.405871 0.0830116 0.221078 1 3035tags=21%, list=14%, signal=24%

GO_MACROPHAGE_DIFFERENTIATION GO_MACROPHAGE_DIFFERENTIATION 17 0.51941 1.405764 0.0927022 0.220961 1 2843tags=47%, list=13%, signal=54%

GO_REGULATION_OF_MITOCHONDRION_ORGANIZATION GO_REGULATION_OF_MITOCHONDRION_ORGANIZATION 204 0.287981 1.405134 0.05 0.221416 1 2554tags=20%, list=12%, signal=22%

GO_RESPONSE_TO_TOXIC_SUBSTANCE GO_RESPONSE_TO_TOXIC_SUBSTANCE 229 0.307405 1.404008 0.0275735 0.222436 1 3250tags=26%, list=15%, signal=30%

GO_PLASMA_LIPOPROTEIN_PARTICLE_CLEARANCE GO_PLASMA_LIPOPROTEIN_PARTICLE_CLEARANCE 21 0.489995 1.403674 0.0979592 0.222602 1 2344tags=33%, list=11%, signal=37%

GO_METALLOPEPTIDASE_ACTIVITY GO_METALLOPEPTIDASE_ACTIVITY 180 0.359167 1.403022 0.0650888 0.223095 1 4321tags=33%, list=20%, signal=41%

GO_HIGH_DENSITY_LIPOPROTEIN_PARTICLE_REMODELING GO_HIGH_DENSITY_LIPOPROTEIN_PARTICLE_REMODELING 15 0.521886 1.402861 0.0932203 0.22303 1 7209tags=60%, list=34%, signal=90%

GO_METALLOEXOPEPTIDASE_ACTIVITY GO_METALLOEXOPEPTIDASE_ACTIVITY 52 0.399507 1.402328 0.0522088 0.2234 1 3959tags=33%, list=18%, signal=40%

GO_NEGATIVE_REGULATION_OF_MAP_KINASE_ACTIVITY GO_NEGATIVE_REGULATION_OF_MAP_KINASE_ACTIVITY 71 0.389715 1.401938 0.0931099 0.223606 1 2887tags=34%, list=13%, signal=39%

GO_EXOCYTOSIS GO_EXOCYTOSIS 301 0.337518 1.401393 0.0670498 0.224017 1 2261tags=23%, list=11%, signal=25%

GO_REGULATION_OF_NUCLEASE_ACTIVITY GO_REGULATION_OF_NUCLEASE_ACTIVITY 23 0.460681 1.40067 0.0938124 0.224629 1 2904tags=39%, list=14%, signal=45%

GO_LABYRINTHINE_LAYER_DEVELOPMENT GO_LABYRINTHINE_LAYER_DEVELOPMENT 44 0.39696 1.398415 0.0821918 0.227181 1 2370tags=25%, list=11%, signal=28%

GO_POSITIVE_REGULATION_OF_TYPE_I_INTERFERON_PRODUCTIONGO_POSITIVE_REGULATION_OF_TYPE_I_INTERFERON_PRODUCTION 68 0.405017 1.397592 0.11 0.227866 1 3917tags=40%, list=18%, signal=48%

GO_ENDOPLASMIC_RETICULUM_TO_CYTOSOL_TRANSPORT GO_ENDOPLASMIC_RETICULUM_TO_CYTOSOL_TRANSPORT 22 0.435878 1.397351 0.1252446 0.22793 1 4671tags=45%, list=22%, signal=58%

GO_MAMMARY_GLAND_MORPHOGENESIS GO_MAMMARY_GLAND_MORPHOGENESIS 40 0.43528 1.396632 0.0881226 0.228535 1 3438tags=45%, list=16%, signal=53%

GO_ENDOCYTOSIS GO_ENDOCYTOSIS 466 0.34267 1.396603 0.082243 0.228331 1 2524tags=25%, list=12%, signal=28%

GO_ISOTYPE_SWITCHING GO_ISOTYPE_SWITCHING 16 0.530245 1.395715 0.1117647 0.229137 1 1473tags=25%, list=7%, signal=27%

GO_NEGATIVE_REGULATION_OF_VASCULATURE_DEVELOPMENTGO_NEGATIVE_REGULATION_OF_VASCULATURE_DEVELOPMENT 78 0.399305 1.395072 0.1009524 0.229642 1 1821tags=26%, list=8%, signal=28%

GO_LYSOSOME_LOCALIZATION GO_LYSOSOME_LOCALIZATION 23 0.456175 1.394825 0.0981964 0.229693 1 2126tags=35%, list=10%, signal=39%

GO_REGULATION_OF_MEMBRANE_LIPID_DISTRIBUTION GO_REGULATION_OF_MEMBRANE_LIPID_DISTRIBUTION 36 0.417025 1.394786 0.0780952 0.229499 1 3703tags=39%, list=17%, signal=47%

GO_EPITHELIAL_CELL_PROLIFERATION GO_EPITHELIAL_CELL_PROLIFERATION 84 0.381462 1.392626 0.0733945 0.231898 1 3329tags=32%, list=15%, signal=38%

GO_REGULATION_OF_RENAL_SYSTEM_PROCESS GO_REGULATION_OF_RENAL_SYSTEM_PROCESS 36 0.46742 1.391485 0.0934394 0.232969 1 2928tags=31%, list=14%, signal=35%

GO_POSITIVE_REGULATION_OF_STRESS_ACTIVATED_PROTEIN_KINASE_SIGNALING_CASCADEGO_POSITIVE_REGULATION_OF_STRESS_ACTIVATED_PROTEIN_KINASE_SIGNALING_CASCADE 131 0.338247 1.390104 0.0531496 0.234437 1 3122tags=30%, list=15%, signal=35%

GO_GASTRULATION GO_GASTRULATION 151 0.369831 1.390037 0.0834952 0.23427 1 3681tags=34%, list=17%, signal=40%

GO_NEGATIVE_REGULATION_OF_ANION_TRANSPORT GO_NEGATIVE_REGULATION_OF_ANION_TRANSPORT 33 0.421171 1.389393 0.0789474 0.23478 1 2130tags=27%, list=10%, signal=30%

GO_POSITIVE_REGULATION_OF_PROTEIN_OLIGOMERIZATION GO_POSITIVE_REGULATION_OF_PROTEIN_OLIGOMERIZATION 20 0.476288 1.388963 0.0758197 0.23501 1 2473tags=40%, list=12%, signal=45%

GO_ACTIN_CYTOSKELETON_REORGANIZATION GO_ACTIN_CYTOSKELETON_REORGANIZATION 52 0.39744 1.386857 0.0759259 0.237292 1 2652tags=37%, list=12%, signal=42%

GO_MEMBRANE_MICRODOMAIN GO_MEMBRANE_MICRODOMAIN 283 0.347968 1.386028 0.0912477 0.238063 1 3384tags=33%, list=16%, signal=38%

GO_PIGMENT_GRANULE GO_PIGMENT_GRANULE 99 0.385232 1.385097 0.1351351 0.238977 1 5028tags=43%, list=23%, signal=56%

GO_POSITIVE_REGULATION_OF_PHOSPHOLIPASE_ACTIVITY GO_POSITIVE_REGULATION_OF_PHOSPHOLIPASE_ACTIVITY 52 0.418105 1.384664 0.1189084 0.239191 1 3039tags=37%, list=14%, signal=42%

GO_AXON_REGENERATION GO_AXON_REGENERATION 22 0.437379 1.384598 0.1017964 0.239019 1 2627tags=32%, list=12%, signal=36%

GO_REGULATION_OF_TRANSLATION_IN_RESPONSE_TO_STRESSGO_REGULATION_OF_TRANSLATION_IN_RESPONSE_TO_STRESS 19 0.497269 1.383792 0.1544554 0.239708 1 2490tags=32%, list=12%, signal=36%

GO_ENZYME_INHIBITOR_ACTIVITY GO_ENZYME_INHIBITOR_ACTIVITY 362 0.328416 1.383088 0.0807692 0.240314 1 2666tags=22%, list=12%, signal=25%

GO_IRE1_MEDIATED_UNFOLDED_PROTEIN_RESPONSE GO_IRE1_MEDIATED_UNFOLDED_PROTEIN_RESPONSE 52 0.409115 1.383001 0.1585821 0.240171 1 3850tags=35%, list=18%, signal=42%

GO_REGULATION_OF_BLOOD_PRESSURE GO_REGULATION_OF_BLOOD_PRESSURE 166 0.366258 1.382738 0.0732177 0.240243 1 3183tags=27%, list=15%, signal=32%

GO_RESPONSE_TO_ALCOHOL GO_RESPONSE_TO_ALCOHOL 350 0.325234 1.382033 0.0304183 0.240876 1 3440tags=26%, list=16%, signal=31%

GO_POSITIVE_REGULATION_OF_FATTY_ACID_METABOLIC_PROCESSGO_POSITIVE_REGULATION_OF_FATTY_ACID_METABOLIC_PROCESS 30 0.444875 1.380953 0.1037182 0.241916 1 4746tags=50%, list=22%, signal=64%

GO_WIDE_PORE_CHANNEL_ACTIVITY GO_WIDE_PORE_CHANNEL_ACTIVITY 23 0.492783 1.380588 0.0888031 0.242122 1 862tags=17%, list=4%, signal=18%

GO_G_PROTEIN_ALPHA_SUBUNIT_BINDING GO_G_PROTEIN_ALPHA_SUBUNIT_BINDING 22 0.468174 1.379415 0.105364 0.243305 1 3005tags=36%, list=14%, signal=42%

GO_BIOMINERAL_TISSUE_DEVELOPMENT GO_BIOMINERAL_TISSUE_DEVELOPMENT 75 0.386689 1.378823 0.075188 0.243815 1 3117tags=25%, list=15%, signal=30%

GO_REGULATION_OF_BONE_REMODELING GO_REGULATION_OF_BONE_REMODELING 39 0.447774 1.378759 0.093633 0.243654 1 2798tags=31%, list=13%, signal=35%

GO_REGULATION_OF_HAIR_FOLLICLE_DEVELOPMENT GO_REGULATION_OF_HAIR_FOLLICLE_DEVELOPMENT 15 0.495071 1.378698 0.1153846 0.243465 1 6141tags=60%, list=29%, signal=84%

GO_GLYCOPROTEIN_BINDING GO_GLYCOPROTEIN_BINDING 101 0.381266 1.375211 0.1066667 0.247605 1 3457tags=33%, list=16%, signal=39%

GO_NEGATIVE_REGULATION_OF_MEIOTIC_CELL_CYCLE GO_NEGATIVE_REGULATION_OF_MEIOTIC_CELL_CYCLE 19 0.485187 1.375157 0.1115385 0.247434 1 374tags=16%, list=2%, signal=16%

GO_REGULATION_OF_CELL_MIGRATION_INVOLVED_IN_SPROUTING_ANGIOGENESISGO_REGULATION_OF_CELL_MIGRATION_INVOLVED_IN_SPROUTING_ANGIOGENESIS 18 0.509882 1.37509 0.1146245 0.247268 1 2396tags=39%, list=11%, signal=44%

GO_POSITIVE_REGULATION_OF_MULTI_ORGANISM_PROCESS GO_POSITIVE_REGULATION_OF_MULTI_ORGANISM_PROCESS 154 0.285764 1.374377 0.0674157 0.247869 1 3950tags=25%, list=18%, signal=31%

GO_REGULATION_OF_PROTEIN_TARGETING GO_REGULATION_OF_PROTEIN_TARGETING 295 0.293528 1.374014 0.0536044 0.248111 1 2418tags=21%, list=11%, signal=24%

GO_NEGATIVE_REGULATION_OF_ESTABLISHMENT_OF_PROTEIN_LOCALIZATIONGO_NEGATIVE_REGULATION_OF_ESTABLISHMENT_OF_PROTEIN_LOCALIZATION 197 0.313601 1.373699 0.0461812 0.24827 1 2874tags=27%, list=13%, signal=31%

GO_RESPONSE_TO_STEROID_HORMONE GO_RESPONSE_TO_STEROID_HORMONE 480 0.303973 1.373562 0.0347985 0.24819 1 3334tags=24%, list=16%, signal=27%

GO_RESPONSE_TO_CORTICOSTERONE GO_RESPONSE_TO_CORTICOSTERONE 26 0.467037 1.373411 0.1108987 0.24815 1 3754tags=38%, list=17%, signal=47%

GO_CELLULAR_RESPONSE_TO_ACID_CHEMICAL GO_CELLULAR_RESPONSE_TO_ACID_CHEMICAL 168 0.344342 1.37297 0.063197 0.24841 1 2250tags=22%, list=10%, signal=24%

GO_INDOLALKYLAMINE_METABOLIC_PROCESS GO_INDOLALKYLAMINE_METABOLIC_PROCESS 17 0.510013 1.372667 0.118896 0.248529 1 6669tags=71%, list=31%, signal=102%

GO_EXOPEPTIDASE_ACTIVITY GO_EXOPEPTIDASE_ACTIVITY 104 0.335181 1.372455 0.0634615 0.248553 1 4106tags=33%, list=19%, signal=40%

GO_PHOSPHATIDYLGLYCEROL_ACYL_CHAIN_REMODELING GO_PHOSPHATIDYLGLYCEROL_ACYL_CHAIN_REMODELING 17 0.496655 1.372192 0.1416309 0.248638 1 4484tags=35%, list=21%, signal=45%

GO_RECEPTOR_METABOLIC_PROCESS GO_RECEPTOR_METABOLIC_PROCESS 79 0.367324 1.371737 0.1086142 0.248919 1 2368tags=22%, list=11%, signal=24%

GO_REGULATION_OF_BLOOD_VESSEL_ENDOTHELIAL_CELL_MIGRATIONGO_REGULATION_OF_BLOOD_VESSEL_ENDOTHELIAL_CELL_MIGRATION 49 0.429766 1.371472 0.1311155 0.248995 1 2418tags=31%, list=11%, signal=34%

GO_REGULATION_OF_CALCIUM_ION_IMPORT GO_REGULATION_OF_CALCIUM_ION_IMPORT 100 0.3701 1.370215 0.0623782 0.250284 1 3133tags=30%, list=15%, signal=35%

GO_TISSUE_MIGRATION GO_TISSUE_MIGRATION 82 0.377401 1.369224 0.0992366 0.251281 1 1909tags=26%, list=9%, signal=28%

GO_MYELOID_CELL_HOMEOSTASIS GO_MYELOID_CELL_HOMEOSTASIS 85 0.34027 1.367797 0.0675676 0.252854 1 4860tags=42%, list=23%, signal=55%

GO_ACTIVATION_OF_MAPK_ACTIVITY GO_ACTIVATION_OF_MAPK_ACTIVITY 132 0.33477 1.36755 0.0600375 0.252916 1 3189tags=25%, list=15%, signal=29%

GO_GLAND_MORPHOGENESIS GO_GLAND_MORPHOGENESIS 95 0.375974 1.366666 0.0862069 0.253753 1 3457tags=36%, list=16%, signal=42%

GO_CELLULAR_RESPONSE_TO_CARBOHYDRATE_STIMULUS GO_CELLULAR_RESPONSE_TO_CARBOHYDRATE_STIMULUS 71 0.379372 1.366549 0.1061453 0.253633 1 2933tags=31%, list=14%, signal=36%

GO_LIPOPROTEIN_PARTICLE_RECEPTOR_ACTIVITY GO_LIPOPROTEIN_PARTICLE_RECEPTOR_ACTIVITY 16 0.510501 1.36505 0.1115703 0.25527 1 1300tags=25%, list=6%, signal=27%

GO_POSITIVE_REGULATION_OF_MITOCHONDRION_ORGANIZATIONGO_POSITIVE_REGULATION_OF_MITOCHONDRION_ORGANIZATION 156 0.287798 1.364054 0.072407 0.256252 1 2393tags=18%, list=11%, signal=20%

GO_RESPONSE_TO_EXTRACELLULAR_STIMULUS GO_RESPONSE_TO_EXTRACELLULAR_STIMULUS 430 0.302188 1.363885 0.0358491 0.2562 1 3249tags=23%, list=15%, signal=27%

GO_DEAMINASE_ACTIVITY GO_DEAMINASE_ACTIVITY 33 0.419004 1.363725 0.0959184 0.25615 1 3529tags=33%, list=16%, signal=40%

GO_CYTOPLASMIC_PATTERN_RECOGNITION_RECEPTOR_SIGNALING_PATHWAYGO_CYTOPLASMIC_PATTERN_RECOGNITION_RECEPTOR_SIGNALING_PATHWAY 32 0.450505 1.363249 0.1259843 0.256499 1 4074tags=34%, list=19%, signal=42%

GO_CLATHRIN_COATED_ENDOCYTIC_VESICLE_MEMBRANE GO_CLATHRIN_COATED_ENDOCYTIC_VESICLE_MEMBRANE 48 0.438336 1.362858 0.1422846 0.256722 1 3103tags=42%, list=14%, signal=49%

GO_EXOCRINE_SYSTEM_DEVELOPMENT GO_EXOCRINE_SYSTEM_DEVELOPMENT 45 0.399678 1.362007 0.0776892 0.25755 1 3457tags=36%, list=16%, signal=42%

GO_LYTIC_VACUOLE_MEMBRANE GO_LYTIC_VACUOLE_MEMBRANE 258 0.346511 1.361248 0.1498054 0.258306 1 3026tags=25%, list=14%, signal=29%

GO_RESPONSE_TO_ZINC_ION GO_RESPONSE_TO_ZINC_ION 55 0.414178 1.360911 0.0885312 0.258458 1 2962tags=29%, list=14%, signal=34%

GO_MEMBRANE_PROTEIN_ECTODOMAIN_PROTEOLYSIS GO_MEMBRANE_PROTEIN_ECTODOMAIN_PROTEOLYSIS 21 0.462854 1.360758 0.139265 0.25842 1 2955tags=38%, list=14%, signal=44%

GO_REGULATION_OF_CELL_FATE_COMMITMENT GO_REGULATION_OF_CELL_FATE_COMMITMENT 26 0.476202 1.360539 0.1055777 0.258462 1 4383tags=42%, list=20%, signal=53%

GO_NEGATIVE_REGULATION_OF_BIOMINERAL_TISSUE_DEVELOPMENTGO_NEGATIVE_REGULATION_OF_BIOMINERAL_TISSUE_DEVELOPMENT 20 0.479218 1.36038 0.0919765 0.258396 1 2649tags=35%, list=12%, signal=40%

GO_AROMATIC_AMINO_ACID_FAMILY_CATABOLIC_PROCESS GO_AROMATIC_AMINO_ACID_FAMILY_CATABOLIC_PROCESS 20 0.482784 1.359679 0.097166 0.259049 1 1626tags=30%, list=8%, signal=32%

GO_RESPONSE_TO_AMINO_ACID GO_RESPONSE_TO_AMINO_ACID 106 0.329349 1.359387 0.0730337 0.259154 1 2263tags=22%, list=11%, signal=24%

GO_CELLULAR_RESPONSE_TO_FLUID_SHEAR_STRESS GO_CELLULAR_RESPONSE_TO_FLUID_SHEAR_STRESS 18 0.510735 1.358959 0.1366224 0.259447 1 2727tags=50%, list=13%, signal=57%

GO_OVULATION_CYCLE GO_OVULATION_CYCLE 111 0.351242 1.358827 0.0689655 0.259363 1 2866tags=26%, list=13%, signal=30%

GO_TOLL_LIKE_RECEPTOR_4_SIGNALING_PATHWAY GO_TOLL_LIKE_RECEPTOR_4_SIGNALING_PATHWAY 18 0.55264 1.358807 0.1589537 0.259129 1 2587tags=50%, list=12%, signal=57%

GO_POSITIVE_REGULATION_OF_EPITHELIAL_CELL_PROLIFERATIONGO_POSITIVE_REGULATION_OF_EPITHELIAL_CELL_PROLIFERATION 150 0.346049 1.356025 0.0909091 0.262419 1 4240tags=34%, list=20%, signal=42%

GO_AMINE_BIOSYNTHETIC_PROCESS GO_AMINE_BIOSYNTHETIC_PROCESS 21 0.429553 1.355944 0.1018711 0.262261 1 3566tags=33%, list=17%, signal=40%

GO_STEROL_TRANSPORT GO_STEROL_TRANSPORT 48 0.4022 1.355427 0.1037344 0.262678 1 2354tags=25%, list=11%, signal=28%

GO_REGULATION_OF_EPITHELIAL_CELL_PROLIFERATION GO_REGULATION_OF_EPITHELIAL_CELL_PROLIFERATION 278 0.31539 1.355055 0.0670498 0.262855 1 4461tags=35%, list=21%, signal=43%

GO_PRIMARY_LYSOSOME GO_PRIMARY_LYSOSOME 17 0.517274 1.355003 0.1507128 0.262661 1 4852tags=53%, list=23%, signal=68%

GO_ZINC_ION_HOMEOSTASIS GO_ZINC_ION_HOMEOSTASIS 21 0.516419 1.354678 0.1395794 0.262826 1 2794tags=38%, list=13%, signal=44%

GO_RETINOIC_ACID_METABOLIC_PROCESS GO_RETINOIC_ACID_METABOLIC_PROCESS 21 0.556037 1.3539 0.1714286 0.263603 1 6934tags=62%, list=32%, signal=91%

GO_POSITIVE_REGULATION_OF_INTRACELLULAR_TRANSPORT GO_POSITIVE_REGULATION_OF_INTRACELLULAR_TRANSPORT 353 0.288448 1.353475 0.0843806 0.263892 1 3370tags=25%, list=16%, signal=30%

GO_CELLULAR_RESPONSE_TO_OXIDATIVE_STRESS GO_CELLULAR_RESPONSE_TO_OXIDATIVE_STRESS 176 0.318801 1.351202 0.0810811 0.266586 1 2488tags=22%, list=12%, signal=25%

GO_VITAMIN_BINDING GO_VITAMIN_BINDING 80 0.349675 1.350058 0.0997963 0.26777 1 3000tags=29%, list=14%, signal=33%

GO_PHOSPHATIDYLCHOLINE_ACYL_CHAIN_REMODELING GO_PHOSPHATIDYLCHOLINE_ACYL_CHAIN_REMODELING 26 0.43875 1.349845 0.1064302 0.267769 1 4592tags=42%, list=21%, signal=54%

GO_REGULATION_OF_PROTEIN_AUTOPHOSPHORYLATION GO_REGULATION_OF_PROTEIN_AUTOPHOSPHORYLATION 34 0.403359 1.349487 0.1387833 0.267952 1 3009tags=29%, list=14%, signal=34%

GO_NEGATIVE_REGULATION_OF_EMBRYONIC_DEVELOPMENT GO_NEGATIVE_REGULATION_OF_EMBRYONIC_DEVELOPMENT 26 0.438442 1.34902 0.1117765 0.26829 1 1249tags=23%, list=6%, signal=24%

GO_POSITIVE_REGULATION_OF_LIPASE_ACTIVITY GO_POSITIVE_REGULATION_OF_LIPASE_ACTIVITY 64 0.379023 1.34859 0.1093439 0.268599 1 3039tags=33%, list=14%, signal=38%

GO_TISSUE_REGENERATION GO_TISSUE_REGENERATION 49 0.365702 1.348324 0.0810811 0.268696 1 3117tags=24%, list=15%, signal=29%

GO_POSITIVE_REGULATION_OF_VASOCONSTRICTION GO_POSITIVE_REGULATION_OF_VASOCONSTRICTION 34 0.444806 1.347588 0.120155 0.269418 1 3412tags=32%, list=16%, signal=38%

GO_B_CELL_DIFFERENTIATION GO_B_CELL_DIFFERENTIATION 89 0.389327 1.347183 0.1057692 0.269715 1 2082tags=24%, list=10%, signal=26%

GO_AMIDE_BINDING GO_AMIDE_BINDING 264 0.303687 1.346361 0.065666 0.270494 1 2694tags=24%, list=13%, signal=27%

GO_CELLULAR_RESPONSE_TO_OSMOTIC_STRESS GO_CELLULAR_RESPONSE_TO_OSMOTIC_STRESS 21 0.486755 1.345826 0.1463878 0.270917 1 2673tags=38%, list=12%, signal=43%

GO_REGULATION_OF_CALCIUM_ION_TRANSPORT GO_REGULATION_OF_CALCIUM_ION_TRANSPORT 204 0.343085 1.345487 0.0815939 0.27109 1 3133tags=30%, list=15%, signal=35%

GO_RESPONSE_TO_IONIZING_RADIATION GO_RESPONSE_TO_IONIZING_RADIATION 135 0.372717 1.34479 0.1266795 0.271677 1 2502tags=22%, list=12%, signal=25%

GO_POSITIVE_REGULATION_OF_INTRACELLULAR_PROTEIN_TRANSPORTGO_POSITIVE_REGULATION_OF_INTRACELLULAR_PROTEIN_TRANSPORT 247 0.29188 1.343857 0.0785047 0.272582 1 3370tags=26%, list=16%, signal=30%

GO_POSITIVE_REGULATION_OF_PROTEIN_SERINE_THREONINE_KINASE_ACTIVITYGO_POSITIVE_REGULATION_OF_PROTEIN_SERINE_THREONINE_KINASE_ACTIVITY 275 0.297921 1.343729 0.0804388 0.272476 1 3189tags=24%, list=15%, signal=28%

GO_RESPONSE_TO_ACID_CHEMICAL GO_RESPONSE_TO_ACID_CHEMICAL 308 0.307872 1.343701 0.0549242 0.272251 1 3245tags=24%, list=15%, signal=28%

GO_REGULATION_OF_GLYCOPROTEIN_METABOLIC_PROCESS GO_REGULATION_OF_GLYCOPROTEIN_METABOLIC_PROCESS 41 0.365636 1.342408 0.1232604 0.273635 1 1768tags=17%, list=8%, signal=19%

GO_NEGATIVE_REGULATION_OF_INTRACELLULAR_SIGNAL_TRANSDUCTIONGO_NEGATIVE_REGULATION_OF_INTRACELLULAR_SIGNAL_TRANSDUCTION 417 0.311937 1.342197 0.0850277 0.273643 1 2178tags=20%, list=10%, signal=22%

GO_ENDOSOMAL_PART GO_ENDOSOMAL_PART 410 0.313151 1.341704 0.1219048 0.274076 1 3103tags=24%, list=14%, signal=27%

GO_REGULATION_OF_HEAT_GENERATION GO_REGULATION_OF_HEAT_GENERATION 15 0.512772 1.341525 0.150289 0.274029 1 4504tags=73%, list=21%, signal=93%

GO_MODIFICATION_BY_SYMBIONT_OF_HOST_MORPHOLOGY_OR_PHYSIOLOGYGO_MODIFICATION_BY_SYMBIONT_OF_HOST_MORPHOLOGY_OR_PHYSIOLOGY 44 0.40709 1.341416 0.1282528 0.273911 1 2370tags=23%, list=11%, signal=25%

GO_CALCIUM_ION_IMPORT_INTO_CYTOSOL GO_CALCIUM_ION_IMPORT_INTO_CYTOSOL 42 0.417992 1.338741 0.1417323 0.277164 1 3026tags=38%, list=14%, signal=44%

GO_REGULATION_OF_MAP_KINASE_ACTIVITY GO_REGULATION_OF_MAP_KINASE_ACTIVITY 309 0.311801 1.33753 0.0778986 0.278424 1 3122tags=26%, list=15%, signal=29%

GO_POSITIVE_REGULATION_OF_INTERFERON_ALPHA_PRODUCTIONGO_POSITIVE_REGULATION_OF_INTERFERON_ALPHA_PRODUCTION 16 0.549971 1.337273 0.1707819 0.278527 1 3917tags=50%, list=18%, signal=61%

GO_BONE_MINERALIZATION GO_BONE_MINERALIZATION 38 0.39174 1.336172 0.0986717 0.279722 1 3117tags=32%, list=15%, signal=37%

GO_PHOSPHATIDYLETHANOLAMINE_ACYL_CHAIN_REMODELINGGO_PHOSPHATIDYLETHANOLAMINE_ACYL_CHAIN_REMODELING 23 0.455133 1.335976 0.1208791 0.279683 1 4592tags=43%, list=21%, signal=55%

GO_ENDONUCLEASE_ACTIVITY_ACTIVE_WITH_EITHER_RIBO_OR_DEOXYRIBONUCLEIC_ACIDS_AND_PRODUCING_3_PHOSPHOMONOESTERSGO_ENDONUCLEASE_ACTIVITY_ACTIVE_WITH_EITHER_RIBO_OR_DEOXYRIBONUCLEIC_ACIDS_AND_PRODUCING_3_PHOSPHOMONOESTERS 17 0.440033 1.333979 0.1204819 0.282166 1 1938tags=29%, list=9%, signal=32%

GO_BRANCHING_INVOLVED_IN_SALIVARY_GLAND_MORPHOGENESISGO_BRANCHING_INVOLVED_IN_SALIVARY_GLAND_MORPHOGENESIS 16 0.520836 1.333814 0.1552063 0.282101 1 3457tags=50%, list=16%, signal=60%

GO_FATTY_ACID_TRANSPORT GO_FATTY_ACID_TRANSPORT 53 0.381286 1.333799 0.1022965 0.281848 1 2824tags=23%, list=13%, signal=26%

GO_PHOSPHOLIPID_TRANSPORT GO_PHOSPHOLIPID_TRANSPORT 54 0.370149 1.33352 0.1013917 0.281981 1 2802tags=30%, list=13%, signal=34%

GO_RESPONSE_TO_ESTROGEN GO_RESPONSE_TO_ESTROGEN 211 0.317608 1.333135 0.0604915 0.282217 1 3418tags=27%, list=16%, signal=31%

GO_MEMBRANE_LIPID_CATABOLIC_PROCESS GO_MEMBRANE_LIPID_CATABOLIC_PROCESS 23 0.460487 1.332826 0.1564356 0.282367 1 2887tags=39%, list=13%, signal=45%

GO_POSITIVE_REGULATION_OF_LEUKOCYTE_DEGRANULATIONGO_POSITIVE_REGULATION_OF_LEUKOCYTE_DEGRANULATION 17 0.49849 1.332434 0.1434263 0.282633 1 2599tags=41%, list=12%, signal=47%

GO_REGULATION_OF_SYSTEMIC_ARTERIAL_BLOOD_PRESSURE_BY_RENIN_ANGIOTENSINGO_REGULATION_OF_SYSTEMIC_ARTERIAL_BLOOD_PRESSURE_BY_RENIN_ANGIOTENSIN 21 0.500727 1.332303 0.1561905 0.282514 1 2180tags=24%, list=10%, signal=26%

GO_REGULATION_OF_CELL_SUBSTRATE_ADHESION GO_REGULATION_OF_CELL_SUBSTRATE_ADHESION 170 0.337149 1.331758 0.1123389 0.282962 1 1825tags=21%, list=8%, signal=22%

GO_EPIDERMAL_GROWTH_FACTOR_RECEPTOR_BINDING GO_EPIDERMAL_GROWTH_FACTOR_RECEPTOR_BINDING 29 0.424584 1.331521 0.152381 0.282992 1 1862tags=28%, list=9%, signal=30%

GO_NEGATIVE_REGULATION_OF_PROTEIN_TYROSINE_KINASE_ACTIVITYGO_NEGATIVE_REGULATION_OF_PROTEIN_TYROSINE_KINASE_ACTIVITY 20 0.482316 1.331218 0.1509434 0.283094 1 2653tags=35%, list=12%, signal=40%

GO_TEMPERATURE_HOMEOSTASIS GO_TEMPERATURE_HOMEOSTASIS 26 0.465053 1.330547 0.156 0.283717 1 4682tags=46%, list=22%, signal=59%

GO_REGULATION_OF_PROTEIN_LOCALIZATION_TO_NUCLEUS GO_REGULATION_OF_PROTEIN_LOCALIZATION_TO_NUCLEUS 210 0.316954 1.329899 0.0986965 0.284315 1 3347tags=29%, list=16%, signal=34%

GO_POSITIVE_REGULATION_OF_MAP_KINASE_ACTIVITY GO_POSITIVE_REGULATION_OF_MAP_KINASE_ACTIVITY 199 0.315395 1.328851 0.0946197 0.285473 1 3189tags=26%, list=15%, signal=30%

GO_REGULATION_OF_ENDOCRINE_PROCESS GO_REGULATION_OF_ENDOCRINE_PROCESS 48 0.396628 1.328498 0.1111111 0.285633 1 4099tags=40%, list=19%, signal=49%

GO_RESPONSE_TO_COLD GO_RESPONSE_TO_COLD 41 0.397125 1.328161 0.1267057 0.285808 1 3477tags=32%, list=16%, signal=38%

GO_PHOSPHOLIPASE_A2_ACTIVITY GO_PHOSPHOLIPASE_A2_ACTIVITY 31 0.418384 1.328049 0.1404612 0.28568 1 4553tags=42%, list=21%, signal=53%

GO_OXIDOREDUCTASE_ACTIVITY_ACTING_ON_NAD_P_H GO_OXIDOREDUCTASE_ACTIVITY_ACTING_ON_NAD_P_H 89 0.31429 1.327707 0.1343284 0.285884 1 3448tags=21%, list=16%, signal=25%

GO_REGULATION_OF_ACTIN_FILAMENT_BASED_PROCESS GO_REGULATION_OF_ACTIN_FILAMENT_BASED_PROCESS 302 0.316675 1.32729 0.095064 0.286178 1 3046tags=27%, list=14%, signal=31%

GO_MEMBRANE_PROTEIN_PROTEOLYSIS GO_MEMBRANE_PROTEIN_PROTEOLYSIS 34 0.415848 1.325732 0.1455939 0.288006 1 3864tags=35%, list=18%, signal=43%

GO_MESODERM_MORPHOGENESIS GO_MESODERM_MORPHOGENESIS 65 0.396049 1.323478 0.1448141 0.290881 1 4033tags=37%, list=19%, signal=45%

GO_TRANSFERASE_ACTIVITY_TRANSFERRING_AMINO_ACYL_GROUPSGO_TRANSFERASE_ACTIVITY_TRANSFERRING_AMINO_ACYL_GROUPS 23 0.466103 1.322036 0.14 0.292612 1 5492tags=52%, list=26%, signal=70%

GO_MHC_PROTEIN_COMPLEX_BINDING GO_MHC_PROTEIN_COMPLEX_BINDING 16 0.554401 1.321924 0.219917 0.292474 1 1827tags=50%, list=9%, signal=55%

GO_RESPONSE_TO_DRUG GO_RESPONSE_TO_DRUG 414 0.291534 1.321803 0.0612613 0.292377 1 3009tags=22%, list=14%, signal=25%

GO_REGULATION_OF_METANEPHROS_DEVELOPMENT GO_REGULATION_OF_METANEPHROS_DEVELOPMENT 22 0.470214 1.319852 0.1485714 0.294812 1 3009tags=32%, list=14%, signal=37%

GO_RESPONSE_TO_PAIN GO_RESPONSE_TO_PAIN 29 0.42069 1.31968 0.129666 0.294753 1 3804tags=34%, list=18%, signal=42%

GO_CELLULAR_RESPONSE_TO_EXTRACELLULAR_STIMULUS GO_CELLULAR_RESPONSE_TO_EXTRACELLULAR_STIMULUS 182 0.310892 1.319337 0.101476 0.294943 1 3014tags=25%, list=14%, signal=29%

GO_AMINOPEPTIDASE_ACTIVITY GO_AMINOPEPTIDASE_ACTIVITY 43 0.359241 1.317915 0.1350807 0.296637 1 4106tags=35%, list=19%, signal=43%

GO_REGULATION_OF_VIRAL_TRANSCRIPTION GO_REGULATION_OF_VIRAL_TRANSCRIPTION 60 0.326264 1.317568 0.162 0.296852 1 3145tags=25%, list=15%, signal=29%

GO_CELLULAR_RESPONSE_TO_GLUCOSE_STARVATION GO_CELLULAR_RESPONSE_TO_GLUCOSE_STARVATION 31 0.423042 1.316889 0.1627907 0.297561 1 2938tags=32%, list=14%, signal=37%

GO_REGULATION_OF_SEQUESTERING_OF_CALCIUM_ION GO_REGULATION_OF_SEQUESTERING_OF_CALCIUM_ION 105 0.350808 1.316755 0.1190019 0.29746 1 3133tags=31%, list=15%, signal=37%

GO_NEGATIVE_REGULATION_OF_SMOOTH_MUSCLE_CELL_PROLIFERATIONGO_NEGATIVE_REGULATION_OF_SMOOTH_MUSCLE_CELL_PROLIFERATION 36 0.395805 1.314887 0.137931 0.299753 1 2971tags=39%, list=14%, signal=45%

GO_REGULATION_OF_CALCIUM_MEDIATED_SIGNALING GO_REGULATION_OF_CALCIUM_MEDIATED_SIGNALING 71 0.377442 1.31484 0.1187739 0.299539 1 3659tags=38%, list=17%, signal=46%

GO_NUCLEOTIDE_SUGAR_METABOLIC_PROCESS GO_NUCLEOTIDE_SUGAR_METABOLIC_PROCESS 33 0.429155 1.313925 0.1877395 0.300512 1 2634tags=27%, list=12%, signal=31%

GO_AMINE_METABOLIC_PROCESS GO_AMINE_METABOLIC_PROCESS 128 0.32702 1.313055 0.087234 0.301421 1 4592tags=36%, list=21%, signal=45%

GO_RESPONSE_TO_METAL_ION GO_RESPONSE_TO_METAL_ION 329 0.303547 1.313036 0.070632 0.301166 1 2534tags=20%, list=12%, signal=22%

GO_POSITIVE_REGULATION_OF_LIPID_STORAGE GO_POSITIVE_REGULATION_OF_LIPID_STORAGE 19 0.454464 1.31223 0.1317365 0.302023 1 2820tags=32%, list=13%, signal=36%

GO_BRANCHING_MORPHOGENESIS_OF_AN_EPITHELIAL_TUBE GO_BRANCHING_MORPHOGENESIS_OF_AN_EPITHELIAL_TUBE 129 0.353097 1.312223 0.1174242 0.30175 1 3438tags=32%, list=16%, signal=38%

GO_NUCLEOTIDE_BINDING_DOMAIN_LEUCINE_RICH_REPEAT_CONTAINING_RECEPTOR_SIGNALING_PATHWAYGO_NUCLEOTIDE_BINDING_DOMAIN_LEUCINE_RICH_REPEAT_CONTAINING_RECEPTOR_SIGNALING_PATHWAY 27 0.443882 1.311732 0.1714836 0.30215 1 2718tags=26%, list=13%, signal=30%

GO_OXIDOREDUCTASE_ACTIVITY_ACTING_ON_SINGLE_DONORS_WITH_INCORPORATION_OF_MOLECULAR_OXYGENGO_OXIDOREDUCTASE_ACTIVITY_ACTING_ON_SINGLE_DONORS_WITH_INCORPORATION_OF_MOLECULAR_OXYGEN 27 0.430391 1.310711 0.1302605 0.303275 1 4095tags=41%, list=19%, signal=50%

GO_REGULATION_OF_SPROUTING_ANGIOGENESIS GO_REGULATION_OF_SPROUTING_ANGIOGENESIS 27 0.407233 1.310239 0.1477927 0.303676 1 2396tags=30%, list=11%, signal=33%

GO_ALDITOL_PHOSPHATE_METABOLIC_PROCESS GO_ALDITOL_PHOSPHATE_METABOLIC_PROCESS 34 0.390106 1.309736 0.1365546 0.304069 1 5847tags=50%, list=27%, signal=69%

GO_BLOOD_VESSEL_ENDOTHELIAL_CELL_MIGRATION GO_BLOOD_VESSEL_ENDOTHELIAL_CELL_MIGRATION 23 0.452864 1.309442 0.1583969 0.304241 1 3556tags=43%, list=17%, signal=52%

GO_BRANCHING_INVOLVED_IN_MAMMARY_GLAND_DUCT_MORPHOGENESISGO_BRANCHING_INVOLVED_IN_MAMMARY_GLAND_DUCT_MORPHOGENESIS 20 0.463221 1.308628 0.1685393 0.305101 1 3438tags=50%, list=16%, signal=59%

GO_POSITIVE_REGULATION_OF_CALCIUM_ION_TRANSPORT_INTO_CYTOSOLGO_POSITIVE_REGULATION_OF_CALCIUM_ION_TRANSPORT_INTO_CYTOSOL 50 0.365529 1.308618 0.1071429 0.304837 1 3133tags=34%, list=15%, signal=40%

GO_SECRETION_BY_CELL GO_SECRETION_BY_CELL 471 0.307454 1.308134 0.1187739 0.305193 1 2722tags=23%, list=13%, signal=26%

GO_REGULATION_OF_ENDOTHELIAL_CELL_MIGRATION GO_REGULATION_OF_ENDOTHELIAL_CELL_MIGRATION 112 0.356998 1.307887 0.1609196 0.305229 1 2418tags=24%, list=11%, signal=27%

GO_REGULATION_OF_CELL_SHAPE GO_REGULATION_OF_CELL_SHAPE 134 0.348879 1.306999 0.1365314 0.306165 1 3069tags=30%, list=14%, signal=35%

GO_NEGATIVE_REGULATION_OF_INTRINSIC_APOPTOTIC_SIGNALING_PATHWAY_IN_RESPONSE_TO_DNA_DAMAGEGO_NEGATIVE_REGULATION_OF_INTRINSIC_APOPTOTIC_SIGNALING_PATHWAY_IN_RESPONSE_TO_DNA_DAMAGE 26 0.413841 1.30693 0.1411992 0.30599 1 1356tags=23%, list=6%, signal=25%

GO_REGULATION_OF_PRI_MIRNA_TRANSCRIPTION_FROM_RNA_POLYMERASE_II_PROMOTERGO_REGULATION_OF_PRI_MIRNA_TRANSCRIPTION_FROM_RNA_POLYMERASE_II_PROMOTER 16 0.478235 1.305871 0.1607143 0.307145 1 2933tags=44%, list=14%, signal=51%

GO_TRANSCRIPTIONAL_ACTIVATOR_ACTIVITY_RNA_POLYMERASE_II_DISTAL_ENHANCER_SEQUENCE_SPECIFIC_BINDINGGO_TRANSCRIPTIONAL_ACTIVATOR_ACTIVITY_RNA_POLYMERASE_II_DISTAL_ENHANCER_SEQUENCE_SPECIFIC_BINDING 25 0.419841 1.305766 0.1653387 0.307012 1 4781tags=40%, list=22%, signal=51%

GO_TRANSFERASE_ACTIVITY_TRANSFERRING_PENTOSYL_GROUPSGO_TRANSFERASE_ACTIVITY_TRANSFERRING_PENTOSYL_GROUPS 54 0.35601 1.305758 0.1204589 0.306738 1 2465tags=30%, list=11%, signal=33%

GO_REGULATION_OF_SYSTEMIC_ARTERIAL_BLOOD_PRESSURE_BY_HORMONEGO_REGULATION_OF_SYSTEMIC_ARTERIAL_BLOOD_PRESSURE_BY_HORMONE 34 0.450886 1.305514 0.15197 0.306781 1 2180tags=26%, list=10%, signal=29%

GO_PLASMA_MEMBRANE_RECEPTOR_COMPLEX GO_PLASMA_MEMBRANE_RECEPTOR_COMPLEX 169 0.339075 1.304481 0.128972 0.307971 1 2587tags=28%, list=12%, signal=31%

GO_RESPONSE_TO_VITAMIN_A GO_RESPONSE_TO_VITAMIN_A 20 0.464369 1.303955 0.1533742 0.308412 1 5871tags=50%, list=27%, signal=69%

GO_SECRETORY_GRANULE_MEMBRANE GO_SECRETORY_GRANULE_MEMBRANE 73 0.348485 1.303104 0.1362726 0.309302 1 4214tags=34%, list=20%, signal=42%

GO_RESPONSE_TO_CARBOHYDRATE GO_RESPONSE_TO_CARBOHYDRATE 160 0.322341 1.303031 0.1188679 0.309118 1 2933tags=24%, list=14%, signal=28%

GO_CELLULAR_METABOLIC_COMPOUND_SALVAGE GO_CELLULAR_METABOLIC_COMPOUND_SALVAGE 37 0.364028 1.30295 0.1463415 0.308959 1 2978tags=27%, list=14%, signal=31%

GO_POLYSACCHARIDE_BIOSYNTHETIC_PROCESS GO_POLYSACCHARIDE_BIOSYNTHETIC_PROCESS 42 0.374625 1.301855 0.1442688 0.310143 1 3924tags=33%, list=18%, signal=41%

GO_NEGATIVE_REGULATION_OF_EPITHELIAL_CELL_MIGRATIONGO_NEGATIVE_REGULATION_OF_EPITHELIAL_CELL_MIGRATION 52 0.346098 1.301321 0.1441775 0.310667 1 1392tags=19%, list=6%, signal=21%

GO_ACTIVATION_OF_PHOSPHOLIPASE_C_ACTIVITY GO_ACTIVATION_OF_PHOSPHOLIPASE_C_ACTIVITY 26 0.449536 1.301025 0.1636364 0.310743 1 3031tags=38%, list=14%, signal=45%

GO_BLOOD_COAGULATION_FIBRIN_CLOT_FORMATION GO_BLOOD_COAGULATION_FIBRIN_CLOT_FORMATION 24 0.499068 1.300466 0.2 0.311277 1 3412tags=33%, list=16%, signal=40%

GO_RESPONSE_TO_VITAMIN_E GO_RESPONSE_TO_VITAMIN_E 15 0.45843 1.300165 0.1673228 0.311381 1 3754tags=47%, list=17%, signal=57%

GO_MESENCHYME_MORPHOGENESIS GO_MESENCHYME_MORPHOGENESIS 37 0.433463 1.298873 0.1686275 0.312922 1 1776tags=30%, list=8%, signal=32%

GO_RESPONSE_TO_ENDOPLASMIC_RETICULUM_STRESS GO_RESPONSE_TO_ENDOPLASMIC_RETICULUM_STRESS 222 0.307869 1.298443 0.1919386 0.313235 1 4224tags=28%, list=20%, signal=35%

GO_OSTEOBLAST_DIFFERENTIATION GO_OSTEOBLAST_DIFFERENTIATION 121 0.332595 1.298383 0.1310861 0.313049 1 1615tags=19%, list=8%, signal=20%

GO_AMIDE_TRANSMEMBRANE_TRANSPORTER_ACTIVITY GO_AMIDE_TRANSMEMBRANE_TRANSPORTER_ACTIVITY 19 0.430818 1.298142 0.1341719 0.313091 1 2121tags=32%, list=10%, signal=35%

GO_CELL_CELL_RECOGNITION GO_CELL_CELL_RECOGNITION 56 0.408539 1.297267 0.154321 0.313994 1 4126tags=34%, list=19%, signal=42%

GO_CELLULAR_RESPONSE_TO_INTERFERON_BETA GO_CELLULAR_RESPONSE_TO_INTERFERON_BETA 15 0.446837 1.297096 0.1741683 0.313941 1 3868tags=33%, list=18%, signal=41%

GO_POSITIVE_REGULATION_OF_EPIDERMIS_DEVELOPMENT GO_POSITIVE_REGULATION_OF_EPIDERMIS_DEVELOPMENT 32 0.40419 1.296268 0.112 0.314798 1 4264tags=47%, list=20%, signal=58%

GO_AMELOGENESIS GO_AMELOGENESIS 20 0.450546 1.296006 0.1548757 0.314893 1 1276tags=20%, list=6%, signal=21%

GO_GLUCOSAMINE_CONTAINING_COMPOUND_METABOLIC_PROCESSGO_GLUCOSAMINE_CONTAINING_COMPOUND_METABOLIC_PROCESS 26 0.420927 1.295867 0.1747573 0.314798 1 1878tags=27%, list=9%, signal=29%

GO_ELECTRON_CARRIER_ACTIVITY GO_ELECTRON_CARRIER_ACTIVITY 108 0.295518 1.295811 0.137045 0.314605 1 1863tags=14%, list=9%, signal=15%

GO_NEGATIVE_REGULATION_OF_MUSCLE_CONTRACTION GO_NEGATIVE_REGULATION_OF_MUSCLE_CONTRACTION 22 0.459578 1.295754 0.1730038 0.314412 1 1056tags=18%, list=5%, signal=19%

GO_PROTEIN_TYROSINE_SERINE_THREONINE_PHOSPHATASE_ACTIVITYGO_PROTEIN_TYROSINE_SERINE_THREONINE_PHOSPHATASE_ACTIVITY 44 0.341362 1.295031 0.1125 0.315098 1 2891tags=27%, list=13%, signal=31%

GO_NEGATIVE_REGULATION_OF_CELL_SUBSTRATE_ADHESION GO_NEGATIVE_REGULATION_OF_CELL_SUBSTRATE_ADHESION 52 0.372072 1.294183 0.119349 0.316003 1 1184tags=21%, list=6%, signal=22%

GO_REGULATION_OF_MYOTUBE_DIFFERENTIATION GO_REGULATION_OF_MYOTUBE_DIFFERENTIATION 54 0.369009 1.294116 0.1209213 0.315801 1 3311tags=31%, list=15%, signal=37%

GO_CELLULAR_RESPONSE_TO_OXYGEN_LEVELS GO_CELLULAR_RESPONSE_TO_OXYGEN_LEVELS 136 0.326848 1.293627 0.1094891 0.316234 1 2587tags=24%, list=12%, signal=27%

GO_CONNECTIVE_TISSUE_DEVELOPMENT GO_CONNECTIVE_TISSUE_DEVELOPMENT 189 0.34114 1.293225 0.130597 0.316522 1 3522tags=29%, list=16%, signal=34%

GO_UNSATURATED_FATTY_ACID_METABOLIC_PROCESS GO_UNSATURATED_FATTY_ACID_METABOLIC_PROCESS 102 0.339984 1.293137 0.1221996 0.31636 1 3956tags=30%, list=18%, signal=37%

GO_EPITHELIAL_CELL_MORPHOGENESIS GO_EPITHELIAL_CELL_MORPHOGENESIS 39 0.391294 1.292996 0.1366224 0.316272 1 4424tags=38%, list=21%, signal=48%

GO_LIPID_PARTICLE GO_LIPID_PARTICLE 58 0.356536 1.292216 0.1552419 0.317039 1 2588tags=24%, list=12%, signal=27%

GO_ORGANONITROGEN_COMPOUND_CATABOLIC_PROCESS GO_ORGANONITROGEN_COMPOUND_CATABOLIC_PROCESS 335 0.298106 1.292 0.0869565 0.317068 1 2336tags=21%, list=11%, signal=23%

GO_CYTOPLASMIC_SEQUESTERING_OF_PROTEIN GO_CYTOPLASMIC_SEQUESTERING_OF_PROTEIN 38 0.36894 1.291896 0.164751 0.316927 1 2042tags=26%, list=10%, signal=29%

GO_LIPID_LOCALIZATION GO_LIPID_LOCALIZATION 248 0.315609 1.291013 0.1035156 0.317874 1 4647tags=31%, list=22%, signal=40%

GO_NEGATIVE_REGULATION_OF_CELLULAR_RESPONSE_TO_INSULIN_STIMULUSGO_NEGATIVE_REGULATION_OF_CELLULAR_RESPONSE_TO_INSULIN_STIMULUS 30 0.406042 1.29097 0.1462523 0.317652 1 1273tags=23%, list=6%, signal=25%

GO_REGULATION_OF_ALCOHOL_BIOSYNTHETIC_PROCESS GO_REGULATION_OF_ALCOHOL_BIOSYNTHETIC_PROCESS 45 0.389737 1.29087 0.1537002 0.317508 1 3122tags=24%, list=15%, signal=29%

GO_CELL_JUNCTION_ASSEMBLY GO_CELL_JUNCTION_ASSEMBLY 126 0.33779 1.290235 0.1602317 0.318131 1 3268tags=29%, list=15%, signal=33%

GO_LIPOSACCHARIDE_METABOLIC_PROCESS GO_LIPOSACCHARIDE_METABOLIC_PROCESS 108 0.343122 1.29021 0.1692308 0.317879 1 1983tags=20%, list=9%, signal=22%

GO_NEGATIVE_REGULATION_OF_MYELOID_CELL_DIFFERENTIATIONGO_NEGATIVE_REGULATION_OF_MYELOID_CELL_DIFFERENTIATION 79 0.336831 1.289683 0.127907 0.318381 1 4719tags=38%, list=22%, signal=48%

GO_RESPONSE_TO_PROSTAGLANDIN GO_RESPONSE_TO_PROSTAGLANDIN 33 0.427331 1.289637 0.1352381 0.318177 1 1294tags=24%, list=6%, signal=26%

GO_IRON_ION_BINDING GO_IRON_ION_BINDING 161 0.32681 1.288926 0.1314741 0.318897 1 4549tags=34%, list=21%, signal=42%

GO_POSITIVE_REGULATION_OF_NUCLEOCYTOPLASMIC_TRANSPORTGO_POSITIVE_REGULATION_OF_NUCLEOCYTOPLASMIC_TRANSPORT 116 0.335141 1.288582 0.154717 0.319091 1 3347tags=33%, list=16%, signal=39%

GO_TRANSFORMING_GROWTH_FACTOR_BETA_RECEPTOR_SIGNALING_PATHWAYGO_TRANSFORMING_GROWTH_FACTOR_BETA_RECEPTOR_SIGNALING_PATHWAY 94 0.350002 1.288384 0.1422925 0.319137 1 3130tags=29%, list=15%, signal=33%

GO_CARBOHYDRATE_TRANSPORTER_ACTIVITY GO_CARBOHYDRATE_TRANSPORTER_ACTIVITY 42 0.379585 1.287765 0.1214575 0.319795 1 2399tags=21%, list=11%, signal=24%

GO_RESPONSE_TO_CADMIUM_ION GO_RESPONSE_TO_CADMIUM_ION 40 0.38034 1.28754 0.1490566 0.319818 1 2333tags=20%, list=11%, signal=22%

GO_POSITIVE_REGULATION_OF_PROTEIN_LOCALIZATION_TO_NUCLEUSGO_POSITIVE_REGULATION_OF_PROTEIN_LOCALIZATION_TO_NUCLEUS 125 0.3388 1.285092 0.1676301 0.322905 1 3347tags=30%, list=16%, signal=35%

GO_RESPONSE_TO_TESTOSTERONE GO_RESPONSE_TO_TESTOSTERONE 36 0.387738 1.284882 0.129666 0.322936 1 3860tags=28%, list=18%, signal=34%

GO__DE_NOVO_PROTEIN_FOLDING GO__DE_NOVO_PROTEIN_FOLDING 17 0.454779 1.284711 0.1772908 0.322889 1 3506tags=35%, list=16%, signal=42%

GO_CELLULAR_RESPONSE_TO_VASCULAR_ENDOTHELIAL_GROWTH_FACTOR_STIMULUSGO_CELLULAR_RESPONSE_TO_VASCULAR_ENDOTHELIAL_GROWTH_FACTOR_STIMULUS 29 0.456106 1.284615 0.1948819 0.322738 1 4511tags=55%, list=21%, signal=70%

GO_REGULATION_OF_ENDOCYTOSIS GO_REGULATION_OF_ENDOCYTOSIS 194 0.321278 1.284389 0.1446887 0.322743 1 2975tags=27%, list=14%, signal=31%

GO_RESPONSE_TO_X_RAY GO_RESPONSE_TO_X_RAY 29 0.417787 1.28435 0.1390593 0.322513 1 1473tags=21%, list=7%, signal=22%

GO_MONOCARBOXYLIC_ACID_BINDING GO_MONOCARBOXYLIC_ACID_BINDING 63 0.392266 1.284227 0.1633064 0.3224 1 2824tags=24%, list=13%, signal=27%

GO_REGULATION_OF_PHOSPHOLIPASE_C_ACTIVITY GO_REGULATION_OF_PHOSPHOLIPASE_C_ACTIVITY 38 0.416356 1.281802 0.1740812 0.325509 1 3039tags=37%, list=14%, signal=43%

GO_JAK_STAT_CASCADE_INVOLVED_IN_GROWTH_HORMONE_SIGNALING_PATHWAYGO_JAK_STAT_CASCADE_INVOLVED_IN_GROWTH_HORMONE_SIGNALING_PATHWAY 15 0.492631 1.281637 0.1846154 0.325466 1 4860tags=47%, list=23%, signal=60%

GO_ACTIN_FILAMENT_POLYMERIZATION GO_ACTIN_FILAMENT_POLYMERIZATION 22 0.417461 1.281624 0.1608961 0.325199 1 2795tags=32%, list=13%, signal=37%

GO_NEGATIVE_REGULATION_OF_PLATELET_ACTIVATION GO_NEGATIVE_REGULATION_OF_PLATELET_ACTIVATION 17 0.451376 1.280013 0.1701323 0.327138 1 3009tags=35%, list=14%, signal=41%

GO_MUSCLE_CELL_MIGRATION GO_MUSCLE_CELL_MIGRATION 18 0.456927 1.279938 0.1895161 0.326954 1 3605tags=50%, list=17%, signal=60%

GO_LYTIC_VACUOLE_ORGANIZATION GO_LYTIC_VACUOLE_ORGANIZATION 49 0.337838 1.279192 0.1751413 0.327742 1 2689tags=24%, list=13%, signal=28%

GO_REGULATION_OF_INTRACELLULAR_PROTEIN_TRANSPORT GO_REGULATION_OF_INTRACELLULAR_PROTEIN_TRANSPORT 365 0.273161 1.278134 0.132969 0.328934 1 2418tags=20%, list=11%, signal=22%

GO_INTRINSIC_APOPTOTIC_SIGNALING_PATHWAY_BY_P53_CLASS_MEDIATORGO_INTRINSIC_APOPTOTIC_SIGNALING_PATHWAY_BY_P53_CLASS_MEDIATOR 50 0.355241 1.277404 0.1577909 0.329653 1 2174tags=24%, list=10%, signal=27%

GO_POSITIVE_REGULATION_OF_RELEASE_OF_SEQUESTERED_CALCIUM_ION_INTO_CYTOSOLGO_POSITIVE_REGULATION_OF_RELEASE_OF_SEQUESTERED_CALCIUM_ION_INTO_CYTOSOL 38 0.369647 1.276677 0.1293436 0.330386 1 3133tags=32%, list=15%, signal=37%

GO_PROTEIN_O_LINKED_GLYCOSYLATION GO_PROTEIN_O_LINKED_GLYCOSYLATION 94 0.346771 1.276208 0.1579962 0.330791 1 5279tags=41%, list=25%, signal=55%

GO_NEGATIVE_REGULATION_OF_LOCOMOTION GO_NEGATIVE_REGULATION_OF_LOCOMOTION 256 0.30266 1.275836 0.1192308 0.331058 1 1449tags=16%, list=7%, signal=17%

GO_POSITIVE_REGULATION_OF_CYTOSKELETON_ORGANIZATIONGO_POSITIVE_REGULATION_OF_CYTOSKELETON_ORGANIZATION 169 0.30133 1.27539 0.1117318 0.331373 1 3046tags=25%, list=14%, signal=29%

GO_TERPENOID_METABOLIC_PROCESS GO_TERPENOID_METABOLIC_PROCESS 105 0.350247 1.274322 0.1607516 0.332595 1 5984tags=42%, list=28%, signal=58%

GO_REGULATION_OF_EXCRETION GO_REGULATION_OF_EXCRETION 28 0.432685 1.273698 0.1825397 0.333173 1 1982tags=21%, list=9%, signal=24%

GO_POSITIVE_REGULATION_OF_DNA_BINDING GO_POSITIVE_REGULATION_OF_DNA_BINDING 41 0.338437 1.273379 0.1368015 0.333368 1 2281tags=20%, list=11%, signal=22%

GO_ODONTOGENESIS GO_ODONTOGENESIS 103 0.349186 1.273007 0.1447876 0.333652 1 3444tags=29%, list=16%, signal=35%

GO_POSITIVE_REGULATION_OF_NUCLEASE_ACTIVITY GO_POSITIVE_REGULATION_OF_NUCLEASE_ACTIVITY 15 0.47636 1.27089 0.2024793 0.336357 1 1902tags=33%, list=9%, signal=37%

GO_POSITIVE_REGULATION_OF_VASODILATION GO_POSITIVE_REGULATION_OF_VASODILATION 32 0.411617 1.269264 0.1762295 0.338379 1 2599tags=25%, list=12%, signal=28%

GO_NEGATIVE_REGULATION_OF_RECEPTOR_ACTIVITY GO_NEGATIVE_REGULATION_OF_RECEPTOR_ACTIVITY 28 0.389383 1.269106 0.1573896 0.338306 1 3506tags=36%, list=16%, signal=43%

GO_REGULATION_OF_NUCLEOCYTOPLASMIC_TRANSPORT GO_REGULATION_OF_NUCLEOCYTOPLASMIC_TRANSPORT 209 0.292093 1.269023 0.1219963 0.338141 1 2418tags=23%, list=11%, signal=26%

GO_POSITIVE_REGULATION_OF_MUSCLE_CONTRACTION GO_POSITIVE_REGULATION_OF_MUSCLE_CONTRACTION 44 0.380129 1.268754 0.1314286 0.338243 1 3183tags=36%, list=15%, signal=43%

GO_REGULATION_OF_INTRINSIC_APOPTOTIC_SIGNALING_PATHWAY_BY_P53_CLASS_MEDIATORGO_REGULATION_OF_INTRINSIC_APOPTOTIC_SIGNALING_PATHWAY_BY_P53_CLASS_MEDIATOR 22 0.402467 1.26791 0.1823771 0.339144 1 3912tags=41%, list=18%, signal=50%

GO_GLUTATHIONE_DERIVATIVE_METABOLIC_PROCESS GO_GLUTATHIONE_DERIVATIVE_METABOLIC_PROCESS 20 0.457499 1.267264 0.2261411 0.33978 1 2417tags=30%, list=11%, signal=34%

GO_REGULATION_OF_ACTIN_FILAMENT_LENGTH GO_REGULATION_OF_ACTIN_FILAMENT_LENGTH 149 0.304645 1.267081 0.1534296 0.339747 1 2882tags=25%, list=13%, signal=28%

GO_CALCIUM_ION_IMPORT GO_CALCIUM_ION_IMPORT 65 0.348696 1.267003 0.1852552 0.339569 1 2675tags=29%, list=12%, signal=33%

GO_CLATHRIN_COATED_ENDOCYTIC_VESICLE GO_CLATHRIN_COATED_ENDOCYTIC_VESICLE 64 0.372262 1.266778 0.1891892 0.339601 1 3864tags=39%, list=18%, signal=47%

GO_CELL_AGING GO_CELL_AGING 64 0.357066 1.266698 0.1861386 0.339429 1 2354tags=22%, list=11%, signal=24%

GO_PROTEIN_IMPORT_INTO_NUCLEUS_TRANSLOCATION GO_PROTEIN_IMPORT_INTO_NUCLEUS_TRANSLOCATION 29 0.393842 1.266678 0.1888247 0.339164 1 898tags=14%, list=4%, signal=14%
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GO_POSITIVE_REGULATION_OF_SYNAPSE_ASSEMBLY GO_POSITIVE_REGULATION_OF_SYNAPSE_ASSEMBLYDetails ... 60 -0.66912 -2.07805 0 0.315978 0.122 2763tags=57%, list=13%, signal=65%

GO_REGULATION_OF_SYNAPSE_ASSEMBLY GO_REGULATION_OF_SYNAPSE_ASSEMBLYDetails ... 78 -0.63676 -2.04876 0 0.2379037 0.169 4197tags=62%, list=20%, signal=76%

GO_REGULATION_OF_SYNAPSE_ORGANIZATION GO_REGULATION_OF_SYNAPSE_ORGANIZATIONDetails ... 111 -0.59792 -2.04359 0 0.1682097 0.183 4197tags=54%, list=20%, signal=67%

GO_CEREBELLAR_CORTEX_MORPHOGENESIS GO_CEREBELLAR_CORTEX_MORPHOGENESISDetails ... 30 -0.67624 -1.98627 0 0.2687115 0.334 1491tags=40%, list=7%, signal=43%

GO_METENCEPHALON_DEVELOPMENT GO_METENCEPHALON_DEVELOPMENTDetails ... 99 -0.56788 -1.9801 0 0.2331699 0.348 4478tags=51%, list=21%, signal=64%

GO_HINDBRAIN_MORPHOGENESIS GO_HINDBRAIN_MORPHOGENESISDetails ... 40 -0.58795 -1.92154 0 0.4011025 0.544 2502tags=38%, list=12%, signal=42%

GO_CEREBELLAR_CORTEX_FORMATION GO_CEREBELLAR_CORTEX_FORMATIONDetails ... 22 -0.72423 -1.91861 0 0.3548925 0.554 4161tags=64%, list=19%, signal=79%

GO_GLUTAMATE_RECEPTOR_SIGNALING_PATHWAY GO_GLUTAMATE_RECEPTOR_SIGNALING_PATHWAYDetails ... 38 -0.67671 -1.90802 0.0020747 0.3556982 0.587 3037tags=53%, list=14%, signal=61%

GO_REGULATION_OF_SYNAPTIC_TRANSMISSION_GLUTAMATERGIC GO_REGULATION_OF_SYNAPTIC_TRANSMISSION_GLUTAMATERGICDetails ... 49 -0.62057 -1.9017 0 0.3427222 0.606 3060tags=47%, list=14%, signal=55%

GO_POSTSYNAPTIC_MEMBRANE_ORGANIZATION GO_POSTSYNAPTIC_MEMBRANE_ORGANIZATIONDetails ... 25 -0.67951 -1.90134 0.0039841 0.3091117 0.606 2093tags=44%, list=10%, signal=49%

GO_ACETYLTRANSFERASE_COMPLEX GO_ACETYLTRANSFERASE_COMPLEXDetails ... 87 -0.57859 -1.90101 0.0082305 0.2821067 0.609 6327tags=64%, list=29%, signal=91%

GO_PROTEIN_LOCALIZATION_TO_SYNAPSE GO_PROTEIN_LOCALIZATION_TO_SYNAPSEDetails ... 15 -0.80445 -1.89423 0 0.2803446 0.627 2302tags=73%, list=11%, signal=82%

GO_MODULATION_OF_EXCITATORY_POSTSYNAPTIC_POTENTIAL GO_MODULATION_OF_EXCITATORY_POSTSYNAPTIC_POTENTIALDetails ... 29 -0.73312 -1.89153 0.0020704 0.2667073 0.637 3567tags=69%, list=17%, signal=83%

GO_NEGATIVE_REGULATION_OF_SYNAPTIC_TRANSMISSION GO_NEGATIVE_REGULATION_OF_SYNAPTIC_TRANSMISSIONDetails ... 60 -0.58584 -1.88313 0 0.2753371 0.67 3239tags=43%, list=15%, signal=51%

GO_REGULATION_OF_DENDRITIC_SPINE_MORPHOGENESIS GO_REGULATION_OF_DENDRITIC_SPINE_MORPHOGENESISDetails ... 29 -0.66685 -1.86982 0 0.3001299 0.706 5000tags=59%, list=23%, signal=76%

GO_POSITIVE_REGULATION_OF_DENDRITE_DEVELOPMENT GO_POSITIVE_REGULATION_OF_DENDRITE_DEVELOPMENTDetails ... 62 -0.56791 -1.86277 0.0020576 0.3053394 0.725 4128tags=53%, list=19%, signal=66%

GO_SYNAPSE_ORGANIZATION GO_SYNAPSE_ORGANIZATIONDetails ... 144 -0.52877 -1.85931 0 0.2987074 0.734 5358tags=53%, list=25%, signal=70%

GO_REGULATION_OF_DENDRITE_MORPHOGENESIS GO_REGULATION_OF_DENDRITE_MORPHOGENESISDetails ... 72 -0.53495 -1.84553 0.0021097 0.3344584 0.764 4054tags=44%, list=19%, signal=55%

GO_PROTEIN_PHOSPHATASE_TYPE_2A_COMPLEX GO_PROTEIN_PHOSPHATASE_TYPE_2A_COMPLEXDetails ... 19 -0.70813 -1.84397 0.0021186 0.3220172 0.765 4152tags=63%, list=19%, signal=78%

GO_REGULATION_OF_SYNAPSE_STRUCTURE_OR_ACTIVITY GO_REGULATION_OF_SYNAPSE_STRUCTURE_OR_ACTIVITYDetails ... 225 -0.54664 -1.84328 0.0020921 0.3080968 0.766 3909tags=48%, list=18%, signal=58%

GO_REGULATION_OF_SKELETAL_MUSCLE_CELL_DIFFERENTIATION GO_REGULATION_OF_SKELETAL_MUSCLE_CELL_DIFFERENTIATION 15 -0.62923 -1.83755 0.0021008 0.3116367 0.777 2082tags=33%, list=10%, signal=37%

GO_NEURON_CELL_CELL_ADHESION GO_NEURON_CELL_CELL_ADHESION 16 -0.77198 -1.83347 0.0060362 0.3104399 0.783 1276tags=56%, list=6%, signal=60%

GO_IONOTROPIC_GLUTAMATE_RECEPTOR_BINDING GO_IONOTROPIC_GLUTAMATE_RECEPTOR_BINDING 23 -0.6392 -1.82266 0.0043478 0.3342415 0.807 3422tags=57%, list=16%, signal=67%

GO_HISTONE_H4_ACETYLATION GO_HISTONE_H4_ACETYLATION 46 -0.59124 -1.81193 0.0066964 0.3575705 0.826 6019tags=63%, list=28%, signal=87%

GO_CELL_MORPHOGENESIS_INVOLVED_IN_NEURON_DIFFERENTIATIONGO_CELL_MORPHOGENESIS_INVOLVED_IN_NEURON_DIFFERENTIATION 358 -0.45386 -1.81129 0 0.3450711 0.828 4069tags=39%, list=19%, signal=47%

GO_REGULATION_OF_SYNAPTIC_TRANSMISSION_GABAERGIC GO_REGULATION_OF_SYNAPTIC_TRANSMISSION_GABAERGIC 29 -0.62669 -1.81127 0.0020576 0.3318642 0.828 5256tags=59%, list=24%, signal=77%

GO_REGULATION_OF_DENDRITE_DEVELOPMENT GO_REGULATION_OF_DENDRITE_DEVELOPMENT 115 -0.51299 -1.79659 0.0021978 0.3727955 0.866 4128tags=45%, list=19%, signal=56%

GO_DENDRITE_MORPHOGENESIS GO_DENDRITE_MORPHOGENESIS 41 -0.58502 -1.79126 0.0088496 0.3804414 0.877 4772tags=56%, list=22%, signal=72%

GO_CELL_DIFFERENTIATION_IN_HINDBRAIN GO_CELL_DIFFERENTIATION_IN_HINDBRAIN 21 -0.708 -1.79112 0.0081967 0.3677719 0.877 1320tags=48%, list=6%, signal=51%

GO_NEURON_PROJECTION_MORPHOGENESIS GO_NEURON_PROJECTION_MORPHOGENESIS 390 -0.44901 -1.78848 0.0021882 0.36523 0.881 4069tags=38%, list=19%, signal=46%

GO_CEREBELLAR_CORTEX_DEVELOPMENT GO_CEREBELLAR_CORTEX_DEVELOPMENT 46 -0.55346 -1.78726 0.0043197 0.3577971 0.884 4161tags=46%, list=19%, signal=56%

GO_POSITIVE_REGULATION_OF_DENDRITIC_SPINE_DEVELOPMENT GO_POSITIVE_REGULATION_OF_DENDRITIC_SPINE_DEVELOPMENT 33 -0.595 -1.78403 0.0063158 0.3581716 0.89 5333tags=61%, list=25%, signal=80%

GO_GLUTAMATE_RECEPTOR_BINDING GO_GLUTAMATE_RECEPTOR_BINDING 36 -0.57987 -1.78368 0.0108696 0.3489434 0.891 3422tags=50%, list=16%, signal=59%

GO_REGULATION_OF_SYNAPTIC_VESICLE_EXOCYTOSIS GO_REGULATION_OF_SYNAPTIC_VESICLE_EXOCYTOSIS 19 -0.72142 -1.77313 0.0040486 0.3759843 0.909 4712tags=74%, list=22%, signal=94%

GO_TRANSCRIPTIONAL_REPRESSOR_COMPLEX GO_TRANSCRIPTIONAL_REPRESSOR_COMPLEX 73 -0.52963 -1.77024 0.0104822 0.375864 0.911 5768tags=58%, list=27%, signal=78%

GO_CEREBELLAR_PURKINJE_CELL_LAYER_DEVELOPMENT GO_CEREBELLAR_PURKINJE_CELL_LAYER_DEVELOPMENT 24 -0.6561 -1.76651 0.0085106 0.3798434 0.917 4161tags=63%, list=19%, signal=77%

GO_IONOTROPIC_GLUTAMATE_RECEPTOR_COMPLEX GO_IONOTROPIC_GLUTAMATE_RECEPTOR_COMPLEX 46 -0.64637 -1.76575 0.0105708 0.3718491 0.918 4667tags=65%, list=22%, signal=83%

GO_PHOSPHATASE_REGULATOR_ACTIVITY GO_PHOSPHATASE_REGULATOR_ACTIVITY 81 -0.46178 -1.76571 0.0085106 0.3621962 0.918 4233tags=38%, list=20%, signal=47%

GO_REGULATION_OF_TRANSLATIONAL_ELONGATION GO_REGULATION_OF_TRANSLATIONAL_ELONGATION 22 -0.52337 -1.76378 0.0169492 0.3589194 0.922 6199tags=50%, list=29%, signal=70%

GO_SWI_SNF_SUPERFAMILY_TYPE_COMPLEX GO_SWI_SNF_SUPERFAMILY_TYPE_COMPLEX 68 -0.58042 -1.75933 0.0147679 0.3653618 0.93 6019tags=60%, list=28%, signal=83%

GO_RHYTHMIC_BEHAVIOR GO_RHYTHMIC_BEHAVIOR 19 -0.58535 -1.75749 0.0020704 0.3627807 0.931 2237tags=37%, list=10%, signal=41%

GO_NEGATIVE_REGULATION_OF_ORGANELLE_ASSEMBLY GO_NEGATIVE_REGULATION_OF_ORGANELLE_ASSEMBLY 21 -0.59747 -1.75489 0.0080321 0.3636073 0.933 6570tags=71%, list=31%, signal=103%

GO_OLIGODENDROCYTE_DIFFERENTIATION GO_OLIGODENDROCYTE_DIFFERENTIATION 58 -0.54319 -1.7533 0.0218254 0.3604602 0.935 3725tags=41%, list=17%, signal=50%

GO_CHD_TYPE_COMPLEX GO_CHD_TYPE_COMPLEX 16 -0.67005 -1.74976 0.0041408 0.3647496 0.938 5424tags=75%, list=25%, signal=100%

GO_NEURAL_RETINA_DEVELOPMENT GO_NEURAL_RETINA_DEVELOPMENT 50 -0.52013 -1.7469 0.0020877 0.3664766 0.94 4201tags=46%, list=20%, signal=57%

GO_AXON GO_AXON 398 -0.47787 -1.7423 0.014553 0.3741358 0.942 4445tags=43%, list=21%, signal=53%

GO_SUBSTANTIA_NIGRA_DEVELOPMENT GO_SUBSTANTIA_NIGRA_DEVELOPMENT 44 -0.47752 -1.74145 0.0078125 0.3689847 0.943 3466tags=32%, list=16%, signal=38%

GO_SYNAPTIC_MEMBRANE GO_SYNAPTIC_MEMBRANE 252 -0.531 -1.74076 0.0209644 0.3636304 0.944 4151tags=50%, list=19%, signal=61%

GO_NEGATIVE_REGULATION_OF_NERVOUS_SYSTEM_DEVELOPMENTGO_NEGATIVE_REGULATION_OF_NERVOUS_SYSTEM_DEVELOPMENT 257 -0.41819 -1.73704 0 0.3684674 0.947 4173tags=38%, list=19%, signal=47%

GO_HISTONE_METHYLATION GO_HISTONE_METHYLATION 82 -0.51699 -1.73413 0.0042194 0.370999 0.95 6428tags=60%, list=30%, signal=85%

GO_NEGATIVE_REGULATION_OF_DNA_DEPENDENT_DNA_REPLICATIONGO_NEGATIVE_REGULATION_OF_DNA_DEPENDENT_DNA_REPLICATION 16 -0.68597 -1.73137 0.0061728 0.3737102 0.953 5249tags=63%, list=24%, signal=83%

GO_GMP_METABOLIC_PROCESS GO_GMP_METABOLIC_PROCESS 18 -0.60479 -1.73072 0.0066667 0.3683413 0.954 2302tags=44%, list=11%, signal=50%

GO_IONOTROPIC_GLUTAMATE_RECEPTOR_SIGNALING_PATHWAY GO_IONOTROPIC_GLUTAMATE_RECEPTOR_SIGNALING_PATHWAY 22 -0.6999 -1.73014 0.0167364 0.3636612 0.954 3037tags=59%, list=14%, signal=69%

GO_PHOSPHATASE_COMPLEX GO_PHOSPHATASE_COMPLEX 45 -0.54702 -1.72834 0.0134831 0.362744 0.954 5261tags=53%, list=24%, signal=70%

GO_MODULATION_OF_SYNAPTIC_TRANSMISSION GO_MODULATION_OF_SYNAPTIC_TRANSMISSION 289 -0.49137 -1.72744 0.0207039 0.359123 0.955 3924tags=43%, list=18%, signal=51%

GO_POSTSYNAPSE GO_POSTSYNAPSE 361 -0.5024 -1.72666 0.021097 0.355245 0.955 5383tags=52%, list=25%, signal=68%

GO_NEURON_SPINE GO_NEURON_SPINE 112 -0.52665 -1.72616 0.0193133 0.3508222 0.955 3969tags=47%, list=18%, signal=58%

GO_REGULATION_OF_SYNAPTIC_VESICLE_TRANSPORT GO_REGULATION_OF_SYNAPTIC_VESICLE_TRANSPORT 29 -0.65876 -1.72483 0.0305499 0.3489105 0.956 4712tags=62%, list=22%, signal=79%

GO_REGULATION_OF_ALTERNATIVE_MRNA_SPLICING_VIA_SPLICEOSOMEGO_REGULATION_OF_ALTERNATIVE_MRNA_SPLICING_VIA_SPLICEOSOME 32 -0.57484 -1.72482 0.0150215 0.3430094 0.956 6910tags=66%, list=32%, signal=97%

GO_LOCOMOTORY_BEHAVIOR GO_LOCOMOTORY_BEHAVIOR 178 -0.44551 -1.72482 0.0084211 0.3373328 0.956 3806tags=34%, list=18%, signal=41%

GO_REGULATION_OF_VACUOLE_ORGANIZATION GO_REGULATION_OF_VACUOLE_ORGANIZATION 40 -0.53695 -1.72476 0.0128205 0.3319404 0.956 5406tags=58%, list=25%, signal=77%

GO_DEACETYLASE_ACTIVITY GO_DEACETYLASE_ACTIVITY 53 -0.50994 -1.72286 0.0203252 0.3322923 0.958 5252tags=49%, list=24%, signal=65%

GO_TERMINAL_BOUTON GO_TERMINAL_BOUTON 63 -0.56635 -1.72116 0.0190275 0.3323226 0.958 4230tags=51%, list=20%, signal=63%

GO_EXCITATORY_POSTSYNAPTIC_POTENTIAL GO_EXCITATORY_POSTSYNAPTIC_POTENTIAL 26 -0.61256 -1.72065 0.014553 0.3286628 0.959 4012tags=50%, list=19%, signal=61%

GO_NEGATIVE_REGULATION_OF_NEURON_DIFFERENTIATION GO_NEGATIVE_REGULATION_OF_NEURON_DIFFERENTIATION 187 -0.42691 -1.71987 0 0.3259951 0.961 4054tags=38%, list=19%, signal=46%

GO_POSTSYNAPTIC_MEMBRANE GO_POSTSYNAPTIC_MEMBRANE 198 -0.51819 -1.71943 0.018711 0.3224605 0.961 4076tags=45%, list=19%, signal=56%

GO_CELL_PROJECTION_CYTOPLASM GO_CELL_PROJECTION_CYTOPLASM 46 -0.49882 -1.71834 0.0145833 0.320657 0.962 6493tags=57%, list=30%, signal=81%

GO_SITE_OF_POLARIZED_GROWTH GO_SITE_OF_POLARIZED_GROWTH 143 -0.47433 -1.71764 0.0043573 0.3178369 0.962 4089tags=42%, list=19%, signal=51%

GO_PEPTIDE_N_ACETYLTRANSFERASE_ACTIVITY GO_PEPTIDE_N_ACETYLTRANSFERASE_ACTIVITY 56 -0.55224 -1.71758 0.0127932 0.3133472 0.962 5900tags=57%, list=27%, signal=79%

GO_GLUTAMATE_RECEPTOR_ACTIVITY GO_GLUTAMATE_RECEPTOR_ACTIVITY 25 -0.65572 -1.71746 0.0083857 0.3091337 0.962 3037tags=52%, list=14%, signal=60%

GO_REGULATION_OF_NEURONAL_SYNAPTIC_PLASTICITY GO_REGULATION_OF_NEURONAL_SYNAPTIC_PLASTICITY 47 -0.65531 -1.71716 0.0165975 0.3055913 0.962 3658tags=55%, list=17%, signal=67%

GO_NEURON_PROJECTION_GUIDANCE GO_NEURON_PROJECTION_GUIDANCE 197 -0.43686 -1.71613 0 0.3039188 0.962 4249tags=37%, list=20%, signal=46%

GO_PEPTIDYL_LYSINE_METHYLATION GO_PEPTIDYL_LYSINE_METHYLATION 74 -0.5135 -1.7159 0.0021097 0.300301 0.962 6428tags=61%, list=30%, signal=86%

GO_CYCLIC_NUCLEOTIDE_MEDIATED_SIGNALING GO_CYCLIC_NUCLEOTIDE_MEDIATED_SIGNALING 44 -0.53368 -1.71546 0.012987 0.2975106 0.962 2230tags=36%, list=10%, signal=40%

GO_POSITIVE_REGULATION_OF_EXCITATORY_POSTSYNAPTIC_POTENTIALGO_POSITIVE_REGULATION_OF_EXCITATORY_POSTSYNAPTIC_POTENTIAL 21 -0.75426 -1.71357 0.0164609 0.2985859 0.963 3567tags=76%, list=17%, signal=91%

GO_ENDOPLASMIC_RETICULUM_SUBCOMPARTMENT GO_ENDOPLASMIC_RETICULUM_SUBCOMPARTMENT 16 -0.6294 -1.70893 0.0107066 0.307251 0.968 4795tags=63%, list=22%, signal=80%

GO_PHOSPHATIDYLINOSITOL_DEPHOSPHORYLATION GO_PHOSPHATIDYLINOSITOL_DEPHOSPHORYLATION 23 -0.62244 -1.70669 0.0197802 0.3092625 0.969 3973tags=43%, list=18%, signal=53%

GO_MYOSIN_V_BINDING GO_MYOSIN_V_BINDING 17 -0.57864 -1.70467 0.0229446 0.3109213 0.971 955tags=35%, list=4%, signal=37%

GO_DENDRITE GO_DENDRITE 427 -0.45244 -1.70442 0.0169133 0.3076012 0.971 4956tags=46%, list=23%, signal=59%

GO_MLL1_2_COMPLEX GO_MLL1_2_COMPLEX 26 -0.60163 -1.70353 0.0164609 0.3062148 0.971 6499tags=69%, list=30%, signal=99%

GO_CENTROSOME_LOCALIZATION GO_CENTROSOME_LOCALIZATION 17 -0.66757 -1.7026 0.0152838 0.3050648 0.972 4590tags=65%, list=21%, signal=82%

GO_HINDBRAIN_DEVELOPMENT GO_HINDBRAIN_DEVELOPMENT 135 -0.44852 -1.70226 0.006424 0.3023051 0.973 3375tags=36%, list=16%, signal=42%

GO_REGULATION_OF_DENDRITIC_SPINE_DEVELOPMENT GO_REGULATION_OF_DENDRITIC_SPINE_DEVELOPMENT 52 -0.54361 -1.70216 0.0151515 0.2989751 0.973 5597tags=56%, list=26%, signal=75%

GO_REGULATION_OF_NEUROTRANSMITTER_TRANSPORT GO_REGULATION_OF_NEUROTRANSMITTER_TRANSPORT 60 -0.52981 -1.6992 0.0261569 0.3031035 0.976 4380tags=47%, list=20%, signal=58%

GO_LYSINE_N_METHYLTRANSFERASE_ACTIVITY GO_LYSINE_N_METHYLTRANSFERASE_ACTIVITY 56 -0.52848 -1.69705 0.0041494 0.3052611 0.976 6906tags=64%, list=32%, signal=94%

GO_PRESYNAPSE GO_PRESYNAPSE 276 -0.50277 -1.69344 0.0378947 0.3111883 0.979 4496tags=46%, list=21%, signal=58%

GO_REGULATION_OF_LONG_TERM_NEURONAL_SYNAPTIC_PLASTICITYGO_REGULATION_OF_LONG_TERM_NEURONAL_SYNAPTIC_PLASTICITY 23 -0.68083 -1.69266 0.0225873 0.3093314 0.979 3658tags=61%, list=17%, signal=73%

GO_PCG_PROTEIN_COMPLEX GO_PCG_PROTEIN_COMPLEX 43 -0.56694 -1.69186 0.03125 0.308149 0.979 3054tags=37%, list=14%, signal=43%

GO_CENTRAL_NERVOUS_SYSTEM_NEURON_DIFFERENTIATION GO_CENTRAL_NERVOUS_SYSTEM_NEURON_DIFFERENTIATION 164 -0.43456 -1.68839 0.0043197 0.3142251 0.983 5447tags=44%, list=25%, signal=58%

GO_HISTONE_DEACETYLASE_COMPLEX GO_HISTONE_DEACETYLASE_COMPLEX 58 -0.49578 -1.68801 0.0245902 0.3116732 0.984 5501tags=57%, list=26%, signal=76%

GO_HISTONE_H4_K16_ACETYLATION GO_HISTONE_H4_K16_ACETYLATION 16 -0.6715 -1.68666 0.0218341 0.3117084 0.984 4956tags=69%, list=23%, signal=89%

GO_NEURONAL_POSTSYNAPTIC_DENSITY GO_NEURONAL_POSTSYNAPTIC_DENSITY 52 -0.63905 -1.68638 0.0475207 0.3090465 0.984 3720tags=58%, list=17%, signal=70%

GO_HISTONE_METHYLTRANSFERASE_ACTIVITY GO_HISTONE_METHYLTRANSFERASE_ACTIVITY 57 -0.53996 -1.68465 0.0187891 0.3097787 0.984 6906tags=65%, list=32%, signal=95%

GO_PHOSPHATASE_INHIBITOR_ACTIVITY GO_PHOSPHATASE_INHIBITOR_ACTIVITY 34 -0.51128 -1.68384 0.0118343 0.3086242 0.984 4699tags=38%, list=22%, signal=49%

GO_COVALENT_CHROMATIN_MODIFICATION GO_COVALENT_CHROMATIN_MODIFICATION 325 -0.43836 -1.67627 0.027027 0.326193 0.985 6215tags=50%, list=29%, signal=69%

GO_AXON_PART GO_AXON_PART 208 -0.50509 -1.67529 0.0319829 0.3249795 0.985 4230tags=46%, list=20%, signal=57%

GO_CATION_AMINO_ACID_SYMPORTER_ACTIVITY GO_CATION_AMINO_ACID_SYMPORTER_ACTIVITY 16 -0.68996 -1.67469 0.018711 0.3230769 0.986 3739tags=63%, list=17%, signal=76%

GO_REGULATION_OF_NEUROTRANSMITTER_RECEPTOR_ACTIVITY GO_REGULATION_OF_NEUROTRANSMITTER_RECEPTOR_ACTIVITY 30 -0.64505 -1.67465 0.025641 0.3199049 0.986 4857tags=70%, list=23%, signal=90%

GO_ADULT_BEHAVIOR GO_ADULT_BEHAVIOR 130 -0.45765 -1.67361 0.0187891 0.3193134 0.986 4626tags=41%, list=22%, signal=52%

GO_DENDRITE_CYTOPLASM GO_DENDRITE_CYTOPLASM 16 -0.59689 -1.67067 0.0130152 0.3242712 0.986 5121tags=56%, list=24%, signal=74%

GO_AMPA_GLUTAMATE_RECEPTOR_COMPLEX GO_AMPA_GLUTAMATE_RECEPTOR_COMPLEX 27 -0.65072 -1.66919 0.0382294 0.325026 0.986 4667tags=63%, list=22%, signal=80%

GO_MRNA_PROCESSING GO_MRNA_PROCESSING 397 -0.42008 -1.66808 0.0435685 0.3248586 0.986 7256tags=50%, list=34%, signal=74%

GO_EXCITATORY_SYNAPSE GO_EXCITATORY_SYNAPSE 189 -0.53011 -1.66761 0.0340426 0.3228868 0.986 5372tags=60%, list=25%, signal=79%

GO_HISTONE_METHYLTRANSFERASE_COMPLEX GO_HISTONE_METHYLTRANSFERASE_COMPLEX 67 -0.53726 -1.66732 0.0368098 0.3204829 0.986 6906tags=64%, list=32%, signal=94%

GO_PROTEIN_ALKYLATION GO_PROTEIN_ALKYLATION 113 -0.45693 -1.66705 0.0105485 0.3180648 0.986 6142tags=51%, list=29%, signal=71%

GO_REGULATION_OF_POSTSYNAPTIC_MEMBRANE_POTENTIAL GO_REGULATION_OF_POSTSYNAPTIC_MEMBRANE_POTENTIAL 54 -0.54245 -1.66693 0.0274841 0.3154137 0.986 4012tags=44%, list=19%, signal=55%

GO_RECIPROCAL_DNA_RECOMBINATION GO_RECIPROCAL_DNA_RECOMBINATION 38 -0.56008 -1.66625 0.026749 0.3140833 0.986 6100tags=61%, list=28%, signal=84%

GO_ESTABLISHMENT_OF_LOCALIZATION_BY_MOVEMENT_ALONG_MICROTUBULEGO_ESTABLISHMENT_OF_LOCALIZATION_BY_MOVEMENT_ALONG_MICROTUBULE 88 -0.45902 -1.6659 0.0247934 0.3120424 0.986 6493tags=51%, list=30%, signal=73%

GO_PROTEIN_ACETYLATION GO_PROTEIN_ACETYLATION 114 -0.46932 -1.66506 0.0231092 0.3111278 0.986 6204tags=54%, list=29%, signal=76%

GO_NUCLEAR_TRANSCRIPTIONAL_REPRESSOR_COMPLEX GO_NUCLEAR_TRANSCRIPTIONAL_REPRESSOR_COMPLEX 21 -0.58868 -1.66482 0.0194384 0.3090061 0.986 5424tags=62%, list=25%, signal=83%

GO_N_METHYLTRANSFERASE_ACTIVITY GO_N_METHYLTRANSFERASE_ACTIVITY 85 -0.47413 -1.66442 0.0143443 0.3073209 0.986 6142tags=55%, list=29%, signal=77%

GO_SPINAL_CORD_DEVELOPMENT GO_SPINAL_CORD_DEVELOPMENT 104 -0.45727 -1.66208 0.0042017 0.3108509 0.986 4035tags=38%, list=19%, signal=46%

GO_GABA_RECEPTOR_BINDING GO_GABA_RECEPTOR_BINDING 15 -0.65523 -1.66163 0.0365854 0.309372 0.987 6889tags=73%, list=32%, signal=108%

GO_PRESYNAPTIC_ACTIVE_ZONE GO_PRESYNAPTIC_ACTIVE_ZONE 29 -0.69954 -1.66103 0.04375 0.3081126 0.987 4421tags=72%, list=21%, signal=91%

GO_GLUTAMINE_METABOLIC_PROCESS GO_GLUTAMINE_METABOLIC_PROCESS 21 -0.57001 -1.6597 0.0257511 0.3086625 0.988 3291tags=43%, list=15%, signal=51%

GO_HISTONE_LYSINE_N_METHYLTRANSFERASE_ACTIVITY GO_HISTONE_LYSINE_N_METHYLTRANSFERASE_ACTIVITY 45 -0.55316 -1.65797 0.0126582 0.3104273 0.988 6906tags=69%, list=32%, signal=101%

GO_ORGANELLE_TRANSPORT_ALONG_MICROTUBULE GO_ORGANELLE_TRANSPORT_ALONG_MICROTUBULE 51 -0.4808 -1.65793 0.0283401 0.3078797 0.988 6493tags=55%, list=30%, signal=78%

GO_KINESIN_BINDING GO_KINESIN_BINDING 32 -0.54715 -1.65701 0.0209205 0.3076903 0.988 5006tags=53%, list=23%, signal=69%

GO_PHOSPHOLIPID_DEPHOSPHORYLATION GO_PHOSPHOLIPID_DEPHOSPHORYLATION 34 -0.55806 -1.65606 0.0212314 0.3074741 0.988 4970tags=47%, list=23%, signal=61%

GO_TELOMERIC_DNA_BINDING GO_TELOMERIC_DNA_BINDING 27 -0.5409 -1.65575 0.0351967 0.3057852 0.988 5991tags=56%, list=28%, signal=77%

GO_PROTEIN_DEACETYLASE_ACTIVITY GO_PROTEIN_DEACETYLASE_ACTIVITY 42 -0.52904 -1.65513 0.0271967 0.3046221 0.988 4366tags=45%, list=20%, signal=57%

GO_SAGA_TYPE_COMPLEX GO_SAGA_TYPE_COMPLEX 30 -0.54858 -1.65399 0.0381526 0.3051145 0.988 6327tags=67%, list=29%, signal=94%

GO_NEGATIVE_REGULATION_OF_DENDRITE_DEVELOPMENT GO_NEGATIVE_REGULATION_OF_DENDRITE_DEVELOPMENT 27 -0.54634 -1.65213 0.01766 0.3073062 0.988 3872tags=44%, list=18%, signal=54%

GO_REGULATION_OF_RESPIRATORY_SYSTEM_PROCESS GO_REGULATION_OF_RESPIRATORY_SYSTEM_PROCESS 16 -0.56782 -1.65162 0.0186335 0.3060973 0.988 3425tags=44%, list=16%, signal=52%

GO_SYNAPSE_ASSEMBLY GO_SYNAPSE_ASSEMBLY 69 -0.47743 -1.65084 0.0104167 0.3056136 0.988 4798tags=42%, list=22%, signal=54%

GO_NEGATIVE_REGULATION_OF_DENDRITE_MORPHOGENESIS GO_NEGATIVE_REGULATION_OF_DENDRITE_MORPHOGENESIS 15 -0.61203 -1.65065 0.0189474 0.3035894 0.988 2185tags=40%, list=10%, signal=44%

GO_POSITIVE_REGULATION_OF_POTASSIUM_ION_TRANSPORT GO_POSITIVE_REGULATION_OF_POTASSIUM_ION_TRANSPORT 37 -0.51841 -1.65002 0.0188679 0.3027701 0.988 4123tags=49%, list=19%, signal=60%

GO_DENDRITE_DEVELOPMENT GO_DENDRITE_DEVELOPMENT 78 -0.48382 -1.64977 0.0215517 0.3008745 0.988 4857tags=47%, list=23%, signal=61%

GO_PRESYNAPTIC_MEMBRANE GO_PRESYNAPTIC_MEMBRANE 54 -0.58138 -1.64755 0.0591837 0.3039564 0.988 4151tags=61%, list=19%, signal=76%

GO_NEURAL_NUCLEUS_DEVELOPMENT GO_NEURAL_NUCLEUS_DEVELOPMENT 65 -0.44795 -1.64669 0.011976 0.3036804 0.989 3466tags=31%, list=16%, signal=37%

GO_POSITIVE_REGULATION_OF_POTASSIUM_ION_TRANSMEMBRANE_TRANSPORTER_ACTIVITYGO_POSITIVE_REGULATION_OF_POTASSIUM_ION_TRANSMEMBRANE_TRANSPORTER_ACTIVITY 16 -0.59008 -1.64436 0.0082305 0.3066864 0.99 4123tags=56%, list=19%, signal=70%

GO_MEMBRANE_BIOGENESIS GO_MEMBRANE_BIOGENESIS 30 -0.51911 -1.64369 0.0278373 0.3057742 0.991 1773tags=43%, list=8%, signal=47%

GO_GUANOSINE_CONTAINING_COMPOUND_METABOLIC_PROCESSGO_GUANOSINE_CONTAINING_COMPOUND_METABOLIC_PROCESS 40 -0.46528 -1.64367 0.0043764 0.30351 0.991 2302tags=28%, list=11%, signal=31%

GO_EXTRACELLULAR_GLUTAMATE_GATED_ION_CHANNEL_ACTIVITYGO_EXTRACELLULAR_GLUTAMATE_GATED_ION_CHANNEL_ACTIVITY 19 -0.67351 -1.64177 0.0211864 0.3058364 0.991 4012tags=63%, list=19%, signal=78%

GO_TRANSLATION_REGULATOR_ACTIVITY_NUCLEIC_ACID_BINDING GO_TRANSLATION_REGULATOR_ACTIVITY_NUCLEIC_ACID_BINDING 16 -0.6012 -1.64121 0.0315126 0.3049213 0.991 5901tags=63%, list=27%, signal=86%

GO_PROTEIN_ACYLATION GO_PROTEIN_ACYLATION 144 -0.43404 -1.64062 0.0334728 0.3040616 0.991 6204tags=52%, list=29%, signal=73%

GO_BAF_TYPE_COMPLEX GO_BAF_TYPE_COMPLEX 22 -0.65024 -1.63762 0.0336842 0.3091388 0.991 5029tags=68%, list=23%, signal=89%

GO_GLUTAMATE_SECRETION GO_GLUTAMATE_SECRETION 26 -0.69078 -1.6372 0.0345528 0.3078782 0.991 5676tags=81%, list=26%, signal=110%

GO_POSITIVE_REGULATION_OF_NERVOUS_SYSTEM_DEVELOPMENT GO_POSITIVE_REGULATION_OF_NERVOUS_SYSTEM_DEVELOPMENT 420 -0.38146 -1.63546 0.0106383 0.309653 0.991 4857tags=40%, list=23%, signal=50%

GO_REGULATION_OF_NEUROTRANSMITTER_SECRETION GO_REGULATION_OF_NEUROTRANSMITTER_SECRETION 48 -0.53747 -1.63481 0.0408998 0.3090274 0.991 4250tags=48%, list=20%, signal=60%

GO_ESTABLISHMENT_OF_CELL_POLARITY GO_ESTABLISHMENT_OF_CELL_POLARITY 85 -0.41268 -1.63397 0.0189076 0.3087023 0.991 3222tags=28%, list=15%, signal=33%

GO_ACIDIC_AMINO_ACID_TRANSPORT GO_ACIDIC_AMINO_ACID_TRANSPORT 20 -0.60479 -1.63395 0.0263158 0.3065373 0.991 5162tags=55%, list=24%, signal=72%

GO_NEUROTRANSMITTER_TRANSPORT GO_NEUROTRANSMITTER_TRANSPORT 151 -0.51275 -1.63377 0.0434783 0.3047786 0.991 5676tags=56%, list=26%, signal=76%

GO_PROTEIN_METHYLTRANSFERASE_ACTIVITY GO_PROTEIN_METHYLTRANSFERASE_ACTIVITY 80 -0.46993 -1.63248 0.0206612 0.305599 0.991 6142tags=51%, list=29%, signal=71%

GO_NEURON_PROJECTION_TERMINUS GO_NEURON_PROJECTION_TERMINUS 125 -0.49192 -1.62983 0.0503145 0.3099742 0.991 5757tags=56%, list=27%, signal=76%

GO_POSITIVE_REGULATION_OF_DENDRITE_MORPHOGENESIS GO_POSITIVE_REGULATION_OF_DENDRITE_MORPHOGENESIS 32 -0.52052 -1.62843 0.0315789 0.3109243 0.991 5000tags=50%, list=23%, signal=65%

GO_MULTI_ORGANISM_BEHAVIOR GO_MULTI_ORGANISM_BEHAVIOR 72 -0.46214 -1.6275 0.0243408 0.311223 0.991 5352tags=49%, list=25%, signal=65%

GO_RNA_SPLICING_VIA_TRANSESTERIFICATION_REACTIONS GO_RNA_SPLICING_VIA_TRANSESTERIFICATION_REACTIONS 250 -0.43157 -1.62734 0.0821643 0.3094899 0.991 7411tags=51%, list=34%, signal=77%

GO_FOREBRAIN_DEVELOPMENT GO_FOREBRAIN_DEVELOPMENT 348 -0.39674 -1.62629 0.0088692 0.3097771 0.991 5560tags=44%, list=26%, signal=58%

GO_REGULATION_OF_SYNAPTIC_PLASTICITY GO_REGULATION_OF_SYNAPTIC_PLASTICITY 135 -0.51697 -1.62527 0.0521921 0.3098581 0.991 4857tags=52%, list=23%, signal=67%

GO_REGULATION_OF_AUTOPHAGOSOME_ASSEMBLY GO_REGULATION_OF_AUTOPHAGOSOME_ASSEMBLY 33 -0.51479 -1.62294 0.036017 0.3135141 0.991 5771tags=61%, list=27%, signal=83%

GO_MEMBRANE_DEPOLARIZATION GO_MEMBRANE_DEPOLARIZATION 59 -0.49197 -1.62247 0.0376569 0.3124819 0.991 3203tags=36%, list=15%, signal=42%

GO_RNA_SPLICING GO_RNA_SPLICING 336 -0.42229 -1.6224 0.0684647 0.310599 0.991 7256tags=49%, list=34%, signal=73%

GO_CAMP_MEDIATED_SIGNALING GO_CAMP_MEDIATED_SIGNALING 35 -0.53626 -1.62215 0.0307692 0.3091618 0.991 2230tags=37%, list=10%, signal=41%

GO_PROTEIN_KINASE_A_REGULATORY_SUBUNIT_BINDING GO_PROTEIN_KINASE_A_REGULATORY_SUBUNIT_BINDING 16 -0.63605 -1.62169 0.0321199 0.3081837 0.991 4123tags=56%, list=19%, signal=70%

GO_RETROGRADE_TRANSPORT_ENDOSOME_TO_GOLGI GO_RETROGRADE_TRANSPORT_ENDOSOME_TO_GOLGI 70 -0.46916 -1.62067 0.0349345 0.3084415 0.991 5107tags=49%, list=24%, signal=64%

GO_EXPLORATION_BEHAVIOR GO_EXPLORATION_BEHAVIOR 23 -0.57839 -1.62057 0.0329218 0.3066559 0.991 2091tags=48%, list=10%, signal=53%

GO_N_TERMINAL_PROTEIN_AMINO_ACID_MODIFICATION GO_N_TERMINAL_PROTEIN_AMINO_ACID_MODIFICATION 24 -0.53062 -1.62035 0.0409836 0.3052288 0.991 5567tags=46%, list=26%, signal=62%

GO_METHYLTRANSFERASE_COMPLEX GO_METHYLTRANSFERASE_COMPLEX 84 -0.49352 -1.61303 0.0570265 0.319753 0.992 7176tags=58%, list=33%, signal=87%

GO_GAMMA_AMINOBUTYRIC_ACID_SIGNALING_PATHWAY GO_GAMMA_AMINOBUTYRIC_ACID_SIGNALING_PATHWAY 23 -0.63175 -1.6098 0.0371901 0.3251364 0.993 3863tags=48%, list=18%, signal=58%

GO_NEGATIVE_REGULATION_OF_CELL_DEVELOPMENT GO_NEGATIVE_REGULATION_OF_CELL_DEVELOPMENT 297 -0.36244 -1.60962 0 0.3234614 0.993 3976tags=33%, list=18%, signal=40%

GO_REGULATION_OF_POTASSIUM_ION_TRANSMEMBRANE_TRANSPORTGO_REGULATION_OF_POTASSIUM_ION_TRANSMEMBRANE_TRANSPORT 60 -0.48252 -1.60845 0.0395833 0.3243872 0.994 5137tags=50%, list=24%, signal=66%

GO_PALLIUM_DEVELOPMENT GO_PALLIUM_DEVELOPMENT 149 -0.42742 -1.60792 0.021978 0.3237115 0.994 5506tags=48%, list=26%, signal=64%

GO_DENDRITIC_SPINE_DEVELOPMENT GO_DENDRITIC_SPINE_DEVELOPMENT 19 -0.59385 -1.60592 0.0319149 0.326408 0.995 4772tags=53%, list=22%, signal=68%

GO_NEURON_PROJECTION_MEMBRANE GO_NEURON_PROJECTION_MEMBRANE 35 -0.59094 -1.60553 0.0484211 0.3251918 0.995 5372tags=57%, list=25%, signal=76%

GO_MACROMOLECULE_DEACYLATION GO_MACROMOLECULE_DEACYLATION 64 -0.45969 -1.60502 0.0273684 0.3246258 0.995 5501tags=44%, list=26%, signal=59%

GO_REGULATION_OF_NEUROTRANSMITTER_LEVELS GO_REGULATION_OF_NEUROTRANSMITTER_LEVELS 182 -0.47696 -1.60448 0.0532787 0.3240118 0.995 4455tags=44%, list=21%, signal=55%

GO_POLYOL_CATABOLIC_PROCESS GO_POLYOL_CATABOLIC_PROCESS 17 -0.61226 -1.60301 0.015625 0.325442 0.996 2743tags=53%, list=13%, signal=61%

GO_SYNTAXIN_1_BINDING GO_SYNTAXIN_1_BINDING 18 -0.65737 -1.60278 0.0611814 0.3241294 0.996 2799tags=50%, list=13%, signal=57%

GO_NEUROMUSCULAR_PROCESS_CONTROLLING_BALANCE GO_NEUROMUSCULAR_PROCESS_CONTROLLING_BALANCE 47 -0.48928 -1.6026 0.021097 0.3226604 0.996 2890tags=40%, list=13%, signal=47%

GO_PROTEIN_C_TERMINUS_BINDING GO_PROTEIN_C_TERMINUS_BINDING 181 -0.38104 -1.5983 0.0219298 0.3308422 0.996 5570tags=45%, list=26%, signal=60%

GO_DORSAL_VENTRAL_AXIS_SPECIFICATION GO_DORSAL_VENTRAL_AXIS_SPECIFICATION 20 -0.57 -1.59549 0.0300601 0.3352857 0.996 1973tags=40%, list=9%, signal=44%

GO_INOSITOL_PHOSPHATE_METABOLIC_PROCESS GO_INOSITOL_PHOSPHATE_METABOLIC_PROCESS 55 -0.45568 -1.59524 0.0105263 0.3338729 0.996 5284tags=51%, list=25%, signal=67%

GO_RNA_POLYMERASE_II_TRANSCRIPTION_COACTIVATOR_ACTIVITYGO_RNA_POLYMERASE_II_TRANSCRIPTION_COACTIVATOR_ACTIVITY 34 -0.50024 -1.59432 0.0247423 0.334069 0.996 5219tags=47%, list=24%, signal=62%

GO_ESTABLISHMENT_OF_MITOCHONDRION_LOCALIZATION GO_ESTABLISHMENT_OF_MITOCHONDRION_LOCALIZATION 16 -0.50066 -1.59358 0.0305499 0.333808 0.996 4920tags=50%, list=23%, signal=65%

GO_PEPTIDYL_LYSINE_MODIFICATION GO_PEPTIDYL_LYSINE_MODIFICATION 296 -0.43596 -1.59306 0.0566038 0.3330767 0.996 6215tags=50%, list=29%, signal=69%

GO_CALCIUM_DEPENDENT_CELL_CELL_ADHESION_VIA_PLASMA_MEMBRANE_CELL_ADHESION_MOLECULESGO_CALCIUM_DEPENDENT_CELL_CELL_ADHESION_VIA_PLASMA_MEMBRANE_CELL_ADHESION_MOLECULES 25 -0.55987 -1.59256 0.0268041 0.332388 0.996 4798tags=48%, list=22%, signal=62%

GO_REGULATION_OF_PROTEIN_PHOSPHATASE_TYPE_2A_ACTIVITY GO_REGULATION_OF_PROTEIN_PHOSPHATASE_TYPE_2A_ACTIVITY 23 -0.55211 -1.59218 0.0521921 0.3314547 0.996 7964tags=74%, list=37%, signal=117%

GO_GAMMA_TUBULIN_COMPLEX GO_GAMMA_TUBULIN_COMPLEX 17 -0.59516 -1.59108 0.0411523 0.3322144 0.996 3063tags=47%, list=14%, signal=55%

GO_INTRASPECIES_INTERACTION_BETWEEN_ORGANISMS GO_INTRASPECIES_INTERACTION_BETWEEN_ORGANISMS 44 -0.49759 -1.59102 0.0304878 0.3305212 0.996 5352tags=52%, list=25%, signal=69%

GO_NEGATIVE_REGULATION_OF_TOR_SIGNALING GO_NEGATIVE_REGULATION_OF_TOR_SIGNALING 30 -0.54048 -1.58935 0.0528736 0.3325759 0.996 5378tags=47%, list=25%, signal=62%

GO_TRANSMITTER_GATED_CHANNEL_ACTIVITY GO_TRANSMITTER_GATED_CHANNEL_ACTIVITY 25 -0.58168 -1.58828 0.0334728 0.333223 0.997 3037tags=44%, list=14%, signal=51%

GO_POLYSOME GO_POLYSOME 42 -0.45216 -1.58817 0.0519751 0.3317053 0.997 7331tags=62%, list=34%, signal=94%

GO_NEGATIVE_REGULATION_OF_HISTONE_METHYLATION GO_NEGATIVE_REGULATION_OF_HISTONE_METHYLATION 15 -0.63744 -1.58775 0.0530786 0.3309136 0.997 3249tags=47%, list=15%, signal=55%

GO_SYNAPTIC_TRANSMISSION_GLUTAMATERGIC GO_SYNAPTIC_TRANSMISSION_GLUTAMATERGIC 22 -0.59233 -1.58654 0.0477178 0.3318117 0.997 4012tags=55%, list=19%, signal=67%

GO_RETINA_MORPHOGENESIS_IN_CAMERA_TYPE_EYE GO_RETINA_MORPHOGENESIS_IN_CAMERA_TYPE_EYE 45 -0.4634 -1.58442 0.0227743 0.3352086 0.997 6148tags=49%, list=29%, signal=68%

GO_HIPPOCAMPUS_DEVELOPMENT GO_HIPPOCAMPUS_DEVELOPMENT 71 -0.46446 -1.58372 0.0364807 0.335101 0.997 5447tags=51%, list=25%, signal=68%

GO_MITOCHONDRION_LOCALIZATION GO_MITOCHONDRION_LOCALIZATION 34 -0.45284 -1.57995 0.0231579 0.3420651 0.997 4920tags=44%, list=23%, signal=57%

GO_REGULATION_OF_POTASSIUM_ION_TRANSPORT GO_REGULATION_OF_POTASSIUM_ION_TRANSPORT 82 -0.4547 -1.57925 0.0505051 0.341918 0.997 5930tags=52%, list=28%, signal=72%

GO_N_ACYLTRANSFERASE_ACTIVITY GO_N_ACYLTRANSFERASE_ACTIVITY 92 -0.42607 -1.57879 0.0331263 0.3412658 0.997 6126tags=47%, list=29%, signal=65%

GO_T_TUBULE GO_T_TUBULE 43 -0.54756 -1.57815 0.0493562 0.3408345 0.997 4201tags=49%, list=20%, signal=61%

GO_PHOSPHATIDYLINOSITOL_PHOSPHATE_PHOSPHATASE_ACTIVITYGO_PHOSPHATIDYLINOSITOL_PHOSPHATE_PHOSPHATASE_ACTIVITY 29 -0.53428 -1.57565 0.0580357 0.3453791 0.997 5231tags=52%, list=24%, signal=68%

GO_VISUAL_BEHAVIOR GO_VISUAL_BEHAVIOR 47 -0.50201 -1.57423 0.0390456 0.3468567 0.997 3643tags=43%, list=17%, signal=51%

GO_CYTOSKELETON_DEPENDENT_INTRACELLULAR_TRANSPORT GO_CYTOSKELETON_DEPENDENT_INTRACELLULAR_TRANSPORT 107 -0.42451 -1.57423 0.0357143 0.3450688 0.997 6493tags=50%, list=30%, signal=71%

GO_EMBRYONIC_AXIS_SPECIFICATION GO_EMBRYONIC_AXIS_SPECIFICATION 31 -0.49933 -1.57309 0.0214844 0.3461244 0.997 5760tags=48%, list=27%, signal=66%

GO_REGULATION_OF_N_METHYL_D_ASPARTATE_SELECTIVE_GLUTAMATE_RECEPTOR_ACTIVITYGO_REGULATION_OF_N_METHYL_D_ASPARTATE_SELECTIVE_GLUTAMATE_RECEPTOR_ACTIVITY 15 -0.66587 -1.57279 0.0531915 0.3449888 0.997 6271tags=80%, list=29%, signal=113%

GO_TRANSLATION_REPRESSOR_ACTIVITY GO_TRANSLATION_REPRESSOR_ACTIVITY 19 -0.57523 -1.57249 0.0375783 0.3439862 0.997 6065tags=79%, list=28%, signal=110%

GO_EXOCYTIC_VESICLE_MEMBRANE GO_EXOCYTIC_VESICLE_MEMBRANE 56 -0.58498 -1.5721 0.091858 0.343041 0.997 4991tags=63%, list=23%, signal=81%

GO_REGULATION_OF_HISTONE_METHYLATION GO_REGULATION_OF_HISTONE_METHYLATION 54 -0.4576 -1.57008 0.0666667 0.3462362 0.997 4917tags=37%, list=23%, signal=48%

GO_ESTABLISHMENT_OR_MAINTENANCE_OF_CELL_POLARITY GO_ESTABLISHMENT_OR_MAINTENANCE_OF_CELL_POLARITY 136 -0.38926 -1.56958 0.02407 0.3456359 0.997 4318tags=33%, list=20%, signal=41%

GO_POSITIVE_REGULATION_OF_TRANSCRIPTION_FROM_RNA_POLYMERASE_II_PROMOTER_INVOLVED_IN_CELLULAR_RESPONSE_TO_CHEMICAL_STIMULUSGO_POSITIVE_REGULATION_OF_TRANSCRIPTION_FROM_RNA_POLYMERASE_II_PROMOTER_INVOLVED_IN_CELLULAR_RESPONSE_TO_CHEMICAL_STIMULUS 26 -0.5059 -1.56832 0.0408602 0.346891 0.998 3403tags=38%, list=16%, signal=46%

GO_KINESIN_COMPLEX GO_KINESIN_COMPLEX 53 -0.4925 -1.56812 0.0472441 0.3456644 0.998 5382tags=45%, list=25%, signal=60%

GO_SWI_SNF_COMPLEX GO_SWI_SNF_COMPLEX 15 -0.6364 -1.56704 0.034632 0.3464141 0.998 4563tags=60%, list=21%, signal=76%

GO_RECEPTOR_CLUSTERING GO_RECEPTOR_CLUSTERING 41 -0.45482 -1.56607 0.0386179 0.3469661 0.998 3262tags=34%, list=15%, signal=40%

GO_CYCLIN_DEPENDENT_PROTEIN_KINASE_ACTIVITY GO_CYCLIN_DEPENDENT_PROTEIN_KINASE_ACTIVITY 34 -0.48268 -1.56603 0.0257511 0.345383 0.998 3284tags=26%, list=15%, signal=31%

GO_MEMBRANE_ASSEMBLY GO_MEMBRANE_ASSEMBLY 25 -0.51866 -1.56344 0.0420354 0.3493892 0.998 1677tags=44%, list=8%, signal=48%

GO_DICARBOXYLIC_ACID_TRANSPORT GO_DICARBOXYLIC_ACID_TRANSPORT 67 -0.47815 -1.56303 0.04375 0.3486057 0.998 5676tags=51%, list=26%, signal=69%

GO_TELENCEPHALON_DEVELOPMENT GO_TELENCEPHALON_DEVELOPMENT 221 -0.40041 -1.56083 0.020316 0.3518893 0.998 5513tags=44%, list=26%, signal=59%

GO_NAD_BINDING GO_NAD_BINDING 53 -0.42025 -1.55964 0.04375 0.3531368 0.998 5495tags=43%, list=26%, signal=58%

GO_CYCLIC_NUCLEOTIDE_CATABOLIC_PROCESS GO_CYCLIC_NUCLEOTIDE_CATABOLIC_PROCESS 17 -0.57295 -1.55929 0.0334076 0.3522299 0.998 6644tags=65%, list=31%, signal=94%

GO_PRESYNAPTIC_PROCESS_INVOLVED_IN_SYNAPTIC_TRANSMISSIONGO_PRESYNAPTIC_PROCESS_INVOLVED_IN_SYNAPTIC_TRANSMISSION 112 -0.50802 -1.55916 0.0645833 0.3508183 0.998 5676tags=56%, list=26%, signal=76%

GO_REGULATION_OF_MEMBRANE_POTENTIAL GO_REGULATION_OF_MEMBRANE_POTENTIAL 331 -0.3877 -1.55866 0.0343348 0.3503413 0.998 4162tags=35%, list=19%, signal=42%

GO_VESICLE_DOCKING GO_VESICLE_DOCKING 54 -0.44523 -1.55862 0.0618337 0.3487766 0.998 2799tags=33%, list=13%, signal=38%

GO_REGULATION_OF_ALPHA_AMINO_3_HYDROXY_5_METHYL_4_ISOXAZOLE_PROPIONATE_SELECTIVE_GLUTAMATE_RECEPTOR_ACTIVITYGO_REGULATION_OF_ALPHA_AMINO_3_HYDROXY_5_METHYL_4_ISOXAZOLE_PROPIONATE_SELECTIVE_GLUTAMATE_RECEPTOR_ACTIVITY 19 -0.67185 -1.55792 0.0542798 0.3488376 0.998 4857tags=74%, list=23%, signal=95%

GO_POSITIVE_REGULATION_OF_ADENYLATE_CYCLASE_ACTIVITY GO_POSITIVE_REGULATION_OF_ADENYLATE_CYCLASE_ACTIVITY 48 -0.45365 -1.55722 0.035343 0.3487609 0.998 6929tags=50%, list=32%, signal=74%

GO_RAN_GTPASE_BINDING GO_RAN_GTPASE_BINDING 29 -0.54633 -1.55702 0.070615 0.3476079 0.998 5449tags=59%, list=25%, signal=78%

GO_NEUROTROPHIN_SIGNALING_PATHWAY GO_NEUROTROPHIN_SIGNALING_PATHWAY 23 -0.49592 -1.55573 0.027897 0.3490961 0.998 4914tags=52%, list=23%, signal=68%

GO_GLIAL_CELL_DIFFERENTIATION GO_GLIAL_CELL_DIFFERENTIATION 132 -0.38752 -1.55448 0.0309278 0.3506018 0.998 3864tags=33%, list=18%, signal=39%

GO_PROTEIN_DEPOLYMERIZATION GO_PROTEIN_DEPOLYMERIZATION 22 -0.52974 -1.55235 0.0489796 0.3538333 0.998 2699tags=27%, list=13%, signal=31%

GO_INTRA_GOLGI_VESICLE_MEDIATED_TRANSPORT GO_INTRA_GOLGI_VESICLE_MEDIATED_TRANSPORT 46 -0.44172 -1.55115 0.0421941 0.3550904 0.998 6534tags=48%, list=30%, signal=69%

GO_CENTRAL_NERVOUS_SYSTEM_NEURON_DEVELOPMENT GO_CENTRAL_NERVOUS_SYSTEM_NEURON_DEVELOPMENT 70 -0.43136 -1.55073 0.0307692 0.3544612 0.998 5092tags=41%, list=24%, signal=54%

GO_ALKALI_METAL_ION_BINDING GO_ALKALI_METAL_ION_BINDING 20 -0.56748 -1.55057 0.056 0.3532015 0.998 3214tags=40%, list=15%, signal=47%

GO_NUCLEOTIDE_KINASE_ACTIVITY GO_NUCLEOTIDE_KINASE_ACTIVITY 23 -0.51996 -1.54958 0.0306122 0.3538791 0.998 2302tags=30%, list=11%, signal=34%

GO_OLIGODENDROCYTE_DEVELOPMENT GO_OLIGODENDROCYTE_DEVELOPMENT 32 -0.50282 -1.5492 0.0754352 0.3530954 0.998 3725tags=38%, list=17%, signal=45%

GO_DNA_DEPENDENT_ATPASE_ACTIVITY GO_DNA_DEPENDENT_ATPASE_ACTIVITY 76 -0.52325 -1.54906 0.0720339 0.3518442 0.998 5576tags=54%, list=26%, signal=73%

GO_SYNAPTIC_SIGNALING GO_SYNAPTIC_SIGNALING 412 -0.44892 -1.54873 0.0651261 0.3510076 0.998 5676tags=47%, list=26%, signal=63%

GO_POSITIVE_REGULATION_OF_AMINE_TRANSPORT GO_POSITIVE_REGULATION_OF_AMINE_TRANSPORT 32 -0.522 -1.54729 0.0323887 0.3527234 0.998 4716tags=47%, list=22%, signal=60%

GO_LYSOSOMAL_TRANSPORT GO_LYSOSOMAL_TRANSPORT 66 -0.40933 -1.54726 0.0599174 0.3512321 0.998 6601tags=53%, list=31%, signal=76%

GO_REGULATION_OF_PROTEIN_KINASE_A_SIGNALING GO_REGULATION_OF_PROTEIN_KINASE_A_SIGNALING 17 -0.56635 -1.54691 0.0408163 0.3505257 0.998 3878tags=47%, list=18%, signal=57%

GO_REGULATION_OF_HISTONE_H3_K9_METHYLATION GO_REGULATION_OF_HISTONE_H3_K9_METHYLATION 16 -0.62119 -1.54638 0.0530786 0.3502408 0.998 4917tags=50%, list=23%, signal=65%

GO_CHROMOSOME_SEPARATION GO_CHROMOSOME_SEPARATION 18 -0.63571 -1.54474 0.0600414 0.3526388 0.998 6431tags=78%, list=30%, signal=111%

GO_ACTION_POTENTIAL GO_ACTION_POTENTIAL 91 -0.46739 -1.54462 0.0486258 0.351402 0.998 3214tags=32%, list=15%, signal=37%

GO_NEURONAL_STEM_CELL_POPULATION_MAINTENANCE GO_NEURONAL_STEM_CELL_POPULATION_MAINTENANCE 18 -0.58307 -1.54444 0.0649895 0.3503037 0.998 4631tags=56%, list=22%, signal=71%

GO_PROTEIN_KINASE_A_BINDING GO_PROTEIN_KINASE_A_BINDING 40 -0.49572 -1.54334 0.0615385 0.3511764 0.998 4123tags=40%, list=19%, signal=49%

GO_REGULATION_OF_DNA_DEPENDENT_DNA_REPLICATION GO_REGULATION_OF_DNA_DEPENDENT_DNA_REPLICATION 38 -0.56786 -1.54269 0.0829787 0.3511851 0.998 5249tags=58%, list=24%, signal=76%

GO_CEREBRAL_CORTEX_DEVELOPMENT GO_CEREBRAL_CORTEX_DEVELOPMENT 103 -0.4284 -1.54229 0.0225734 0.3506006 0.998 5506tags=49%, list=26%, signal=65%

GO_REGULATION_OF_OLIGODENDROCYTE_DIFFERENTIATION GO_REGULATION_OF_OLIGODENDROCYTE_DIFFERENTIATION 26 -0.5009 -1.53979 0.040404 0.3548009 0.998 2774tags=35%, list=13%, signal=40%

GO_NEUROMUSCULAR_PROCESS GO_NEUROMUSCULAR_PROCESS 92 -0.43483 -1.53917 0.0491803 0.3546673 0.998 3448tags=37%, list=16%, signal=44%

GO_MACROMOLECULE_METHYLATION GO_MACROMOLECULE_METHYLATION 194 -0.39413 -1.53788 0.0401691 0.3562807 0.998 6190tags=44%, list=29%, signal=62%

GO_EMBRYONIC_PATTERN_SPECIFICATION GO_EMBRYONIC_PATTERN_SPECIFICATION 56 -0.43659 -1.53699 0.0162272 0.3569672 0.999 4901tags=41%, list=23%, signal=53%

GO_MICROTUBULE_BINDING GO_MICROTUBULE_BINDING 190 -0.39904 -1.53523 0.0321888 0.3595041 0.999 5445tags=41%, list=25%, signal=54%

GO_POSITIVE_REGULATION_OF_NEURON_DIFFERENTIATION GO_POSITIVE_REGULATION_OF_NEURON_DIFFERENTIATION 298 -0.36914 -1.53409 0.0327511 0.360671 0.999 4857tags=40%, list=23%, signal=50%

GO_SPLICEOSOMAL_COMPLEX_ASSEMBLY GO_SPLICEOSOMAL_COMPLEX_ASSEMBLY 49 -0.45392 -1.53333 0.0585859 0.3609806 0.999 6724tags=51%, list=31%, signal=74%

GO_TUBULIN_BINDING GO_TUBULIN_BINDING 255 -0.37653 -1.53182 0.0295983 0.3630096 0.999 4095tags=34%, list=19%, signal=41%

GO_DEMETHYLASE_ACTIVITY GO_DEMETHYLASE_ACTIVITY 33 -0.52662 -1.53135 0.0573248 0.3627378 0.999 4917tags=52%, list=23%, signal=67%

GO_LAMIN_BINDING GO_LAMIN_BINDING 17 -0.52994 -1.53036 0.0550661 0.3637006 0.999 6712tags=65%, list=31%, signal=94%

GO_HISTONE_H3_DEACETYLATION GO_HISTONE_H3_DEACETYLATION 22 -0.51053 -1.52949 0.0541667 0.3641738 0.999 1612tags=32%, list=7%, signal=34%

GO_P53_BINDING GO_P53_BINDING 64 -0.43588 -1.52929 0.0485232 0.36314 0.999 3001tags=33%, list=14%, signal=38%

GO_CELL_BODY GO_CELL_BODY 484 -0.37288 -1.52907 0.0466102 0.3622286 0.999 5006tags=40%, list=23%, signal=52%

GO_NUCLEOBASE_CONTAINING_COMPOUND_KINASE_ACTIVITY GO_NUCLEOBASE_CONTAINING_COMPOUND_KINASE_ACTIVITY 43 -0.44409 -1.52836 0.0320641 0.3623926 0.999 3971tags=33%, list=18%, signal=40%

GO_GLIAL_CELL_PROJECTION GO_GLIAL_CELL_PROJECTION 15 -0.58105 -1.5283 0.0571429 0.3610783 0.999 3046tags=40%, list=14%, signal=47%

GO_THYROID_HORMONE_RECEPTOR_BINDING GO_THYROID_HORMONE_RECEPTOR_BINDING 29 -0.51479 -1.52829 0.08061 0.3596882 0.999 4379tags=48%, list=20%, signal=61%

GO_AXONAL_GROWTH_CONE GO_AXONAL_GROWTH_CONE 20 -0.57797 -1.52818 0.0462555 0.3585392 0.999 2918tags=55%, list=14%, signal=64%

GO_ENDOSOME_TO_LYSOSOME_TRANSPORT GO_ENDOSOME_TO_LYSOSOME_TRANSPORT 39 -0.42133 -1.52787 0.0622407 0.3577985 0.999 6601tags=54%, list=31%, signal=78%

GO_NEGATIVE_REGULATION_OF_ORGAN_GROWTH GO_NEGATIVE_REGULATION_OF_ORGAN_GROWTH 21 -0.49865 -1.52664 0.0531915 0.3591288 0.999 1133tags=14%, list=5%, signal=15%

GO_CHEMOSENSORY_BEHAVIOR GO_CHEMOSENSORY_BEHAVIOR 15 -0.5998 -1.52457 0.0583333 0.3622159 0.999 3489tags=40%, list=16%, signal=48%

GO_NEURON_MIGRATION GO_NEURON_MIGRATION 106 -0.40376 -1.52185 0.0257511 0.3668709 0.999 5092tags=42%, list=24%, signal=54%

GO_SINGLE_ORGANISM_BEHAVIOR GO_SINGLE_ORGANISM_BEHAVIOR 373 -0.39042 -1.52096 0.0552017 0.367452 0.999 4578tags=39%, list=21%, signal=49%

GO_ASPARTATE_FAMILY_AMINO_ACID_CATABOLIC_PROCESS GO_ASPARTATE_FAMILY_AMINO_ACID_CATABOLIC_PROCESS 18 -0.5553 -1.52086 0.0452756 0.366292 0.999 5709tags=61%, list=27%, signal=83%

GO_VOLTAGE_GATED_SODIUM_CHANNEL_ACTIVITY GO_VOLTAGE_GATED_SODIUM_CHANNEL_ACTIVITY 20 -0.56715 -1.52001 0.0552017 0.3668118 0.999 3206tags=45%, list=15%, signal=53%

GO_SPLICEOSOMAL_COMPLEX GO_SPLICEOSOMAL_COMPLEX 165 -0.40871 -1.51989 0.1117647 0.3656845 0.999 7256tags=47%, list=34%, signal=71%

GO_REGULATION_OF_CLATHRIN_MEDIATED_ENDOCYTOSIS GO_REGULATION_OF_CLATHRIN_MEDIATED_ENDOCYTOSIS 15 -0.61503 -1.51862 0.0787746 0.3672069 0.999 3289tags=53%, list=15%, signal=63%

GO_LONG_TERM_MEMORY GO_LONG_TERM_MEMORY 27 -0.53525 -1.5172 0.0714286 0.3689536 0.999 4946tags=59%, list=23%, signal=77%

GO_LEARNING GO_LEARNING 126 -0.45894 -1.5162 0.0822511 0.3698309 0.999 4857tags=48%, list=23%, signal=61%

GO_CHROMATIN_DISASSEMBLY GO_CHROMATIN_DISASSEMBLY 17 -0.5882 -1.51449 0.0707071 0.3725624 0.999 4699tags=59%, list=22%, signal=75%

GO_MRNA_SPLICE_SITE_SELECTION GO_MRNA_SPLICE_SITE_SELECTION 26 -0.5349 -1.51407 0.0798403 0.3722057 0.999 5849tags=58%, list=27%, signal=79%

GO_CAMP_BINDING GO_CAMP_BINDING 22 -0.58306 -1.51346 0.0651685 0.372136 0.999 5995tags=64%, list=28%, signal=88%

GO_RETINA_LAYER_FORMATION GO_RETINA_LAYER_FORMATION 22 -0.51387 -1.51308 0.0382166 0.3715373 0.999 5312tags=45%, list=25%, signal=60%

GO_REGULATION_OF_MRNA_SPLICING_VIA_SPLICEOSOME GO_REGULATION_OF_MRNA_SPLICING_VIA_SPLICEOSOME 59 -0.44556 -1.51202 0.0751566 0.3724697 0.999 6605tags=49%, list=31%, signal=71%

GO_SYNAPTIC_VESICLE_CYCLE GO_SYNAPTIC_VESICLE_CYCLE 86 -0.48224 -1.51107 0.0889831 0.3734282 0.999 4455tags=45%, list=21%, signal=57%

GO_CYTOSOLIC_TRANSPORT GO_CYTOSOLIC_TRANSPORT 201 -0.38672 -1.5098 0.0521921 0.374959 0.999 5107tags=43%, list=24%, signal=56%

GO_VESICLE_DOCKING_INVOLVED_IN_EXOCYTOSIS GO_VESICLE_DOCKING_INVOLVED_IN_EXOCYTOSIS 34 -0.45994 -1.50847 0.0874201 0.3766632 0.999 2395tags=32%, list=11%, signal=36%

GO_BASAL_TRANSCRIPTION_MACHINERY_BINDING GO_BASAL_TRANSCRIPTION_MACHINERY_BINDING 25 -0.50793 -1.50808 0.0838574 0.3762533 0.999 4389tags=44%, list=20%, signal=55%

GO_POSITIVE_REGULATION_OF_CALCIUM_ION_DEPENDENT_EXOCYTOSISGO_POSITIVE_REGULATION_OF_CALCIUM_ION_DEPENDENT_EXOCYTOSIS 26 -0.54589 -1.50797 0.0686071 0.3751866 0.999 4716tags=46%, list=22%, signal=59%

GO_VITAMIN_D_RECEPTOR_BINDING GO_VITAMIN_D_RECEPTOR_BINDING 17 -0.55689 -1.50618 0.092827 0.37777 0.999 8199tags=76%, list=38%, signal=124%

GO_REGULATION_OF_NEURON_MIGRATION GO_REGULATION_OF_NEURON_MIGRATION 28 -0.49117 -1.50554 0.0489362 0.377949 0.999 4857tags=57%, list=23%, signal=74%

GO_RNA_POLYMERASE_II_CORE_BINDING GO_RNA_POLYMERASE_II_CORE_BINDING 17 -0.54654 -1.50484 0.0810235 0.3781934 0.999 7280tags=71%, list=34%, signal=107%

GO_BEHAVIOR GO_BEHAVIOR 500 -0.36757 -1.5043 0.041841 0.3780874 0.999 4578tags=35%, list=21%, signal=43%

GO_BETA_CATENIN_BINDING GO_BETA_CATENIN_BINDING 79 -0.43454 -1.50405 0.0426966 0.377274 0.999 5132tags=47%, list=24%, signal=61%

GO_THIOL_DEPENDENT_UBIQUITIN_SPECIFIC_PROTEASE_ACTIVITY GO_THIOL_DEPENDENT_UBIQUITIN_SPECIFIC_PROTEASE_ACTIVITY 73 -0.44179 -1.50385 0.0774194 0.3763543 0.999 5427tags=45%, list=25%, signal=60%

GO_NEGATIVE_REGULATION_OF_DEVELOPMENTAL_GROWTH GO_NEGATIVE_REGULATION_OF_DEVELOPMENTAL_GROWTH 83 -0.39153 -1.50366 0.0235546 0.3754136 0.999 3894tags=30%, list=18%, signal=37%

GO_CENTRAL_NERVOUS_SYSTEM_PROJECTION_NEURON_AXONOGENESISGO_CENTRAL_NERVOUS_SYSTEM_PROJECTION_NEURON_AXONOGENESIS 22 -0.49823 -1.50333 0.0471092 0.3749131 0.999 5092tags=45%, list=24%, signal=60%

GO_PROTEIN_N_TERMINUS_BINDING GO_PROTEIN_N_TERMINUS_BINDING 100 -0.36839 -1.50309 0.052 0.3741258 0.999 6095tags=43%, list=28%, signal=60%

GO_DORSAL_SPINAL_CORD_DEVELOPMENT GO_DORSAL_SPINAL_CORD_DEVELOPMENT 19 -0.54052 -1.50297 0.0309278 0.3730429 0.999 1491tags=26%, list=7%, signal=28%

GO_LIGAND_DEPENDENT_NUCLEAR_RECEPTOR_BINDING GO_LIGAND_DEPENDENT_NUCLEAR_RECEPTOR_BINDING 22 -0.54893 -1.50279 0.061086 0.3721242 0.999 4666tags=59%, list=22%, signal=75%

GO_METHYLATED_HISTONE_BINDING GO_METHYLATED_HISTONE_BINDING 49 -0.48068 -1.50222 0.0869565 0.3721124 0.999 7502tags=71%, list=35%, signal=109%

GO_NEUROMUSCULAR_JUNCTION GO_NEUROMUSCULAR_JUNCTION 54 -0.44361 -1.50149 0.0585683 0.3724889 0.999 2657tags=30%, list=12%, signal=34%

GO_HISTONE_H3_ACETYLATION GO_HISTONE_H3_ACETYLATION 43 -0.46713 -1.50141 0.0722892 0.3713969 0.999 6204tags=53%, list=29%, signal=75%

GO_REGULATION_OF_LONG_TERM_SYNAPTIC_POTENTIATION GO_REGULATION_OF_LONG_TERM_SYNAPTIC_POTENTIATION 17 -0.6032 -1.50074 0.0835073 0.3715505 0.999 7145tags=76%, list=33%, signal=114%

GO_EXOCYTIC_VESICLE GO_EXOCYTIC_VESICLE 137 -0.45055 -1.49972 0.1138716 0.3725261 0.999 5006tags=45%, list=23%, signal=59%

GO_CEREBRAL_CORTEX_RADIALLY_ORIENTED_CELL_MIGRATION GO_CEREBRAL_CORTEX_RADIALLY_ORIENTED_CELL_MIGRATION 28 -0.50687 -1.49959 0.0737527 0.3715688 0.999 5092tags=61%, list=24%, signal=79%

GO_LIGAND_DEPENDENT_NUCLEAR_RECEPTOR_TRANSCRIPTION_COACTIVATOR_ACTIVITYGO_LIGAND_DEPENDENT_NUCLEAR_RECEPTOR_TRANSCRIPTION_COACTIVATOR_ACTIVITY 51 -0.44617 -1.49916 0.0770925 0.3711795 0.999 4379tags=39%, list=20%, signal=49%

GO_FILOPODIUM_ASSEMBLY GO_FILOPODIUM_ASSEMBLY 17 -0.53827 -1.49887 0.0690377 0.370588 0.999 3417tags=47%, list=16%, signal=56%

GO_ACETYLTRANSFERASE_ACTIVITY GO_ACETYLTRANSFERASE_ACTIVITY 92 -0.39717 -1.49866 0.0614754 0.3698015 0.999 6126tags=46%, list=29%, signal=64%

GO_SPECTRIN_BINDING GO_SPECTRIN_BINDING 24 -0.52416 -1.49823 0.056338 0.3694246 0.999 4036tags=58%, list=19%, signal=72%

GO_NAD_DEPENDENT_PROTEIN_DEACETYLASE_ACTIVITY GO_NAD_DEPENDENT_PROTEIN_DEACETYLASE_ACTIVITY 17 -0.54178 -1.49702 0.0589431 0.3709537 0.999 4366tags=59%, list=20%, signal=74%

GO_NEURON_NEURON_SYNAPTIC_TRANSMISSION GO_NEURON_NEURON_SYNAPTIC_TRANSMISSION 55 -0.50613 -1.49659 0.0939457 0.3705916 0.999 4012tags=38%, list=19%, signal=47%

GO_ACTIVATION_OF_ADENYLATE_CYCLASE_ACTIVITY GO_ACTIVATION_OF_ADENYLATE_CYCLASE_ACTIVITY 39 -0.44554 -1.49602 0.0417537 0.3706086 0.999 6929tags=46%, list=32%, signal=68%

GO_UBIQUITIN_LIKE_PROTEIN_TRANSFERASE_ACTIVITY GO_UBIQUITIN_LIKE_PROTEIN_TRANSFERASE_ACTIVITY 399 -0.36385 -1.49412 0.0765864 0.3736155 0.999 6316tags=44%, list=29%, signal=62%

GO_SYNAPTIC_VESICLE_RECYCLING GO_SYNAPTIC_VESICLE_RECYCLING 23 -0.5571 -1.49351 0.0841683 0.3737946 0.999 4041tags=43%, list=19%, signal=53%

GO_TRANSLATION_REGULATOR_ACTIVITY GO_TRANSLATION_REGULATOR_ACTIVITY 33 -0.4456 -1.49327 0.0489362 0.3730761 0.999 6065tags=55%, list=28%, signal=76%

GO_PROTEIN_ADP_RIBOSYLATION GO_PROTEIN_ADP_RIBOSYLATION 20 -0.4773 -1.49318 0.048218 0.3720883 0.999 4897tags=45%, list=23%, signal=58%

GO_REGULATION_OF_CALCIUM_ION_DEPENDENT_EXOCYTOSIS GO_REGULATION_OF_CALCIUM_ION_DEPENDENT_EXOCYTOSIS 83 -0.43634 -1.49317 0.0843621 0.3708828 0.999 4716tags=41%, list=22%, signal=52%

GO_RESPONSE_TO_NERVE_GROWTH_FACTOR GO_RESPONSE_TO_NERVE_GROWTH_FACTOR 37 -0.44718 -1.49309 0.0622407 0.3698438 0.999 6340tags=54%, list=29%, signal=77%

GO_TRANSMISSION_OF_NERVE_IMPULSE GO_TRANSMISSION_OF_NERVE_IMPULSE 54 -0.47626 -1.49199 0.0711297 0.3711406 0.999 5372tags=46%, list=25%, signal=62%

GO_REGULATION_OF_TRANSLATIONAL_FIDELITY GO_REGULATION_OF_TRANSLATIONAL_FIDELITY 15 -0.50833 -1.49178 0.0848861 0.37041 0.999 6199tags=53%, list=29%, signal=75%

GO_ADP_BINDING GO_ADP_BINDING 33 -0.43503 -1.48812 0.0658436 0.3770774 0.999 3633tags=30%, list=17%, signal=36%

GO_DNA_HELICASE_ACTIVITY GO_DNA_HELICASE_ACTIVITY 51 -0.53758 -1.48741 0.1019108 0.3773685 0.999 6085tags=55%, list=28%, signal=76%

GO_LIMBIC_SYSTEM_DEVELOPMENT GO_LIMBIC_SYSTEM_DEVELOPMENT 98 -0.40889 -1.4874 0.0486726 0.3761618 0.999 5447tags=45%, list=25%, signal=60%

GO_CELL_COMMUNICATION_BY_ELECTRICAL_COUPLING GO_CELL_COMMUNICATION_BY_ELECTRICAL_COUPLING 15 -0.60356 -1.48499 0.0907173 0.3803526 0.999 3956tags=40%, list=18%, signal=49%

GO_S_ADENOSYLMETHIONINE_DEPENDENT_METHYLTRANSFERASE_ACTIVITYGO_S_ADENOSYLMETHIONINE_DEPENDENT_METHYLTRANSFERASE_ACTIVITY 135 -0.39047 -1.48385 0.0718686 0.3816992 0.999 6190tags=48%, list=29%, signal=67%

GO_DNA_DIRECTED_RNA_POLYMERASE_II_HOLOENZYME GO_DNA_DIRECTED_RNA_POLYMERASE_II_HOLOENZYME 92 -0.38997 -1.48288 0.1022044 0.382608 0.999 6487tags=41%, list=30%, signal=59%

GO_MIDBRAIN_DEVELOPMENT GO_MIDBRAIN_DEVELOPMENT 89 -0.34983 -1.48124 0.022869 0.3851079 0.999 1958tags=19%, list=9%, signal=21%

GO_MICROTUBULE_ASSOCIATED_COMPLEX GO_MICROTUBULE_ASSOCIATED_COMPLEX 141 -0.40376 -1.47998 0.0555556 0.3866625 0.999 6466tags=48%, list=30%, signal=68%

GO_GASTRULATION_WITH_MOUTH_FORMING_SECOND GO_GASTRULATION_WITH_MOUTH_FORMING_SECOND 27 -0.49764 -1.47984 0.0810811 0.3857499 0.999 4046tags=37%, list=19%, signal=46%

GO_PROTEIN_UBIQUITINATION_INVOLVED_IN_UBIQUITIN_DEPENDENT_PROTEIN_CATABOLIC_PROCESSGO_PROTEIN_UBIQUITINATION_INVOLVED_IN_UBIQUITIN_DEPENDENT_PROTEIN_CATABOLIC_PROCESS 126 -0.40906 -1.47957 0.0901099 0.3851084 0.999 6316tags=44%, list=29%, signal=63%

GO_PEPTIDE_HORMONE_RECEPTOR_BINDING GO_PEPTIDE_HORMONE_RECEPTOR_BINDING 16 -0.49584 -1.47881 0.0450098 0.38565 0.999 1340tags=25%, list=6%, signal=27%

GO_MYELIN_ASSEMBLY GO_MYELIN_ASSEMBLY 15 -0.56061 -1.47863 0.0848624 0.3848987 0.999 5231tags=60%, list=24%, signal=79%

GO_PROTEIN_MODIFICATION_BY_SMALL_PROTEIN_REMOVAL GO_PROTEIN_MODIFICATION_BY_SMALL_PROTEIN_REMOVAL 116 -0.4016 -1.47806 0.0844156 0.3850561 0.999 6585tags=48%, list=31%, signal=69%

GO_ESTABLISHMENT_OF_EPITHELIAL_CELL_POLARITY GO_ESTABLISHMENT_OF_EPITHELIAL_CELL_POLARITY 22 -0.47519 -1.47469 0.0605428 0.3914316 0.999 3571tags=36%, list=17%, signal=44%

GO_ESC_E_Z_COMPLEX GO_ESC_E_Z_COMPLEX 16 -0.58284 -1.47336 0.0950413 0.3932124 0.999 3922tags=50%, list=18%, signal=61%

GO_ION_CHANNEL_BINDING GO_ION_CHANNEL_BINDING 108 -0.40858 -1.47297 0.0700219 0.3929561 0.999 4123tags=37%, list=19%, signal=46%

GO_PURINE_NTP_DEPENDENT_HELICASE_ACTIVITY GO_PURINE_NTP_DEPENDENT_HELICASE_ACTIVITY 96 -0.42773 -1.47288 0.1151386 0.3919634 0.999 6154tags=42%, list=29%, signal=58%

GO_PDZ_DOMAIN_BINDING GO_PDZ_DOMAIN_BINDING 87 -0.39812 -1.47222 0.0585683 0.3922427 0.999 4409tags=37%, list=21%, signal=46%

GO_PROTEIN_SERINE_THREONINE_PHOSPHATASE_ACTIVITY GO_PROTEIN_SERINE_THREONINE_PHOSPHATASE_ACTIVITY 64 -0.3648 -1.47221 0.0614754 0.3910631 0.999 6195tags=42%, list=29%, signal=59%

GO_POSITIVE_REGULATION_OF_NEURON_PROJECTION_DEVELOPMENTGO_POSITIVE_REGULATION_OF_NEURON_PROJECTION_DEVELOPMENT 224 -0.37108 -1.47216 0.0614035 0.3900013 0.999 5006tags=41%, list=23%, signal=52%

GO_NEGATIVE_REGULATION_OF_CELL_MORPHOGENESIS_INVOLVED_IN_DIFFERENTIATIONGO_NEGATIVE_REGULATION_OF_CELL_MORPHOGENESIS_INVOLVED_IN_DIFFERENTIATION 114 -0.36723 -1.47215 0.0219298 0.3888245 0.999 4309tags=38%, list=20%, signal=47%

GO_REGULATION_OF_CHROMATIN_SILENCING GO_REGULATION_OF_CHROMATIN_SILENCING 21 -0.56421 -1.47208 0.0962343 0.3878298 0.999 7467tags=76%, list=35%, signal=117%

GO_UBIQUITIN_LIKE_PROTEIN_LIGASE_ACTIVITY GO_UBIQUITIN_LIKE_PROTEIN_LIGASE_ACTIVITY 190 -0.38601 -1.47086 0.0911111 0.3894812 0.999 7443tags=53%, list=35%, signal=80%

GO_HISTONE_METHYLTRANSFERASE_ACTIVITY_H3_K4_SPECIFIC_ GO_HISTONE_METHYLTRANSFERASE_ACTIVITY_H3_K4_SPECIFIC_ 18 -0.5645 -1.46803 0.1056751 0.3945454 0.999 6906tags=61%, list=32%, signal=90%

GO_PROTEIN_COMPLEX_SCAFFOLD GO_PROTEIN_COMPLEX_SCAFFOLD 65 -0.40902 -1.46712 0.0587002 0.3956178 0.999 4722tags=42%, list=22%, signal=53%

GO_PROTEIN_TRANSMEMBRANE_TRANSPORT GO_PROTEIN_TRANSMEMBRANE_TRANSPORT 49 -0.41036 -1.46605 0.1042084 0.3968853 0.999 5924tags=41%, list=28%, signal=56%

GO_CLATHRIN_MEDIATED_ENDOCYTOSIS GO_CLATHRIN_MEDIATED_ENDOCYTOSIS 35 -0.5206 -1.46601 0.0867679 0.3957962 0.999 4202tags=49%, list=20%, signal=60%

GO_DNA_DOUBLE_STRAND_BREAK_PROCESSING GO_DNA_DOUBLE_STRAND_BREAK_PROCESSING 16 -0.58525 -1.46584 0.0860215 0.3949775 0.999 7191tags=69%, list=33%, signal=103%

GO_MRNA_3_END_PROCESSING GO_MRNA_3_END_PROCESSING 71 -0.43806 -1.46573 0.1384929 0.3940636 0.999 7053tags=51%, list=33%, signal=75%

GO_MITOGEN_ACTIVATED_PROTEIN_KINASE_KINASE_KINASE_BINDINGGO_MITOGEN_ACTIVATED_PROTEIN_KINASE_KINASE_KINASE_BINDING 18 -0.45385 -1.46559 0.0638723 0.3932209 0.999 4624tags=44%, list=22%, signal=57%

GO_POSITIVE_REGULATION_OF_EMBRYONIC_DEVELOPMENT GO_POSITIVE_REGULATION_OF_EMBRYONIC_DEVELOPMENT 31 -0.44992 -1.46422 0.0524194 0.395317 0.999 4380tags=35%, list=20%, signal=45%

GO_PROTEIN_LOCALIZATION_TO_MEMBRANE GO_PROTEIN_LOCALIZATION_TO_MEMBRANE 370 -0.28274 -1.46411 0.0298507 0.3943874 0.999 4966tags=27%, list=23%, signal=35%

GO_MEMBRANE_DOCKING GO_MEMBRANE_DOCKING 65 -0.39989 -1.46338 0.0901288 0.3949662 0.999 2957tags=32%, list=14%, signal=37%

GO_OLFACTORY_LOBE_DEVELOPMENT GO_OLFACTORY_LOBE_DEVELOPMENT 36 -0.4467 -1.4631 0.0431965 0.3944519 0.999 4014tags=36%, list=19%, signal=44%

GO_N_ACETYLTRANSFERASE_ACTIVITY GO_N_ACETYLTRANSFERASE_ACTIVITY 76 -0.41015 -1.46275 0.0810811 0.3941065 0.999 6126tags=47%, list=29%, signal=66%

GO_FIBROBLAST_GROWTH_FACTOR_RECEPTOR_BINDING GO_FIBROBLAST_GROWTH_FACTOR_RECEPTOR_BINDING 27 -0.50408 -1.46262 0.0460251 0.3932768 0.999 2924tags=30%, list=14%, signal=34%

GO_POSITIVE_REGULATION_OF_POTASSIUM_ION_TRANSMEMBRANE_TRANSPORTGO_POSITIVE_REGULATION_OF_POTASSIUM_ION_TRANSMEMBRANE_TRANSPORT 26 -0.46917 -1.46259 0.0746269 0.3921933 0.999 4618tags=50%, list=21%, signal=64%

GO_CHROMATIN_BINDING GO_CHROMATIN_BINDING 418 -0.368 -1.4613 0.1010526 0.3938245 0.999 5513tags=40%, list=26%, signal=53%

GO_GABA_RECEPTOR_ACTIVITY GO_GABA_RECEPTOR_ACTIVITY 22 -0.58541 -1.46112 0.1040816 0.3931336 0.999 5383tags=59%, list=25%, signal=79%

GO_RNA_POLYMERASE_II_TRANSCRIPTION_COFACTOR_ACTIVITY GO_RNA_POLYMERASE_II_TRANSCRIPTION_COFACTOR_ACTIVITY 87 -0.39711 -1.4611 0.0736842 0.3920294 0.999 5539tags=43%, list=26%, signal=57%

GO_REGULATION_OF_RNA_SPLICING GO_REGULATION_OF_RNA_SPLICING 93 -0.39661 -1.4609 0.1106383 0.3913811 0.999 6605tags=44%, list=31%, signal=63%

GO_SERINE_FAMILY_AMINO_ACID_BIOSYNTHETIC_PROCESS GO_SERINE_FAMILY_AMINO_ACID_BIOSYNTHETIC_PROCESS 15 -0.56077 -1.46055 0.0662651 0.391022 0.999 3547tags=40%, list=17%, signal=48%

GO_LYSINE_ACETYLATED_HISTONE_BINDING GO_LYSINE_ACETYLATED_HISTONE_BINDING 17 -0.5719 -1.46036 0.0831601 0.3902836 0.999 6749tags=65%, list=31%, signal=94%

GO_HISTONE_DEMETHYLASE_ACTIVITY GO_HISTONE_DEMETHYLASE_ACTIVITY 25 -0.55479 -1.45758 0.0826271 0.3955035 0.999 2630tags=44%, list=12%, signal=50%

GO_CULLIN_RING_UBIQUITIN_LIGASE_COMPLEX GO_CULLIN_RING_UBIQUITIN_LIGASE_COMPLEX 144 -0.38337 -1.45678 0.0623608 0.3961218 0.999 4492tags=36%, list=21%, signal=45%

GO_COGNITION GO_COGNITION 244 -0.39567 -1.45677 0.0826087 0.3950273 0.999 4332tags=39%, list=20%, signal=48%

GO_CLATHRIN_COAT GO_CLATHRIN_COAT 46 -0.46478 -1.45619 0.0772727 0.3952452 1 4256tags=43%, list=20%, signal=54%

GO_PHOSPHOTRANSFERASE_ACTIVITY_PHOSPHATE_GROUP_AS_ACCEPTORGO_PHOSPHOTRANSFERASE_ACTIVITY_PHOSPHATE_GROUP_AS_ACCEPTOR 35 -0.44954 -1.45612 0.0606654 0.3942827 1 5690tags=43%, list=26%, signal=58%

GO_NEGATIVE_REGULATION_OF_CELL_PROJECTION_ORGANIZATIONGO_NEGATIVE_REGULATION_OF_CELL_PROJECTION_ORGANIZATION 140 -0.37431 -1.45577 0.036036 0.3938933 1 4173tags=36%, list=19%, signal=44%

GO_NEGATIVE_REGULATION_OF_GLIAL_CELL_DIFFERENTIATION GO_NEGATIVE_REGULATION_OF_GLIAL_CELL_DIFFERENTIATION 25 -0.48032 -1.4556 0.0708502 0.393141 1 2323tags=32%, list=11%, signal=36%

GO_RETROMER_COMPLEX GO_RETROMER_COMPLEX 21 -0.5234 -1.45538 0.105618 0.392511 1 7271tags=67%, list=34%, signal=101%

GO_TRANSCRIPTION_COUPLED_NUCLEOTIDE_EXCISION_REPAIR GO_TRANSCRIPTION_COUPLED_NUCLEOTIDE_EXCISION_REPAIR 68 -0.39051 -1.45465 0.1117765 0.3930693 1 6074tags=41%, list=28%, signal=57%

GO_RETINA_DEVELOPMENT_IN_CAMERA_TYPE_EYE GO_RETINA_DEVELOPMENT_IN_CAMERA_TYPE_EYE 129 -0.35625 -1.45441 0.0255864 0.3924597 1 4201tags=33%, list=20%, signal=41%

GO_POSITIVE_REGULATION_OF_HEART_GROWTH GO_POSITIVE_REGULATION_OF_HEART_GROWTH 26 -0.48596 -1.45421 0.0614035 0.3918352 1 2774tags=38%, list=13%, signal=44%

GO_SYNTAXIN_BINDING GO_SYNTAXIN_BINDING 89 -0.39709 -1.45418 0.0943396 0.3908111 1 5820tags=45%, list=27%, signal=61%

GO_NUCLEUS_LOCALIZATION GO_NUCLEUS_LOCALIZATION 20 -0.51927 -1.45407 0.0804348 0.3900135 1 6680tags=60%, list=31%, signal=87%

GO_U2_TYPE_SPLICEOSOMAL_COMPLEX GO_U2_TYPE_SPLICEOSOMAL_COMPLEX 29 -0.46447 -1.45222 0.1142285 0.3931985 1 8099tags=59%, list=38%, signal=94%

GO_SIN3_TYPE_COMPLEX GO_SIN3_TYPE_COMPLEX 16 -0.57259 -1.4517 0.0991903 0.3932844 1 3041tags=50%, list=14%, signal=58%

GO_NEGATIVE_REGULATION_OF_GLIOGENESIS GO_NEGATIVE_REGULATION_OF_GLIOGENESIS 36 -0.42534 -1.45162 0.0661323 0.392397 1 3249tags=33%, list=15%, signal=39%

GO_REGULATION_OF_DENDRITE_EXTENSION GO_REGULATION_OF_DENDRITE_EXTENSION 19 -0.63737 -1.45154 0.122807 0.3914421 1 5333tags=68%, list=25%, signal=91%

GO_CLATHRIN_VESICLE_COAT GO_CLATHRIN_VESICLE_COAT 23 -0.5337 -1.45083 0.0976139 0.3919202 1 4202tags=48%, list=20%, signal=59%

GO_UBIQUITIN_LIKE_PROTEIN_CONJUGATING_ENZYME_ACTIVITY GO_UBIQUITIN_LIKE_PROTEIN_CONJUGATING_ENZYME_ACTIVITY 29 -0.50493 -1.44911 0.133758 0.3944186 1 7313tags=59%, list=34%, signal=89%

GO_UBIQUITIN_LIGASE_COMPLEX GO_UBIQUITIN_LIGASE_COMPLEX 252 -0.36005 -1.44905 0.0936819 0.3934751 1 5378tags=38%, list=25%, signal=50%

GO_REGULATION_OF_DOPAMINE_SECRETION GO_REGULATION_OF_DOPAMINE_SECRETION 21 -0.55237 -1.44863 0.088843 0.3934291 1 5233tags=52%, list=24%, signal=69%

GO_REGULATION_OF_NEURON_PROJECTION_DEVELOPMENT GO_REGULATION_OF_NEURON_PROJECTION_DEVELOPMENT 393 -0.3546 -1.4475 0.0676856 0.3949005 1 5597tags=41%, list=26%, signal=55%

GO_HISTONE_H3_K4_METHYLATION GO_HISTONE_H3_K4_METHYLATION 32 -0.49274 -1.44734 0.1154639 0.3941924 1 6142tags=53%, list=29%, signal=74%

GO_STRAND_DISPLACEMENT GO_STRAND_DISPLACEMENT 24 -0.61014 -1.4473 0.0989474 0.393217 1 8223tags=88%, list=38%, signal=142%

GO_COENZYME_BINDING GO_COENZYME_BINDING 173 -0.36126 -1.44698 0.0607966 0.3928706 1 5554tags=40%, list=26%, signal=54%

GO_CALCIUM_ION_REGULATED_EXOCYTOSIS GO_CALCIUM_ION_REGULATED_EXOCYTOSIS 75 -0.46684 -1.44494 0.1210191 0.3966458 1 4455tags=47%, list=21%, signal=59%

GO_MITOCHONDRIAL_RNA_METABOLIC_PROCESS GO_MITOCHONDRIAL_RNA_METABOLIC_PROCESS 24 -0.4676 -1.44475 0.1102362 0.3959805 1 5555tags=42%, list=26%, signal=56%

GO_PEPTIDYL_THREONINE_MODIFICATION GO_PEPTIDYL_THREONINE_MODIFICATION 45 -0.45977 -1.44461 0.1028446 0.3951961 1 6897tags=58%, list=32%, signal=85%

GO_TRANSFERASE_ACTIVITY_TRANSFERRING_NITROGENOUS_GROUPSGO_TRANSFERASE_ACTIVITY_TRANSFERRING_NITROGENOUS_GROUPS 22 -0.49163 -1.44367 0.0730223 0.3959838 1 3907tags=41%, list=18%, signal=50%

GO_MICROBODY_MEMBRANE GO_MICROBODY_MEMBRANE 55 -0.42913 -1.4429 0.1067762 0.3965887 1 6061tags=45%, list=28%, signal=63%

GO_REGULATION_OF_HEART_GROWTH GO_REGULATION_OF_HEART_GROWTH 41 -0.42364 -1.44268 0.029148 0.3960663 1 2774tags=29%, list=13%, signal=34%

GO_REGULATION_OF_TELOMERE_CAPPING GO_REGULATION_OF_TELOMERE_CAPPING 21 -0.47235 -1.44221 0.0912951 0.3960567 1 5680tags=52%, list=26%, signal=71%

GO_HELICASE_ACTIVITY GO_HELICASE_ACTIVITY 149 -0.43273 -1.44197 0.123348 0.3955264 1 7642tags=57%, list=36%, signal=88%

GO_POTASSIUM_ION_IMPORT GO_POTASSIUM_ION_IMPORT 29 -0.48283 -1.44172 0.0717213 0.3950025 1 4247tags=34%, list=20%, signal=43%

GO_TRANSCRIPTIONAL_REPRESSOR_ACTIVITY_RNA_POLYMERASE_II_ACTIVATING_TRANSCRIPTION_FACTOR_BINDINGGO_TRANSCRIPTIONAL_REPRESSOR_ACTIVITY_RNA_POLYMERASE_II_ACTIVATING_TRANSCRIPTION_FACTOR_BINDING 51 -0.41606 -1.44158 0.0559006 0.3942741 1 5219tags=43%, list=24%, signal=57%

GO_REGULATION_OF_FILOPODIUM_ASSEMBLY GO_REGULATION_OF_FILOPODIUM_ASSEMBLY 36 -0.42232 -1.43886 0.1030043 0.3991911 1 3658tags=36%, list=17%, signal=43%

GO_NEURONAL_CELL_BODY_MEMBRANE GO_NEURONAL_CELL_BODY_MEMBRANE 20 -0.5699 -1.43708 0.1044776 0.402227 1 5179tags=60%, list=24%, signal=79%

GO_NOTCH_BINDING GO_NOTCH_BINDING 18 -0.49301 -1.43701 0.0688259 0.40135 1 3493tags=39%, list=16%, signal=46%

GO_PROTEIN_DEALKYLATION GO_PROTEIN_DEALKYLATION 28 -0.51336 -1.43673 0.0849257 0.4008774 1 4917tags=50%, list=23%, signal=65%

GO_MYELIN_SHEATH GO_MYELIN_SHEATH 155 -0.3857 -1.43641 0.1014799 0.4005672 1 4147tags=32%, list=19%, signal=39%

GO_CHEMOREPELLENT_ACTIVITY GO_CHEMOREPELLENT_ACTIVITY 27 -0.47065 -1.43551 0.0770833 0.4014853 1 4465tags=44%, list=21%, signal=56%

GO_NEURON_RECOGNITION GO_NEURON_RECOGNITION 33 -0.44627 -1.43491 0.0613108 0.4018067 1 5447tags=52%, list=25%, signal=69%

GO_FOUR_WAY_JUNCTION_DNA_BINDING GO_FOUR_WAY_JUNCTION_DNA_BINDING 15 -0.62051 -1.434 0.1171548 0.4028907 1 6936tags=80%, list=32%, signal=118%

GO_ADENYLATE_CYCLASE_INHIBITING_G_PROTEIN_COUPLED_RECEPTOR_SIGNALING_PATHWAYGO_ADENYLATE_CYCLASE_INHIBITING_G_PROTEIN_COUPLED_RECEPTOR_SIGNALING_PATHWAY 66 -0.41188 -1.4331 0.0690377 0.4039912 1 3195tags=27%, list=15%, signal=32%

GO_NEGATIVE_REGULATION_OF_AXONOGENESIS GO_NEGATIVE_REGULATION_OF_AXONOGENESIS 63 -0.40932 -1.43279 0.0377778 0.4037097 1 4465tags=43%, list=21%, signal=54%

GO_AXO_DENDRITIC_TRANSPORT GO_AXO_DENDRITIC_TRANSPORT 31 -0.44511 -1.43278 0.1018711 0.4027059 1 6493tags=48%, list=30%, signal=69%

GO_ADULT_LOCOMOTORY_BEHAVIOR GO_ADULT_LOCOMOTORY_BEHAVIOR 79 -0.39345 -1.43262 0.0752212 0.4020539 1 4521tags=35%, list=21%, signal=45%

GO_CEREBRAL_CORTEX_CELL_MIGRATION GO_CEREBRAL_CORTEX_CELL_MIGRATION 42 -0.44237 -1.43162 0.0942982 0.4032542 1 5092tags=50%, list=24%, signal=65%

GO_DSRNA_FRAGMENTATION GO_DSRNA_FRAGMENTATION 21 -0.56377 -1.43084 0.1134454 0.4038319 1 5917tags=57%, list=28%, signal=79%

GO_MAIN_AXON GO_MAIN_AXON 57 -0.53071 -1.43083 0.1503132 0.402833 1 4124tags=51%, list=19%, signal=63%

GO_GLIAL_CELL_DEVELOPMENT GO_GLIAL_CELL_DEVELOPMENT 72 -0.3728 -1.4307 0.0651731 0.4021056 1 1692tags=21%, list=8%, signal=23%

GO_WALKING_BEHAVIOR GO_WALKING_BEHAVIOR 31 -0.47506 -1.4305 0.0705128 0.4014961 1 4161tags=32%, list=19%, signal=40%

GO_GLANDULAR_EPITHELIAL_CELL_DIFFERENTIATION GO_GLANDULAR_EPITHELIAL_CELL_DIFFERENTIATION 38 -0.43715 -1.43023 0.0576132 0.4010946 1 4249tags=34%, list=20%, signal=43%

GO_AXIS_SPECIFICATION GO_AXIS_SPECIFICATION 88 -0.3912 -1.42919 0.0503145 0.4022285 1 2384tags=23%, list=11%, signal=25%

GO_CARBOXY_TERMINAL_DOMAIN_PROTEIN_KINASE_COMPLEX GO_CARBOXY_TERMINAL_DOMAIN_PROTEIN_KINASE_COMPLEX 20 -0.46543 -1.42828 0.1168831 0.4032317 1 8123tags=70%, list=38%, signal=112%

GO_REGULATION_OF_ADENYLATE_CYCLASE_ACTIVITY GO_REGULATION_OF_ADENYLATE_CYCLASE_ACTIVITY 69 -0.4029 -1.42787 0.0705394 0.4032162 1 6929tags=48%, list=32%, signal=70%

GO_NEURON_FATE_COMMITMENT GO_NEURON_FATE_COMMITMENT 66 -0.43272 -1.42758 0.0679406 0.4028972 1 5679tags=42%, list=26%, signal=57%

GO_PHOSPHATIDYLINOSITOL_KINASE_ACTIVITY GO_PHOSPHATIDYLINOSITOL_KINASE_ACTIVITY 51 -0.41562 -1.42665 0.0666667 0.4039594 1 4398tags=37%, list=20%, signal=47%

GO_EPITHELIAL_CELL_FATE_COMMITMENT GO_EPITHELIAL_CELL_FATE_COMMITMENT 15 -0.53721 -1.42654 0.0867769 0.4032026 1 3725tags=53%, list=17%, signal=64%

GO_SYNAPTIC_VESICLE_LOCALIZATION GO_SYNAPTIC_VESICLE_LOCALIZATION 98 -0.43226 -1.42573 0.1044776 0.4040802 1 4455tags=41%, list=21%, signal=51%

GO_PROTEIN_SERINE_THREONINE_TYROSINE_KINASE_ACTIVITY GO_PROTEIN_SERINE_THREONINE_TYROSINE_KINASE_ACTIVITY 37 -0.44473 -1.42527 0.0997831 0.4040462 1 6161tags=49%, list=29%, signal=68%

GO_DENDRITIC_SPINE_ORGANIZATION GO_DENDRITIC_SPINE_ORGANIZATION 17 -0.54325 -1.42514 0.1101322 0.4033313 1 4772tags=59%, list=22%, signal=76%

GO_CATALYTIC_STEP_2_SPLICEOSOME GO_CATALYTIC_STEP_2_SPLICEOSOME 84 -0.39475 -1.42385 0.1685824 0.4050457 1 8665tags=58%, list=40%, signal=97%

GO_NUCLEAR_BODY GO_NUCLEAR_BODY 333 -0.35371 -1.42309 0.1358025 0.4055932 1 7174tags=47%, list=33%, signal=69%

GO_AMINO_ACID_TRANSPORT GO_AMINO_ACID_TRANSPORT 119 -0.3992 -1.42299 0.0800821 0.4048729 1 5676tags=45%, list=26%, signal=61%

GO_REPRESSING_TRANSCRIPTION_FACTOR_BINDING GO_REPRESSING_TRANSCRIPTION_FACTOR_BINDING 52 -0.41702 -1.42272 0.0938776 0.4044713 1 5351tags=46%, list=25%, signal=61%

GO_SMOOTHENED_SIGNALING_PATHWAY GO_SMOOTHENED_SIGNALING_PATHWAY 69 -0.39641 -1.42181 0.0682303 0.4055747 1 4131tags=32%, list=19%, signal=39%

GO_MEMBRANE_DEPOLARIZATION_DURING_ACTION_POTENTIAL GO_MEMBRANE_DEPOLARIZATION_DURING_ACTION_POTENTIAL 38 -0.47759 -1.42061 0.1127349 0.4072506 1 3203tags=32%, list=15%, signal=37%

GO_GLIOGENESIS GO_GLIOGENESIS 170 -0.33888 -1.42034 0.0504202 0.4068552 1 4128tags=34%, list=19%, signal=41%

GO_MICROTUBULE_ANCHORING GO_MICROTUBULE_ANCHORING 17 -0.55466 -1.4202 0.1392405 0.4061201 1 7156tags=71%, list=33%, signal=106%

GO_WNT_SIGNALING_PATHWAY GO_WNT_SIGNALING_PATHWAY 337 -0.31338 -1.41953 0.0647321 0.4065518 1 3712tags=25%, list=17%, signal=30%

GO_RNA_POLYMERASE_CORE_ENZYME_BINDING GO_RNA_POLYMERASE_CORE_ENZYME_BINDING 21 -0.49766 -1.41937 0.1498929 0.4059344 1 5872tags=57%, list=27%, signal=79%

GO_GLUTAMINE_FAMILY_AMINO_ACID_METABOLIC_PROCESS GO_GLUTAMINE_FAMILY_AMINO_ACID_METABOLIC_PROCESS 63 -0.37342 -1.41931 0.0661157 0.4051016 1 4151tags=33%, list=19%, signal=41%

GO_POSITIVE_REGULATION_OF_SYNAPTIC_TRANSMISSION_GLUTAMATERGICGO_POSITIVE_REGULATION_OF_SYNAPTIC_TRANSMISSION_GLUTAMATERGIC 18 -0.51068 -1.41874 0.0821355 0.4052976 1 1361tags=33%, list=6%, signal=36%

GO_DENDRITIC_SHAFT GO_DENDRITIC_SHAFT 36 -0.47514 -1.41782 0.0997783 0.406513 1 3878tags=44%, list=18%, signal=54%

GO_DNA_SECONDARY_STRUCTURE_BINDING GO_DNA_SECONDARY_STRUCTURE_BINDING 24 -0.57853 -1.41724 0.1326316 0.4067595 1 6936tags=67%, list=32%, signal=98%

GO_CUL4_RING_E3_UBIQUITIN_LIGASE_COMPLEX GO_CUL4_RING_E3_UBIQUITIN_LIGASE_COMPLEX 24 -0.49326 -1.41698 0.137931 0.4063845 1 5318tags=54%, list=25%, signal=72%

GO_REGULATION_OF_CHROMATIN_BINDING GO_REGULATION_OF_CHROMATIN_BINDING 17 -0.49858 -1.41611 0.1013514 0.4073282 1 5695tags=59%, list=26%, signal=80%

GO_ATP_DEPENDENT_DNA_HELICASE_ACTIVITY GO_ATP_DEPENDENT_DNA_HELICASE_ACTIVITY 33 -0.5042 -1.41496 0.1341719 0.4088417 1 6085tags=52%, list=28%, signal=72%

GO_NEGATIVE_REGULATION_OF_TELOMERE_MAINTENANCE GO_NEGATIVE_REGULATION_OF_TELOMERE_MAINTENANCE 24 -0.50328 -1.41474 0.1372549 0.408344 1 5991tags=75%, list=28%, signal=104%

GO_NEUROTRANSMITTER_UPTAKE GO_NEUROTRANSMITTER_UPTAKE 15 -0.52777 -1.41388 0.0874752 0.40929 1 2453tags=33%, list=11%, signal=38%

GO_REGULATION_OF_POTASSIUM_ION_TRANSMEMBRANE_TRANSPORTER_ACTIVITYGO_REGULATION_OF_POTASSIUM_ION_TRANSMEMBRANE_TRANSPORTER_ACTIVITY 41 -0.41766 -1.41383 0.0817204 0.4084447 1 4453tags=41%, list=21%, signal=52%

GO_PEROXISOME_ORGANIZATION GO_PEROXISOME_ORGANIZATION 32 -0.48016 -1.4132 0.1333333 0.4088287 1 7247tags=63%, list=34%, signal=94%

GO_PERICENTRIOLAR_MATERIAL GO_PERICENTRIOLAR_MATERIAL 18 -0.52714 -1.41264 0.1113445 0.4089905 1 7286tags=67%, list=34%, signal=101%

GO_TELOMERE_MAINTENANCE_VIA_TELOMERE_LENGTHENING GO_TELOMERE_MAINTENANCE_VIA_TELOMERE_LENGTHENING 26 -0.47574 -1.41197 0.1422505 0.4094817 1 5991tags=54%, list=28%, signal=75%

GO_FOREBRAIN_CELL_MIGRATION GO_FOREBRAIN_CELL_MIGRATION 61 -0.40918 -1.411 0.0879828 0.4105866 1 5092tags=43%, list=24%, signal=56%

GO_PERIPHERAL_NERVOUS_SYSTEM_AXON_ENSHEATHMENT GO_PERIPHERAL_NERVOUS_SYSTEM_AXON_ENSHEATHMENT 21 -0.49615 -1.40993 0.1108696 0.4118421 1 6293tags=57%, list=29%, signal=81%

GO_LRR_DOMAIN_BINDING GO_LRR_DOMAIN_BINDING 16 -0.47387 -1.40958 0.1212121 0.411654 1 4229tags=50%, list=20%, signal=62%

GO_3_5_CYCLIC_AMP_PHOSPHODIESTERASE_ACTIVITY GO_3_5_CYCLIC_AMP_PHOSPHODIESTERASE_ACTIVITY 15 -0.54729 -1.40955 0.0861678 0.4108177 1 6644tags=60%, list=31%, signal=87%

GO_NUCLEAR_SPECK GO_NUCLEAR_SPECK 187 -0.37543 -1.40884 0.115942 0.4114298 1 6738tags=44%, list=31%, signal=64%

GO_SIALYLATION GO_SIALYLATION 20 -0.47064 -1.40875 0.0788913 0.4106919 1 3167tags=45%, list=15%, signal=53%

GO_INNERVATION GO_INNERVATION 23 -0.4987 -1.4086 0.0866667 0.4101092 1 5093tags=52%, list=24%, signal=68%

GO_SCHWANN_CELL_DEVELOPMENT GO_SCHWANN_CELL_DEVELOPMENT 25 -0.46706 -1.40805 0.1236897 0.4103696 1 6293tags=56%, list=29%, signal=79%

GO_ACTIVATION_OF_PROTEIN_KINASE_A_ACTIVITY GO_ACTIVATION_OF_PROTEIN_KINASE_A_ACTIVITY 17 -0.52956 -1.40673 0.1033058 0.4123188 1 2683tags=29%, list=12%, signal=34%

GO_POSITIVE_REGULATION_OF_CELL_CYCLE_G2_M_PHASE_TRANSITIONGO_POSITIVE_REGULATION_OF_CELL_CYCLE_G2_M_PHASE_TRANSITION 18 -0.50692 -1.40562 0.1130952 0.4138132 1 5481tags=56%, list=26%, signal=75%

GO_GLYCINE_METABOLIC_PROCESS GO_GLYCINE_METABOLIC_PROCESS 16 -0.53846 -1.4049 0.0938086 0.4143718 1 4008tags=50%, list=19%, signal=61%

GO_NEGATIVE_REGULATION_OF_RNA_SPLICING GO_NEGATIVE_REGULATION_OF_RNA_SPLICING 24 -0.49565 -1.40458 0.1387164 0.4140949 1 6605tags=50%, list=31%, signal=72%

GO_ENSHEATHMENT_OF_NEURONS GO_ENSHEATHMENT_OF_NEURONS 87 -0.40056 -1.40377 0.1036717 0.4148542 1 5575tags=44%, list=26%, signal=59%

GO_TRANSPORTER_COMPLEX GO_TRANSPORTER_COMPLEX 315 -0.37435 -1.40276 0.1092784 0.4160873 1 4667tags=35%, list=22%, signal=44%

GO_MICROBODY GO_MICROBODY 129 -0.35492 -1.3994 0.0978044 0.4225483 1 4680tags=36%, list=22%, signal=45%

GO_ASPARTATE_FAMILY_AMINO_ACID_METABOLIC_PROCESS GO_ASPARTATE_FAMILY_AMINO_ACID_METABOLIC_PROCESS 54 -0.37939 -1.39857 0.0767677 0.423444 1 4216tags=31%, list=20%, signal=39%

GO_DEMETHYLATION GO_DEMETHYLATION 53 -0.41515 -1.39829 0.1104167 0.4231476 1 4090tags=36%, list=19%, signal=44%

GO_HOMOPHILIC_CELL_ADHESION_VIA_PLASMA_MEMBRANE_ADHESION_MOLECULESGO_HOMOPHILIC_CELL_ADHESION_VIA_PLASMA_MEMBRANE_ADHESION_MOLECULES 149 -0.36359 -1.39823 0.0646552 0.4223439 1 6898tags=51%, list=32%, signal=75%

GO_REGULATION_OF_TRANSCRIPTION_FROM_RNA_POLYMERASE_I_PROMOTERGO_REGULATION_OF_TRANSCRIPTION_FROM_RNA_POLYMERASE_I_PROMOTER 23 -0.4977 -1.39798 0.1443737 0.4219856 1 4726tags=48%, list=22%, signal=61%

GO_OLFACTORY_BULB_INTERNEURON_DIFFERENTIATION GO_OLFACTORY_BULB_INTERNEURON_DIFFERENTIATION 15 -0.50497 -1.39751 0.0863636 0.4220173 1 4014tags=47%, list=19%, signal=57%

GO_MULTICELLULAR_ORGANISM_GROWTH GO_MULTICELLULAR_ORGANISM_GROWTH 74 -0.36919 -1.39721 0.0731707 0.4217135 1 6094tags=47%, list=28%, signal=66%

GO_SOMITOGENESIS GO_SOMITOGENESIS 62 -0.39425 -1.39616 0.0864979 0.4230485 1 5776tags=52%, list=27%, signal=70%

GO_EXON_EXON_JUNCTION_COMPLEX GO_EXON_EXON_JUNCTION_COMPLEX 21 -0.47934 -1.39567 0.1338583 0.4231862 1 6458tags=52%, list=30%, signal=75%

GO_POSITIVE_REGULATION_OF_CELL_PROJECTION_ORGANIZATION GO_POSITIVE_REGULATION_OF_CELL_PROJECTION_ORGANIZATION 290 -0.32962 -1.39476 0.0923077 0.4241917 1 4857tags=36%, list=23%, signal=46%

GO_ESTABLISHMENT_OF_PROTEIN_LOCALIZATION_TO_VACUOLE GO_ESTABLISHMENT_OF_PROTEIN_LOCALIZATION_TO_VACUOLE 30 -0.42787 -1.39454 0.1518438 0.4237324 1 7006tags=50%, list=33%, signal=74%

GO_SPINDLE_CHECKPOINT GO_SPINDLE_CHECKPOINT 23 -0.58545 -1.3945 0.1410257 0.4228683 1 6500tags=70%, list=30%, signal=100%

GO_TRNA_METHYLTRANSFERASE_ACTIVITY GO_TRNA_METHYLTRANSFERASE_ACTIVITY 19 -0.52647 -1.39435 0.1221532 0.4222839 1 6190tags=58%, list=29%, signal=81%

GO_STARTLE_RESPONSE GO_STARTLE_RESPONSE 24 -0.51881 -1.39406 0.1319588 0.4219849 1 3249tags=38%, list=15%, signal=44%

GO_CELL_MORPHOGENESIS_INVOLVED_IN_DIFFERENTIATION GO_CELL_MORPHOGENESIS_INVOLVED_IN_DIFFERENTIATION 500 -0.31946 -1.39353 0.0521542 0.4222518 1 4069tags=31%, list=19%, signal=38%

GO_FOREBRAIN_GENERATION_OF_NEURONS GO_FOREBRAIN_GENERATION_OF_NEURONS 64 -0.39437 -1.39226 0.0665236 0.4241283 1 5679tags=47%, list=26%, signal=64%

GO_PROTEIN_PHOSPHATASE_2A_BINDING GO_PROTEIN_PHOSPHATASE_2A_BINDING 26 -0.46674 -1.39134 0.1233766 0.4251459 1 4412tags=42%, list=21%, signal=53%

GO_SYNAPTIC_VESICLE_ENDOCYTOSIS GO_SYNAPTIC_VESICLE_ENDOCYTOSIS 17 -0.56717 -1.39125 0.1293635 0.4244219 1 2799tags=41%, list=13%, signal=47%

GO_FOREBRAIN_NEURON_DEVELOPMENT GO_FOREBRAIN_NEURON_DEVELOPMENT 34 -0.42353 -1.39037 0.0954447 0.4254649 1 3578tags=35%, list=17%, signal=42%

GO_GLANDULAR_EPITHELIAL_CELL_DEVELOPMENT GO_GLANDULAR_EPITHELIAL_CELL_DEVELOPMENT 18 -0.49643 -1.38969 0.1097561 0.4259589 1 3725tags=33%, list=17%, signal=40%

GO_HISTONE_H2A_ACETYLATION GO_HISTONE_H2A_ACETYLATION 15 -0.56434 -1.38827 0.1283644 0.4280529 1 7531tags=67%, list=35%, signal=103%

GO_CELL_CYCLE_G2_M_PHASE_TRANSITION GO_CELL_CYCLE_G2_M_PHASE_TRANSITION 134 -0.40318 -1.38791 0.1401274 0.4279167 1 6611tags=47%, list=31%, signal=67%

GO_SOMITE_DEVELOPMENT GO_SOMITE_DEVELOPMENT 77 -0.38846 -1.38785 0.0878661 0.4271734 1 6033tags=52%, list=28%, signal=72%

GO_NEGATIVE_REGULATION_OF_CHROMOSOME_ORGANIZATION GO_NEGATIVE_REGULATION_OF_CHROMOSOME_ORGANIZATION 91 -0.4288 -1.38722 0.1553192 0.4276452 1 6570tags=56%, list=31%, signal=80%

GO_GLUTAMATE_METABOLIC_PROCESS GO_GLUTAMATE_METABOLIC_PROCESS 27 -0.44226 -1.38643 0.0974155 0.4284157 1 4151tags=41%, list=19%, signal=50%

GO_DORSAL_VENTRAL_PATTERN_FORMATION GO_DORSAL_VENTRAL_PATTERN_FORMATION 91 -0.37002 -1.38595 0.0604167 0.4285024 1 2492tags=22%, list=12%, signal=25%

GO_CUL3_RING_UBIQUITIN_LIGASE_COMPLEX GO_CUL3_RING_UBIQUITIN_LIGASE_COMPLEX 61 -0.40693 -1.38572 0.1015453 0.4281071 1 4044tags=34%, list=19%, signal=42%

GO_REGULATION_OF_NUCLEOTIDE_CATABOLIC_PROCESS GO_REGULATION_OF_NUCLEOTIDE_CATABOLIC_PROCESS 35 -0.42405 -1.38477 0.0909091 0.4291902 1 4483tags=40%, list=21%, signal=50%

GO_REGULATION_OF_CELL_MATURATION GO_REGULATION_OF_CELL_MATURATION 18 -0.52126 -1.3842 0.111828 0.4295092 1 6399tags=67%, list=30%, signal=95%

GO_NEGATIVE_REGULATION_OF_ACTIN_FILAMENT_BUNDLE_ASSEMBLYGO_NEGATIVE_REGULATION_OF_ACTIN_FILAMENT_BUNDLE_ASSEMBLY 19 -0.50241 -1.38414 0.1208054 0.4287459 1 3060tags=47%, list=14%, signal=55%

GO_NEUROTRANSMITTER_RECEPTOR_ACTIVITY GO_NEUROTRANSMITTER_RECEPTOR_ACTIVITY 66 -0.44761 -1.38391 0.108871 0.4283734 1 3037tags=27%, list=14%, signal=32%

GO_RNA_POLYMERASE_II_REPRESSING_TRANSCRIPTION_FACTOR_BINDINGGO_RNA_POLYMERASE_II_REPRESSING_TRANSCRIPTION_FACTOR_BINDING 27 -0.44255 -1.38388 0.1354167 0.4275173 1 5296tags=48%, list=25%, signal=64%

GO_AEROBIC_RESPIRATION GO_AEROBIC_RESPIRATION 47 -0.36846 -1.38369 0.1375 0.427017 1 6798tags=40%, list=32%, signal=59%

GO_UBIQUITIN_LIKE_PROTEIN_SPECIFIC_PROTEASE_ACTIVITY GO_UBIQUITIN_LIKE_PROTEIN_SPECIFIC_PROTEASE_ACTIVITY 101 -0.3821 -1.38348 0.1320346 0.4266411 1 5902tags=45%, list=27%, signal=61%

GO_PROTEIN_LOCALIZATION_TO_CHROMOSOME GO_PROTEIN_LOCALIZATION_TO_CHROMOSOME 43 -0.45916 -1.38273 0.149789 0.4274656 1 7312tags=56%, list=34%, signal=84%

GO_WW_DOMAIN_BINDING GO_WW_DOMAIN_BINDING 29 -0.43711 -1.38244 0.0821643 0.4272051 1 2404tags=38%, list=11%, signal=43%

GO_NEUROMUSCULAR_SYNAPTIC_TRANSMISSION GO_NEUROMUSCULAR_SYNAPTIC_TRANSMISSION 26 -0.48218 -1.38176 0.1169355 0.4277178 1 1863tags=23%, list=9%, signal=25%

GO_ASSOCIATIVE_LEARNING GO_ASSOCIATIVE_LEARNING 68 -0.42617 -1.37946 0.139485 0.4316484 1 5400tags=46%, list=25%, signal=61%

GO_RNA_POLYMERASE_COMPLEX GO_RNA_POLYMERASE_COMPLEX 116 -0.36996 -1.3789 0.1521298 0.4319788 1 6487tags=41%, list=30%, signal=58%

GO_SIGNAL_RELEASE GO_SIGNAL_RELEASE 168 -0.38399 -1.37809 0.153527 0.4327211 1 5305tags=42%, list=25%, signal=56%

GO_NEGATIVE_REGULATION_OF_CATECHOLAMINE_SECRETION GO_NEGATIVE_REGULATION_OF_CATECHOLAMINE_SECRETION 16 -0.51541 -1.37763 0.0951374 0.4328441 1 4005tags=38%, list=19%, signal=46%

GO_CELL_DIFFERENTIATION_IN_SPINAL_CORD GO_CELL_DIFFERENTIATION_IN_SPINAL_CORD 53 -0.41108 -1.37677 0.0888889 0.4338108 1 4035tags=32%, list=19%, signal=39%

GO_COCHLEA_DEVELOPMENT GO_COCHLEA_DEVELOPMENT 39 -0.41739 -1.37552 0.0813705 0.4354824 1 3485tags=36%, list=16%, signal=43%

GO_NEUROTRANSMITTER_TRANSPORTER_ACTIVITY GO_NEUROTRANSMITTER_TRANSPORTER_ACTIVITY 25 -0.49773 -1.37502 0.1296296 0.4357393 1 5625tags=52%, list=26%, signal=70%

GO_AXON_CYTOPLASM GO_AXON_CYTOPLASM 27 -0.4387 -1.37433 0.1425532 0.4363244 1 6493tags=48%, list=30%, signal=69%

GO_NEURON_MATURATION GO_NEURON_MATURATION 30 -0.42198 -1.37397 0.1063395 0.4361699 1 4304tags=30%, list=20%, signal=37%

GO_SEMAPHORIN_RECEPTOR_BINDING GO_SEMAPHORIN_RECEPTOR_BINDING 22 -0.45465 -1.37384 0.111579 0.4355931 1 4465tags=45%, list=21%, signal=57%

GO_STRUCTURE_SPECIFIC_DNA_BINDING GO_STRUCTURE_SPECIFIC_DNA_BINDING 115 -0.38229 -1.3736 0.1320755 0.4351945 1 5679tags=42%, list=26%, signal=56%

GO_CYTOKINESIS GO_CYTOKINESIS 80 -0.3996 -1.37269 0.1437909 0.436302 1 3179tags=25%, list=15%, signal=29%

GO_SEGMENT_SPECIFICATION GO_SEGMENT_SPECIFICATION 17 -0.4861 -1.37077 0.1091618 0.4395436 1 719tags=24%, list=3%, signal=24%

GO_RNA_HELICASE_ACTIVITY GO_RNA_HELICASE_ACTIVITY 67 -0.40009 -1.36908 0.1735358 0.4422146 1 7419tags=48%, list=35%, signal=73%

GO_PROTEIN_TRANSPORTER_ACTIVITY GO_PROTEIN_TRANSPORTER_ACTIVITY 98 -0.34159 -1.36907 0.1456954 0.4413357 1 5449tags=33%, list=25%, signal=44%

GO_POLYOL_METABOLIC_PROCESS GO_POLYOL_METABOLIC_PROCESS 93 -0.34669 -1.36885 0.0753138 0.44094 1 5284tags=38%, list=25%, signal=50%

GO_RNA_METHYLTRANSFERASE_ACTIVITY GO_RNA_METHYLTRANSFERASE_ACTIVITY 44 -0.43253 -1.36875 0.1572581 0.4402999 1 9004tags=70%, list=42%, signal=121%

GO_NEGATIVE_REGULATION_OF_TELOMERE_MAINTENANCE_VIA_TELOMERE_LENGTHENINGGO_NEGATIVE_REGULATION_OF_TELOMERE_MAINTENANCE_VIA_TELOMERE_LENGTHENING 15 -0.55261 -1.36721 0.176087 0.4428343 1 5186tags=80%, list=24%, signal=105%

GO_LIGASE_ACTIVITY GO_LIGASE_ACTIVITY 373 -0.31991 -1.36713 0.1266376 0.4421464 1 6758tags=43%, list=31%, signal=62%

GO_ATPASE_ACTIVITY GO_ATPASE_ACTIVITY 413 -0.31461 -1.36649 0.1170213 0.4426757 1 5614tags=35%, list=26%, signal=46%

GO_TRICARBOXYLIC_ACID_METABOLIC_PROCESS GO_TRICARBOXYLIC_ACID_METABOLIC_PROCESS 35 -0.38064 -1.36642 0.1326316 0.4419387 1 6798tags=51%, list=32%, signal=75%

GO_RNA_3_END_PROCESSING GO_RNA_3_END_PROCESSING 96 -0.39826 -1.36628 0.2024292 0.4413489 1 8622tags=59%, list=40%, signal=99%

GO_RETINAL_GANGLION_CELL_AXON_GUIDANCE GO_RETINAL_GANGLION_CELL_AXON_GUIDANCE 18 -0.4981 -1.36448 0.1071429 0.4444592 1 5312tags=50%, list=25%, signal=66%

GO_MICROTUBULE_MOTOR_ACTIVITY GO_MICROTUBULE_MOTOR_ACTIVITY 74 -0.43147 -1.36395 0.1349206 0.4447389 1 5382tags=39%, list=25%, signal=52%

GO_CHROMATIN_DNA_BINDING GO_CHROMATIN_DNA_BINDING 78 -0.36932 -1.36365 0.1353066 0.4445378 1 4631tags=35%, list=22%, signal=44%

GO_REGULATION_OF_TRANSCRIPTION_FROM_RNA_POLYMERASE_III_PROMOTERGO_REGULATION_OF_TRANSCRIPTION_FROM_RNA_POLYMERASE_III_PROMOTER 20 -0.4832 -1.36295 0.1974249 0.4451719 1 5150tags=50%, list=24%, signal=66%

GO_INOSITOL_PHOSPHATE_PHOSPHATASE_ACTIVITY GO_INOSITOL_PHOSPHATE_PHOSPHATASE_ACTIVITY 19 -0.4779 -1.36231 0.1596452 0.4457643 1 5037tags=53%, list=23%, signal=69%

GO_TRANSCRIPTION_INITIATION_FROM_RNA_POLYMERASE_II_PROMOTERGO_TRANSCRIPTION_INITIATION_FROM_RNA_POLYMERASE_II_PROMOTER 147 -0.32367 -1.36217 0.1018711 0.4451788 1 5735tags=37%, list=27%, signal=50%

GO_EXCITATORY_EXTRACELLULAR_LIGAND_GATED_ION_CHANNEL_ACTIVITYGO_EXCITATORY_EXTRACELLULAR_LIGAND_GATED_ION_CHANNEL_ACTIVITY 53 -0.43596 -1.36216 0.1086066 0.4443412 1 4012tags=32%, list=19%, signal=39%

GO_L_AMINO_ACID_TRANSMEMBRANE_TRANSPORTER_ACTIVITY GO_L_AMINO_ACID_TRANSMEMBRANE_TRANSPORTER_ACTIVITY 53 -0.42053 -1.36198 0.1276596 0.4438823 1 5634tags=42%, list=26%, signal=56%

GO_LIGASE_ACTIVITY_FORMING_CARBON_NITROGEN_BONDS GO_LIGASE_ACTIVITY_FORMING_CARBON_NITROGEN_BONDS 53 -0.37939 -1.36182 0.1141732 0.4433241 1 5415tags=43%, list=25%, signal=58%

GO_PHOSPHATIDYLINOSITOL_3_KINASE_SIGNALING GO_PHOSPHATIDYLINOSITOL_3_KINASE_SIGNALING 23 -0.4677 -1.36135 0.113082 0.4434783 1 3652tags=48%, list=17%, signal=58%

GO_VENTRICULAR_SEPTUM_MORPHOGENESIS GO_VENTRICULAR_SEPTUM_MORPHOGENESIS 28 -0.44152 -1.36123 0.1004184 0.442888 1 2402tags=32%, list=11%, signal=36%

GO_POSITIVE_REGULATION_OF_NUCLEOTIDE_CATABOLIC_PROCESSGO_POSITIVE_REGULATION_OF_NUCLEOTIDE_CATABOLIC_PROCESS 16 -0.51084 -1.36081 0.1263158 0.4429604 1 5165tags=50%, list=24%, signal=66%

GO_PROTEIN_MONOUBIQUITINATION GO_PROTEIN_MONOUBIQUITINATION 50 -0.40008 -1.36068 0.1637931 0.4423861 1 6928tags=56%, list=32%, signal=82%

GO_EXTRACELLULAR_LIGAND_GATED_ION_CHANNEL_ACTIVITY GO_EXTRACELLULAR_LIGAND_GATED_ION_CHANNEL_ACTIVITY 73 -0.43179 -1.36008 0.1307054 0.4428547 1 4061tags=34%, list=19%, signal=42%

GO_NUCLEOSOME_BINDING GO_NUCLEOSOME_BINDING 43 -0.40738 -1.35986 0.1840491 0.4424802 1 3809tags=33%, list=18%, signal=39%

GO_MRNA_BINDING GO_MRNA_BINDING 146 -0.33444 -1.35928 0.1570248 0.4428981 1 5917tags=40%, list=28%, signal=55%

GO_REGULATION_OF_AMINO_ACID_TRANSPORT GO_REGULATION_OF_AMINO_ACID_TRANSPORT 25 -0.481 -1.3587 0.1202405 0.4433675 1 2255tags=32%, list=10%, signal=36%

GO_CELL_FATE_SPECIFICATION GO_CELL_FATE_SPECIFICATION 70 -0.40761 -1.35695 0.0865979 0.4462112 1 3123tags=27%, list=15%, signal=32%

GO_REGULATION_OF_TOR_SIGNALING GO_REGULATION_OF_TOR_SIGNALING 65 -0.37278 -1.35678 0.1387665 0.4457103 1 5399tags=35%, list=25%, signal=47%

GO_VOLTAGE_GATED_POTASSIUM_CHANNEL_ACTIVITY GO_VOLTAGE_GATED_POTASSIUM_CHANNEL_ACTIVITY 87 -0.43043 -1.35606 0.1510204 0.4463475 1 4247tags=38%, list=20%, signal=47%

GO_4_IRON_4_SULFUR_CLUSTER_BINDING GO_4_IRON_4_SULFUR_CLUSTER_BINDING 39 -0.41231 -1.35592 0.1575758 0.4458387 1 6238tags=46%, list=29%, signal=65%

GO_NEGATIVE_REGULATION_OF_STRESS_ACTIVATED_PROTEIN_KINASE_SIGNALING_CASCADEGO_NEGATIVE_REGULATION_OF_STRESS_ACTIVATED_PROTEIN_KINASE_SIGNALING_CASCADE 40 -0.39266 -1.35583 0.1064302 0.4451612 1 7232tags=50%, list=34%, signal=75%

GO_TRANSCRIPTION_FACTOR_BINDING GO_TRANSCRIPTION_FACTOR_BINDING 493 -0.31167 -1.35386 0.1064718 0.4484884 1 5374tags=35%, list=25%, signal=46%

GO_CELL_SURFACE_RECEPTOR_SIGNALING_PATHWAY_INVOLVED_IN_CELL_CELL_SIGNALINGGO_CELL_SURFACE_RECEPTOR_SIGNALING_PATHWAY_INVOLVED_IN_CELL_CELL_SIGNALING 70 -0.37753 -1.35252 0.0912863 0.450551 1 4012tags=30%, list=19%, signal=37%

GO_POSITIVE_REGULATION_OF_NUCLEOSIDE_METABOLIC_PROCESSGO_POSITIVE_REGULATION_OF_NUCLEOSIDE_METABOLIC_PROCESS 23 -0.44095 -1.35232 0.1221053 0.4501172 1 5233tags=43%, list=24%, signal=57%

GO_H4_HISTONE_ACETYLTRANSFERASE_COMPLEX GO_H4_HISTONE_ACETYLTRANSFERASE_COMPLEX 17 -0.5261 -1.35166 0.1514523 0.4507641 1 6019tags=53%, list=28%, signal=73%

GO_CENTRAL_NERVOUS_SYSTEM_NEURON_AXONOGENESIS GO_CENTRAL_NERVOUS_SYSTEM_NEURON_AXONOGENESIS 27 -0.42572 -1.35164 0.1067538 0.4499601 1 5092tags=41%, list=24%, signal=53%

GO_STEROL_BIOSYNTHETIC_PROCESS GO_STEROL_BIOSYNTHETIC_PROCESS 41 -0.44032 -1.35142 0.1767068 0.449571 1 4085tags=41%, list=19%, signal=51%

GO_PROTEIN_K48_LINKED_UBIQUITINATION GO_PROTEIN_K48_LINKED_UBIQUITINATION 46 -0.41798 -1.35076 0.164859 0.4501602 1 7665tags=63%, list=36%, signal=98%

GO_REGULATION_OF_CELL_CYCLE_G2_M_PHASE_TRANSITION GO_REGULATION_OF_CELL_CYCLE_G2_M_PHASE_TRANSITION 56 -0.4137 -1.35065 0.1525773 0.4495382 1 5621tags=46%, list=26%, signal=63%

GO_MAINTENANCE_OF_CELL_NUMBER GO_MAINTENANCE_OF_CELL_NUMBER 130 -0.33312 -1.35013 0.1192469 0.4497366 1 5874tags=41%, list=27%, signal=56%

GO_NOSE_DEVELOPMENT GO_NOSE_DEVELOPMENT 15 -0.49375 -1.3501 0.1287129 0.4489671 1 2082tags=33%, list=10%, signal=37%

GO_POTASSIUM_CHANNEL_COMPLEX GO_POTASSIUM_CHANNEL_COMPLEX 89 -0.43165 -1.34986 0.1690722 0.4487352 1 4247tags=43%, list=20%, signal=53%

GO_ESTABLISHMENT_OR_MAINTENANCE_OF_BIPOLAR_CELL_POLARITYGO_ESTABLISHMENT_OR_MAINTENANCE_OF_BIPOLAR_CELL_POLARITY 35 -0.38342 -1.34923 0.1059322 0.449199 1 4036tags=31%, list=19%, signal=39%

GO_REGULATION_OF_DEVELOPMENTAL_GROWTH GO_REGULATION_OF_DEVELOPMENTAL_GROWTH 284 -0.30598 -1.34905 0.0691964 0.4487183 1 3894tags=29%, list=18%, signal=34%

GO_NEGATIVE_REGULATION_OF_ORGANELLE_ORGANIZATION GO_NEGATIVE_REGULATION_OF_ORGANELLE_ORGANIZATION 367 -0.33077 -1.34858 0.1513859 0.4489183 1 6477tags=46%, list=30%, signal=65%

GO_POSITIVE_REGULATION_OF_ORGANIC_ACID_TRANSPORT GO_POSITIVE_REGULATION_OF_ORGANIC_ACID_TRANSPORT 29 -0.4115 -1.34768 0.0889328 0.4500118 1 2255tags=28%, list=10%, signal=31%

GO_ENTRAINMENT_OF_CIRCADIAN_CLOCK GO_ENTRAINMENT_OF_CIRCADIAN_CLOCK 26 -0.41686 -1.34676 0.11875 0.4511604 1 2977tags=35%, list=14%, signal=40%

GO_MRNA_CLEAVAGE_FACTOR_COMPLEX GO_MRNA_CLEAVAGE_FACTOR_COMPLEX 17 -0.50849 -1.34672 0.1869919 0.4504072 1 6520tags=53%, list=30%, signal=76%

GO_RNA_SECONDARY_STRUCTURE_UNWINDING GO_RNA_SECONDARY_STRUCTURE_UNWINDING 44 -0.41732 -1.34664 0.1774892 0.4497463 1 7378tags=48%, list=34%, signal=73%

GO_AXONAL_FASCICULATION GO_AXONAL_FASCICULATION 20 -0.47731 -1.34559 0.1136842 0.4511192 1 6513tags=60%, list=30%, signal=86%

GO_DNA_DEPENDENT_DNA_REPLICATION_MAINTENANCE_OF_FIDELITYGO_DNA_DEPENDENT_DNA_REPLICATION_MAINTENANCE_OF_FIDELITY 22 -0.51716 -1.34558 0.186747 0.4503156 1 5672tags=41%, list=26%, signal=56%

GO_REGULATION_OF_MRNA_METABOLIC_PROCESS GO_REGULATION_OF_MRNA_METABOLIC_PROCESS 112 -0.34477 -1.34511 0.1642412 0.4505455 1 6910tags=46%, list=32%, signal=67%

GO_REGULATION_OF_RESPIRATORY_GASEOUS_EXCHANGE GO_REGULATION_OF_RESPIRATORY_GASEOUS_EXCHANGE 23 -0.41426 -1.3446 0.108871 0.4508076 1 3425tags=35%, list=16%, signal=41%

GO_ENDONUCLEASE_ACTIVITY_ACTIVE_WITH_EITHER_RIBO_OR_DEOXYRIBONUCLEIC_ACIDS_AND_PRODUCING_5_PHOSPHOMONOESTERSGO_ENDONUCLEASE_ACTIVITY_ACTIVE_WITH_EITHER_RIBO_OR_DEOXYRIBONUCLEIC_ACIDS_AND_PRODUCING_5_PHOSPHOMONOESTERS 31 -0.47492 -1.34431 0.18107 0.4506157 1 3439tags=35%, list=16%, signal=42%

GO_2_OXOGLUTARATE_METABOLIC_PROCESS GO_2_OXOGLUTARATE_METABOLIC_PROCESS 20 -0.44972 -1.34416 0.1540084 0.4500786 1 3907tags=35%, list=18%, signal=43%

GO_PRE_MRNA_BINDING GO_PRE_MRNA_BINDING 24 -0.47472 -1.34408 0.1846758 0.4494195 1 7053tags=54%, list=33%, signal=81%

GO_REGULATION_OF_MICROTUBULE_POLYMERIZATION GO_REGULATION_OF_MICROTUBULE_POLYMERIZATION 30 -0.42399 -1.34372 0.1316348 0.4493642 1 3063tags=30%, list=14%, signal=35%

GO_NODE_OF_RANVIER GO_NODE_OF_RANVIER 15 -0.58088 -1.34188 0.167756 0.4525281 1 6268tags=67%, list=29%, signal=94%

GO_MRNA_CIS_SPLICING_VIA_SPLICEOSOME GO_MRNA_CIS_SPLICING_VIA_SPLICEOSOME 17 -0.4795 -1.34184 0.1733068 0.4517904 1 5649tags=47%, list=26%, signal=64%

GO_NERVE_DEVELOPMENT GO_NERVE_DEVELOPMENT 67 -0.37466 -1.34111 0.0850575 0.4524817 1 5093tags=42%, list=24%, signal=55%

GO_CHROMOSOME_CENTROMERIC_REGION GO_CHROMOSOME_CENTROMERIC_REGION 161 -0.44381 -1.34002 0.2224576 0.4540726 1 7581tags=60%, list=35%, signal=92%

GO_REGULATION_OF_PROTEIN_EXPORT_FROM_NUCLEUS GO_REGULATION_OF_PROTEIN_EXPORT_FROM_NUCLEUS 31 -0.38705 -1.33991 0.130531 0.4534903 1 3654tags=39%, list=17%, signal=47%

GO_REFLEX GO_REFLEX 19 -0.45914 -1.33947 0.1106557 0.4535914 1 1646tags=21%, list=8%, signal=23%

GO_NEGATIVE_REGULATION_OF_MRNA_SPLICING_VIA_SPLICEOSOMEGO_NEGATIVE_REGULATION_OF_MRNA_SPLICING_VIA_SPLICEOSOME 19 -0.51131 -1.33859 0.1673469 0.4546753 1 6605tags=53%, list=31%, signal=76%

GO_SERINE_FAMILY_AMINO_ACID_METABOLIC_PROCESS GO_SERINE_FAMILY_AMINO_ACID_METABOLIC_PROCESS 40 -0.42103 -1.33845 0.1327968 0.4542072 1 4008tags=38%, list=19%, signal=46%

GO_GABA_RECEPTOR_COMPLEX GO_GABA_RECEPTOR_COMPLEX 18 -0.5737 -1.33825 0.1941545 0.4537732 1 5383tags=61%, list=25%, signal=81%

GO_NEGATIVE_REGULATION_OF_CELLULAR_PROTEIN_CATABOLIC_PROCESSGO_NEGATIVE_REGULATION_OF_CELLULAR_PROTEIN_CATABOLIC_PROCESS 59 -0.40453 -1.33809 0.1765958 0.4533387 1 6872tags=61%, list=32%, signal=89%

GO_TRANSCRIPTION_COREPRESSOR_ACTIVITY GO_TRANSCRIPTION_COREPRESSOR_ACTIVITY 206 -0.32237 -1.33809 0.1404612 0.4525462 1 3776tags=29%, list=18%, signal=35%

GO_VACUOLE_FUSION GO_VACUOLE_FUSION 22 -0.42705 -1.33793 0.1820084 0.4521153 1 8181tags=82%, list=38%, signal=132%

GO_FOREBRAIN_REGIONALIZATION GO_FOREBRAIN_REGIONALIZATION 25 -0.44542 -1.33706 0.1039501 0.453062 1 4249tags=36%, list=20%, signal=45%

GO_PERIKARYON GO_PERIKARYON 104 -0.3681 -1.33622 0.1342975 0.4539288 1 5740tags=49%, list=27%, signal=67%

GO_REGULATION_OF_MYELINATION GO_REGULATION_OF_MYELINATION 30 -0.41591 -1.33621 0.1280353 0.4531526 1 6293tags=43%, list=29%, signal=61%

GO_REGULATION_OF_CILIUM_ASSEMBLY GO_REGULATION_OF_CILIUM_ASSEMBLY 47 -0.40475 -1.33615 0.1612245 0.4524899 1 3235tags=30%, list=15%, signal=35%

GO_HISTONE_UBIQUITINATION GO_HISTONE_UBIQUITINATION 34 -0.3927 -1.33555 0.178499 0.4529567 1 5318tags=41%, list=25%, signal=55%

GO_POSITIVE_REGULATION_OF_NEURON_DEATH GO_POSITIVE_REGULATION_OF_NEURON_DEATH 66 -0.35079 -1.33523 0.1033058 0.4528147 1 5089tags=38%, list=24%, signal=49%

GO_GLYOXYLATE_METABOLIC_PROCESS GO_GLYOXYLATE_METABOLIC_PROCESS 28 -0.42353 -1.3349 0.1335807 0.4527266 1 7847tags=54%, list=37%, signal=84%

GO_RECOMBINATIONAL_REPAIR GO_RECOMBINATIONAL_REPAIR 70 -0.43949 -1.33474 0.2128099 0.4522998 1 6936tags=56%, list=32%, signal=82%

GO_FEMALE_MEIOTIC_DIVISION GO_FEMALE_MEIOTIC_DIVISION 24 -0.46238 -1.33462 0.1573276 0.4517661 1 3109tags=33%, list=14%, signal=39%

GO_PROTEIN_EXPORT_FROM_NUCLEUS GO_PROTEIN_EXPORT_FROM_NUCLEUS 29 -0.42419 -1.33452 0.1890756 0.4512065 1 6119tags=48%, list=28%, signal=67%

GO_HISTONE_BINDING GO_HISTONE_BINDING 166 -0.36357 -1.33286 0.1549587 0.4538519 1 6159tags=45%, list=29%, signal=62%

GO_COFACTOR_BINDING GO_COFACTOR_BINDING 253 -0.31791 -1.33196 0.1059322 0.4548546 1 5554tags=37%, list=26%, signal=49%

GO_AMINO_ACID_IMPORT GO_AMINO_ACID_IMPORT 15 -0.50673 -1.33072 0.1792261 0.456458 1 2240tags=40%, list=10%, signal=45%

GO_RNA_POLYADENYLATION GO_RNA_POLYADENYLATION 29 -0.42331 -1.33048 0.2 0.4561657 1 8622tags=62%, list=40%, signal=104%

GO_REGULATION_OF_AMINE_TRANSPORT GO_REGULATION_OF_AMINE_TRANSPORT 70 -0.40398 -1.33019 0.1405295 0.4559884 1 4716tags=37%, list=22%, signal=47%

GO_REGULATION_OF_TELOMERE_MAINTENANCE GO_REGULATION_OF_TELOMERE_MAINTENANCE 62 -0.42231 -1.3298 0.1816193 0.4560671 1 5680tags=52%, list=26%, signal=70%

GO_CADHERIN_BINDING GO_CADHERIN_BINDING 27 -0.43751 -1.32958 0.1451247 0.4557504 1 1852tags=30%, list=9%, signal=32%

GO_MITOGEN_ACTIVATED_PROTEIN_KINASE_KINASE_BINDING GO_MITOGEN_ACTIVATED_PROTEIN_KINASE_KINASE_BINDING 16 -0.48707 -1.329 0.1655629 0.4562366 1 4842tags=44%, list=23%, signal=56%

GO_NEURONAL_ACTION_POTENTIAL GO_NEURONAL_ACTION_POTENTIAL 28 -0.4592 -1.32644 0.1548117 0.46092 1 3203tags=36%, list=15%, signal=42%

GO_LUNG_CELL_DIFFERENTIATION GO_LUNG_CELL_DIFFERENTIATION 24 -0.42787 -1.32633 0.1330561 0.4604036 1 3643tags=29%, list=17%, signal=35%

GO_RHO_GUANYL_NUCLEOTIDE_EXCHANGE_FACTOR_ACTIVITY GO_RHO_GUANYL_NUCLEOTIDE_EXCHANGE_FACTOR_ACTIVITY 74 -0.37976 -1.32606 0.112311 0.4602164 1 5381tags=43%, list=25%, signal=57%

GO_REGULATION_OF_CATECHOLAMINE_SECRETION GO_REGULATION_OF_CATECHOLAMINE_SECRETION 42 -0.44744 -1.3258 0.1606765 0.4600032 1 4571tags=40%, list=21%, signal=51%

GO_METHYLATION GO_METHYLATION 266 -0.31626 -1.32435 0.1201629 0.4623259 1 6190tags=39%, list=29%, signal=55%

GO_TRANSCRIPTION_COACTIVATOR_ACTIVITY GO_TRANSCRIPTION_COACTIVATOR_ACTIVITY 286 -0.31142 -1.32415 0.1358811 0.4620154 1 5438tags=37%, list=25%, signal=49%

GO_INSULIN_RECEPTOR_SIGNALING_PATHWAY GO_INSULIN_RECEPTOR_SIGNALING_PATHWAY 77 -0.34088 -1.32414 0.1278027 0.4612519 1 4430tags=35%, list=21%, signal=44%

GO_CYTOSKELETON_DEPENDENT_CYTOKINESIS GO_CYTOSKELETON_DEPENDENT_CYTOKINESIS 39 -0.43515 -1.32322 0.1851016 0.4625392 1 5613tags=46%, list=26%, signal=62%

GO_NEURON_FATE_SPECIFICATION GO_NEURON_FATE_SPECIFICATION 31 -0.48093 -1.32313 0.1530398 0.4619546 1 3725tags=35%, list=17%, signal=43%

GO_HISTONE_DEUBIQUITINATION GO_HISTONE_DEUBIQUITINATION 21 -0.48103 -1.32217 0.1886793 0.4631906 1 6327tags=62%, list=29%, signal=88%

GO_POSITIVE_REGULATION_OF_INSULIN_SECRETION GO_POSITIVE_REGULATION_OF_INSULIN_SECRETION 62 -0.3563 -1.32139 0.1050584 0.4640766 1 3004tags=24%, list=14%, signal=28%

GO_VENTRAL_SPINAL_CORD_DEVELOPMENT GO_VENTRAL_SPINAL_CORD_DEVELOPMENT 46 -0.39857 -1.32138 0.1117886 0.4633145 1 5162tags=39%, list=24%, signal=51%

GO_FIBROBLAST_GROWTH_FACTOR_RECEPTOR_SIGNALING_PATHWAYGO_FIBROBLAST_GROWTH_FACTOR_RECEPTOR_SIGNALING_PATHWAY 82 -0.32678 -1.32118 0.1144068 0.4629206 1 4688tags=29%, list=22%, signal=37%

GO_INOSITOL_LIPID_MEDIATED_SIGNALING GO_INOSITOL_LIPID_MEDIATED_SIGNALING 119 -0.34141 -1.32051 0.1076923 0.4635209 1 3973tags=34%, list=18%, signal=41%

GO_NEUROMUSCULAR_JUNCTION_DEVELOPMENT GO_NEUROMUSCULAR_JUNCTION_DEVELOPMENT 36 -0.39611 -1.31953 0.1220557 0.4646974 1 5570tags=44%, list=26%, signal=60%

GO_CAMP_METABOLIC_PROCESS GO_CAMP_METABOLIC_PROCESS 33 -0.42723 -1.31936 0.1282609 0.4642731 1 3361tags=33%, list=16%, signal=39%

GO_L_AMINO_ACID_TRANSPORT GO_L_AMINO_ACID_TRANSPORT 57 -0.39813 -1.31925 0.1555076 0.4637649 1 5634tags=42%, list=26%, signal=57%

GO_ANTEROGRADE_AXONAL_TRANSPORT GO_ANTEROGRADE_AXONAL_TRANSPORT 20 -0.44318 -1.31878 0.168357 0.4639895 1 910tags=20%, list=4%, signal=21%

GO_SPERM_PRINCIPAL_PIECE GO_SPERM_PRINCIPAL_PIECE 15 -0.47401 -1.31865 0.1269531 0.463502 1 4201tags=33%, list=20%, signal=41%

GO_CYTOPLASMIC_STRESS_GRANULE GO_CYTOPLASMIC_STRESS_GRANULE 31 -0.41379 -1.31857 0.1909871 0.4628789 1 5624tags=52%, list=26%, signal=70%

GO_RETROGRADE_VESICLE_MEDIATED_TRANSPORT_GOLGI_TO_ER GO_RETROGRADE_VESICLE_MEDIATED_TRANSPORT_GOLGI_TO_ER 74 -0.3462 -1.3184 0.1744967 0.4624687 1 4622tags=32%, list=22%, signal=41%

GO_TELENCEPHALON_GLIAL_CELL_MIGRATION GO_TELENCEPHALON_GLIAL_CELL_MIGRATION 19 -0.48287 -1.31838 0.1789474 0.46175 1 5006tags=58%, list=23%, signal=75%

GO_MULTICELLULAR_ORGANISMAL_MOVEMENT GO_MULTICELLULAR_ORGANISMAL_MOVEMENT 39 -0.45459 -1.31813 0.1262729 0.461523 1 7554tags=62%, list=35%, signal=95%

GO_NEGATIVE_REGULATION_OF_CYCLIC_NUCLEOTIDE_METABOLIC_PROCESSGO_NEGATIVE_REGULATION_OF_CYCLIC_NUCLEOTIDE_METABOLIC_PROCESS 41 -0.41584 -1.31727 0.1498973 0.4625398 1 4305tags=34%, list=20%, signal=43%

GO_REPLICATION_FORK GO_REPLICATION_FORK 60 -0.46131 -1.31706 0.2249489 0.4621971 1 5908tags=50%, list=27%, signal=69%

GO_HYDROLASE_ACTIVITY_ACTING_ON_CARBON_NITROGEN_BUT_NOT_PEPTIDE_BONDS_IN_LINEAR_AMIDESGO_HYDROLASE_ACTIVITY_ACTING_ON_CARBON_NITROGEN_BUT_NOT_PEPTIDE_BONDS_IN_LINEAR_AMIDES 81 -0.32403 -1.31705 0.1059322 0.4614545 1 3322tags=23%, list=15%, signal=28%

GO_NUCLEOCYTOPLASMIC_TRANSPORTER_ACTIVITY GO_NUCLEOCYTOPLASMIC_TRANSPORTER_ACTIVITY 23 -0.48356 -1.31691 0.2087683 0.4609752 1 6458tags=52%, list=30%, signal=75%

GO_POTASSIUM_ION_HOMEOSTASIS GO_POTASSIUM_ION_HOMEOSTASIS 17 -0.47411 -1.31674 0.1304348 0.4605864 1 784tags=18%, list=4%, signal=18%

GO_POSITIVE_REGULATION_OF_HISTONE_METHYLATION GO_POSITIVE_REGULATION_OF_HISTONE_METHYLATION 32 -0.43261 -1.31632 0.1676892 0.4607672 1 4853tags=34%, list=23%, signal=44%

GO_REGULATION_OF_CIRCADIAN_RHYTHM GO_REGULATION_OF_CIRCADIAN_RHYTHM 100 -0.34982 -1.31524 0.1076923 0.4622938 1 3643tags=31%, list=17%, signal=37%

GO_REGULATION_OF_AXONOGENESIS GO_REGULATION_OF_AXONOGENESIS 161 -0.3304 -1.31461 0.1081081 0.4629463 1 4515tags=34%, list=21%, signal=42%

GO_PEROXISOMAL_TRANSPORT GO_PEROXISOMAL_TRANSPORT 17 -0.46811 -1.31416 0.1888247 0.4631419 1 4510tags=47%, list=21%, signal=60%

GO_DENDRITE_MEMBRANE GO_DENDRITE_MEMBRANE 19 -0.48106 -1.31405 0.1737288 0.4626376 1 5372tags=42%, list=25%, signal=56%

GO_SENSORY_PERCEPTION_OF_PAIN GO_SENSORY_PERCEPTION_OF_PAIN 73 -0.35989 -1.3138 0.1029412 0.4624262 1 3812tags=33%, list=18%, signal=40%

GO_L_ALPHA_AMINO_ACID_TRANSMEMBRANE_TRANSPORT GO_L_ALPHA_AMINO_ACID_TRANSMEMBRANE_TRANSPORT 30 -0.43828 -1.31333 0.1373391 0.4626038 1 5634tags=47%, list=26%, signal=63%

GO_PEPTIDYL_LYSINE_TRIMETHYLATION GO_PEPTIDYL_LYSINE_TRIMETHYLATION 25 -0.44568 -1.31272 0.1801242 0.4631725 1 6386tags=52%, list=30%, signal=74%

GO_CLATHRIN_BINDING GO_CLATHRIN_BINDING 62 -0.4284 -1.31205 0.156044 0.463856 1 4455tags=42%, list=21%, signal=53%

GO_REGULATION_OF_MICROTUBULE_POLYMERIZATION_OR_DEPOLYMERIZATIONGO_REGULATION_OF_MICROTUBULE_POLYMERIZATION_OR_DEPOLYMERIZATION 166 -0.36617 -1.31198 0.2047414 0.463276 1 7802tags=56%, list=36%, signal=87%

GO_LIGAND_GATED_CHANNEL_ACTIVITY GO_LIGAND_GATED_CHANNEL_ACTIVITY 135 -0.38296 -1.31194 0.136646 0.4626047 1 4318tags=34%, list=20%, signal=42%

GO_PROTEIN_TARGETING_TO_PLASMA_MEMBRANE GO_PROTEIN_TARGETING_TO_PLASMA_MEMBRANE 22 -0.47362 -1.31187 0.1730337 0.461999 1 2839tags=36%, list=13%, signal=42%

GO_POSITIVE_REGULATION_OF_NEURON_APOPTOTIC_PROCESS GO_POSITIVE_REGULATION_OF_NEURON_APOPTOTIC_PROCESS 47 -0.36078 -1.31168 0.1214575 0.4616923 1 5089tags=43%, list=24%, signal=56%

GO_NEGATIVE_REGULATION_OF_MRNA_METABOLIC_PROCESS GO_NEGATIVE_REGULATION_OF_MRNA_METABOLIC_PROCESS 33 -0.42028 -1.3112 0.1768421 0.4619404 1 9146tags=61%, list=43%, signal=105%

GO_REGULATION_OF_CHOLESTEROL_EFFLUX GO_REGULATION_OF_CHOLESTEROL_EFFLUX 20 -0.41999 -1.31044 0.1640316 0.4628122 1 789tags=15%, list=4%, signal=16%

GO_DNA_GEOMETRIC_CHANGE GO_DNA_GEOMETRIC_CHANGE 78 -0.4123 -1.31031 0.2233607 0.4623279 1 7852tags=58%, list=37%, signal=91%

GO_PROTEIN_TYROSINE_KINASE_ACTIVATOR_ACTIVITY GO_PROTEIN_TYROSINE_KINASE_ACTIVATOR_ACTIVITY 15 -0.48809 -1.3091 0.1586345 0.4640777 1 3026tags=40%, list=14%, signal=47%

GO_RESPONSE_TO_ACETYLCHOLINE GO_RESPONSE_TO_ACETYLCHOLINE 17 -0.45215 -1.30889 0.1549587 0.4637791 1 1795tags=29%, list=8%, signal=32%

GO_TRANSCRIPTION_FROM_RNA_POLYMERASE_III_PROMOTER GO_TRANSCRIPTION_FROM_RNA_POLYMERASE_III_PROMOTER 38 -0.39947 -1.30755 0.1967213 0.4657562 1 7383tags=53%, list=34%, signal=80%

GO_PHOSPHATIDYLINOSITOL_3_PHOSPHATE_BIOSYNTHETIC_PROCESSGO_PHOSPHATIDYLINOSITOL_3_PHOSPHATE_BIOSYNTHETIC_PROCESS 49 -0.39637 -1.3069 0.140625 0.4663678 1 5231tags=39%, list=24%, signal=51%

GO_REGULATION_OF_RELEASE_OF_SEQUESTERED_CALCIUM_ION_INTO_CYTOSOL_BY_SARCOPLASMIC_RETICULUMGO_REGULATION_OF_RELEASE_OF_SEQUESTERED_CALCIUM_ION_INTO_CYTOSOL_BY_SARCOPLASMIC_RETICULUM 24 -0.45224 -1.30628 0.17119 0.4669466 1 6808tags=54%, list=32%, signal=79%

GO_REGULATION_OF_VACUOLAR_TRANSPORT GO_REGULATION_OF_VACUOLAR_TRANSPORT 29 -0.40877 -1.30617 0.2051836 0.466454 1 5475tags=48%, list=25%, signal=65%

GO_PROTEIN_TARGETING_TO_LYSOSOME GO_PROTEIN_TARGETING_TO_LYSOSOME 15 -0.47898 -1.30607 0.1949153 0.4659226 1 7006tags=60%, list=33%, signal=89%

GO_POSITIVE_REGULATION_OF_SYNAPTIC_TRANSMISSION GO_POSITIVE_REGULATION_OF_SYNAPTIC_TRANSMISSION 107 -0.39063 -1.30553 0.2064516 0.4663269 1 4873tags=44%, list=23%, signal=57%

GO_POSITIVE_REGULATION_OF_LYASE_ACTIVITY GO_POSITIVE_REGULATION_OF_LYASE_ACTIVITY 61 -0.36401 -1.3055 0.1192469 0.4656638 1 6929tags=44%, list=32%, signal=65%

GO_MICROBODY_PART GO_MICROBODY_PART 90 -0.3519 -1.30542 0.1527778 0.4650936 1 4550tags=33%, list=21%, signal=42%

GO_HORMONE_RECEPTOR_BINDING GO_HORMONE_RECEPTOR_BINDING 157 -0.29706 -1.30536 0.1244542 0.4644989 1 4666tags=27%, list=22%, signal=35%

GO_ALDEHYDE_DEHYDROGENASE_NAD_ACTIVITY GO_ALDEHYDE_DEHYDROGENASE_NAD_ACTIVITY 18 -0.45015 -1.30469 0.1723447 0.465088 1 912tags=17%, list=4%, signal=17%

GO_TRANSFERASE_COMPLEX_TRANSFERRING_PHOSPHORUS_CONTAINING_GROUPSGO_TRANSFERASE_COMPLEX_TRANSFERRING_PHOSPHORUS_CONTAINING_GROUPS 227 -0.32364 -1.30436 0.1825902 0.4650902 1 7161tags=45%, list=33%, signal=67%

GO_NUCLEAR_LOCALIZATION_SEQUENCE_BINDING GO_NUCLEAR_LOCALIZATION_SEQUENCE_BINDING 20 -0.48383 -1.30413 0.202864 0.4648896 1 5935tags=55%, list=28%, signal=76%

GO_REGULATION_OF_MUSCLE_TISSUE_DEVELOPMENT GO_REGULATION_OF_MUSCLE_TISSUE_DEVELOPMENT 100 -0.33034 -1.30391 0.0795699 0.4646073 1 4842tags=33%, list=23%, signal=42%

GO_WNT_SIGNALING_PATHWAY_CALCIUM_MODULATING_PATHWAYGO_WNT_SIGNALING_PATHWAY_CALCIUM_MODULATING_PATHWAY 36 -0.37422 -1.3036 0.1382289 0.464509 1 3711tags=33%, list=17%, signal=40%

GO_REGULATION_OF_MICROTUBULE_BASED_PROCESS GO_REGULATION_OF_MICROTUBULE_BASED_PROCESS 230 -0.3473 -1.30346 0.1901709 0.4640898 1 7805tags=54%, list=36%, signal=84%

GO_REGULATION_OF_RESPONSE_TO_EXTRACELLULAR_STIMULUS GO_REGULATION_OF_RESPONSE_TO_EXTRACELLULAR_STIMULUS 166 -0.29843 -1.30316 0.1519824 0.4639997 1 5627tags=36%, list=26%, signal=49%

GO_PROTEIN_DEPHOSPHORYLATION GO_PROTEIN_DEPHOSPHORYLATION 183 -0.31331 -1.30258 0.1456954 0.4645089 1 4773tags=34%, list=22%, signal=43%

GO_ORGANIC_ACID_SODIUM_SYMPORTER_ACTIVITY GO_ORGANIC_ACID_SODIUM_SYMPORTER_ACTIVITY 29 -0.42619 -1.30214 0.1451613 0.4646218 1 3739tags=38%, list=17%, signal=46%

GO_DEPHOSPHORYLATION GO_DEPHOSPHORYLATION 276 -0.30429 -1.30212 0.1406594 0.4639418 1 5312tags=36%, list=25%, signal=47%

GO_MATING_BEHAVIOR GO_MATING_BEHAVIOR 22 -0.45918 -1.30137 0.1951219 0.4647664 1 3181tags=32%, list=15%, signal=37%

GO_CELL_CYCLE_PHASE_TRANSITION GO_CELL_CYCLE_PHASE_TRANSITION 245 -0.38378 -1.30006 0.2324094 0.4666651 1 6763tags=47%, list=31%, signal=68%

GO_PROLINE_RICH_REGION_BINDING GO_PROLINE_RICH_REGION_BINDING 18 -0.43415 -1.29986 0.1578947 0.4663826 1 6384tags=56%, list=30%, signal=79%

GO_TRANSLATION_ELONGATION_FACTOR_ACTIVITY GO_TRANSLATION_ELONGATION_FACTOR_ACTIVITY 19 -0.40866 -1.29955 0.1759657 0.4663701 1 9478tags=63%, list=44%, signal=113%

GO_VENTRICULAR_SEPTUM_DEVELOPMENT GO_VENTRICULAR_SEPTUM_DEVELOPMENT 53 -0.37495 -1.29925 0.1403888 0.4662543 1 2403tags=28%, list=11%, signal=32%

GO_REGULATION_OF_VOLTAGE_GATED_CALCIUM_CHANNEL_ACTIVITYGO_REGULATION_OF_VOLTAGE_GATED_CALCIUM_CHANNEL_ACTIVITY 24 -0.43794 -1.29906 0.1623247 0.4659465 1 7304tags=71%, list=34%, signal=107%

GO_POTASSIUM_CHANNEL_REGULATOR_ACTIVITY GO_POTASSIUM_CHANNEL_REGULATOR_ACTIVITY 45 -0.40074 -1.29892 0.1331967 0.4654526 1 5881tags=49%, list=27%, signal=67%

GO_NEGATIVE_REGULATION_OF_AXON_EXTENSION GO_NEGATIVE_REGULATION_OF_AXON_EXTENSION 37 -0.38429 -1.29795 0.1101512 0.4667152 1 2451tags=27%, list=11%, signal=30%

GO_MIDDLE_EAR_MORPHOGENESIS GO_MIDDLE_EAR_MORPHOGENESIS 20 -0.45806 -1.2978 0.1584362 0.4663049 1 2082tags=25%, list=10%, signal=28%

GO_RIBONUCLEOPROTEIN_COMPLEX_SUBUNIT_ORGANIZATION GO_RIBONUCLEOPROTEIN_COMPLEX_SUBUNIT_ORGANIZATION 189 -0.31118 -1.29701 0.207113 0.4671951 1 7411tags=41%, list=34%, signal=62%

GO_REGULATION_OF_ESTABLISHMENT_OR_MAINTENANCE_OF_CELL_POLARITYGO_REGULATION_OF_ESTABLISHMENT_OR_MAINTENANCE_OF_CELL_POLARITY 21 -0.45214 -1.29658 0.1814346 0.4673287 1 7170tags=62%, list=33%, signal=93%

GO_CHROMOSOMAL_REGION GO_CHROMOSOMAL_REGION 309 -0.38666 -1.29589 0.2182203 0.4680809 1 7642tags=53%, list=36%, signal=82%

GO_SEGMENTATION GO_SEGMENTATION 88 -0.35507 -1.29587 0.1419355 0.4674076 1 5776tags=49%, list=27%, signal=67%

GO_REGULATION_OF_NFAT_PROTEIN_IMPORT_INTO_NUCLEUS GO_REGULATION_OF_NFAT_PROTEIN_IMPORT_INTO_NUCLEUS 17 -0.45721 -1.29576 0.1973393 0.4668887 1 4787tags=53%, list=22%, signal=68%

GO_DERMATAN_SULFATE_PROTEOGLYCAN_METABOLIC_PROCESS GO_DERMATAN_SULFATE_PROTEOGLYCAN_METABOLIC_PROCESS 16 -0.48895 -1.29516 0.1912351 0.4674241 1 2243tags=44%, list=10%, signal=49%

GO_CATION_CHANNEL_COMPLEX GO_CATION_CHANNEL_COMPLEX 165 -0.38258 -1.29498 0.196319 0.4671134 1 4247tags=38%, list=20%, signal=46%

GO_REGULATION_OF_GLIAL_CELL_DIFFERENTIATION GO_REGULATION_OF_GLIAL_CELL_DIFFERENTIATION 56 -0.34601 -1.29462 0.1458774 0.4670388 1 3249tags=29%, list=15%, signal=34%

GO_RNA_POLYMERASE_II_TRANSCRIPTION_FACTOR_BINDING GO_RNA_POLYMERASE_II_TRANSCRIPTION_FACTOR_BINDING 103 -0.33323 -1.29387 0.1437909 0.4678528 1 5296tags=39%, list=25%, signal=51%

GO_TELOMERASE_HOLOENZYME_COMPLEX GO_TELOMERASE_HOLOENZYME_COMPLEX 16 -0.49724 -1.29384 0.2123142 0.4672332 1 3360tags=38%, list=16%, signal=44%

GO_PERIPHERAL_NERVOUS_SYSTEM_DEVELOPMENT GO_PERIPHERAL_NERVOUS_SYSTEM_DEVELOPMENT 67 -0.35384 -1.2932 0.1357759 0.4678481 1 5607tags=45%, list=26%, signal=60%

GO_VOLTAGE_GATED_CATION_CHANNEL_ACTIVITY GO_VOLTAGE_GATED_CATION_CHANNEL_ACTIVITY 132 -0.39709 -1.29259 0.1797521 0.4684148 1 4851tags=39%, list=23%, signal=50%

GO_REGULATION_OF_SODIUM_ION_TRANSPORT GO_REGULATION_OF_SODIUM_ION_TRANSPORT 75 -0.34631 -1.29244 0.1292929 0.4680028 1 3214tags=24%, list=15%, signal=28%

GO_DNA_REPAIR GO_DNA_REPAIR 445 -0.35109 -1.29176 0.2156058 0.4687731 1 6125tags=39%, list=28%, signal=54%

GO_POSITIVE_REGULATION_OF_PROTEIN_DEPOLYMERIZATION GO_POSITIVE_REGULATION_OF_PROTEIN_DEPOLYMERIZATION 19 -0.42108 -1.29167 0.1340426 0.4682834 1 3665tags=42%, list=17%, signal=51%

GO_DNA_REPAIR_COMPLEX GO_DNA_REPAIR_COMPLEX 42 -0.43305 -1.29085 0.2016632 0.469267 1 7729tags=55%, list=36%, signal=85%

GO_NEGATIVE_CHEMOTAXIS GO_NEGATIVE_CHEMOTAXIS 39 -0.39323 -1.29058 0.1375546 0.4691669 1 4465tags=36%, list=21%, signal=45%

GO_DELAYED_RECTIFIER_POTASSIUM_CHANNEL_ACTIVITY GO_DELAYED_RECTIFIER_POTASSIUM_CHANNEL_ACTIVITY 35 -0.47243 -1.28972 0.1880165 0.470299 1 6638tags=54%, list=31%, signal=78%

GO_TRANSMEMBRANE_RECEPTOR_PROTEIN_PHOSPHATASE_ACTIVITYGO_TRANSMEMBRANE_RECEPTOR_PROTEIN_PHOSPHATASE_ACTIVITY 16 -0.53737 -1.2897 0.1860987 0.4696398 1 5312tags=63%, list=25%, signal=83%

GO_ESTABLISHMENT_OR_MAINTENANCE_OF_EPITHELIAL_CELL_APICAL_BASAL_POLARITYGO_ESTABLISHMENT_OR_MAINTENANCE_OF_EPITHELIAL_CELL_APICAL_BASAL_POLARITY 28 -0.39049 -1.28965 0.128821 0.4690333 1 2957tags=29%, list=14%, signal=33%

GO_NUCLEAR_MEMBRANE GO_NUCLEAR_MEMBRANE 266 -0.30703 -1.28947 0.1618625 0.4686954 1 5290tags=38%, list=25%, signal=50%

GO_NUCLEOTIDE_EXCISION_REPAIR GO_NUCLEOTIDE_EXCISION_REPAIR 108 -0.34089 -1.28922 0.2044088 0.4684872 1 8764tags=60%, list=41%, signal=101%

GO_MITOCHONDRIAL_MATRIX GO_MITOCHONDRIAL_MATRIX 394 -0.29489 -1.2891 0.1723447 0.4680151 1 5774tags=30%, list=27%, signal=40%

GO_TRANSCRIPTION_FACTOR_ACTIVITY_RNA_POLYMERASE_II_TRANSCRIPTION_FACTOR_BINDINGGO_TRANSCRIPTION_FACTOR_ACTIVITY_RNA_POLYMERASE_II_TRANSCRIPTION_FACTOR_BINDING 128 -0.32697 -1.28901 0.1519507 0.4675239 1 5539tags=38%, list=26%, signal=50%

GO_SMOOTH_ENDOPLASMIC_RETICULUM GO_SMOOTH_ENDOPLASMIC_RETICULUM 32 -0.37669 -1.2878 0.153527 0.4692155 1 4105tags=31%, list=19%, signal=39%

GO_ECTODERMAL_PLACODE_DEVELOPMENT GO_ECTODERMAL_PLACODE_DEVELOPMENT 15 -0.47364 -1.28698 0.148847 0.4701355 1 3417tags=47%, list=16%, signal=55%

GO_GTPASE_BINDING GO_GTPASE_BINDING 282 -0.32206 -1.28615 0.1838565 0.4711744 1 4378tags=35%, list=20%, signal=43%

GO_TRANSCRIPTIONAL_REPRESSOR_ACTIVITY_RNA_POLYMERASE_II_TRANSCRIPTION_FACTOR_BINDINGGO_TRANSCRIPTIONAL_REPRESSOR_ACTIVITY_RNA_POLYMERASE_II_TRANSCRIPTION_FACTOR_BINDING 81 -0.34625 -1.28556 0.1488934 0.4716734 1 5539tags=42%, list=26%, signal=56%

GO_RESPIRATORY_GASEOUS_EXCHANGE GO_RESPIRATORY_GASEOUS_EXCHANGE 46 -0.35695 -1.28502 0.13125 0.4720821 1 4901tags=37%, list=23%, signal=48%

GO_REGULATION_OF_NEURON_DEATH GO_REGULATION_OF_NEURON_DEATH 244 -0.29606 -1.28482 0.1328829 0.4718335 1 5246tags=37%, list=24%, signal=49%

GO_SMALL_NUCLEAR_RIBONUCLEOPROTEIN_COMPLEX GO_SMALL_NUCLEAR_RIBONUCLEOPROTEIN_COMPLEX 59 -0.38139 -1.28479 0.2550607 0.4711992 1 9378tags=61%, list=44%, signal=108%

GO_PROTEIN_TYROSINE_KINASE_BINDING GO_PROTEIN_TYROSINE_KINASE_BINDING 53 -0.36653 -1.2841 0.1683778 0.471976 1 2735tags=28%, list=13%, signal=32%

GO_VENTRAL_SPINAL_CORD_INTERNEURON_DIFFERENTIATION GO_VENTRAL_SPINAL_CORD_INTERNEURON_DIFFERENTIATION 17 -0.48698 -1.28359 0.1868583 0.4723233 1 4035tags=35%, list=19%, signal=43%

GO_MULTICELLULAR_ORGANISM_AGING GO_MULTICELLULAR_ORGANISM_AGING 30 -0.39158 -1.28179 0.1493776 0.4752521 1 4905tags=37%, list=23%, signal=47%

GO_PROTEIN_K48_LINKED_DEUBIQUITINATION GO_PROTEIN_K48_LINKED_DEUBIQUITINATION 20 -0.45344 -1.28123 0.1788079 0.4757275 1 5883tags=55%, list=27%, signal=76%

GO_RNA_METHYLATION GO_RNA_METHYLATION 51 -0.39571 -1.28076 0.2080808 0.476017 1 9004tags=67%, list=42%, signal=114%

GO_ENTRAINMENT_OF_CIRCADIAN_CLOCK_BY_PHOTOPERIOD GO_ENTRAINMENT_OF_CIRCADIAN_CLOCK_BY_PHOTOPERIOD 19 -0.43167 -1.28068 0.1756487 0.4755079 1 1212tags=32%, list=6%, signal=33%

GO_VESICLE_CYTOSKELETAL_TRAFFICKING GO_VESICLE_CYTOSKELETAL_TRAFFICKING 33 -0.39892 -1.28067 0.2016985 0.4748546 1 7874tags=67%, list=37%, signal=105%

GO_ACETYL_COA_METABOLIC_PROCESS GO_ACETYL_COA_METABOLIC_PROCESS 24 -0.40769 -1.28038 0.164 0.4747672 1 4085tags=42%, list=19%, signal=51%

GO_REGULATION_OF_INSULIN_SECRETION_INVOLVED_IN_CELLULAR_RESPONSE_TO_GLUCOSE_STIMULUSGO_REGULATION_OF_INSULIN_SECRETION_INVOLVED_IN_CELLULAR_RESPONSE_TO_GLUCOSE_STIMULUS 49 -0.36231 -1.28014 0.1122661 0.4745867 1 2735tags=27%, list=13%, signal=30%

GO_CORE_PROMOTER_SEQUENCE_SPECIFIC_DNA_BINDING GO_CORE_PROMOTER_SEQUENCE_SPECIFIC_DNA_BINDING 98 -0.33597 -1.27989 0.1768559 0.4743906 1 5132tags=37%, list=24%, signal=48%

GO_NEGATIVE_REGULATION_OF_CHROMOSOME_SEGREGATION GO_NEGATIVE_REGULATION_OF_CHROMOSOME_SEGREGATION 27 -0.50526 -1.27921 0.2413044 0.4751695 1 6477tags=63%, list=30%, signal=90%

GO_ORGANELLE_LOCALIZATION GO_ORGANELLE_LOCALIZATION 396 -0.29219 -1.27899 0.1390729 0.4749497 1 5382tags=33%, list=25%, signal=43%

GO_NEUROBLAST_PROLIFERATION GO_NEUROBLAST_PROLIFERATION 28 -0.39248 -1.27883 0.1487069 0.474597 1 3141tags=36%, list=15%, signal=42%

GO_PYRIDOXAL_PHOSPHATE_BINDING GO_PYRIDOXAL_PHOSPHATE_BINDING 48 -0.35689 -1.27777 0.1437008 0.4759357 1 4300tags=35%, list=20%, signal=44%

GO_NEPHRON_TUBULE_FORMATION GO_NEPHRON_TUBULE_FORMATION 18 -0.4905 -1.27768 0.200409 0.4754507 1 5651tags=50%, list=26%, signal=68%

GO_NEGATIVE_REGULATION_OF_PROTEIN_COMPLEX_DISASSEMBLY GO_NEGATIVE_REGULATION_OF_PROTEIN_COMPLEX_DISASSEMBLY 162 -0.34307 -1.27746 0.1965443 0.4752269 1 6611tags=46%, list=31%, signal=65%

GO_ACTIVATING_TRANSCRIPTION_FACTOR_BINDING GO_ACTIVATING_TRANSCRIPTION_FACTOR_BINDING 55 -0.37861 -1.27694 0.1741936 0.4756498 1 5252tags=40%, list=24%, signal=53%

GO_TELOMERE_MAINTENANCE_VIA_TELOMERASE GO_TELOMERE_MAINTENANCE_VIA_TELOMERASE 17 -0.46859 -1.27651 0.2164948 0.4758631 1 5991tags=59%, list=28%, signal=81%

GO_NEUROTRANSMITTER_SODIUM_SYMPORTER_ACTIVITY GO_NEUROTRANSMITTER_SODIUM_SYMPORTER_ACTIVITY 19 -0.48582 -1.27647 0.2028689 0.4752694 1 3739tags=42%, list=17%, signal=51%

GO_DIENCEPHALON_DEVELOPMENT GO_DIENCEPHALON_DEVELOPMENT 77 -0.35398 -1.2761 0.1268191 0.4753797 1 4726tags=32%, list=22%, signal=41%

GO_NEGATIVE_REGULATION_OF_CHROMATIN_MODIFICATION GO_NEGATIVE_REGULATION_OF_CHROMATIN_MODIFICATION 43 -0.40381 -1.27581 0.2206186 0.4752824 1 5252tags=40%, list=24%, signal=52%

GO_RNA_POLYMERASE_II_ACTIVATING_TRANSCRIPTION_FACTOR_BINDINGGO_RNA_POLYMERASE_II_ACTIVATING_TRANSCRIPTION_FACTOR_BINDING 35 -0.3933 -1.27522 0.1734694 0.4757982 1 3765tags=34%, list=18%, signal=41%

GO_CAMERA_TYPE_EYE_MORPHOGENESIS GO_CAMERA_TYPE_EYE_MORPHOGENESIS 99 -0.33094 -1.27507 0.1190476 0.4754173 1 2986tags=25%, list=14%, signal=29%

GO_REGULATION_OF_CARDIAC_MUSCLE_CELL_PROLIFERATION GO_REGULATION_OF_CARDIAC_MUSCLE_CELL_PROLIFERATION 29 -0.39697 -1.27476 0.1326087 0.4753773 1 2720tags=28%, list=13%, signal=32%

GO_NEUROEPITHELIAL_CELL_DIFFERENTIATION GO_NEUROEPITHELIAL_CELL_DIFFERENTIATION 62 -0.3346 -1.27443 0.1202532 0.4753758 1 4618tags=35%, list=21%, signal=45%

GO_TERMINATION_OF_RNA_POLYMERASE_II_TRANSCRIPTION GO_TERMINATION_OF_RNA_POLYMERASE_II_TRANSCRIPTION 60 -0.40103 -1.27382 0.2620968 0.4759134 1 6598tags=45%, list=31%, signal=65%

GO_MEDIATOR_COMPLEX GO_MEDIATOR_COMPLEX 33 -0.38167 -1.27274 0.207113 0.4773672 1 8497tags=61%, list=40%, signal=100%

GO_ATP_DEPENDENT_MICROTUBULE_MOTOR_ACTIVITY GO_ATP_DEPENDENT_MICROTUBULE_MOTOR_ACTIVITY 18 -0.47795 -1.27148 0.2138493 0.4792997 1 878tags=22%, list=4%, signal=23%

GO_DNA_DEPENDENT_DNA_REPLICATION GO_DNA_DEPENDENT_DNA_REPLICATION 92 -0.45024 -1.2712 0.2729124 0.4792263 1 7961tags=60%, list=37%, signal=95%

GO_REGULATION_OF_PROTEIN_ACETYLATION GO_REGULATION_OF_PROTEIN_ACETYLATION 61 -0.32077 -1.27109 0.164557 0.4788138 1 3249tags=28%, list=15%, signal=33%

GO_POSITIVE_REGULATION_OF_MUSCLE_HYPERTROPHY GO_POSITIVE_REGULATION_OF_MUSCLE_HYPERTROPHY 22 -0.41581 -1.27062 0.203125 0.4790502 1 5455tags=45%, list=25%, signal=61%

GO_REGULATION_OF_DNA_TEMPLATED_TRANSCRIPTION_ELONGATIONGO_REGULATION_OF_DNA_TEMPLATED_TRANSCRIPTION_ELONGATION 43 -0.37646 -1.27047 0.2020202 0.4786591 1 4744tags=35%, list=22%, signal=45%

GO_MOTOR_NEURON_AXON_GUIDANCE GO_MOTOR_NEURON_AXON_GUIDANCE 27 -0.41547 -1.2698 0.1577825 0.479364 1 637tags=22%, list=3%, signal=23%

GO_POSITIVE_REGULATION_OF_CATION_CHANNEL_ACTIVITY GO_POSITIVE_REGULATION_OF_CATION_CHANNEL_ACTIVITY 37 -0.37701 -1.26836 0.1694215 0.481591 1 2924tags=35%, list=14%, signal=41%

GO_RNA_POLYMERASE_ACTIVITY GO_RNA_POLYMERASE_ACTIVITY 42 -0.39278 -1.26752 0.2206478 0.482705 1 7411tags=52%, list=34%, signal=80%

GO_NEGATIVE_REGULATION_OF_JNK_CASCADE GO_NEGATIVE_REGULATION_OF_JNK_CASCADE 33 -0.37073 -1.26678 0.1707865 0.483569 1 7232tags=48%, list=34%, signal=73%

GO_ATPASE_ACTIVITY_COUPLED GO_ATPASE_ACTIVITY_COUPLED 306 -0.28486 -1.2659 0.1706264 0.4847285 1 5614tags=34%, list=26%, signal=45%

GO_REGULATION_OF_NEURON_APOPTOTIC_PROCESS GO_REGULATION_OF_NEURON_APOPTOTIC_PROCESS 186 -0.30283 -1.26574 0.1258741 0.4843355 1 5246tags=40%, list=24%, signal=52%

GO_GLUTAMINE_FAMILY_AMINO_ACID_CATABOLIC_PROCESS GO_GLUTAMINE_FAMILY_AMINO_ACID_CATABOLIC_PROCESS 23 -0.44269 -1.26515 0.2145833 0.4849382 1 4151tags=43%, list=19%, signal=54%

GO_REGULATION_OF_TELOMERE_MAINTENANCE_VIA_TELOMERE_LENGTHENINGGO_REGULATION_OF_TELOMERE_MAINTENANCE_VIA_TELOMERE_LENGTHENING 48 -0.4097 -1.26493 0.2402597 0.4846985 1 5186tags=46%, list=24%, signal=60%

GO_NEGATIVE_REGULATION_OF_CYTOSKELETON_ORGANIZATION GO_NEGATIVE_REGULATION_OF_CYTOSKELETON_ORGANIZATION 211 -0.32147 -1.26489 0.175705 0.4840945 1 6611tags=45%, list=31%, signal=64%

GO_CYCLIC_NUCLEOTIDE_BINDING GO_CYCLIC_NUCLEOTIDE_BINDING 34 -0.43511 -1.26485 0.1854305 0.4835234 1 3466tags=35%, list=16%, signal=42%

GO_REGULATION_OF_INTRACELLULAR_STEROID_HORMONE_RECEPTOR_SIGNALING_PATHWAYGO_REGULATION_OF_INTRACELLULAR_STEROID_HORMONE_RECEPTOR_SIGNALING_PATHWAY 56 -0.34425 -1.26302 0.1782609 0.4866974 1 4642tags=29%, list=22%, signal=36%

GO_MICROTUBULE_BASED_MOVEMENT GO_MICROTUBULE_BASED_MOVEMENT 192 -0.3467 -1.26246 0.2062868 0.487124 1 6493tags=41%, list=30%, signal=58%

GO_HETEROCHROMATIN GO_HETEROCHROMATIN 66 -0.3714 -1.26147 0.2051836 0.4885415 1 6215tags=47%, list=29%, signal=66%

GO_POSITIVE_REGULATION_OF_PROTEIN_EXPORT_FROM_NUCLEUS GO_POSITIVE_REGULATION_OF_PROTEIN_EXPORT_FROM_NUCLEUS 18 -0.43569 -1.26074 0.200883 0.4893657 1 3082tags=44%, list=14%, signal=52%

GO_REGULATION_OF_CELL_MORPHOGENESIS_INVOLVED_IN_DIFFERENTIATIONGO_REGULATION_OF_CELL_MORPHOGENESIS_INVOLVED_IN_DIFFERENTIATION 326 -0.28785 -1.26071 0.1406594 0.4887661 1 4515tags=32%, list=21%, signal=39%

GO_TRANSFERASE_ACTIVITY_TRANSFERRING_ONE_CARBON_GROUPSGO_TRANSFERASE_ACTIVITY_TRANSFERRING_ONE_CARBON_GROUPS 211 -0.31364 -1.26044 0.1699219 0.4886151 1 6190tags=39%, list=29%, signal=55%

GO_SCHWANN_CELL_DIFFERENTIATION GO_SCHWANN_CELL_DIFFERENTIATION 30 -0.40001 -1.26029 0.2096436 0.4882713 1 6560tags=53%, list=31%, signal=77%

GO_PHOTORECEPTOR_CELL_DIFFERENTIATION GO_PHOTORECEPTOR_CELL_DIFFERENTIATION 48 -0.36484 -1.25897 0.16 0.4903887 1 3144tags=27%, list=15%, signal=32%

GO_POSITIVE_REGULATION_OF_CHROMATIN_MODIFICATION GO_POSITIVE_REGULATION_OF_CHROMATIN_MODIFICATION 83 -0.32216 -1.25882 0.185654 0.4900876 1 6570tags=43%, list=31%, signal=62%

GO_PHOSPHATIDYLINOSITOL_3_KINASE_COMPLEX GO_PHOSPHATIDYLINOSITOL_3_KINASE_COMPLEX 19 -0.4355 -1.25788 0.2339056 0.4913445 1 2779tags=37%, list=13%, signal=42%

GO_INTRINSIC_COMPONENT_OF_MITOCHONDRIAL_INNER_MEMBRANEGO_INTRINSIC_COMPONENT_OF_MITOCHONDRIAL_INNER_MEMBRANE 20 -0.4264 -1.25776 0.2286822 0.4909045 1 3590tags=35%, list=17%, signal=42%

GO_CHROMATIN GO_CHROMATIN 421 -0.31774 -1.25704 0.2069672 0.4916668 1 6773tags=43%, list=32%, signal=62%

GO_NEGATIVE_REGULATION_OF_DEPHOSPHORYLATION GO_NEGATIVE_REGULATION_OF_DEPHOSPHORYLATION 72 -0.34401 -1.25628 0.1840909 0.4925657 1 3276tags=31%, list=15%, signal=36%

GO_CYCLIC_NUCLEOTIDE_PHOSPHODIESTERASE_ACTIVITY GO_CYCLIC_NUCLEOTIDE_PHOSPHODIESTERASE_ACTIVITY 25 -0.41055 -1.25603 0.1854305 0.4924422 1 7108tags=56%, list=33%, signal=84%

GO_EXOSOME_RNASE_COMPLEX_ GO_EXOSOME_RNASE_COMPLEX_ 21 -0.45482 -1.25554 0.2370518 0.49282 1 5768tags=48%, list=27%, signal=65%

GO_MICROTUBULE_PLUS_END GO_MICROTUBULE_PLUS_END 16 -0.49322 -1.2552 0.2398287 0.4928433 1 4471tags=38%, list=21%, signal=47%

GO_AMINO_ACID_TRANSMEMBRANE_TRANSPORTER_ACTIVITY GO_AMINO_ACID_TRANSMEMBRANE_TRANSPORTER_ACTIVITY 77 -0.35512 -1.25498 0.1729167 0.492652 1 5634tags=40%, list=26%, signal=54%

GO_CATION_TRANSPORTING_ATPASE_ACTIVITY GO_CATION_TRANSPORTING_ATPASE_ACTIVITY 59 -0.31702 -1.25469 0.2008368 0.49258 1 4357tags=31%, list=20%, signal=38%

GO_REGULATION_OF_COFACTOR_METABOLIC_PROCESS GO_REGULATION_OF_COFACTOR_METABOLIC_PROCESS 48 -0.36947 -1.25431 0.1538462 0.4926761 1 4483tags=35%, list=21%, signal=45%

GO_RAS_GUANYL_NUCLEOTIDE_EXCHANGE_FACTOR_ACTIVITY GO_RAS_GUANYL_NUCLEOTIDE_EXCHANGE_FACTOR_ACTIVITY 221 -0.31117 -1.2543 0.1538462 0.4920324 1 4545tags=33%, list=21%, signal=41%

GO_MACROMOLECULAR_COMPLEX_DISASSEMBLY GO_MACROMOLECULAR_COMPLEX_DISASSEMBLY 176 -0.30026 -1.25417 0.2031558 0.4916265 1 5359tags=26%, list=25%, signal=35%

GO_PROTEASOME_BINDING GO_PROTEASOME_BINDING 15 -0.43563 -1.25407 0.184874 0.4911651 1 2107tags=27%, list=10%, signal=30%

GO_RNA_POLYMERASE_II_CARBOXY_TERMINAL_DOMAIN_KINASE_ACTIVITYGO_RNA_POLYMERASE_II_CARBOXY_TERMINAL_DOMAIN_KINASE_ACTIVITY 15 -0.43731 -1.25397 0.2159329 0.4907132 1 5479tags=40%, list=25%, signal=54%

GO_NUCLEOBASE_CONTAINING_COMPOUND_TRANSPORT GO_NUCLEOBASE_CONTAINING_COMPOUND_TRANSPORT 185 -0.30899 -1.25381 0.2012712 0.490352 1 7053tags=44%, list=33%, signal=65%

GO_POSITIVE_REGULATION_OF_CELLULAR_COMPONENT_BIOGENESISGO_POSITIVE_REGULATION_OF_CELLULAR_COMPONENT_BIOGENESIS 389 -0.26098 -1.25372 0.1225807 0.4899165 1 4366tags=29%, list=20%, signal=35%

GO_CALMODULIN_BINDING GO_CALMODULIN_BINDING 176 -0.31901 -1.25342 0.1538462 0.4898676 1 5189tags=38%, list=24%, signal=49%

GO_RNA_DEPENDENT_DNA_BIOSYNTHETIC_PROCESS GO_RNA_DEPENDENT_DNA_BIOSYNTHETIC_PROCESS 20 -0.43792 -1.25321 0.2354167 0.4896222 1 5991tags=55%, list=28%, signal=76%

GO_NEURAL_CREST_CELL_MIGRATION GO_NEURAL_CREST_CELL_MIGRATION 51 -0.36463 -1.25293 0.1311111 0.4894695 1 4965tags=39%, list=23%, signal=51%

GO_HINDLIMB_MORPHOGENESIS GO_HINDLIMB_MORPHOGENESIS 37 -0.39578 -1.25274 0.1877637 0.4891781 1 2969tags=27%, list=14%, signal=31%

GO_REGULATION_OF_TRANSPORTER_ACTIVITY GO_REGULATION_OF_TRANSPORTER_ACTIVITY 195 -0.32168 -1.25265 0.16 0.4887411 1 4488tags=34%, list=21%, signal=43%

GO_MULTICELLULAR_ORGANISMAL_SIGNALING GO_MULTICELLULAR_ORGANISMAL_SIGNALING 122 -0.36708 -1.25248 0.1921397 0.4884876 1 4162tags=34%, list=19%, signal=42%

GO_VIRION_ASSEMBLY GO_VIRION_ASSEMBLY 36 -0.32724 -1.25242 0.2 0.4879796 1 2549tags=14%, list=12%, signal=16%

GO_DNA_ALKYLATION GO_DNA_ALKYLATION 44 -0.37297 -1.25223 0.1791045 0.4877062 1 5934tags=43%, list=28%, signal=60%

GO_POSITIVE_REGULATION_OF_CHROMOSOME_ORGANIZATION GO_POSITIVE_REGULATION_OF_CHROMOSOME_ORGANIZATION 145 -0.32711 -1.25167 0.2079646 0.4881805 1 5871tags=38%, list=27%, signal=52%

GO_PROTEIN_LOCALIZATION_TO_CELL_PERIPHERY GO_PROTEIN_LOCALIZATION_TO_CELL_PERIPHERY 149 -0.30761 -1.25152 0.1585624 0.487818 1 5034tags=37%, list=23%, signal=48%

GO_NEGATIVE_REGULATION_OF_CELLULAR_CATABOLIC_PROCESS GO_NEGATIVE_REGULATION_OF_CELLULAR_CATABOLIC_PROCESS 147 -0.29125 -1.25152 0.167382 0.4871868 1 5406tags=38%, list=25%, signal=51%

GO_DOPAMINE_RECEPTOR_BINDING GO_DOPAMINE_RECEPTOR_BINDING 16 -0.45468 -1.25144 0.2133891 0.4866958 1 3654tags=38%, list=17%, signal=45%

GO_DNA_TEMPLATED_TRANSCRIPTION_INITIATION GO_DNA_TEMPLATED_TRANSCRIPTION_INITIATION 194 -0.28939 -1.25054 0.1934827 0.4878538 1 5874tags=35%, list=27%, signal=48%

GO_SPINDLE GO_SPINDLE 273 -0.34229 -1.25049 0.2381974 0.4873235 1 7802tags=53%, list=36%, signal=82%

GO_TRNA_METHYLATION GO_TRNA_METHYLATION 21 -0.45173 -1.2504 0.2585859 0.4868729 1 7655tags=67%, list=36%, signal=103%

GO_SPLICEOSOMAL_SNRNP_ASSEMBLY GO_SPLICEOSOMAL_SNRNP_ASSEMBLY 33 -0.41061 -1.25006 0.2647059 0.4869537 1 8302tags=52%, list=39%, signal=84%

GO_PERICARDIUM_DEVELOPMENT GO_PERICARDIUM_DEVELOPMENT 17 -0.46301 -1.24951 0.2248394 0.4874664 1 6285tags=59%, list=29%, signal=83%

GO_REGULATION_OF_CHROMOSOME_ORGANIZATION GO_REGULATION_OF_CHROMOSOME_ORGANIZATION 266 -0.31981 -1.24939 0.2193548 0.4871086 1 7347tags=47%, list=34%, signal=71%

GO_RNA_LOCALIZATION GO_RNA_LOCALIZATION 175 -0.32428 -1.24936 0.2317328 0.486518 1 7053tags=45%, list=33%, signal=66%

GO_MICROTUBULE GO_MICROTUBULE 383 -0.29661 -1.24846 0.2120582 0.4877358 1 7204tags=45%, list=34%, signal=66%

GO_METAL_CLUSTER_BINDING GO_METAL_CLUSTER_BINDING 60 -0.32943 -1.24818 0.2070313 0.4876414 1 6238tags=42%, list=29%, signal=59%

GO_POSITIVE_REGULATION_OF_CELL_DEVELOPMENT GO_POSITIVE_REGULATION_OF_CELL_DEVELOPMENT 456 -0.27565 -1.24796 0.1297539 0.4874558 1 4857tags=33%, list=23%, signal=42%

GO_INTRINSIC_COMPONENT_OF_MITOCHONDRIAL_MEMBRANE GO_INTRINSIC_COMPONENT_OF_MITOCHONDRIAL_MEMBRANE 48 -0.32844 -1.24793 0.199187 0.4868839 1 4009tags=27%, list=19%, signal=33%

GO_SCF_UBIQUITIN_LIGASE_COMPLEX GO_SCF_UBIQUITIN_LIGASE_COMPLEX 34 -0.3873 -1.24792 0.1899791 0.486289 1 4322tags=38%, list=20%, signal=48%

GO_CARDIAC_MUSCLE_CELL_ACTION_POTENTIAL GO_CARDIAC_MUSCLE_CELL_ACTION_POTENTIAL 36 -0.42943 -1.24774 0.2017167 0.4860134 1 4488tags=36%, list=21%, signal=46%

GO_CHROMOSOME_TELOMERIC_REGION GO_CHROMOSOME_TELOMERIC_REGION 154 -0.352 -1.24738 0.2327044 0.4861242 1 6133tags=39%, list=29%, signal=54%

GO_INO80_TYPE_COMPLEX GO_INO80_TYPE_COMPLEX 20 -0.44572 -1.24659 0.23125 0.4870333 1 7531tags=55%, list=35%, signal=85%

GO_SIGNAL_SEQUENCE_BINDING GO_SIGNAL_SEQUENCE_BINDING 38 -0.38313 -1.24642 0.2593458 0.4867302 1 5152tags=47%, list=24%, signal=62%

GO_PROTEIN_AUTOUBIQUITINATION GO_PROTEIN_AUTOUBIQUITINATION 46 -0.34631 -1.24585 0.1944445 0.4872164 1 6570tags=48%, list=31%, signal=69%

GO_NEGATIVE_REGULATION_OF_PROTEIN_CATABOLIC_PROCESS GO_NEGATIVE_REGULATION_OF_PROTEIN_CATABOLIC_PROCESS 102 -0.33421 -1.24582 0.2077922 0.4866488 1 6477tags=53%, list=30%, signal=75%

GO_POSITIVE_REGULATION_OF_DNA_REPAIR GO_POSITIVE_REGULATION_OF_DNA_REPAIR 36 -0.37718 -1.24528 0.1957447 0.487066 1 4730tags=33%, list=22%, signal=43%

GO_LEADING_EDGE_MEMBRANE GO_LEADING_EDGE_MEMBRANE 128 -0.33215 -1.24526 0.1721854 0.4864955 1 4041tags=40%, list=19%, signal=49%

GO_ANTERIOR_POSTERIOR_AXIS_SPECIFICATION GO_ANTERIOR_POSTERIOR_AXIS_SPECIFICATION 47 -0.3647 -1.24386 0.1653061 0.4886309 1 2384tags=21%, list=11%, signal=24%

GO_MONOCARBOXYLIC_ACID_CATABOLIC_PROCESS GO_MONOCARBOXYLIC_ACID_CATABOLIC_PROCESS 92 -0.33431 -1.24333 0.1715976 0.4891051 1 5642tags=36%, list=26%, signal=48%

GO_SPINDLE_LOCALIZATION GO_SPINDLE_LOCALIZATION 37 -0.40364 -1.24328 0.2440087 0.4885716 1 5314tags=41%, list=25%, signal=54%

GO_CHROMATIN_REMODELING GO_CHROMATIN_REMODELING 143 -0.3486 -1.24276 0.2154812 0.4890306 1 5939tags=35%, list=28%, signal=48%

GO_NEGATIVE_REGULATION_OF_STRESS_FIBER_ASSEMBLY GO_NEGATIVE_REGULATION_OF_STRESS_FIBER_ASSEMBLY 16 -0.46067 -1.24132 0.227957 0.491207 1 2432tags=38%, list=11%, signal=42%

GO_DNA_RECOMBINATION GO_DNA_RECOMBINATION 192 -0.37152 -1.24049 0.287169 0.4922184 1 6661tags=49%, list=31%, signal=70%

GO_NUCLEAR_MATRIX GO_NUCLEAR_MATRIX 93 -0.33773 -1.23952 0.2248394 0.4934455 1 5021tags=34%, list=23%, signal=45%

GO_SNARE_BINDING GO_SNARE_BINDING 123 -0.30177 -1.23912 0.2 0.4936067 1 4455tags=33%, list=21%, signal=41%

GO_REGULATION_OF_ORGANIC_ACID_TRANSPORT GO_REGULATION_OF_ORGANIC_ACID_TRANSPORT 48 -0.34619 -1.23906 0.152439 0.4931083 1 3188tags=27%, list=15%, signal=32%

GO_REGULATION_OF_ANION_TRANSPORT GO_REGULATION_OF_ANION_TRANSPORT 135 -0.3033 -1.23782 0.1517094 0.4949164 1 3275tags=27%, list=15%, signal=31%

GO_POTASSIUM_ION_TRANSPORT GO_POTASSIUM_ION_TRANSPORT 151 -0.35144 -1.23751 0.1966874 0.4949274 1 4318tags=32%, list=20%, signal=40%

GO_REGULATION_OF_NUCLEOSIDE_METABOLIC_PROCESS GO_REGULATION_OF_NUCLEOSIDE_METABOLIC_PROCESS 47 -0.34533 -1.23733 0.1626374 0.494685 1 6767tags=47%, list=31%, signal=68%

GO_POSITIVE_REGULATION_OF_SODIUM_ION_TRANSPORT GO_POSITIVE_REGULATION_OF_SODIUM_ION_TRANSPORT 33 -0.38268 -1.23726 0.203666 0.494224 1 5757tags=39%, list=27%, signal=54%

GO_NEUROTROPHIN_TRK_RECEPTOR_SIGNALING_PATHWAY GO_NEUROTROPHIN_TRK_RECEPTOR_SIGNALING_PATHWAY 15 -0.44848 -1.23717 0.2388393 0.4937908 1 4914tags=47%, list=23%, signal=60%

GO_SULFUR_AMINO_ACID_METABOLIC_PROCESS GO_SULFUR_AMINO_ACID_METABOLIC_PROCESS 40 -0.37751 -1.23713 0.2443532 0.4932975 1 3513tags=28%, list=16%, signal=33%

GO_REGULATION_OF_CELLULAR_RESPIRATION GO_REGULATION_OF_CELLULAR_RESPIRATION 22 -0.38549 -1.23686 0.2058824 0.4932762 1 7436tags=59%, list=35%, signal=90%

GO_GUANYL_NUCLEOTIDE_EXCHANGE_FACTOR_ACTIVITY GO_GUANYL_NUCLEOTIDE_EXCHANGE_FACTOR_ACTIVITY 291 -0.29956 -1.23623 0.1598272 0.4939238 1 4306tags=31%, list=20%, signal=39%

GO_CENTROSOME GO_CENTROSOME 469 -0.31585 -1.2357 0.2184874 0.4943098 1 7630tags=49%, list=35%, signal=74%

GO_HSP70_PROTEIN_BINDING GO_HSP70_PROTEIN_BINDING 29 -0.37034 -1.23506 0.2217659 0.4949391 1 4085tags=34%, list=19%, signal=43%

GO_TRNA_MODIFICATION GO_TRNA_MODIFICATION 54 -0.40592 -1.23497 0.2545825 0.4945044 1 7655tags=54%, list=36%, signal=83%

GO_LIPID_MODIFICATION GO_LIPID_MODIFICATION 206 -0.29991 -1.23444 0.175705 0.4950086 1 4680tags=34%, list=22%, signal=43%

GO_NUCLEAR_HETEROCHROMATIN GO_NUCLEAR_HETEROCHROMATIN 32 -0.4036 -1.23418 0.2464066 0.494881 1 5309tags=44%, list=25%, signal=58%

GO_DNA_METHYLATION_OR_DEMETHYLATION GO_DNA_METHYLATION_OR_DEMETHYLATION 58 -0.34468 -1.23373 0.209205 0.4951431 1 4090tags=31%, list=19%, signal=38%

GO_PROTEIN_TARGETING GO_PROTEIN_TARGETING 394 -0.24432 -1.23304 0.2021505 0.4959042 1 5575tags=26%, list=26%, signal=35%

GO_BETA_AMYLOID_BINDING GO_BETA_AMYLOID_BINDING 35 -0.3645 -1.23303 0.2064516 0.4953188 1 4799tags=43%, list=22%, signal=55%

GO_HMG_BOX_DOMAIN_BINDING GO_HMG_BOX_DOMAIN_BINDING 18 -0.4314 -1.23252 0.2046908 0.4957133 1 1973tags=22%, list=9%, signal=24%

GO_PROTEIN_LOCALIZATION_TO_LYSOSOME GO_PROTEIN_LOCALIZATION_TO_LYSOSOME 18 -0.42621 -1.23115 0.245283 0.4978448 1 7006tags=56%, list=33%, signal=82%

GO_REGULATION_OF_COLLATERAL_SPROUTING GO_REGULATION_OF_COLLATERAL_SPROUTING 18 -0.43537 -1.23052 0.1954262 0.4984803 1 3894tags=44%, list=18%, signal=54%

GO_DNA_CATABOLIC_PROCESS_ENDONUCLEOLYTIC GO_DNA_CATABOLIC_PROCESS_ENDONUCLEOLYTIC 19 -0.42888 -1.23011 0.2346723 0.4986899 1 3887tags=32%, list=18%, signal=39%

GO_RECEPTOR_SIGNALING_COMPLEX_SCAFFOLD_ACTIVITY GO_RECEPTOR_SIGNALING_COMPLEX_SCAFFOLD_ACTIVITY 23 -0.42133 -1.22992 0.1890244 0.4984758 1 4722tags=57%, list=22%, signal=72%

GO_KINETOCHORE GO_KINETOCHORE 110 -0.41938 -1.2299 0.311579 0.4978954 1 8528tags=65%, list=40%, signal=106%

GO_TRANSFERASE_ACTIVITY_TRANSFERRING_ACYL_GROUPS_OTHER_THAN_AMINO_ACYL_GROUPSGO_TRANSFERASE_ACTIVITY_TRANSFERRING_ACYL_GROUPS_OTHER_THAN_AMINO_ACYL_GROUPS 196 -0.29026 -1.22967 0.1816239 0.4977582 1 5347tags=33%, list=25%, signal=43%

GO_PERICENTRIC_HETEROCHROMATIN GO_PERICENTRIC_HETEROCHROMATIN 15 -0.52048 -1.22963 0.2836134 0.4972378 1 6125tags=60%, list=28%, signal=84%

GO_REGULATION_OF_CELLULAR_RESPONSE_TO_HEAT GO_REGULATION_OF_CELLULAR_RESPONSE_TO_HEAT 71 -0.36617 -1.22844 0.2762313 0.4990453 1 4624tags=38%, list=22%, signal=48%

GO_POSITIVE_REGULATION_OF_FILOPODIUM_ASSEMBLY GO_POSITIVE_REGULATION_OF_FILOPODIUM_ASSEMBLY 24 -0.36916 -1.22799 0.2073434 0.4992764 1 4275tags=33%, list=20%, signal=42%

GO_NEGATIVE_REGULATION_OF_AUTOPHAGY GO_NEGATIVE_REGULATION_OF_AUTOPHAGY 50 -0.31583 -1.22783 0.2084257 0.4989751 1 5575tags=40%, list=26%, signal=54%

GO_CERAMIDE_BIOSYNTHETIC_PROCESS GO_CERAMIDE_BIOSYNTHETIC_PROCESS 40 -0.36861 -1.22779 0.1790123 0.4984494 1 3167tags=33%, list=15%, signal=38%

GO_PROTEIN_KINASE_A_CATALYTIC_SUBUNIT_BINDING GO_PROTEIN_KINASE_A_CATALYTIC_SUBUNIT_BINDING 15 -0.46374 -1.22744 0.2429501 0.4985642 1 5989tags=53%, list=28%, signal=74%

GO_POSITIVE_REGULATION_OF_PROTEIN_COMPLEX_DISASSEMBLY GO_POSITIVE_REGULATION_OF_PROTEIN_COMPLEX_DISASSEMBLY 25 -0.36266 -1.22722 0.1605206 0.498407 1 2699tags=28%, list=13%, signal=32%

GO_CYTOPLASMIC_DYNEIN_COMPLEX GO_CYTOPLASMIC_DYNEIN_COMPLEX 15 -0.42727 -1.22673 0.2294737 0.498786 1 5811tags=53%, list=27%, signal=73%

GO_POTASSIUM_CHANNEL_ACTIVITY GO_POTASSIUM_CHANNEL_ACTIVITY 118 -0.36166 -1.2253 0.22 0.5009208 1 4318tags=34%, list=20%, signal=42%

GO_ERROR_PRONE_TRANSLESION_SYNTHESIS GO_ERROR_PRONE_TRANSLESION_SYNTHESIS 18 -0.47335 -1.22528 0.2572016 0.500355 1 6841tags=61%, list=32%, signal=90%

GO_UBIQUITIN_LIKE_PROTEIN_BINDING GO_UBIQUITIN_LIKE_PROTEIN_BINDING 117 -0.32214 -1.22512 0.2284483 0.5000687 1 6015tags=41%, list=28%, signal=57%

GO_CELL_DIVISION_SITE GO_CELL_DIVISION_SITE 47 -0.35349 -1.22501 0.220524 0.4996691 1 4274tags=30%, list=20%, signal=37%

GO_CELLULAR_RESPONSE_TO_INSULIN_STIMULUS GO_CELLULAR_RESPONSE_TO_INSULIN_STIMULUS 141 -0.28993 -1.22484 0.1832579 0.4994127 1 6139tags=42%, list=29%, signal=58%

GO_NEUROTRANSMITTER_METABOLIC_PROCESS GO_NEUROTRANSMITTER_METABOLIC_PROCESS 24 -0.41207 -1.22436 0.2231076 0.4997852 1 4180tags=33%, list=19%, signal=41%

GO_DEVELOPMENTAL_GROWTH_INVOLVED_IN_MORPHOGENESIS GO_DEVELOPMENTAL_GROWTH_INVOLVED_IN_MORPHOGENESIS 103 -0.3073 -1.22414 0.171875 0.499646 1 3611tags=29%, list=17%, signal=35%

GO_NEGATIVE_REGULATION_OF_AXON_GUIDANCE GO_NEGATIVE_REGULATION_OF_AXON_GUIDANCE 26 -0.38767 -1.2233 0.2043011 0.5006528 1 4465tags=38%, list=21%, signal=48%

GO_RETINOID_X_RECEPTOR_BINDING GO_RETINOID_X_RECEPTOR_BINDING 17 -0.44613 -1.223 0.2262157 0.5006793 1 1838tags=29%, list=9%, signal=32%

GO_INTRINSIC_COMPONENT_OF_MITOCHONDRIAL_OUTER_MEMBRANEGO_INTRINSIC_COMPONENT_OF_MITOCHONDRIAL_OUTER_MEMBRANE 21 -0.35772 -1.22252 0.2440605 0.5010261 1 7047tags=43%, list=33%, signal=64%

GO_PHOSPHATASE_BINDING GO_PHOSPHATASE_BINDING 157 -0.30466 -1.22156 0.2273731 0.5023355 1 4893tags=37%, list=23%, signal=47%

GO_CALCIUM_CHANNEL_COMPLEX GO_CALCIUM_CHANNEL_COMPLEX 61 -0.36308 -1.22142 0.231405 0.5020313 1 7698tags=61%, list=36%, signal=94%

GO_REGULATION_OF_DNA_REPAIR GO_REGULATION_OF_DNA_REPAIR 72 -0.36251 -1.22125 0.2377919 0.5017613 1 4730tags=33%, list=22%, signal=43%

GO_MICROTUBULE_END GO_MICROTUBULE_END 21 -0.4459 -1.22046 0.2630435 0.5027235 1 4698tags=38%, list=22%, signal=49%

GO_HISTONE_MRNA_METABOLIC_PROCESS GO_HISTONE_MRNA_METABOLIC_PROCESS 27 -0.39119 -1.22043 0.2425447 0.5021916 1 7140tags=48%, list=33%, signal=72%

GO_SISTER_CHROMATID_COHESION GO_SISTER_CHROMATID_COHESION 108 -0.41971 -1.22017 0.3291926 0.5021127 1 7518tags=56%, list=35%, signal=85%

GO_RENAL_TUBULE_DEVELOPMENT GO_RENAL_TUBULE_DEVELOPMENT 74 -0.33679 -1.22007 0.1860465 0.5016924 1 5237tags=36%, list=24%, signal=48%

GO_CYTOPLASMIC_EXOSOME_RNASE_COMPLEX_ GO_CYTOPLASMIC_EXOSOME_RNASE_COMPLEX_ 15 -0.48345 -1.21995 0.2687747 0.5013657 1 5729tags=53%, list=27%, signal=73%

GO_BETA_CATENIN_DESTRUCTION_COMPLEX_DISASSEMBLY GO_BETA_CATENIN_DESTRUCTION_COMPLEX_DISASSEMBLY 21 -0.40528 -1.21991 0.2229039 0.500859 1 2253tags=29%, list=10%, signal=32%

GO_PROTEIN_DNA_COMPLEX_SUBUNIT_ORGANIZATION GO_PROTEIN_DNA_COMPLEX_SUBUNIT_ORGANIZATION 215 -0.33692 -1.21981 0.2312373 0.5004707 1 6200tags=38%, list=29%, signal=53%

GO_REGULATION_OF_LYASE_ACTIVITY GO_REGULATION_OF_LYASE_ACTIVITY 85 -0.3306 -1.21903 0.1925466 0.5014852 1 6929tags=42%, list=32%, signal=62%

GO_MEMORY GO_MEMORY 95 -0.34897 -1.21827 0.2207792 0.5023785 1 3818tags=39%, list=18%, signal=47%

GO_CANONICAL_WNT_SIGNALING_PATHWAY GO_CANONICAL_WNT_SIGNALING_PATHWAY 94 -0.3189 -1.21777 0.1714286 0.5027427 1 5066tags=33%, list=24%, signal=43%

GO_MICROTUBULE_POLYMERIZATION GO_MICROTUBULE_POLYMERIZATION 25 -0.3757 -1.21673 0.1925602 0.504179 1 3063tags=32%, list=14%, signal=37%

GO_POLY_PYRIMIDINE_TRACT_BINDING GO_POLY_PYRIMIDINE_TRACT_BINDING 15 -0.44202 -1.21638 0.2552743 0.504328 1 6550tags=60%, list=30%, signal=86%

GO_NUCLEAR_CHROMOSOME_TELOMERIC_REGION GO_NUCLEAR_CHROMOSOME_TELOMERIC_REGION 125 -0.35441 -1.21584 0.2536998 0.5047994 1 6079tags=42%, list=28%, signal=58%

GO_NEPHRON_EPITHELIUM_DEVELOPMENT GO_NEPHRON_EPITHELIUM_DEVELOPMENT 89 -0.32098 -1.21528 0.16 0.5052806 1 2445tags=22%, list=11%, signal=25%

GO_REGULATION_OF_CELL_PROJECTION_ASSEMBLY GO_REGULATION_OF_CELL_PROJECTION_ASSEMBLY 143 -0.29292 -1.21527 0.1881607 0.5047158 1 3658tags=29%, list=17%, signal=35%

GO_REGULATION_OF_CHROMATIN_ORGANIZATION GO_REGULATION_OF_CHROMATIN_ORGANIZATION 147 -0.28624 -1.21513 0.222449 0.5044019 1 6158tags=37%, list=29%, signal=51%

GO_REGULATION_OF_NON_CANONICAL_WNT_SIGNALING_PATHWAYGO_REGULATION_OF_NON_CANONICAL_WNT_SIGNALING_PATHWAY 19 -0.44028 -1.21396 0.2241379 0.5060955 1 2735tags=32%, list=13%, signal=36%

GO_METHYL_CPG_BINDING GO_METHYL_CPG_BINDING 16 -0.43839 -1.21366 0.2526767 0.5061308 1 4863tags=44%, list=23%, signal=57%

GO_REGULATION_OF_PROTEIN_COMPLEX_DISASSEMBLY GO_REGULATION_OF_PROTEIN_COMPLEX_DISASSEMBLY 207 -0.30854 -1.2135 0.2304348 0.5058596 1 3887tags=26%, list=18%, signal=31%

GO_NEGATIVE_REGULATION_OF_MITOTIC_NUCLEAR_DIVISION GO_NEGATIVE_REGULATION_OF_MITOTIC_NUCLEAR_DIVISION 32 -0.43802 -1.21321 0.2764579 0.5058003 1 6477tags=59%, list=30%, signal=85%

GO_MITOGEN_ACTIVATED_PROTEIN_KINASE_BINDING GO_MITOGEN_ACTIVATED_PROTEIN_KINASE_BINDING 22 -0.43057 -1.21303 0.280543 0.5055496 1 2922tags=36%, list=14%, signal=42%

GO_REGULATION_OF_HORMONE_BIOSYNTHETIC_PROCESS GO_REGULATION_OF_HORMONE_BIOSYNTHETIC_PROCESS 18 -0.41671 -1.21266 0.2189474 0.505687 1 2993tags=28%, list=14%, signal=32%

GO_SENSORY_PERCEPTION_OF_MECHANICAL_STIMULUS GO_SENSORY_PERCEPTION_OF_MECHANICAL_STIMULUS 149 -0.29466 -1.21162 0.157563 0.507137 1 3181tags=23%, list=15%, signal=27%

GO_SISTER_CHROMATID_SEGREGATION GO_SISTER_CHROMATID_SEGREGATION 172 -0.40386 -1.21136 0.334728 0.5070682 1 8443tags=61%, list=39%, signal=100%

GO_STRIATED_MUSCLE_ADAPTATION GO_STRIATED_MUSCLE_ADAPTATION 22 -0.40819 -1.21061 0.2096154 0.5079525 1 2993tags=32%, list=14%, signal=37%

GO_EYE_PHOTORECEPTOR_CELL_DIFFERENTIATION GO_EYE_PHOTORECEPTOR_CELL_DIFFERENTIATION 40 -0.3485 -1.21053 0.1929461 0.5075057 1 2801tags=25%, list=13%, signal=29%

GO_REGULATION_OF_SULFUR_METABOLIC_PROCESS GO_REGULATION_OF_SULFUR_METABOLIC_PROCESS 19 -0.42739 -1.20997 0.2322176 0.5080959 1 8360tags=68%, list=39%, signal=112%

GO_SPINAL_CORD_MOTOR_NEURON_DIFFERENTIATION GO_SPINAL_CORD_MOTOR_NEURON_DIFFERENTIATION 34 -0.37356 -1.20934 0.2125 0.5087115 1 5162tags=38%, list=24%, signal=50%

GO_REGULATION_OF_PHOSPHATASE_ACTIVITY GO_REGULATION_OF_PHOSPHATASE_ACTIVITY 120 -0.3022 -1.20907 0.2161572 0.5085973 1 4783tags=34%, list=22%, signal=44%

GO_PROTEIN_KINASE_C_ACTIVITY GO_PROTEIN_KINASE_C_ACTIVITY 16 -0.44221 -1.20907 0.2386364 0.5080152 1 3614tags=38%, list=17%, signal=45%

GO_ADRENAL_GLAND_DEVELOPMENT GO_ADRENAL_GLAND_DEVELOPMENT 22 -0.39034 -1.2087 0.2176724 0.5082152 1 2206tags=32%, list=10%, signal=35%

GO_REGULATION_OF_TRANSCRIPTION_FROM_RNA_POLYMERASE_II_PROMOTER_IN_RESPONSE_TO_HYPOXIAGO_REGULATION_OF_TRANSCRIPTION_FROM_RNA_POLYMERASE_II_PROMOTER_IN_RESPONSE_TO_HYPOXIA 31 -0.37918 -1.20808 0.2422908 0.5088276 1 4866tags=35%, list=23%, signal=46%

GO_PITUITARY_GLAND_DEVELOPMENT GO_PITUITARY_GLAND_DEVELOPMENT 42 -0.3801 -1.20776 0.2135524 0.5088921 1 2720tags=26%, list=13%, signal=30%

GO_ERYTHROCYTE_DEVELOPMENT GO_ERYTHROCYTE_DEVELOPMENT 23 -0.37292 -1.20762 0.1949686 0.5086088 1 3544tags=26%, list=16%, signal=31%

GO_CAMP_BIOSYNTHETIC_PROCESS GO_CAMP_BIOSYNTHETIC_PROCESS 17 -0.41101 -1.20762 0.2136752 0.5080288 1 2162tags=29%, list=10%, signal=33%

GO_RHO_GTPASE_BINDING GO_RHO_GTPASE_BINDING 76 -0.32741 -1.20717 0.2255965 0.5083157 1 3837tags=32%, list=18%, signal=38%

GO_CYCLIN_BINDING GO_CYCLIN_BINDING 18 -0.43058 -1.20707 0.2390852 0.5079244 1 3693tags=39%, list=17%, signal=47%

GO_SPINAL_CORD_PATTERNING GO_SPINAL_CORD_PATTERNING 24 -0.42331 -1.20658 0.2128099 0.508277 1 4857tags=38%, list=23%, signal=48%

GO_POSITIVE_REGULATION_OF_MESONEPHROS_DEVELOPMENT GO_POSITIVE_REGULATION_OF_MESONEPHROS_DEVELOPMENT 20 -0.4072 -1.2058 0.218 0.5093432 1 5455tags=55%, list=25%, signal=74%

GO_PHOSPHATIDYLINOSITOL_PHOSPHATE_KINASE_ACTIVITY GO_PHOSPHATIDYLINOSITOL_PHOSPHATE_KINASE_ACTIVITY 16 -0.44376 -1.20579 0.2751678 0.5087748 1 4398tags=50%, list=20%, signal=63%

GO_VOLTAGE_GATED_ION_CHANNEL_ACTIVITY GO_VOLTAGE_GATED_ION_CHANNEL_ACTIVITY 188 -0.34721 -1.2054 0.221519 0.5089473 1 4851tags=36%, list=23%, signal=46%

GO_LONG_TERM_SYNAPTIC_POTENTIATION GO_LONG_TERM_SYNAPTIC_POTENTIATION 37 -0.42028 -1.2042 0.2785863 0.5107147 1 1385tags=27%, list=6%, signal=29%

GO_SCAFFOLD_PROTEIN_BINDING GO_SCAFFOLD_PROTEIN_BINDING 42 -0.34084 -1.20328 0.2095032 0.5119823 1 4783tags=38%, list=22%, signal=49%

GO_MEIOSIS_I GO_MEIOSIS_I 83 -0.35323 -1.20291 0.2296748 0.5120455 1 5752tags=39%, list=27%, signal=52%

GO_EPHRIN_RECEPTOR_BINDING GO_EPHRIN_RECEPTOR_BINDING 22 -0.4247 -1.20262 0.248366 0.5120798 1 4642tags=45%, list=22%, signal=58%

GO_REGULATION_OF_SKELETAL_MUSCLE_TISSUE_DEVELOPMENT GO_REGULATION_OF_SKELETAL_MUSCLE_TISSUE_DEVELOPMENT 47 -0.33594 -1.20222 0.1995842 0.5122679 1 4804tags=32%, list=22%, signal=41%

GO_RESPONSE_TO_FOLIC_ACID GO_RESPONSE_TO_FOLIC_ACID 15 -0.42842 -1.20191 0.2373225 0.5123135 1 2494tags=27%, list=12%, signal=30%

GO_ANTERIOR_POSTERIOR_PATTERN_SPECIFICATION GO_ANTERIOR_POSTERIOR_PATTERN_SPECIFICATION 193 -0.30794 -1.20151 0.1902834 0.5125427 1 4361tags=30%, list=20%, signal=37%

GO_CENTROSOME_DUPLICATION GO_CENTROSOME_DUPLICATION 30 -0.41893 -1.20016 0.2783505 0.5146544 1 7747tags=57%, list=36%, signal=88%

GO_PROTEIN_LOCALIZATION_TO_VACUOLE GO_PROTEIN_LOCALIZATION_TO_VACUOLE 42 -0.36177 -1.19948 0.2853982 0.5153843 1 6534tags=45%, list=30%, signal=65%

GO_RNA_POLYMERASE_BINDING GO_RNA_POLYMERASE_BINDING 33 -0.37404 -1.19916 0.2650862 0.5153755 1 7280tags=58%, list=34%, signal=87%

GO_POSITIVE_REGULATION_OF_ANION_TRANSPORT GO_POSITIVE_REGULATION_OF_ANION_TRANSPORT 57 -0.32164 -1.19914 0.1768293 0.5148235 1 4716tags=35%, list=22%, signal=45%

GO_EYE_MORPHOGENESIS GO_EYE_MORPHOGENESIS 133 -0.2964 -1.19898 0.1680672 0.514536 1 2986tags=24%, list=14%, signal=28%

GO_REGULATION_OF_CARDIAC_CONDUCTION GO_REGULATION_OF_CARDIAC_CONDUCTION 65 -0.35421 -1.19885 0.2424243 0.5142328 1 4357tags=32%, list=20%, signal=40%

GO_LIPID_PHOSPHORYLATION GO_LIPID_PHOSPHORYLATION 98 -0.30864 -1.19878 0.1907895 0.5137957 1 4523tags=38%, list=21%, signal=48%

GO_MITOTIC_SPINDLE_ORGANIZATION GO_MITOTIC_SPINDLE_ORGANIZATION 66 -0.38934 -1.19871 0.3197425 0.5133854 1 5382tags=36%, list=25%, signal=48%

GO_GATED_CHANNEL_ACTIVITY GO_GATED_CHANNEL_ACTIVITY 316 -0.33103 -1.19751 0.2338205 0.5150928 1 4623tags=34%, list=22%, signal=42%

GO_HEART_PROCESS GO_HEART_PROCESS 83 -0.34262 -1.19688 0.2365145 0.5157319 1 5757tags=41%, list=27%, signal=56%

GO_ESTABLISHMENT_OF_PROTEIN_LOCALIZATION_TO_ORGANELLE GO_ESTABLISHMENT_OF_PROTEIN_LOCALIZATION_TO_ORGANELLE 351 -0.24025 -1.19688 0.2649573 0.5151769 1 5575tags=25%, list=26%, signal=33%

GO_DICARBOXYLIC_ACID_TRANSMEMBRANE_TRANSPORTER_ACTIVITYGO_DICARBOXYLIC_ACID_TRANSMEMBRANE_TRANSPORTER_ACTIVITY 32 -0.37342 -1.19607 0.2016461 0.5162212 1 7439tags=56%, list=35%, signal=86%

GO_CELL_DIVISION GO_CELL_DIVISION 431 -0.33375 -1.196 0.3062099 0.5157918 1 7347tags=48%, list=34%, signal=71%

GO_POSITIVE_REGULATION_OF_WNT_SIGNALING_PATHWAY GO_POSITIVE_REGULATION_OF_WNT_SIGNALING_PATHWAY 149 -0.27586 -1.19596 0.2085106 0.5153028 1 5066tags=30%, list=24%, signal=38%

GO_NUCLEAR_ENVELOPE GO_NUCLEAR_ENVELOPE 397 -0.27461 -1.19566 0.2252252 0.5153211 1 5488tags=36%, list=26%, signal=47%

GO_CLATHRIN_ADAPTOR_COMPLEX GO_CLATHRIN_ADAPTOR_COMPLEX 27 -0.42652 -1.19529 0.2934783 0.5154955 1 4202tags=37%, list=20%, signal=46%

GO_NUCLEOSOMAL_DNA_BINDING GO_NUCLEOSOMAL_DNA_BINDING 28 -0.37301 -1.1946 0.304175 0.5163038 1 3809tags=32%, list=18%, signal=39%

GO_POSITIVE_REGULATION_OF_CYCLIN_DEPENDENT_PROTEIN_KINASE_ACTIVITYGO_POSITIVE_REGULATION_OF_CYCLIN_DEPENDENT_PROTEIN_KINASE_ACTIVITY 32 -0.34359 -1.19211 0.2345416 0.5206296 1 4642tags=34%, list=22%, signal=44%

GO_MITOTIC_SISTER_CHROMATID_SEGREGATION GO_MITOTIC_SISTER_CHROMATID_SEGREGATION 89 -0.41622 -1.1918 0.3221757 0.5206785 1 7802tags=53%, list=36%, signal=83%

GO_NEGATIVE_REGULATION_OF_HISTONE_MODIFICATION GO_NEGATIVE_REGULATION_OF_HISTONE_MODIFICATION 34 -0.37229 -1.19145 0.2971312 0.5208306 1 5252tags=38%, list=24%, signal=51%

GO_NEURON_PROJECTION_EXTENSION GO_NEURON_PROJECTION_EXTENSION 52 -0.33744 -1.19133 0.2270742 0.5205094 1 3611tags=31%, list=17%, signal=37%

GO_PORE_COMPLEX_ASSEMBLY GO_PORE_COMPLEX_ASSEMBLY 15 -0.45961 -1.18973 0.2862986 0.5230996 1 8193tags=67%, list=38%, signal=108%

GO_BHLH_TRANSCRIPTION_FACTOR_BINDING GO_BHLH_TRANSCRIPTION_FACTOR_BINDING 27 -0.38819 -1.1887 0.2548596 0.5245543 1 1435tags=22%, list=7%, signal=24%

GO_POSITIVE_REGULATION_OF_CYTOKINESIS GO_POSITIVE_REGULATION_OF_CYTOKINESIS 34 -0.39119 -1.18865 0.2637131 0.5240861 1 7802tags=53%, list=36%, signal=83%

GO_POSITIVE_REGULATION_OF_DEVELOPMENTAL_GROWTH GO_POSITIVE_REGULATION_OF_DEVELOPMENTAL_GROWTH 153 -0.28949 -1.1886 0.1860465 0.5236002 1 5437tags=39%, list=25%, signal=52%

GO_MOTOR_ACTIVITY GO_MOTOR_ACTIVITY 127 -0.32631 -1.18816 0.2222222 0.5238656 1 3318tags=25%, list=15%, signal=30%

GO_REGULATION_OF_DEPHOSPHORYLATION GO_REGULATION_OF_DEPHOSPHORYLATION 147 -0.29497 -1.18646 0.2399103 0.5265577 1 5238tags=37%, list=24%, signal=48%

GO_MITOCHONDRION_MORPHOGENESIS GO_MITOCHONDRION_MORPHOGENESIS 19 -0.39029 -1.18638 0.25 0.5261153 1 1043tags=16%, list=5%, signal=17%

GO_VENTRICULAR_SYSTEM_DEVELOPMENT GO_VENTRICULAR_SYSTEM_DEVELOPMENT 24 -0.41196 -1.18623 0.2782101 0.5258268 1 4612tags=38%, list=21%, signal=48%

GO_POSTTRANSCRIPTIONAL_GENE_SILENCING GO_POSTTRANSCRIPTIONAL_GENE_SILENCING 40 -0.39479 -1.18567 0.3045268 0.5263585 1 5917tags=50%, list=28%, signal=69%

GO_POSITIVE_REGULATION_OF_G1_S_TRANSITION_OF_MITOTIC_CELL_CYCLEGO_POSITIVE_REGULATION_OF_G1_S_TRANSITION_OF_MITOTIC_CELL_CYCLE 23 -0.40346 -1.18534 0.2629311 0.5264205 1 3752tags=35%, list=17%, signal=42%

GO_RAC_GTPASE_BINDING GO_RAC_GTPASE_BINDING 38 -0.36442 -1.18486 0.2707424 0.5268146 1 3614tags=37%, list=17%, signal=44%

GO_DEVELOPMENTAL_MATURATION GO_DEVELOPMENTAL_MATURATION 186 -0.26796 -1.18459 0.1536797 0.5267187 1 4304tags=24%, list=20%, signal=30%

GO_POSITIVE_REGULATION_OF_NEURAL_PRECURSOR_CELL_PROLIFERATIONGO_POSITIVE_REGULATION_OF_NEURAL_PRECURSOR_CELL_PROLIFERATION 41 -0.35849 -1.18448 0.238477 0.5263749 1 4590tags=37%, list=21%, signal=46%

GO_PROXIMAL_DISTAL_PATTERN_FORMATION GO_PROXIMAL_DISTAL_PATTERN_FORMATION 31 -0.39949 -1.18325 0.2616633 0.5281977 1 1078tags=16%, list=5%, signal=17%

GO_CORE_PROMOTER_PROXIMAL_REGION_DNA_BINDING GO_CORE_PROMOTER_PROXIMAL_REGION_DNA_BINDING 355 -0.28747 -1.18316 0.2025862 0.5277932 1 3809tags=26%, list=18%, signal=32%

GO_U2_TYPE_PRESPLICEOSOME GO_U2_TYPE_PRESPLICEOSOME 16 -0.446 -1.18291 0.2956349 0.5277021 1 9842tags=88%, list=46%, signal=161%

GO_DNA_SYNTHESIS_INVOLVED_IN_DNA_REPAIR GO_DNA_SYNTHESIS_INVOLVED_IN_DNA_REPAIR 68 -0.39489 -1.18215 0.3178138 0.52868 1 6936tags=56%, list=32%, signal=82%

GO_NEGATIVE_REGULATION_OF_SMOOTHENED_SIGNALING_PATHWAYGO_NEGATIVE_REGULATION_OF_SMOOTHENED_SIGNALING_PATHWAY 24 -0.38823 -1.182 0.2440476 0.5284219 1 3913tags=33%, list=18%, signal=41%

GO_NOTCH_SIGNALING_PATHWAY GO_NOTCH_SIGNALING_PATHWAY 112 -0.29025 -1.18197 0.1882591 0.5279204 1 4696tags=35%, list=22%, signal=44%

GO_REGULATION_OF_DELAYED_RECTIFIER_POTASSIUM_CHANNEL_ACTIVITYGO_REGULATION_OF_DELAYED_RECTIFIER_POTASSIUM_CHANNEL_ACTIVITY 18 -0.4135 -1.18141 0.2389937 0.5284887 1 2619tags=33%, list=12%, signal=38%

GO_REGULATION_OF_RAS_PROTEIN_SIGNAL_TRANSDUCTION GO_REGULATION_OF_RAS_PROTEIN_SIGNAL_TRANSDUCTION 179 -0.29806 -1.18119 0.2385321 0.5283728 1 4864tags=34%, list=23%, signal=44%

GO_ALCOHOL_CATABOLIC_PROCESS GO_ALCOHOL_CATABOLIC_PROCESS 56 -0.33604 -1.18046 0.2130802 0.5292604 1 2955tags=23%, list=14%, signal=27%

GO_NUCLEAR_PERIPHERY GO_NUCLEAR_PERIPHERY 115 -0.32822 -1.18026 0.2719486 0.529074 1 6384tags=43%, list=30%, signal=60%

GO_CYCLIC_NUCLEOTIDE_METABOLIC_PROCESS GO_CYCLIC_NUCLEOTIDE_METABOLIC_PROCESS 56 -0.34317 -1.17935 0.2252632 0.5302806 1 4411tags=32%, list=21%, signal=40%

GO_PROTEIN_IMPORT GO_PROTEIN_IMPORT 151 -0.275 -1.17934 0.2740899 0.5297222 1 4624tags=28%, list=22%, signal=36%

GO_MITOTIC_SPINDLE GO_MITOTIC_SPINDLE 52 -0.37795 -1.17886 0.2740586 0.5300966 1 7802tags=58%, list=36%, signal=90%

GO_DNA_STRAND_ELONGATION GO_DNA_STRAND_ELONGATION 29 -0.49273 -1.17882 0.344898 0.5296107 1 8552tags=86%, list=40%, signal=143%

GO_GANGLIOSIDE_BIOSYNTHETIC_PROCESS GO_GANGLIOSIDE_BIOSYNTHETIC_PROCESS 16 -0.4255 -1.17859 0.2649573 0.5295046 1 3167tags=44%, list=15%, signal=51%

GO_GAMMA_TUBULIN_BINDING GO_GAMMA_TUBULIN_BINDING 20 -0.39808 -1.17853 0.258547 0.529031 1 5397tags=55%, list=25%, signal=73%

GO_ATPASE_REGULATOR_ACTIVITY GO_ATPASE_REGULATOR_ACTIVITY 28 -0.31752 -1.17836 0.2635659 0.5288 1 3730tags=29%, list=17%, signal=35%

GO_90S_PRERIBOSOME GO_90S_PRERIBOSOME 24 -0.40334 -1.17816 0.3236994 0.5286074 1 9796tags=67%, list=46%, signal=122%

GO_RESPONSE_TO_AUDITORY_STIMULUS GO_RESPONSE_TO_AUDITORY_STIMULUS 23 -0.38408 -1.17815 0.2510122 0.528057 1 4578tags=39%, list=21%, signal=50%

GO_DNA_DIRECTED_RNA_POLYMERASE_III_COMPLEX GO_DNA_DIRECTED_RNA_POLYMERASE_III_COMPLEX 16 -0.42697 -1.17814 0.2989691 0.5275167 1 1928tags=25%, list=9%, signal=27%

GO_DOUBLE_STRAND_BREAK_REPAIR GO_DOUBLE_STRAND_BREAK_REPAIR 151 -0.34291 -1.17795 0.3108384 0.5273439 1 8223tags=56%, list=38%, signal=91%

GO_PRESPLICEOSOME GO_PRESPLICEOSOME 20 -0.41173 -1.17736 0.2910891 0.527959 1 9842tags=85%, list=46%, signal=157%

GO_INWARD_RECTIFIER_POTASSIUM_CHANNEL_ACTIVITY GO_INWARD_RECTIFIER_POTASSIUM_CHANNEL_ACTIVITY 21 -0.42255 -1.177 0.2925311 0.5281065 1 4247tags=43%, list=20%, signal=53%

GO_DNA_REPLICATION GO_DNA_REPLICATION 195 -0.39099 -1.17688 0.3237113 0.5277778 1 7991tags=58%, list=37%, signal=91%

GO_NEGATIVE_REGULATION_OF_INTRACELLULAR_PROTEIN_TRANSPORTGO_NEGATIVE_REGULATION_OF_INTRACELLULAR_PROTEIN_TRANSPORT 89 -0.29334 -1.17673 0.2292576 0.5274981 1 3291tags=29%, list=15%, signal=34%

GO_NLS_BEARING_PROTEIN_IMPORT_INTO_NUCLEUS GO_NLS_BEARING_PROTEIN_IMPORT_INTO_NUCLEUS 22 -0.43904 -1.17655 0.3340858 0.5273278 1 6437tags=50%, list=30%, signal=71%

GO_NEGATIVE_REGULATION_OF_CATABOLIC_PROCESS GO_NEGATIVE_REGULATION_OF_CATABOLIC_PROCESS 192 -0.27332 -1.17651 0.2304348 0.5268563 1 5427tags=38%, list=25%, signal=50%

GO_PHOSPHORIC_ESTER_HYDROLASE_ACTIVITY GO_PHOSPHORIC_ESTER_HYDROLASE_ACTIVITY 357 -0.26698 -1.17621 0.2111111 0.526901 1 5508tags=35%, list=26%, signal=46%

GO_RNA_POLYMERASE_II_TRANSCRIPTION_FACTOR_COMPLEX GO_RNA_POLYMERASE_II_TRANSCRIPTION_FACTOR_COMPLEX 97 -0.29824 -1.17565 0.2533849 0.5274757 1 6547tags=39%, list=30%, signal=56%

GO_POSITIVE_REGULATION_OF_MESENCHYMAL_CELL_PROLIFERATIONGO_POSITIVE_REGULATION_OF_MESENCHYMAL_CELL_PROLIFERATION 25 -0.37686 -1.17556 0.2515723 0.5271186 1 2402tags=24%, list=11%, signal=27%

GO_BETA_TUBULIN_BINDING GO_BETA_TUBULIN_BINDING 35 -0.3156 -1.17548 0.2683438 0.526742 1 6279tags=49%, list=29%, signal=69%

GO_NEGATIVE_REGULATION_OF_STEM_CELL_DIFFERENTIATION GO_NEGATIVE_REGULATION_OF_STEM_CELL_DIFFERENTIATION 42 -0.32952 -1.17518 0.2188755 0.5267812 1 2669tags=21%, list=12%, signal=24%

GO_CELL_CYCLE_ARREST GO_CELL_CYCLE_ARREST 148 -0.28508 -1.17505 0.2434783 0.5264824 1 3832tags=27%, list=18%, signal=33%

GO_REGULATION_OF_ORGANELLE_ASSEMBLY GO_REGULATION_OF_ORGANELLE_ASSEMBLY 142 -0.28891 -1.17503 0.2398287 0.5259604 1 4265tags=28%, list=20%, signal=35%

GO_MICROTUBULE_POLYMERIZATION_OR_DEPOLYMERIZATION GO_MICROTUBULE_POLYMERIZATION_OR_DEPOLYMERIZATION 36 -0.35783 -1.17381 0.2810458 0.5277814 1 4471tags=33%, list=21%, signal=42%

GO_DEVELOPMENTAL_CELL_GROWTH GO_DEVELOPMENTAL_CELL_GROWTH 76 -0.30598 -1.17376 0.238806 0.5273324 1 3611tags=25%, list=17%, signal=30%

GO_CYTOPLASMIC_MICROTUBULE GO_CYTOPLASMIC_MICROTUBULE 52 -0.31463 -1.17366 0.2210066 0.5269743 1 4471tags=29%, list=21%, signal=36%

GO_MICROTUBULE_BASED_PROCESS GO_MICROTUBULE_BASED_PROCESS 488 -0.29029 -1.17352 0.2793522 0.5266098 1 5397tags=31%, list=25%, signal=40%

GO_REGULATION_OF_CARDIAC_MUSCLE_CONTRACTION_BY_CALCIUM_ION_SIGNALINGGO_REGULATION_OF_CARDIAC_MUSCLE_CONTRACTION_BY_CALCIUM_ION_SIGNALING 23 -0.40147 -1.17333 0.2896406 0.5264428 1 6808tags=52%, list=32%, signal=76%

GO_CELLULAR_AMINO_ACID_CATABOLIC_PROCESS GO_CELLULAR_AMINO_ACID_CATABOLIC_PROCESS 109 -0.30633 -1.17305 0.2192308 0.5264586 1 4344tags=32%, list=20%, signal=40%

GO_NEGATIVE_REGULATION_OF_INTRACELLULAR_STEROID_HORMONE_RECEPTOR_SIGNALING_PATHWAYGO_NEGATIVE_REGULATION_OF_INTRACELLULAR_STEROID_HORMONE_RECEPTOR_SIGNALING_PATHWAY 29 -0.36843 -1.17266 0.2430108 0.5266367 1 1338tags=17%, list=6%, signal=18%

GO_TRNA_METABOLIC_PROCESS GO_TRNA_METABOLIC_PROCESS 166 -0.33086 -1.17243 0.2993763 0.5265597 1 8974tags=59%, list=42%, signal=101%

GO_PROTEIN_K63_LINKED_DEUBIQUITINATION GO_PROTEIN_K63_LINKED_DEUBIQUITINATION 24 -0.39736 -1.17213 0.2739131 0.5266284 1 6585tags=50%, list=31%, signal=72%

GO_NITROGEN_COMPOUND_TRANSPORT GO_NITROGEN_COMPOUND_TRANSPORT 484 -0.248 -1.17184 0.1962025 0.5266074 1 6158tags=35%, list=29%, signal=48%

GO_E_BOX_BINDING GO_E_BOX_BINDING 33 -0.35902 -1.17115 0.2196162 0.5274532 1 3264tags=27%, list=15%, signal=32%

GO_NUCLEAR_EXPORT GO_NUCLEAR_EXPORT 141 -0.32029 -1.17072 0.3271984 0.5277146 1 6154tags=37%, list=29%, signal=51%

GO_NUCLEAR_CHROMOSOME GO_NUCLEAR_CHROMOSOME 494 -0.30619 -1.17006 0.2909836 0.5284545 1 6712tags=42%, list=31%, signal=60%

GO_CONDENSED_CHROMOSOME_CENTROMERIC_REGION GO_CONDENSED_CHROMOSOME_CENTROMERIC_REGION 91 -0.42979 -1.16982 0.3617021 0.5283403 1 8528tags=64%, list=40%, signal=105%

GO_TRANSCRIPTION_FACTOR_TFIID_COMPLEX GO_TRANSCRIPTION_FACTOR_TFIID_COMPLEX 23 -0.39613 -1.16956 0.2695473 0.5282567 1 5374tags=43%, list=25%, signal=58%

GO_REGULATION_OF_PROTEIN_STABILITY GO_REGULATION_OF_PROTEIN_STABILITY 214 -0.25583 -1.16943 0.2447257 0.5279575 1 5246tags=32%, list=24%, signal=42%

GO_CALCIUM_ION_REGULATED_EXOCYTOSIS_OF_NEUROTRANSMITTERGO_CALCIUM_ION_REGULATED_EXOCYTOSIS_OF_NEUROTRANSMITTER 33 -0.42043 -1.16916 0.3010309 0.5279579 1 5299tags=45%, list=25%, signal=60%

GO_CELL_CELL_ADHESION_VIA_PLASMA_MEMBRANE_ADHESION_MOLECULESGO_CELL_CELL_ADHESION_VIA_PLASMA_MEMBRANE_ADHESION_MOLECULES 196 -0.28862 -1.16903 0.1923077 0.5276594 1 4798tags=32%, list=22%, signal=40%

GO_REGULATION_OF_MUSCLE_ADAPTATION GO_REGULATION_OF_MUSCLE_ADAPTATION 61 -0.31877 -1.16879 0.2516411 0.527549 1 5570tags=41%, list=26%, signal=55%

GO_NON_RECOMBINATIONAL_REPAIR GO_NON_RECOMBINATIONAL_REPAIR 64 -0.34689 -1.16856 0.2971888 0.5274738 1 8223tags=52%, list=38%, signal=83%

GO_MICROTUBULE_ORGANIZING_CENTER_ORGANIZATION GO_MICROTUBULE_ORGANIZING_CENTER_ORGANIZATION 81 -0.35809 -1.16856 0.3215031 0.5269478 1 7762tags=56%, list=36%, signal=87%

GO_NEGATIVE_REGULATION_OF_CIRCADIAN_RHYTHM GO_NEGATIVE_REGULATION_OF_CIRCADIAN_RHYTHM 17 -0.39805 -1.16855 0.2644444 0.5264266 1 6912tags=59%, list=32%, signal=87%

GO_NEGATIVE_REGULATION_OF_NUCLEOCYTOPLASMIC_TRANSPORTGO_NEGATIVE_REGULATION_OF_NUCLEOCYTOPLASMIC_TRANSPORT 65 -0.29376 -1.16854 0.2494577 0.525897 1 2774tags=28%, list=13%, signal=32%

GO_MITOTIC_CYTOKINESIS GO_MITOTIC_CYTOKINESIS 31 -0.39962 -1.16693 0.3150685 0.5284849 1 6471tags=52%, list=30%, signal=74%

GO_MIDBODY GO_MIDBODY 125 -0.32055 -1.16657 0.3198294 0.5286953 1 7802tags=50%, list=36%, signal=79%

GO_PROTEIN_SERINE_THREONINE_KINASE_ACTIVITY GO_PROTEIN_SERINE_THREONINE_KINASE_ACTIVITY 431 -0.27711 -1.16647 0.228833 0.5283338 1 4106tags=26%, list=19%, signal=32%

GO_RENAL_WATER_HOMEOSTASIS GO_RENAL_WATER_HOMEOSTASIS 34 -0.37408 -1.16622 0.2642706 0.528304 1 5989tags=35%, list=28%, signal=49%

GO_VOLTAGE_GATED_CALCIUM_CHANNEL_COMPLEX GO_VOLTAGE_GATED_CALCIUM_CHANNEL_COMPLEX 39 -0.38405 -1.16615 0.272 0.5278964 1 6011tags=51%, list=28%, signal=71%

GO_PHOTOPERIODISM GO_PHOTOPERIODISM 24 -0.37609 -1.16614 0.2559055 0.5273736 1 1212tags=25%, list=6%, signal=26%

GO_1_PHOSPHATIDYLINOSITOL_BINDING GO_1_PHOSPHATIDYLINOSITOL_BINDING 18 -0.44418 -1.16586 0.2945055 0.5274083 1 3173tags=44%, list=15%, signal=52%

GO_ACTIN_MONOMER_BINDING GO_ACTIN_MONOMER_BINDING 23 -0.35204 -1.16556 0.2468619 0.5274351 1 3947tags=39%, list=18%, signal=48%

GO_SMALL_GTPASE_MEDIATED_SIGNAL_TRANSDUCTION GO_SMALL_GTPASE_MEDIATED_SIGNAL_TRANSDUCTION 341 -0.26438 -1.1655 0.2345133 0.5270172 1 4234tags=30%, list=20%, signal=36%

GO_EYE_DEVELOPMENT GO_EYE_DEVELOPMENT 320 -0.26477 -1.16503 0.2016807 0.5273869 1 3145tags=22%, list=15%, signal=25%

GO_PRENYLTRANSFERASE_ACTIVITY GO_PRENYLTRANSFERASE_ACTIVITY 15 -0.47402 -1.1643 0.2937365 0.5283275 1 6538tags=60%, list=30%, signal=86%

GO_PROTEIN_DESTABILIZATION GO_PROTEIN_DESTABILIZATION 33 -0.34983 -1.16423 0.2594937 0.5279216 1 3461tags=27%, list=16%, signal=32%

GO_REGIONALIZATION GO_REGIONALIZATION 309 -0.27886 -1.16332 0.2118126 0.5291756 1 4361tags=27%, list=20%, signal=33%

GO_ERBB_SIGNALING_PATHWAY GO_ERBB_SIGNALING_PATHWAY 77 -0.31601 -1.16273 0.2781457 0.5297976 1 5575tags=43%, list=26%, signal=58%

GO_REGULATION_OF_MEMBRANE_REPOLARIZATION GO_REGULATION_OF_MEMBRANE_REPOLARIZATION 29 -0.38159 -1.16257 0.2755556 0.5295842 1 3148tags=31%, list=15%, signal=36%

GO_RESPONSE_TO_LIGHT_STIMULUS GO_RESPONSE_TO_LIGHT_STIMULUS 267 -0.27446 -1.16171 0.2212389 0.530676 1 6157tags=39%, list=29%, signal=54%

GO_POSITIVE_REGULATION_OF_RESPONSE_TO_EXTRACELLULAR_STIMULUSGO_POSITIVE_REGULATION_OF_RESPONSE_TO_EXTRACELLULAR_STIMULUS 47 -0.30137 -1.16132 0.2573364 0.5308859 1 5771tags=34%, list=27%, signal=46%

GO_APOPTOTIC_NUCLEAR_CHANGES GO_APOPTOTIC_NUCLEAR_CHANGES 24 -0.38199 -1.16126 0.2926829 0.5304804 1 7480tags=58%, list=35%, signal=89%

GO_SENSORY_ORGAN_MORPHOGENESIS GO_SENSORY_ORGAN_MORPHOGENESIS 236 -0.27311 -1.16065 0.2103093 0.5311068 1 2502tags=19%, list=12%, signal=22%

GO_NUCLEAR_INNER_MEMBRANE GO_NUCLEAR_INNER_MEMBRANE 51 -0.34518 -1.1603 0.2665245 0.5311898 1 4361tags=33%, list=20%, signal=42%

GO_REGULATION_OF_EXTENT_OF_CELL_GROWTH GO_REGULATION_OF_EXTENT_OF_CELL_GROWTH 99 -0.29661 -1.15904 0.232967 0.5331308 1 4502tags=33%, list=21%, signal=42%

GO_PEPTIDYL_SERINE_MODIFICATION GO_PEPTIDYL_SERINE_MODIFICATION 144 -0.30275 -1.15901 0.259009 0.5326585 1 6151tags=42%, list=29%, signal=58%

GO_REGULATION_OF_RECEPTOR_ACTIVITY GO_REGULATION_OF_RECEPTOR_ACTIVITY 115 -0.30253 -1.15895 0.2781457 0.5322402 1 4379tags=32%, list=20%, signal=40%

GO_REGULATION_OF_MULTICELLULAR_ORGANISM_GROWTH GO_REGULATION_OF_MULTICELLULAR_ORGANISM_GROWTH 65 -0.29097 -1.15882 0.2372188 0.5319602 1 5437tags=35%, list=25%, signal=47%

GO_ESTABLISHMENT_OF_TISSUE_POLARITY GO_ESTABLISHMENT_OF_TISSUE_POLARITY 15 -0.44421 -1.15788 0.29375 0.5332811 1 1654tags=27%, list=8%, signal=29%

GO_DEVELOPMENTAL_INDUCTION GO_DEVELOPMENTAL_INDUCTION 27 -0.36371 -1.15778 0.2576687 0.5329168 1 2445tags=26%, list=11%, signal=29%

GO_REGULATION_OF_RHO_PROTEIN_SIGNAL_TRANSDUCTION GO_REGULATION_OF_RHO_PROTEIN_SIGNAL_TRANSDUCTION 106 -0.29756 -1.15772 0.238512 0.5325123 1 4545tags=33%, list=21%, signal=42%

GO_PROTEIN_SUMOYLATION GO_PROTEIN_SUMOYLATION 112 -0.35164 -1.15756 0.3233405 0.5322994 1 7153tags=49%, list=33%, signal=73%

GO_MUSCLE_CELL_DIFFERENTIATION GO_MUSCLE_CELL_DIFFERENTIATION 226 -0.27657 -1.15734 0.21875 0.532225 1 2839tags=20%, list=13%, signal=23%

GO_CORE_PROMOTER_BINDING GO_CORE_PROMOTER_BINDING 148 -0.29938 -1.15709 0.2695652 0.5321701 1 3601tags=28%, list=17%, signal=34%

GO_BASE_EXCISION_REPAIR GO_BASE_EXCISION_REPAIR 38 -0.39879 -1.15706 0.3279022 0.5317062 1 4561tags=39%, list=21%, signal=50%

GO_ALPHA_AMINO_ACID_METABOLIC_PROCESS GO_ALPHA_AMINO_ACID_METABOLIC_PROCESS 222 -0.26218 -1.15672 0.2301587 0.5318599 1 4344tags=27%, list=20%, signal=34%

GO_SARCOPLASMIC_RETICULUM_MEMBRANE GO_SARCOPLASMIC_RETICULUM_MEMBRANE 36 -0.37196 -1.1565 0.2749004 0.5317658 1 4040tags=33%, list=19%, signal=41%

GO_CARBON_OXYGEN_LYASE_ACTIVITY GO_CARBON_OXYGEN_LYASE_ACTIVITY 69 -0.29073 -1.15615 0.2270169 0.5318957 1 4873tags=28%, list=23%, signal=35%

GO_CYTOPLASMIC_REGION GO_CYTOPLASMIC_REGION 270 -0.2649 -1.15534 0.2586957 0.5329223 1 3059tags=20%, list=14%, signal=23%

GO_RETINOIC_ACID_RECEPTOR_BINDING GO_RETINOIC_ACID_RECEPTOR_BINDING 39 -0.34577 -1.15437 0.2905983 0.5343273 1 4666tags=26%, list=22%, signal=33%

GO_ORGANELLE_FISSION GO_ORGANELLE_FISSION 469 -0.31925 -1.15409 0.3247312 0.5343045 1 7339tags=45%, list=34%, signal=67%

GO_NEUTRAL_AMINO_ACID_TRANSPORT GO_NEUTRAL_AMINO_ACID_TRANSPORT 34 -0.36256 -1.15347 0.2887029 0.5350161 1 4110tags=29%, list=19%, signal=36%

GO_AMINO_ACID_ACTIVATION GO_AMINO_ACID_ACTIVATION 50 -0.34182 -1.1533 0.3284519 0.5348415 1 8097tags=50%, list=38%, signal=80%

GO_KINASE_INHIBITOR_ACTIVITY GO_KINASE_INHIBITOR_ACTIVITY 86 -0.2866 -1.15317 0.2154812 0.5345862 1 2751tags=24%, list=13%, signal=28%

GO_PROTEIN_LOCALIZATION_TO_CILIUM GO_PROTEIN_LOCALIZATION_TO_CILIUM 27 -0.40365 -1.15231 0.3179825 0.5357196 1 3451tags=37%, list=16%, signal=44%

GO_AUTOPHAGOSOME_ORGANIZATION GO_AUTOPHAGOSOME_ORGANIZATION 39 -0.31392 -1.15224 0.2723312 0.5353082 1 2919tags=23%, list=14%, signal=27%

GO_SPINDLE_POLE GO_SPINDLE_POLE 115 -0.3477 -1.15224 0.3220339 0.5347957 1 7757tags=53%, list=36%, signal=83%

GO_PROTEIN_PHOSPHATASE_BINDING GO_PROTEIN_PHOSPHATASE_BINDING 116 -0.28998 -1.15223 0.2733189 0.5342794 1 4233tags=31%, list=20%, signal=38%

GO_APOPTOTIC_DNA_FRAGMENTATION GO_APOPTOTIC_DNA_FRAGMENTATION 15 -0.43511 -1.15194 0.2993493 0.5342857 1 3887tags=33%, list=18%, signal=41%

GO_CONDENSED_CHROMOSOME GO_CONDENSED_CHROMOSOME 181 -0.35911 -1.15145 0.3444676 0.5347039 1 7518tags=48%, list=35%, signal=73%

GO_NEGATIVE_REGULATION_OF_GTPASE_ACTIVITY GO_NEGATIVE_REGULATION_OF_GTPASE_ACTIVITY 40 -0.33515 -1.15125 0.2546584 0.5345886 1 5494tags=45%, list=26%, signal=60%

GO_ENDORIBONUCLEASE_ACTIVITY_PRODUCING_5_PHOSPHOMONOESTERSGO_ENDORIBONUCLEASE_ACTIVITY_PRODUCING_5_PHOSPHOMONOESTERS 25 -0.41467 -1.15076 0.3195021 0.5349782 1 3254tags=28%, list=15%, signal=33%

GO_RECEPTOR_SIGNALING_PROTEIN_ACTIVITY GO_RECEPTOR_SIGNALING_PROTEIN_ACTIVITY 165 -0.28548 -1.15065 0.2628062 0.5346559 1 4361tags=34%, list=20%, signal=42%

GO_NEGATIVE_REGULATION_OF_NUCLEOTIDE_METABOLIC_PROCESSGO_NEGATIVE_REGULATION_OF_NUCLEOTIDE_METABOLIC_PROCESS 61 -0.32626 -1.15039 0.2963753 0.5346233 1 4383tags=30%, list=20%, signal=37%

GO_POSITIVE_REGULATION_OF_PROTEIN_ACETYLATION GO_POSITIVE_REGULATION_OF_PROTEIN_ACETYLATION 35 -0.30633 -1.15017 0.2591793 0.5345137 1 2993tags=29%, list=14%, signal=33%

GO_ERBB2_SIGNALING_PATHWAY GO_ERBB2_SIGNALING_PATHWAY 38 -0.33364 -1.14965 0.2847826 0.5349985 1 5575tags=39%, list=26%, signal=53%

GO_NUCLEAR_CHROMATIN GO_NUCLEAR_CHROMATIN 278 -0.2935 -1.14923 0.2837022 0.5353011 1 6773tags=42%, list=32%, signal=61%

GO_FEAR_RESPONSE GO_FEAR_RESPONSE 28 -0.40671 -1.14852 0.3014862 0.5361321 1 6912tags=68%, list=32%, signal=100%

GO_PHOSPHOLIPID_BIOSYNTHETIC_PROCESS GO_PHOSPHOLIPID_BIOSYNTHETIC_PROCESS 232 -0.26709 -1.14809 0.2552301 0.5364446 1 5037tags=31%, list=23%, signal=40%

GO_REGULATION_OF_NEURAL_PRECURSOR_CELL_PROLIFERATION GO_REGULATION_OF_NEURAL_PRECURSOR_CELL_PROLIFERATION 72 -0.30742 -1.14732 0.2371134 0.5373983 1 2791tags=24%, list=13%, signal=27%

GO_REGULATION_OF_WNT_SIGNALING_PATHWAY GO_REGULATION_OF_WNT_SIGNALING_PATHWAY 299 -0.25215 -1.14687 0.2436975 0.5378096 1 4642tags=28%, list=22%, signal=35%

GO_TRNA_PROCESSING GO_TRNA_PROCESSING 107 -0.33812 -1.14651 0.3354167 0.5379924 1 5687tags=34%, list=26%, signal=46%

GO_POSITIVE_REGULATION_OF_TELOMERE_MAINTENANCE GO_POSITIVE_REGULATION_OF_TELOMERE_MAINTENANCE 44 -0.37047 -1.14648 0.3108696 0.5375461 1 5680tags=48%, list=26%, signal=65%

GO_VESICLE_COAT GO_VESICLE_COAT 44 -0.37822 -1.14579 0.3279446 0.5383081 1 4202tags=39%, list=20%, signal=48%

GO_CELLULAR_COMPONENT_DISASSEMBLY_INVOLVED_IN_EXECUTION_PHASE_OF_APOPTOSISGO_CELLULAR_COMPONENT_DISASSEMBLY_INVOLVED_IN_EXECUTION_PHASE_OF_APOPTOSIS 42 -0.3429 -1.1447 0.2599581 0.5399457 1 3887tags=26%, list=18%, signal=32%

GO_CELLULAR_AMINO_ACID_BIOSYNTHETIC_PROCESS GO_CELLULAR_AMINO_ACID_BIOSYNTHETIC_PROCESS 91 -0.2893 -1.14422 0.238 0.5403072 1 6137tags=38%, list=29%, signal=54%

GO_REGULATION_OF_EXOCYTOSIS GO_REGULATION_OF_EXOCYTOSIS 182 -0.29853 -1.14418 0.2634989 0.5398613 1 4455tags=33%, list=21%, signal=41%

GO_CELLULAR_AMINO_ACID_METABOLIC_PROCESS GO_CELLULAR_AMINO_ACID_METABOLIC_PROCESS 321 -0.24961 -1.14386 0.256 0.5399368 1 5736tags=33%, list=27%, signal=44%

GO_SNARE_COMPLEX GO_SNARE_COMPLEX 50 -0.31311 -1.14355 0.3092105 0.5400099 1 4455tags=36%, list=21%, signal=45%

GO_CEREBRAL_CORTEX_NEURON_DIFFERENTIATION GO_CEREBRAL_CORTEX_NEURON_DIFFERENTIATION 22 -0.41828 -1.14327 0.2763713 0.5400009 1 5447tags=41%, list=25%, signal=55%

GO_RESPONSE_TO_MONOAMINE GO_RESPONSE_TO_MONOAMINE 34 -0.38429 -1.14326 0.2721089 0.5395062 1 4201tags=35%, list=20%, signal=44%

GO_REGULATION_OF_CATION_CHANNEL_ACTIVITY GO_REGULATION_OF_CATION_CHANNEL_ACTIVITY 87 -0.31168 -1.14314 0.2706131 0.5392284 1 2924tags=26%, list=14%, signal=30%

GO_NEGATIVE_REGULATION_OF_CELLULAR_AMIDE_METABOLIC_PROCESSGO_NEGATIVE_REGULATION_OF_CELLULAR_AMIDE_METABOLIC_PROCESS 124 -0.28093 -1.14297 0.2865979 0.5390384 1 5917tags=39%, list=28%, signal=53%

GO_OXIDOREDUCTASE_ACTIVITY_ACTING_ON_PAIRED_DONORS_WITH_INCORPORATION_OR_REDUCTION_OF_MOLECULAR_OXYGEN_NAD_P_H_AS_ONE_DONOR_AND_INCORPORATION_OF_ONE_ATOM_OF_OXYGENGO_OXIDOREDUCTASE_ACTIVITY_ACTING_ON_PAIRED_DONORS_WITH_INCORPORATION_OR_REDUCTION_OF_MOLECULAR_OXYGEN_NAD_P_H_AS_ONE_DONOR_AND_INCORPORATION_OF_ONE_ATOM_OF_OXYGEN 36 -0.38504 -1.14293 0.2991968 0.5386086 1 3497tags=31%, list=16%, signal=36%

GO_CARDIAC_CONDUCTION GO_CARDIAC_CONDUCTION 81 -0.34354 -1.14266 0.290393 0.538611 1 4123tags=35%, list=19%, signal=43%

GO_PROTEIN_TARGETING_TO_MITOCHONDRION GO_PROTEIN_TARGETING_TO_MITOCHONDRION 48 -0.33129 -1.14233 0.3326489 0.5387033 1 6002tags=29%, list=28%, signal=40%

GO_NUCLEAR_REPLICATION_FORK GO_NUCLEAR_REPLICATION_FORK 39 -0.39666 -1.14212 0.3608247 0.5385777 1 4526tags=38%, list=21%, signal=49%

GO_THYMUS_DEVELOPMENT GO_THYMUS_DEVELOPMENT 46 -0.30903 -1.14204 0.2361702 0.538238 1 4965tags=39%, list=23%, signal=51%

GO_APOLIPOPROTEIN_BINDING GO_APOLIPOPROTEIN_BINDING 15 -0.41278 -1.14161 0.282 0.5385757 1 195tags=13%, list=1%, signal=13%

GO_PROTEIN_K11_LINKED_UBIQUITINATION GO_PROTEIN_K11_LINKED_UBIQUITINATION 27 -0.37853 -1.1416 0.3128834 0.5380722 1 8998tags=67%, list=42%, signal=115%

GO_REGULATION_OF_PROTEIN_HOMOOLIGOMERIZATION GO_REGULATION_OF_PROTEIN_HOMOOLIGOMERIZATION 16 -0.39242 -1.14147 0.2808349 0.5378345 1 868tags=19%, list=4%, signal=20%

GO_TELOMERE_MAINTENANCE_VIA_RECOMBINATION GO_TELOMERE_MAINTENANCE_VIA_RECOMBINATION 31 -0.4596 -1.14072 0.3581781 0.5387378 1 5908tags=61%, list=27%, signal=84%

GO_ANATOMICAL_STRUCTURE_MATURATION GO_ANATOMICAL_STRUCTURE_MATURATION 39 -0.3338 -1.14069 0.2643678 0.5382778 1 4161tags=28%, list=19%, signal=35%

GO_CONDENSED_NUCLEAR_CHROMOSOME GO_CONDENSED_NUCLEAR_CHROMOSOME 80 -0.34765 -1.14052 0.3076923 0.5380865 1 6595tags=41%, list=31%, signal=59%

GO_NEGATIVE_REGULATION_OF_NEURON_APOPTOTIC_PROCESS GO_NEGATIVE_REGULATION_OF_NEURON_APOPTOTIC_PROCESS 131 -0.28015 -1.13958 0.2421525 0.5393763 1 5246tags=40%, list=24%, signal=53%

GO_POSITIVE_REGULATION_OF_TRANSPORTER_ACTIVITY GO_POSITIVE_REGULATION_OF_TRANSPORTER_ACTIVITY 75 -0.30654 -1.13955 0.2606061 0.5389213 1 4123tags=33%, list=19%, signal=41%

GO_REGULATION_OF_ESTABLISHMENT_OF_PROTEIN_LOCALIZATION_TO_PLASMA_MEMBRANEGO_REGULATION_OF_ESTABLISHMENT_OF_PROTEIN_LOCALIZATION_TO_PLASMA_MEMBRANE 46 -0.3175 -1.13946 0.2593407 0.5386063 1 2957tags=26%, list=14%, signal=30%

GO_COATED_MEMBRANE GO_COATED_MEMBRANE 81 -0.32467 -1.13933 0.3180778 0.5383628 1 4256tags=32%, list=20%, signal=40%

GO_NEGATIVE_REGULATION_OF_PROTEIN_KINASE_B_SIGNALING GO_NEGATIVE_REGULATION_OF_PROTEIN_KINASE_B_SIGNALING 35 -0.34043 -1.13893 0.2857143 0.5385891 1 2302tags=23%, list=11%, signal=26%

GO_STEM_CELL_PROLIFERATION GO_STEM_CELL_PROLIFERATION 59 -0.30044 -1.13868 0.2761506 0.5386218 1 3376tags=27%, list=16%, signal=32%

GO_ESTABLISHMENT_OF_SPINDLE_ORIENTATION GO_ESTABLISHMENT_OF_SPINDLE_ORIENTATION 25 -0.37602 -1.13828 0.3063063 0.5388725 1 1973tags=20%, list=9%, signal=22%

GO_TRANSPORT_VESICLE_MEMBRANE GO_TRANSPORT_VESICLE_MEMBRANE 150 -0.31044 -1.13808 0.2911393 0.5387421 1 4508tags=35%, list=21%, signal=44%

GO_DNA_CONFORMATION_CHANGE GO_DNA_CONFORMATION_CHANGE 254 -0.32071 -1.13765 0.3151515 0.539077 1 7905tags=49%, list=37%, signal=77%

GO_NEGATIVE_REGULATION_OF_CELLULAR_PROTEIN_LOCALIZATIONGO_NEGATIVE_REGULATION_OF_CELLULAR_PROTEIN_LOCALIZATION 126 -0.26988 -1.13733 0.2444444 0.5391814 1 3291tags=27%, list=15%, signal=32%

GO_MITOTIC_NUCLEAR_DIVISION GO_MITOTIC_NUCLEAR_DIVISION 343 -0.33429 -1.13676 0.3691983 0.5397816 1 7802tags=50%, list=36%, signal=77%

GO_TRANSCRIPTION_ELONGATION_FROM_RNA_POLYMERASE_II_PROMOTERGO_TRANSCRIPTION_ELONGATION_FROM_RNA_POLYMERASE_II_PROMOTER 76 -0.28585 -1.13662 0.3319919 0.539546 1 6975tags=42%, list=32%, signal=62%

GO_ACID_SECRETION GO_ACID_SECRETION 63 -0.33768 -1.13477 0.2987805 0.5426101 1 5676tags=44%, list=26%, signal=60%

GO_AGGRESOME GO_AGGRESOME 32 -0.33854 -1.13458 0.2896282 0.5424824 1 7668tags=59%, list=36%, signal=92%

GO_CELL_CELL_CONTACT_ZONE GO_CELL_CELL_CONTACT_ZONE 64 -0.31336 -1.13444 0.2848101 0.5422255 1 4261tags=31%, list=20%, signal=39%

GO_POSITIVE_REGULATION_OF_CELLULAR_RESPONSE_TO_INSULIN_STIMULUSGO_POSITIVE_REGULATION_OF_CELLULAR_RESPONSE_TO_INSULIN_STIMULUS 21 -0.38354 -1.13362 0.3237886 0.543344 1 666tags=24%, list=3%, signal=25%

GO_PHOTORECEPTOR_CELL_MAINTENANCE GO_PHOTORECEPTOR_CELL_MAINTENANCE 35 -0.36935 -1.13342 0.3260437 0.5432161 1 5296tags=34%, list=25%, signal=45%

GO_ENDORIBONUCLEASE_COMPLEX GO_ENDORIBONUCLEASE_COMPLEX 20 -0.42821 -1.13189 0.3305785 0.5456035 1 3449tags=30%, list=16%, signal=36%

GO_GDP_BINDING GO_GDP_BINDING 50 -0.31358 -1.13173 0.3333333 0.5454134 1 5880tags=38%, list=27%, signal=52%

GO_NONMOTILE_PRIMARY_CILIUM_ASSEMBLY GO_NONMOTILE_PRIMARY_CILIUM_ASSEMBLY 23 -0.41199 -1.13133 0.3326886 0.5456435 1 5708tags=48%, list=27%, signal=65%

GO_PEPTIDYL_ARGININE_MODIFICATION GO_PEPTIDYL_ARGININE_MODIFICATION 17 -0.38302 -1.1307 0.3206751 0.5463801 1 4854tags=35%, list=23%, signal=46%

GO_POST_GOLGI_VESICLE_MEDIATED_TRANSPORT GO_POST_GOLGI_VESICLE_MEDIATED_TRANSPORT 79 -0.30406 -1.13063 0.3424947 0.5459822 1 4966tags=41%, list=23%, signal=52%

GO_RESPONSE_TO_COCAINE GO_RESPONSE_TO_COCAINE 44 -0.34535 -1.13056 0.2926316 0.5456176 1 2774tags=23%, list=13%, signal=26%

GO_RESPONSE_TO_GLUCAGON GO_RESPONSE_TO_GLUCAGON 46 -0.3329 -1.13054 0.289823 0.5451604 1 5521tags=37%, list=26%, signal=50%

GO_POSITIVE_REGULATION_OF_TELOMERE_MAINTENANCE_VIA_TELOMERE_LENGTHENINGGO_POSITIVE_REGULATION_OF_TELOMERE_MAINTENANCE_VIA_TELOMERE_LENGTHENING 33 -0.38566 -1.13045 0.3577586 0.5448372 1 8464tags=64%, list=39%, signal=105%

GO_REGULATION_OF_CALCIUM_ION_TRANSMEMBRANE_TRANSPORTER_ACTIVITYGO_REGULATION_OF_CALCIUM_ION_TRANSMEMBRANE_TRANSPORTER_ACTIVITY 69 -0.31763 -1.1303 0.2698073 0.5446234 1 3214tags=26%, list=15%, signal=31%

GO_SOMATIC_STEM_CELL_POPULATION_MAINTENANCE GO_SOMATIC_STEM_CELL_POPULATION_MAINTENANCE 65 -0.28419 -1.12956 0.2597137 0.545484 1 4295tags=28%, list=20%, signal=35%

GO_BRAIN_MORPHOGENESIS GO_BRAIN_MORPHOGENESIS 34 -0.31841 -1.12874 0.2797619 0.5465478 1 5296tags=32%, list=25%, signal=43%

GO_THIOESTER_BIOSYNTHETIC_PROCESS GO_THIOESTER_BIOSYNTHETIC_PROCESS 51 -0.32184 -1.12863 0.2845528 0.546264 1 4519tags=27%, list=21%, signal=35%

GO_FATTY_ACYL_COA_METABOLIC_PROCESS GO_FATTY_ACYL_COA_METABOLIC_PROCESS 50 -0.31845 -1.12815 0.2923387 0.5466871 1 3626tags=22%, list=17%, signal=26%

GO_RESPONSE_TO_NICOTINE GO_RESPONSE_TO_NICOTINE 50 -0.33405 -1.12773 0.2762887 0.5469998 1 1863tags=16%, list=9%, signal=17%

GO_MUSCLE_HYPERTROPHY GO_MUSCLE_HYPERTROPHY 28 -0.35538 -1.12702 0.3007813 0.5478374 1 5455tags=43%, list=25%, signal=57%

GO_HISTONE_KINASE_ACTIVITY GO_HISTONE_KINASE_ACTIVITY 19 -0.43854 -1.12691 0.3540773 0.5475346 1 3614tags=32%, list=17%, signal=38%

GO_MITOTIC_RECOMBINATION GO_MITOTIC_RECOMBINATION 40 -0.43696 -1.12659 0.3801653 0.5476319 1 5908tags=60%, list=27%, signal=83%

GO_CELL_CORTEX_REGION GO_CELL_CORTEX_REGION 16 -0.40487 -1.12649 0.303719 0.5473222 1 2355tags=25%, list=11%, signal=28%

GO_REGULATION_OF_AUTOPHAGY GO_REGULATION_OF_AUTOPHAGY 241 -0.24824 -1.12581 0.3023758 0.5481322 1 5238tags=30%, list=24%, signal=40%

GO_ORGANIC_HYDROXY_COMPOUND_CATABOLIC_PROCESS GO_ORGANIC_HYDROXY_COMPOUND_CATABOLIC_PROCESS 70 -0.31633 -1.1255 0.2917505 0.5482186 1 2955tags=21%, list=14%, signal=25%

GO_REGULATION_OF_VESICLE_FUSION GO_REGULATION_OF_VESICLE_FUSION 59 -0.33629 -1.12453 0.3053097 0.5495644 1 4817tags=42%, list=22%, signal=54%

GO_NUCLEAR_UBIQUITIN_LIGASE_COMPLEX GO_NUCLEAR_UBIQUITIN_LIGASE_COMPLEX 39 -0.36043 -1.12392 0.340081 0.5502352 1 8998tags=67%, list=42%, signal=114%

GO_CENTRIOLE_ASSEMBLY GO_CENTRIOLE_ASSEMBLY 19 -0.43139 -1.12391 0.3459357 0.5497696 1 7747tags=58%, list=36%, signal=90%

GO_ENDODEOXYRIBONUCLEASE_ACTIVITY GO_ENDODEOXYRIBONUCLEASE_ACTIVITY 46 -0.36338 -1.12385 0.318 0.5493887 1 5749tags=46%, list=27%, signal=62%

GO_MORPHOGENESIS_OF_A_POLARIZED_EPITHELIUM GO_MORPHOGENESIS_OF_A_POLARIZED_EPITHELIUM 26 -0.36958 -1.12313 0.3195021 0.5501749 1 1654tags=23%, list=8%, signal=25%

GO_APPENDAGE_DEVELOPMENT GO_APPENDAGE_DEVELOPMENT 167 -0.28762 -1.12295 0.2818372 0.550033 1 5186tags=32%, list=24%, signal=42%

GO_RECEPTOR_SIGNALING_PROTEIN_SERINE_THREONINE_KINASE_ACTIVITYGO_RECEPTOR_SIGNALING_PROTEIN_SERINE_THREONINE_KINASE_ACTIVITY 87 -0.2919 -1.12277 0.3051225 0.5498576 1 4250tags=32%, list=20%, signal=40%

GO_RAC_PROTEIN_SIGNAL_TRANSDUCTION GO_RAC_PROTEIN_SIGNAL_TRANSDUCTION 19 -0.40624 -1.12223 0.340564 0.5504126 1 2771tags=32%, list=13%, signal=36%

GO_ORGANELLE_FUSION GO_ORGANELLE_FUSION 123 -0.26198 -1.12215 0.2922078 0.5500805 1 5883tags=39%, list=27%, signal=53%

GO_ESTABLISHMENT_OF_PROTEIN_LOCALIZATION_TO_MEMBRANE GO_ESTABLISHMENT_OF_PROTEIN_LOCALIZATION_TO_MEMBRANE 259 -0.21171 -1.122 0.2860169 0.549862 1 4041tags=18%, list=19%, signal=22%

GO_AUTONOMIC_NERVOUS_SYSTEM_DEVELOPMENT GO_AUTONOMIC_NERVOUS_SYSTEM_DEVELOPMENT 41 -0.35474 -1.12169 0.3138075 0.5499328 1 5089tags=41%, list=24%, signal=54%

GO_COLUMNAR_CUBOIDAL_EPITHELIAL_CELL_DIFFERENTIATION GO_COLUMNAR_CUBOIDAL_EPITHELIAL_CELL_DIFFERENTIATION 109 -0.28018 -1.12149 0.2521009 0.5498501 1 4412tags=27%, list=21%, signal=33%

GO_AMINO_ACID_TRANSMEMBRANE_TRANSPORT GO_AMINO_ACID_TRANSMEMBRANE_TRANSPORT 66 -0.32337 -1.12113 0.3117155 0.5500296 1 5634tags=39%, list=26%, signal=53%

GO_POSITIVE_REGULATION_OF_RECEPTOR_ACTIVITY GO_POSITIVE_REGULATION_OF_RECEPTOR_ACTIVITY 45 -0.3 -1.12061 0.2980562 0.5505588 1 3858tags=24%, list=18%, signal=30%

GO_REGULATION_OF_PROTEASOMAL_PROTEIN_CATABOLIC_PROCESSGO_REGULATION_OF_PROTEASOMAL_PROTEIN_CATABOLIC_PROCESS 173 -0.282 -1.12022 0.3270042 0.5507835 1 7027tags=42%, list=33%, signal=62%

GO_NUCLEAR_TRANSCRIPTION_FACTOR_COMPLEX GO_NUCLEAR_TRANSCRIPTION_FACTOR_COMPLEX 122 -0.28665 -1.11954 0.3001988 0.5515675 1 6547tags=37%, list=30%, signal=53%

GO_POSITIVE_REGULATION_OF_CELL_CYCLE_G1_S_PHASE_TRANSITIONGO_POSITIVE_REGULATION_OF_CELL_CYCLE_G1_S_PHASE_TRANSITION 26 -0.3748 -1.11879 0.3340471 0.5524706 1 6078tags=46%, list=28%, signal=64%

GO_REGULATION_OF_GLIOGENESIS GO_REGULATION_OF_GLIOGENESIS 87 -0.27731 -1.11844 0.2701031 0.5526441 1 3725tags=26%, list=17%, signal=32%

GO_DNA_TEMPLATED_TRANSCRIPTION_ELONGATION GO_DNA_TEMPLATED_TRANSCRIPTION_ELONGATION 91 -0.286 -1.11838 0.3237705 0.5522697 1 7566tags=46%, list=35%, signal=71%

GO_DNA_REPLICATION_INITIATION GO_DNA_REPLICATION_INITIATION 29 -0.47524 -1.11816 0.3822314 0.552171 1 7834tags=62%, list=36%, signal=98%

GO_SUBPALLIUM_DEVELOPMENT GO_SUBPALLIUM_DEVELOPMENT 20 -0.40913 -1.11692 0.31643 0.5540485 1 5425tags=50%, list=25%, signal=67%

GO_GTP_RHO_BINDING GO_GTP_RHO_BINDING 16 -0.38716 -1.11683 0.3161157 0.5537385 1 3642tags=31%, list=17%, signal=38%

GO_REGULATION_OF_SODIUM_ION_TRANSMEMBRANE_TRANSPORTER_ACTIVITYGO_REGULATION_OF_SODIUM_ION_TRANSMEMBRANE_TRANSPORTER_ACTIVITY 36 -0.34332 -1.11643 0.3078432 0.5539845 1 3214tags=28%, list=15%, signal=33%

GO_OMEGA_PEPTIDASE_ACTIVITY GO_OMEGA_PEPTIDASE_ACTIVITY 17 -0.3745 -1.11619 0.3088803 0.5539404 1 1449tags=18%, list=7%, signal=19%

GO_SPHINGOLIPID_BIOSYNTHETIC_PROCESS GO_SPHINGOLIPID_BIOSYNTHETIC_PROCESS 73 -0.32694 -1.11596 0.3104925 0.5538611 1 4828tags=36%, list=22%, signal=46%

GO_KINASE_REGULATOR_ACTIVITY GO_KINASE_REGULATOR_ACTIVITY 179 -0.24533 -1.11565 0.276824 0.5539391 1 3092tags=22%, list=14%, signal=26%

GO_HISTONE_MONOUBIQUITINATION GO_HISTONE_MONOUBIQUITINATION 23 -0.36994 -1.11556 0.3326226 0.5536261 1 5318tags=43%, list=25%, signal=58%

GO_ATPASE_ACTIVITY_COUPLED_TO_TRANSMEMBRANE_MOVEMENT_OF_IONS_PHOSPHORYLATIVE_MECHANISMGO_ATPASE_ACTIVITY_COUPLED_TO_TRANSMEMBRANE_MOVEMENT_OF_IONS_PHOSPHORYLATIVE_MECHANISM 33 -0.32968 -1.11556 0.3285714 0.5531345 1 4357tags=30%, list=20%, signal=38%

GO_KIDNEY_MORPHOGENESIS GO_KIDNEY_MORPHOGENESIS 81 -0.30749 -1.11554 0.2896406 0.5526736 1 2445tags=21%, list=11%, signal=24%

GO_REGULATION_OF_PROTEIN_TARGETING_TO_MEMBRANE GO_REGULATION_OF_PROTEIN_TARGETING_TO_MEMBRANE 27 -0.35919 -1.11516 0.3108108 0.5528789 1 3652tags=37%, list=17%, signal=45%

GO_POSITIVE_REGULATION_OF_NOTCH_SIGNALING_PATHWAY GO_POSITIVE_REGULATION_OF_NOTCH_SIGNALING_PATHWAY 33 -0.32315 -1.11495 0.287169 0.552789 1 3599tags=24%, list=17%, signal=29%

GO_SEX_DETERMINATION GO_SEX_DETERMINATION 21 -0.38232 -1.11365 0.2883064 0.5548371 1 5132tags=43%, list=24%, signal=56%

GO_ISOPRENOID_BIOSYNTHETIC_PROCESS GO_ISOPRENOID_BIOSYNTHETIC_PROCESS 25 -0.36261 -1.11315 0.3232932 0.5552992 1 2397tags=28%, list=11%, signal=31%

GO_RAB_GTPASE_BINDING GO_RAB_GTPASE_BINDING 114 -0.30253 -1.11285 0.3115124 0.555366 1 5893tags=44%, list=27%, signal=60%

GO_REGULATION_OF_CELL_SIZE GO_REGULATION_OF_CELL_SIZE 166 -0.2651 -1.11235 0.2801822 0.5558013 1 4572tags=33%, list=21%, signal=41%

GO_PHOSPHATIDYLINOSITOL_BIOSYNTHETIC_PROCESS GO_PHOSPHATIDYLINOSITOL_BIOSYNTHETIC_PROCESS 118 -0.28254 -1.11227 0.3130435 0.5554597 1 5037tags=31%, list=23%, signal=40%

GO_POSITIVE_REGULATION_OF_CARDIAC_MUSCLE_CELL_PROLIFERATIONGO_POSITIVE_REGULATION_OF_CARDIAC_MUSCLE_CELL_PROLIFERATION 19 -0.39091 -1.11185 0.3442266 0.5557926 1 3793tags=37%, list=18%, signal=45%

GO_CHROMOSOME_SEGREGATION GO_CHROMOSOME_SEGREGATION 261 -0.3445 -1.11171 0.3803419 0.5555775 1 7805tags=52%, list=36%, signal=80%

GO_ECTODERM_DEVELOPMENT GO_ECTODERM_DEVELOPMENT 20 -0.38749 -1.11156 0.3228512 0.5553647 1 6168tags=45%, list=29%, signal=63%

GO_POST_EMBRYONIC_DEVELOPMENT GO_POST_EMBRYONIC_DEVELOPMENT 87 -0.29704 -1.11081 0.3011236 0.5563124 1 4584tags=33%, list=21%, signal=42%

GO_CELLULAR_RESPONSE_TO_GLUCAGON_STIMULUS GO_CELLULAR_RESPONSE_TO_GLUCAGON_STIMULUS 37 -0.34448 -1.11067 0.3304158 0.5560678 1 2913tags=27%, list=14%, signal=31%

GO_DNA_TEMPLATED_TRANSCRIPTION_TERMINATION GO_DNA_TEMPLATED_TRANSCRIPTION_TERMINATION 94 -0.32051 -1.11053 0.3855422 0.5558344 1 6154tags=37%, list=29%, signal=52%

GO_MEIOTIC_CELL_CYCLE GO_MEIOTIC_CELL_CYCLE 178 -0.30224 -1.11043 0.3156823 0.5555169 1 5752tags=34%, list=27%, signal=46%

GO_NEURON_APOPTOTIC_PROCESS GO_NEURON_APOPTOTIC_PROCESS 33 -0.32454 -1.1103 0.3190184 0.5552383 1 4561tags=36%, list=21%, signal=46%

GO_PHOSPHOLIPID_METABOLIC_PROCESS GO_PHOSPHOLIPID_METABOLIC_PROCESS 356 -0.24973 -1.10971 0.2924335 0.55581 1 4646tags=29%, list=22%, signal=36%

GO_NEGATIVE_REGULATION_OF_PROTEIN_COMPLEX_ASSEMBLY GO_NEGATIVE_REGULATION_OF_PROTEIN_COMPLEX_ASSEMBLY 103 -0.26995 -1.10869 0.2989691 0.5572494 1 2680tags=18%, list=12%, signal=21%

GO_REGULATION_OF_GLUTAMATE_SECRETION GO_REGULATION_OF_GLUTAMATE_SECRETION 15 -0.4406 -1.1081 0.3346939 0.5579122 1 3188tags=33%, list=15%, signal=39%

GO_DNA_STRAND_ELONGATION_INVOLVED_IN_DNA_REPLICATION GO_DNA_STRAND_ELONGATION_INVOLVED_IN_DNA_REPLICATION 24 -0.50006 -1.10795 0.4037657 0.5576789 1 8552tags=92%, list=40%, signal=152%

GO_TRANSMEMBRANE_RECEPTOR_PROTEIN_KINASE_ACTIVITY GO_TRANSMEMBRANE_RECEPTOR_PROTEIN_KINASE_ACTIVITY 78 -0.29754 -1.10763 0.2958333 0.5578275 1 4046tags=33%, list=19%, signal=41%

GO_GANGLIOSIDE_METABOLIC_PROCESS GO_GANGLIOSIDE_METABOLIC_PROCESS 24 -0.35843 -1.10722 0.3261339 0.5580748 1 3167tags=38%, list=15%, signal=44%

GO_REGULATION_OF_MITOCHONDRIAL_FISSION GO_REGULATION_OF_MITOCHONDRIAL_FISSION 17 -0.37718 -1.10721 0.34238 0.5576034 1 5233tags=41%, list=24%, signal=54%

GO_POSITIVE_REGULATION_OF_VIRAL_TRANSCRIPTION GO_POSITIVE_REGULATION_OF_VIRAL_TRANSCRIPTION 38 -0.31076 -1.10673 0.3574297 0.5579857 1 2744tags=18%, list=13%, signal=21%

GO_ORGANELLE_INNER_MEMBRANE GO_ORGANELLE_INNER_MEMBRANE 489 -0.23385 -1.10642 0.3416507 0.5580512 1 5607tags=27%, list=26%, signal=36%

GO_HISTONE_DEACETYLASE_BINDING GO_HISTONE_DEACETYLASE_BINDING 99 -0.28497 -1.10641 0.3119658 0.5575819 1 4415tags=30%, list=21%, signal=38%

GO_RNA_CAPPING GO_RNA_CAPPING 35 -0.29964 -1.10628 0.3228963 0.5573613 1 8542tags=54%, list=40%, signal=90%

GO_AP_TYPE_MEMBRANE_COAT_ADAPTOR_COMPLEX GO_AP_TYPE_MEMBRANE_COAT_ADAPTOR_COMPLEX 35 -0.36996 -1.1062 0.3736018 0.5570344 1 4202tags=31%, list=20%, signal=39%

GO_NEURON_DEATH GO_NEURON_DEATH 45 -0.30478 -1.10547 0.3043478 0.5579005 1 2322tags=24%, list=11%, signal=27%

GO_REGULATION_OF_CELLULAR_SENESCENCE GO_REGULATION_OF_CELLULAR_SENESCENCE 25 -0.36567 -1.10541 0.3484536 0.5575349 1 5798tags=40%, list=27%, signal=55%

GO_DNA_CATABOLIC_PROCESS GO_DNA_CATABOLIC_PROCESS 27 -0.34086 -1.10538 0.3272727 0.5571043 1 3887tags=33%, list=18%, signal=41%

GO_POSITIVE_REGULATION_OF_ORGAN_GROWTH GO_POSITIVE_REGULATION_OF_ORGAN_GROWTH 37 -0.31915 -1.10471 0.3085339 0.5578564 1 4843tags=41%, list=23%, signal=52%

GO_VOLTAGE_GATED_CALCIUM_CHANNEL_ACTIVITY GO_VOLTAGE_GATED_CALCIUM_CHANNEL_ACTIVITY 42 -0.36145 -1.1046 0.3229814 0.5575863 1 5172tags=40%, list=24%, signal=53%

GO_NUCLEAR_CHROMOSOME_SEGREGATION GO_NUCLEAR_CHROMOSOME_SEGREGATION 220 -0.34723 -1.10407 0.3810526 0.5581526 1 7805tags=51%, list=36%, signal=80%

GO_NEURAL_TUBE_DEVELOPMENT GO_NEURAL_TUBE_DEVELOPMENT 147 -0.26969 -1.10404 0.3083333 0.5577379 1 3485tags=24%, list=16%, signal=28%

GO_REGULATION_OF_MRNA_3_END_PROCESSING GO_REGULATION_OF_MRNA_3_END_PROCESSING 27 -0.33902 -1.10382 0.3578948 0.5576859 1 5148tags=30%, list=24%, signal=39%

GO_POSITIVE_REGULATION_OF_ATPASE_ACTIVITY GO_POSITIVE_REGULATION_OF_ATPASE_ACTIVITY 41 -0.28516 -1.10365 0.3250951 0.5574821 1 4105tags=32%, list=19%, signal=39%

GO_NEGATIVE_REGULATION_OF_TRANSLATIONAL_INITIATION GO_NEGATIVE_REGULATION_OF_TRANSLATIONAL_INITIATION 22 -0.3572 -1.10315 0.346473 0.5579574 1 3818tags=32%, list=18%, signal=39%

GO_INTERCALATED_DISC GO_INTERCALATED_DISC 51 -0.31913 -1.10272 0.3096774 0.5582791 1 3214tags=25%, list=15%, signal=30%

GO_THIOESTER_METABOLIC_PROCESS GO_THIOESTER_METABOLIC_PROCESS 79 -0.28481 -1.10252 0.3023715 0.5581988 1 4085tags=25%, list=19%, signal=31%

GO_DNA_BIOSYNTHETIC_PROCESS GO_DNA_BIOSYNTHETIC_PROCESS 107 -0.3457 -1.10246 0.3641851 0.5578317 1 7981tags=59%, list=37%, signal=93%

GO_VESICLE_LOCALIZATION GO_VESICLE_LOCALIZATION 214 -0.27953 -1.10214 0.3480176 0.5579649 1 4455tags=29%, list=21%, signal=36%

GO_CIRCADIAN_REGULATION_OF_GENE_EXPRESSION GO_CIRCADIAN_REGULATION_OF_GENE_EXPRESSION 55 -0.31735 -1.10199 0.3051225 0.5577694 1 2993tags=31%, list=14%, signal=36%


image8.emf
ID RS ImmuneScore StromalScore ESTIMATEScore TumorPurity

CGGA_318 high 1668.346625 538.3577384 2206.704363 0.598710753

CGGA_1035 high 1462.071722 546.7889864 2008.860708 0.621715985

CGGA_876 high 2041.531525 1036.942791 3078.474316 0.491598831

CGGA_1124 high 1791.936622 602.9019771 2394.838599 0.576365882

CGGA_1177 high 1955.209071 1041.844414 2997.053484 0.501971216

CGGA_D36 high 1250.28743 193.8462623 1444.133693 0.684433972

CGGA_1240 high 1417.781418 628.1503265 2045.931745 0.617444709

CGGA_1045 high 1319.08095 525.3322988 1844.413248 0.640439705

CGGA_859 high 1486.113628 446.02066 1932.134288 0.630497678

CGGA_D35 high 1517.728451 687.5017685 2205.230219 0.598884058

CGGA_D26 high 706.289931 380.9709915 1087.260923 0.721670049

CGGA_604 high 1547.510327 761.7424352 2309.252763 0.586586516

CGGA_1077 high 1336.982075 505.6864311 1842.668506 0.640636377

CGGA_D51 high 1597.15488 530.5827992 2127.737679 0.607954628

CGGA_1224 high 2087.45217 1126.597722 3214.049892 0.474172473

CGGA_1019 high 1138.148653 173.4715282 1311.620181 0.698485161

CGGA_1015 high 1813.704897 1345.412038 3159.116936 0.481256363

CGGA_525 high 1808.748691 1038.941635 2847.690327 0.520811452

CGGA_1001 high 2162.503599 856.4584729 3018.962072 0.499187221

CGGA_1338 high 1311.791689 910.9649662 2222.756655 0.596821786

CGGA_1270 high 1355.86969 458.7938616 1814.663552 0.643787412

CGGA_D37 high 1833.16696 903.1151317 2736.282092 0.534701656

CGGA_1234 high 1318.391462 530.3026704 1848.694132 0.639956974

CGGA_1083 high 1629.098582 790.0408088 2419.139391 0.573447238

CGGA_1342 high 1597.422575 962.5798047 2560.00238 0.556386343

CGGA_624 high 1567.819286 689.9394357 2257.758721 0.592691412

CGGA_842 high 1317.592342 274.7676109 1592.359953 0.668410088

CGGA_1049 high 1005.372567 403.5614564 1408.934024 0.688191878

CGGA_1099 high 1548.542281 418.7850717 1967.327352 0.626479531

CGGA_802 high 1051.317498 611.1965381 1662.514036 0.660715348

CGGA_1006 high 725.0812415 -36.74696004 688.3342815 0.760945821

CGGA_272 high 1254.752837 209.7824977 1464.535334 0.682247528

CGGA_483 high 1610.017833 951.4291782 2561.447011 0.556210129

CGGA_731 high 1190.198399 638.9405679 1829.138967 0.642160036

CGGA_1258 high 876.8857442 248.6912779 1125.577022 0.717765265

CGGA_D02 high 971.6862109 562.139788 1533.825999 0.674776084

CGGA_1171 high 1765.184292 796.9686119 2562.152904 0.556124016

CGGA_1285 high 1461.1238 468.5118762 1929.635676 0.630782317

CGGA_1180 high 885.8175589 15.37449849 901.1920574 0.740305439

CGGA_1053 high 1116.082181 410.2983801 1526.380561 0.675582269

CGGA_274 high 803.177385 763.0565875 1566.233973 0.671257605

CGGA_789 high 1545.274561 539.8971015 2085.171663 0.612903621

CGGA_1218 high 1437.063903 340.8571866 1777.921089 0.647905057

CGGA_902 high 594.8309489 310.103685 904.9346339 0.739936005

CGGA_837 high 774.539227 -374.9958118 399.5434152 0.787758005

CGGA_1346 high 1016.433709 279.737065 1296.170774 0.700106253

CGGA_1188 high 1104.587756 45.70376035 1150.291516 0.715234563

CGGA_D62 high 1199.630362 326.1913727 1525.821734 0.675642746

CGGA_495 high 944.893918 960.0369974 1904.930915 0.633592082

CGGA_679 high 1510.019495 536.5042946 2046.523789 0.617376346

CGGA_848 high 940.6940792 424.3034794 1364.997559 0.692856732

CGGA_782 high 1121.597402 428.7256435 1550.323046 0.672986931

CGGA_1237 high 760.9835677 -136.9729965 624.0105712 0.767037909

CGGA_1074 high 1456.256532 654.1355349 2110.392067 0.609974214

CGGA_1114 high 1707.238321 1006.003813 2713.242134 0.53755652

CGGA_1393 high 987.7576622 257.0457481 1244.80341 0.705470247

CGGA_D32 high 835.6338314 634.2694627 1469.903294 0.681671226

CGGA_1091 high 638.567422 -62.79621184 575.7712102 0.77156181

CGGA_1011 high 1654.29881 632.8897929 2287.188603 0.589206465

CGGA_1023 high 604.3530961 -283.7786261 320.5744699 0.794845247

CGGA_D03 high 917.58372 214.6376951 1132.221415 0.717085823

CGGA_1068 high 1121.108881 521.9726745 1643.081555 0.66285382

CGGA_1343 high 283.688043 -446.0641437 -162.3761007 0.835830621

CGGA_878 high 834.535788 40.95946441 875.4952524 0.742835967

CGGA_D30 high 1485.959037 176.4950917 1662.454129 0.660721948

CGGA_D09 high 312.0460638 -80.80832785 231.237736 0.802734167

CGGA_D64 high 959.6709878 338.6476051 1298.318593 0.699881099

CGGA_1275 high 776.9381531 -115.8572133 661.0809398 0.763535294

CGGA_710 high 1687.28559 446.3082423 2133.593833 0.607271893

CGGA_1136 low 1195.468282 312.3759031 1507.844185 0.677585862

CGGA_1078 low 1602.270154 310.3069649 1912.577119 0.63272334

CGGA_808 low 1346.114961 -85.30507705 1260.809884 0.703803072

CGGA_1073 low 878.8432693 485.7394119 1364.582681 0.692900643

CGGA_1272 low 447.602768 4.991300708 452.5940687 0.782937358

CGGA_658 low 1161.739962 431.5814235 1593.321385 0.668305112

CGGA_1299 low 636.6270257 225.2118494 861.8388751 0.744176499

CGGA_676 low 1051.77994 358.5737337 1410.353673 0.688040672

CGGA_1271 low 511.6138324 864.1024056 1375.716238 0.691721351

CGGA_D57 low 1085.610158 555.0872724 1640.69743 0.663115813

CGGA_1314 low 1023.403926 -91.8725285 931.531398 0.737304175

CGGA_499 low 296.6243115 -92.62369543 204.0006161 0.805111956

CGGA_1216 low 779.7517477 -110.336013 669.4157347 0.76274466

CGGA_413 low 976.3089365 153.7703353 1130.079272 0.717304948

CGGA_1105 low 1376.234143 329.6940487 1705.928192 0.655918386

CGGA_1026 low 892.2015447 268.8083211 1161.009866 0.714134103

CGGA_681 low 758.7413452 17.50659574 776.2479409 0.752509921

CGGA_1008 low 390.3468522 -176.8488136 213.4980386 0.804284295

CGGA_1024 low 634.0547869 55.76448137 689.8192683 0.760804375

CGGA_1070 low 643.2262275 194.574712 837.8009395 0.746528833

CGGA_850 low 645.9449176 162.1858963 808.1308139 0.749419509

CGGA_1251 low 610.7009427 -348.9559296 261.7450131 0.800055662

CGGA_D34 low 430.7063249 -496.7968126 -66.09048769 0.827988224

CGGA_1072 low 830.6168208 -73.76550361 756.8513172 0.75438198

CGGA_545 low 1455.519867 326.189012 1781.708879 0.647481437

CGGA_D59 low 725.4015144 91.39245326 816.7939677 0.74857695

CGGA_1007 low 754.8212295 256.5070508 1011.32828 0.729340759

CGGA_1475 low 890.9401677 66.16638618 957.1065538 0.734762838

CGGA_1324 low 547.7578579 111.7433805 659.5012385 0.763685015

CGGA_1170 low 413.8929257 -178.2403465 235.6525791 0.802347544

CGGA_804 low 1330.714431 100.9823627 1431.696793 0.685763824

CGGA_1381 low 177.934973 -355.3639101 -177.4289371 0.837041612

CGGA_309 low 1503.269461 753.8376361 2257.107097 0.59276845

CGGA_D38 low -77.0707692 -376.9527069 -454.0234761 0.858560031

CGGA_1227 low 640.5757513 -82.2739585 558.3017928 0.773190567

CGGA_1412 low 1075.379362 -17.7028013 1057.676561 0.724669373

CGGA_1287 low 827.882983 -66.98167907 760.9013039 0.753991602

CGGA_1214 low 399.8778403 -158.0580069 241.8198334 0.801806891

CGGA_1116 low 810.1657918 -188.5149926 621.6507992 0.767260106

CGGA_1139 low 742.7069768 1.729250774 744.4362276 0.755577009

CGGA_1197 low 461.9696496 -366.453145 95.51650463 0.814454491

CGGA_1095 low 500.5878292 60.62034454 561.2081738 0.772919944

CGGA_899 low 582.8784697 -291.5596664 291.3188033 0.7974438

CGGA_1332 low 16.17391515 -338.3197826 -322.1458675 0.848474637

CGGA_759 low 1049.491459 -18.02345771 1031.468001 0.727315036

CGGA_1320 low 385.7329401 -409.9132831 -24.18034301 0.824522915

CGGA_1394 low 96.68737303 -472.0231293 -375.3357563 0.852580828

CGGA_1219 low 889.6750813 -211.1407648 678.5343164 0.761878368

CGGA_1039 low 164.0299798 -469.4206767 -305.3906969 0.847170434

CGGA_1460 low 518.9195604 27.29700629 546.2165667 0.774314356

CGGA_1129 low 731.0949336 -225.0828003 506.0121333 0.778035354

CGGA_1175 low 491.4912781 -111.2915036 380.1997745 0.789503868

CGGA_761 low 889.3005602 46.79699006 936.0975503 0.736851209

CGGA_1060 low 93.22700064 -637.500601 -544.2736003 0.865276748

CGGA_1370 low 0.736472378 -246.2844578 -245.5479854 0.842470569

CGGA_700 low 335.6739445 -358.9700186 -23.29607408 0.824449463

CGGA_680 low 423.3980094 -394.3429492 29.05506017 0.820076209

CGGA_374 low 131.2834084 -453.9066954 -322.623287 0.848511723

CGGA_J100 low 612.4308515 -225.5775525 386.853299 0.78890407

CGGA_773 low 593.9156721 189.6852062 783.6008783 0.75179866

CGGA_632 low 498.6254083 42.68548754 541.3108959 0.774769832

CGGA_491 low 512.3098846 -362.7495899 149.5602947 0.809825967

CGGA_1283 low -60.02270161 -331.3437408 -391.3664424 0.853808195

CGGA_D63 low -493.1631944 -863.2219974 -1356.385192 0.918753098

CGGA_494 low 212.463326 -295.8099456 -83.34661955 0.829405935

CGGA_1450 low -66.91026391 -667.3318145 -734.2420784 0.878917227

CGGA_669 low -62.28620311 -459.6586758 -521.9448789 0.863629062

CGGA_822 low 150.822076 -683.2966444 -532.4745684 0.864407228

CGGA_747 low 195.9281819 -416.1720201 -220.2438383 0.840463682
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TCGA-06-5410-01 high 4285.207 3236.487 7521.694 -0.137847961

TCGA-06-0130-01 high 4191.894 3208.683 7400.577 -0.120218258

TCGA-27-1832-01 high 2978.704 1659.624 4638.328 0.28111559

TCGA-06-0141-01 high 3456.884 2405.103 5861.987 0.105142737

TCGA-06-0184-01 high 3050.232 2217.525 5267.756 0.191375787

TCGA-06-0644-01 high 2714.843 2741.543 5456.386 0.164128982

TCGA-02-0055-01 high 3210.6 3537.918 6748.518 -0.024792494

TCGA-28-2513-01 high 3161.917 2566.75 5728.667 0.124582718

TCGA-06-5412-01 high 3346.174 2733.332 6079.506 0.073342254

TCGA-26-5135-01 high 1919.669 1912.711 3832.379 0.392419242

TCGA-06-0168-01 high 2709.595 2087.319 4796.915 0.258701451

TCGA-19-2625-01 high 1387.5631 900.0944 2287.6575 0.589150851

TCGA-76-4928-01 high 2201.337 1451.334 3652.671 0.416542996

TCGA-27-2524-01 high 2358.826 1769.693 4128.518 0.352078224

TCGA-06-0750-01 high 2533.086 2199.256 4732.342 0.267845584

TCGA-28-1747-01 high 2574.1483 850.3133 3424.4616 0.446757627

TCGA-14-0781-01 high 2518.752 2339.387 4858.139 0.250010088

TCGA-06-0138-01 high 2568.595 1933.911 4502.505 0.300191703

TCGA-06-0649-01 high 2719.943 1893.586 4613.529 0.28460713

TCGA-27-2526-01 high 2397.8721 651.7963 3049.6684 0.495276586

TCGA-06-2561-01 high 2494.923 1245.329 3740.253 0.404821281

TCGA-06-0645-01 high 3524.637 2806.428 6331.065 0.036474131

TCGA-28-1753-01 high 2893.989 2509.61 5403.599 0.171767419

TCGA-06-0190-01 high 2820.935 2874.33 5695.265 0.129446029

TCGA-32-2632-01 high 3118.2 1538.988 4657.188 0.278457727

TCGA-76-4925-01 high 837.1389 556.7223 1393.8612 0.689795436

TCGA-19-4065-01 high 3006.072 1968.098 4974.17 0.2334835

TCGA-26-5134-01 high 1195.3633 676.9619 1872.3252 0.637287692

TCGA-76-4927-01 high 2108.75 2074.908 4183.658 0.34449111

TCGA-26-5139-01 high 1818.943 1257.282 3076.225 0.491886326

TCGA-41-2572-01 high 1946.072 1428.555 3374.627 0.453290143

TCGA-27-2519-01 high 2927.738 1413.313 4341.051 0.32271181

TCGA-28-2509-01 high 1860.0082 768.1678 2628.176 0.548043489

TCGA-19-2619-01 high 777.7432 1006.7912 1784.5344 0.647165305

TCGA-16-0846-01 high 2526.206 1027.118 3553.324 0.429755862

TCGA-06-5856-01 high 1876.881 1366.632 3243.513 0.470360321

TCGA-12-5299-01 high 1977.777 1206.29 3184.067 0.478042774

TCGA-32-4213-01 high 3118.389 2592.759 5711.147 0.127134001

TCGA-28-5218-01 high 3251.506 3155.509 6407.015 0.025330935

TCGA-28-5220-01 high 1904.3113 440.0687 2344.3799 0.582402754

TCGA-32-1980-01 high 2706.402 2336.03 5042.433 0.223728677

TCGA-14-1034-01 high 2593.52 1359.09 3952.609 0.376126243

TCGA-26-5136-01 high 2503.971 1263.911 3767.882 0.401109523

TCGA-14-0789-01 high 2977.316 1976.925 4954.241 0.236326989

TCGA-27-1835-01 high 685.2033 606.4254 1291.6287 0.700582164

TCGA-06-0749-01 high 2495.8744 981.3623 3477.2366 0.439813615

TCGA-06-0132-01 high 3265.7 2673.823 5939.523 0.093817871

TCGA-06-5414-01 high 2520.512 1268.508 3789.02 0.398265326

TCGA-76-4932-01 high 1520.8708 658.2789 2179.1498 0.601945504

TCGA-06-0210-01 high 2569.344 1445.671 4015.014 0.367622908

TCGA-32-1982-01 high 2756.071 2157.694 4913.765 0.242095892

TCGA-41-4097-01 high 2339.056 2268.464 4607.52 0.285452593

TCGA-19-1787-01 high 2183.9733 973.8069 3157.7801 0.481428366

TCGA-06-0157-01 high 1989.391 1478.51 3467.901 0.441043905

TCGA-02-2486-01 high 3460.244 1615.791 5076.035 0.21891862

TCGA-27-1831-01 high 2692.716 1542.637 4235.353 0.337357513

TCGA-14-1825-01 high 767.7075 332.504 1100.2115 0.720352807

TCGA-14-0787-01 high 1999.7309 793.2571 2792.988 0.527649288

TCGA-28-5208-01 high 1812.491 1280.793 3093.284 0.4897046

TCGA-06-0745-01 high 2061.75 1581.389 3643.139 0.417814611

TCGA-06-0878-01 high 2361.4 1684.457 4045.857 0.363408792

TCGA-14-1823-01 high 3032.773 1453.487 4486.26 0.302465446

TCGA-14-0817-01 high 3176.644 1964.133 5140.777 0.209636021

TCGA-14-2554-01 high 2443.457 1237.136 3680.592 0.412813515

TCGA-06-0743-01 high 1819.3433 978.7484 2798.0918 0.527012741

TCGA-41-3915-01 high 2572.326 2330.606 4902.932 0.243638441

TCGA-32-2616-01 high 1791.5946 746.8388 2538.4334 0.559014317

TCGA-06-5418-01 high 2180.949 1135.569 3316.518 0.460876645

TCGA-19-2620-01 high 1470.596 1374.362 2844.957 0.52115392

TCGA-28-5216-01 high 1684.237 1428.714 3112.95 0.487185647

TCGA-06-2569-01 high 177.5786 1450.1645 1627.7431 0.664537952

TCGA-28-5209-01 high 1188.05 1015.426 2203.476 0.599090252

TCGA-12-0619-01 high 2673.784 1728.547 4402.331 0.314184944

TCGA-76-4929-01 high 1412.2666 810.7105 2222.977 0.596795834

TCGA-27-1837-01 high 1891.649 1107.842 2999.49 0.501661856

TCGA-06-2562-01 high 1981.129 1692.597 3673.726 0.41373127

TCGA-19-2624-01 low 198.6668 210.7507 409.4175 0.786864368

TCGA-28-5215-01 low 2102.46 2183.34 4285.8 0.330377401

TCGA-06-0125-01 low 853.9367 757.6933 1611.6301 0.666303499

TCGA-06-0882-01 low 2686.366 1685.136 4371.502 0.318477897

TCGA-28-5213-01 low 3735.564 2492.07 6227.634 0.051641713

TCGA-06-0238-01 low 2238.704 1285.545 3524.249 0.433605592

TCGA-27-2523-01 low 1023.2712 328.8182 1352.0894 0.694221758

TCGA-16-1045-01 low 3367.09 2549.004 5916.095 0.097241101

TCGA-12-5295-01 low 2738.576 1045.729 3784.305 0.39890008

TCGA-27-1830-01 low 2243.124 1945.588 4188.712 0.343794557

TCGA-12-0616-01 low 1852.6959 665.4355 2518.1315 0.561482792

TCGA-02-2483-01 low 1816.812 1448.181 3264.993 0.467575533

TCGA-32-5222-01 low 2566.321 1385.699 3952.02 0.376206351

TCGA-06-0211-01 low 1333.8326 897.4022 2231.2348 0.595822775

TCGA-06-5858-01 low 1933.683 1463.108 3396.791 0.450387773

TCGA-14-0790-01 low 773.5505 446.5312 1220.0818 0.708037502

TCGA-06-5408-01 low 1415.3424 884.7049 2300.0472 0.587680355

TCGA-19-2629-01 low 2200.493 1229.383 3429.877 0.446046309

TCGA-06-2557-01 low 3250.807 1822.699 5073.506 0.219280828

TCGA-28-5207-01 low 1607.705 1434.455 3042.159 0.496233885

TCGA-32-2615-01 low 2222.434 1612.906 3835.339 0.392019564

TCGA-76-4931-01 low 862.0196 325.0676 1187.0872 0.711449348

TCGA-12-3653-01 low 2131.5248 615.8196 2747.3444 0.533328758

TCGA-12-3652-01 low 1177.3104 244.6351 1421.9455 0.686804912

TCGA-06-0744-01 low 1349.2375 970.7951 2320.0326 0.585304254

TCGA-41-2571-01 low 889.7878 857.0766 1746.8644 0.651370817

TCGA-06-0187-01 low 2312.712 1411.567 3724.279 0.406964239

TCGA-06-0686-01 low 1451.667 1159.714 2611.381 0.550103931

TCGA-28-5204-01 low 1778.3407 888.8619 2667.2026 0.543242792

TCGA-02-2485-01 low 1115.6961 796.9518 1912.6479 0.632715294

TCGA-15-0742-01 low 929.8476 274.4584 1204.3061 0.709670884

TCGA-06-0747-01 low 973.1127 295.3273 1268.4401 0.703006968

TCGA-32-2638-01 low 2505.542 2079.385 4584.927 0.288629422

TCGA-06-5413-01 low 2425.231 2186.05 4611.28 0.284923589

TCGA-06-0646-01 low 2502.084 1412.965 3915.05 0.381228882

TCGA-26-5132-01 low 1668.716 990.3629 2659.0789 0.54424357

TCGA-06-2564-01 low 1966.444 1226.984 3193.428 0.476835413

TCGA-12-0821-01 low 995.2589 741.5429 1736.8018 0.65249085

TCGA-06-0174-01 low 854.4623 891.0307 1745.493 0.651523547

TCGA-27-2528-01 low 711.6582 1497.14 2208.7982 0.598464547

TCGA-28-2514-01 low 1126.6615 996.8528 2123.5143 0.608446728

TCGA-06-0129-01 low 2285.346 404.559 2689.905 0.540441938

TCGA-76-4926-01 low 1252.8291 391.5933 1644.4224 0.662706438

TCGA-02-0047-01 low 2092.535 1731.481 3824.016 0.393548068

TCGA-06-2567-01 low 2435.354 1549.738 3985.093 0.371703851

TCGA-06-2565-01 low 1400.377 858.893 2259.27 0.592512723

TCGA-14-1829-01 low 2540.047 1837.06 4377.107 0.31769788

TCGA-06-2570-01 low 1979.601 1475.984 3455.585 0.442665699

TCGA-12-1597-01 low 1341.873 1137.811 2479.684 0.566143877

TCGA-06-0219-01 low 2102.384 1110.752 3213.136 0.474290578

TCGA-19-5960-01 low 203.17831 -264.34754 -61.16922 0.827582934

TCGA-06-5859-01 low 2185.0271 799.9301 2984.9572 0.503506108

TCGA-12-3650-01 low 1524.422 680.6315 2205.0534 0.598904843

TCGA-27-1834-01 low 2487.626 1005.614 3493.239 0.437702823

TCGA-19-1390-01 low 556.1058 206.3472 762.453 0.753841963

TCGA-06-5411-01 low 1543.883 1408.257 2952.14 0.507662257

TCGA-06-2563-01 low 1606.646 1207.333 2813.979 0.525029394

TCGA-06-0158-01 low 2129.393 1336.864 3466.257 0.441260474

TCGA-06-1804-01 low 1407.3398 700.3666 2107.7063 0.610286571

TCGA-41-5651-01 low 330.7782 541.8648 872.6431 0.743116186

TCGA-28-2499-01 low 1797.3998 498.3427 2295.7425 0.588191487

TCGA-06-0178-01 low 2071.679 1217.688 3289.367 0.464409921

TCGA-06-5415-01 low 1142.4896 808.8111 1951.3007 0.628311444

TCGA-32-1970-01 low 1319.4283 710.9047 2030.3331 0.6192442

TCGA-06-5416-01 low 233.8489 95.9 329.7489 0.794027333

TCGA-06-2559-01 low 1400.883 1143.688 2544.571 0.558267079

TCGA-12-0618-01 low 437.4202 369.552 806.9722 0.749532102

TCGA-15-1444-01 low 2096.473 1522.504 3618.977 0.421034269

TCGA-06-5417-01 low 510.0708 258.5276 768.5984 0.753248944

TCGA-32-2634-01 low 821.6305 894.6539 1716.2844 0.654770155

TCGA-27-2521-01 low 501.6545 711.4736 1213.1281 0.708757942

TCGA-14-0871-01 low 184.9579 631.8796 816.8375 0.748572713

TCGA-26-5133-01 low 614.2782 845.9668 1460.2451 0.682707821

TCGA-06-2558-01 low 1542.576 1464.606 3007.183 0.500684669

TCGA-08-0386-01 low 701.9286 731.0701 1432.9988 0.68562471

TCGA-26-1442-01 low 1029.976 670.852 1700.828 0.656483307


image1.tiff
TCGAseq

1.004
subgroup
—+ G1
20757 -+ G2
=
@
S
& 0504
2
2
@
0.254
0.004
0 10 20 30 40 50

OS(months)




image2.tiff




image3.tiff
A

RS

Sensitivity

0.4

08

06

02

0.0

Low risk Ll High risk

I MMM Risk Score #x%
DTN INT M NIL DT 0 DNRUIIIW Nl T Wl LGS
UL ] AN NN [U ] DN B (Nl Gender =

] 1 | I 11 Radiotherapy

1N TN N O O n 1 /NN MU MIIMNI W TFTTINTIEN Chemotherapy ++
JURCRI 0 MR N O Y R NN NN 1 DH 1 **
| Wl 0 jmmn MW | 11l IMGMTpromoter
FURIE AUWETEE DF 0F PESE] FUM0S [ N B |9 N TCGAsubtype «+x

RS Age Gender Radiotherapy ~ Chemotherapy  IDH1 MGMTpromoter TCGAsubtype
-10  [l]>=c0 Male Yes W ves Mutant Methylated Neural
<60 Female [l No No wild unMethylated Proneural
NA NA NA NA Mesenchymal
-25 Classical
NA
IDH1 mutation MGMT promoter TCGA subtype
000092 035 J——

) .
2 2
-20 -20
-30 -30
>
& N & 5 & @ 2 &
4 & N & R R J
D o & & S
5 § < &
M N
MGMT promoter TCGA subtype_mesenchymal
o g 2 g
o @
ER S =18.771 (0.611, 0.828)
-19.127 (0.429, 0.654)
e z 9
z° ]
AUC: 0.859 2, ] AUG: 0461 g . Auc: 0.771
@ 3 & 3
o o
° S
s | =
s S

T T T T T T T T y T T T T T T T T T
10 08 06 04 02 00 10 08 06 04 02 00
Specificity Specificity Specificity




image4.emf
Category Term Count % PValue Genes List Total Pop Hits Pop Total Fold EnrichmentBonferroniBenjamini FDR

GOTERM_BP_DIRECTGO:0006954~inflammatory response 133 0.060917 4.64E-48RARRES2, TSPAN2, S100A8, PTGS2, AIF1, IL18, TLR1, S100A9, TLR2, TLR6, IL10, TGFB1, TLR8, CXCL10, S1PR3, NLRC4, PTGIR, VNN1, IL1B, FAS, ADAM8, IL1A, F11R, C5AR1, IL27, PIK3CD, RELB, TNFRSF14, CD40, TNFAIP6, CCR7, PPBP, KRT16, CD40LG, CCR4, CCR2, IL36B, TNFAIP3, C3AR1, CCL2, NFKBID, CCL8, BDKRB1, ITGB2, MAPKAPK2, BDKRB2, PF4V1, CCL5, CCL7, SLC11A1, IL23A, CSF1R, SPP1, HAVCR2, SPHK1, CHI3L1, EPHA2, LGALS9, S100A12, CXCL13, CLEC7A, PARP4, LXN, LY86, CXCR1, NFKB2, CCRL2, TNFRSF11B, NOD1, CASP4, CXCR4, TICAM1, CXCR6, TICAM2, SERPINA3, TNIP1, TNIP3, IRAK2, NFKBIZ, PTGER2, LTBR, IL18RAP, SP100, LYN, LY96, CHST2, LYZ, NFAM1, TNFRSF10A, TNFRSF9, TNFRSF10C, TNFRSF10B, TNFRSF10D, TMED7-TICAM2, CXCL1, NMI, CXCL5, C3, FFAR3, CXCL3, CCR1, CXCL2, FPR1, FPR3, FPR2, CXCL6, CCL26, TNFRSF1A, HRH1, TNFRSF1B, CCL23, MEFV, CCL20, IL10RB, PYCARD, TNFRSF18, ZC3H12A, PTX3, THBS1, CD27, LY75, IL6, IL2RA, ANXA1, CD180, CCL18, CYBA, ORM1, CCL13, CYBB, STAB1, THEMIS2, IGFBP4 1434 379 16792 4.10928 2.02E-44 2.02E-44 8.70E-45

GOTERM_BP_DIRECTGO:0006955~immune response 128 0.058627 1.04E-38AQP9, IL18, TLR1, TNFSF15, TLR2, TNFSF14, TNFSF13, TNFSF12, TLR6, PNP, C1QC, IL10, CXCL10, B2M, S1PR4, IL1B, FAS, IL1A, HLA-H, C5AR1, NCF4, HLA-A, TNFRSF14, HLA-B, CD40, HLA-E, HLA-DQA1, PDCD1LG2, CCR7, PPBP, CST7, CD40LG, CCR4, CCR2, IL36B, GBP2, HLA-DRA, IL1R1, LST1, CCL2, HLA-DRB1, IFITM2, IFITM3, CCL8, CD70, IL32, PF4V1, CCL5, FTH1, LIF, SLC11A1, ICOS, HLA-DPB1, HLA-DOA, CRIP1, IL1RN, CD276, TNFSF10, RGS1, CXCL14, CXCL13, SUSD2, FASLG, HLA-DMB, HLA-DMA, TNFRSF11B, HAMP, IL4R, NFIL3, APLN, FCGR3B, LTB, LTBR, IL18RAP, PTGER4, GZMA, CTSS, GZMH, WAS, CTSW, TNFRSF10A, OSM, SERPINB9, TNFRSF9, TNFRSF10C, CD86, TNFRSF10B, TNFRSF10D, SLPI, CTSC, LCP2, HLA-DQB1, CSF3, CXCL1, GPR183, CXCL5, C3, CXCL3, CCR1, CXCL2, GPR65, C1R, CXCL6, IL7R, CCL26, TNFRSF1A, TNFRSF1B, CCL23, CCL20, IL10RB, FCGR1A, TNFRSF18, IL2RG, CD4, MR1, THBS1, CD27, CD7, LY75, SECTM1, IL18R1, IL6, IL2RA, TNFSF4, CCL18, TNFSF8, CCL13, FCGR2C 1434 421 16792 3.560255 4.56E-35 2.28E-35 1.96E-35

GOTERM_BP_DIRECTGO:0032496~response to lipopolysaccharide 59 0.027023 4.65E-22PTGS2, S100A8, TLR2, FASLG, PTPN22, NFKB2, CXCL10, TNFRSF11B, PTGIR, PTGES, CASP8, CSF2RB, FAS, LBP, LOXL1, PTGER2, C5AR1, LTBR, PTGER4, LY96, TNFRSF14, CD40, JUNB, TNFRSF10A, TNFRSF9, CCR7, TNFRSF10C, THBD, TNFRSF10B, ADM, PPBP, TNFRSF10D, JUN, SLPI, CXCL1, CXCL5, CXCL3, CXCL2, BDKRB1, MAPKAPK2, CXCL6, PF4V1, GCH1, IRAK3, SLC11A1, TNFRSF1A, IL10RA, TNFRSF18, CD6, CD27, PCK2, LGALS9, SOD2, RPS6KA3, HDAC1, CXCL13, KCNJ8, PLCG2, MGST1 1434 164 16792 4.212709 2.03E-18 6.77E-19 8.73E-19

GOTERM_BP_DIRECTGO:0045087~innate immune response 96 0.04397 1.56E-18S100A8, ZC3HAV1, LY86, CAPZA1, S100A9, TLR1, TLR2, APOBEC3G, NFKB2, LY9, TLR6, C1QC, APOBEC3F, TLR8, APOBEC3C, BTK, B2M, APOBEC3D, MARCO, NLRC4, TMEM173, NOD2, CASP4, NOD1, SAA1, TICAM1, CLEC4A, TICAM2, VNN1, CFI, LBP, CLEC4D, MX2, BCL10, NCF2, LYN, BST2, NCF1, LY96, IL27, PIK3CD, RELB, SERPING1, FADD, HLA-B, HLA-E, SIGLEC15, C1QA, C1QB, KRT16, MB21D1, IL36B, SLPI, TREM1, TREM2, RNF135, CLEC5A, SSC5D, CD300LB, TMED7-TICAM2, TNFAIP8L2, FGR, UNC93B1, TRIM14, PML, C1R, C1S, CLEC10A, IL23A, PYCARD, FCER1G, C2, MR1, PTX3, CD6, TYROBP, TEC, CSF1R, HAVCR2, CARD9, LGALS3, CD300E, ANXA1, TRIM21, CD180, CD1D, S100A12, LCN2, CYBA, CYBB, CORO1A, CD55, C1RL, CLEC7A, JAK3, ABL2 1434 430 16792 2.614304 6.81E-15 1.70E-15 2.93E-15

GOTERM_BP_DIRECTGO:0030198~extracellular matrix organization 58 0.026565 3.46E-17PRDX4, NFKB2, CD47, TNFRSF11B, CD44, SERPINE1, TGFBI, LOX, LOXL1, CYR61, ICAM1, F11R, ICAM4, OLFML2B, ICAM3, SPINT1, BGN, COL1A2, LAMC1, COL1A1, IBSP, ADAMTSL4, LUM, TNC, COL3A1, ITGB5, ITGB2, ITGB3, ITGAM, LAMB3, LAMB2, ITGAX, CRISPLD2, ITGB7, COL6A2, BCL3, COL6A1, LAMB1, THBS1, COL8A1, COL8A2, FN1, SPP1, B4GALT1, COL4A2, COL4A1, FBN1, ITGA1, ITGA3, ITGA4, FURIN, COL5A2, COL5A1, EMILIN1, FBLN1, ITGA5, FBLN5, PECAM1 1434 196 16792 3.465175 1.51E-13 3.02E-14 6.50E-14

GOTERM_BP_DIRECTGO:0006935~chemotaxis 42 0.019237 4.71E-15CXCL1, C3AR1, RARRES2, CCL2, CXCL5, CCR1, CXCL2, FPR1, CXCR1, CCL8, FPR2, CXCL6, CCL5, CCL7, CCL26, CXCL10, CCRL2, DOCK2, TYMP, CCL23, RAC2, CCL20, CXCR4, CXCR6, FOSL1, CYR61, PLP2, C5AR1, RNASE2, LGALS9, CCL18, PLAUR, LSP1, CCR7, CCL13, CXCL14, CCR4, CXCL16, CCR2, CMTM7, PLAU, CMTM6 1434 122 16792 4.031278 2.03E-11 3.39E-12 8.75E-12

GOTERM_BP_DIRECTGO:0050900~leukocyte migration 41 0.018779 2.63E-14C3AR1, CAV1, ATP1B3, MMP9, FPR1, FPR3, ITGB2, FPR2, ITGB3, CXADR, MMP1, ITGAM, CD48, CD47, CD44, PROCR, ITGAX, CD177, CD2, FCER1G, MSN, FN1, B4GALT1, ICAM1, PTPN6, F11R, C5AR1, LYN, ITGA3, ITGA4, MYH9, SLC16A3, DOK2, THBD, ITGA5, CD58, PECAM1, COL1A2, COL1A1, TREM1, PROS1 1434 122 16792 3.935295 1.15E-10 1.64E-11 4.94E-11

GOTERM_BP_DIRECTGO:0007165~signal transduction 174 0.079696 8.33E-14TSPO, S100A6, TLR1, S100A9, TNFSF15, TLR2, RRAD, RPS6KB2, TNFSF14, TNFSF13, TNFSF12, TLR6, CD2AP, IQGAP1, CXCL10, CD48, MAP3K6, STAC, CHRNA9, CSF3R, IL15RA, IL1B, FAS, GNG5, C5AR1, PIK3CD, FADD, TRAT1, PLAUR, VEGFC, TNFAIP6, THBD, CD33, RIPK3, CLEC5A, CD226, OSTF1, CCL2, SIPA1, NEDD9, CCL8, CD70, ELK3, CD72, MDK, CCL7, VDR, LGALS3BP, IL12RB1, RAC2, CD69, RASAL3, HLA-DOA, RUNX1, CSF1R, TYROBP, MRC1, LGALS1, MAP2K3, SPHK1, MRC2, S100A11, CD300C, TRADD, TNFSF10, LYVE1, ZNF217, RGS1, P2RX1, CXCL14, CD300A, ABL2, PLAU, NAMPT, IMPA2, NRP1, PDIA3, SLC20A1, IGFBP6, FASLG, SKAP2, ARHGAP15, SDC4, PDCD1, TNFRSF11B, NOD1, PTGES, IL4R, TICAM1, CSF2RB, TMEM102, APLN, LTB, PILRA, ARHGAP9, RAP2B, LTBR, SIT1, LYN, CLIC1, NFAM1, HMGA2, PRKCD, ARHGAP30, TNFRSF10A, SH2D2A, TNFRSF10C, DOK2, TNFRSF10B, ADM, CLIC3, TNFRSF10D, GRN, TXN, RIN1, RIN3, CXCL1, CXCL5, C3, FPR1, CABP4, FPR3, GNG11, SFN, CXCL6, IL7R, GPRC5A, APBB1IP, CCL26, TNFRSF1A, LPXN, CCL23, DAPP1, CCL20, IL10RB, FCGR1A, TNFRSF18, PYCARD, SH2B3, CD4, IL2RG, MR1, PLA2R1 1434 1161 16792 1.754972 3.63E-10 4.54E-11 1.56E-10

GOTERM_BP_DIRECTGO:0050776~regulation of immune response 48 0.021985 1.26E-12MICB, MICA, IFITM1, C3, COL3A1, ITGB2, CXADR, SIGLEC9, B2M, FCGR1A, ITGB7, CLEC2B, TYROBP, KLRB1, ICAM1, LAIR1, HLA-H, CRTAM, ICAM4, CD3D, CD3E, LAIR2, ICAM3, HLA-A, CD1C, CD276, CD300E, SPPL2A, CD300C, HLA-B, ITGA4, CD40, HLA-E, CD1D, HCST, CD300A, CD40LG, CD33, SIGLEC7, COL1A2, IRF1, CD300LF, COL1A1, TREML2, TREM1, TREM2, CD300LB, CD226 1434 178 16792 3.157726 5.52E-09 6.13E-10 2.37E-09

GOTERM_BP_DIRECTGO:0030574~collagen catabolic process 27 0.012367 3.23E-12MMP9, COL3A1, MMP8, MMP7, MMP1, COL6A2, COL6A1, COL8A1, COL8A2, COL4A2, COL4A1, MRC2, MMP19, COL15A1, CTSS, MMP14, COL5A2, FURIN, COL5A1, MMP11, MMP10, CTSK, COL1A2, CTSD, COL1A1, CTSB, ADAMTS2 1434 64 16792 4.940115 1.41E-08 1.41E-09 6.07E-09

GOTERM_BP_DIRECTGO:0007155~cell adhesion 85 0.038932 1.34E-11IGFBP7, MYBPC3, CD151, CD47, CD44, CTGF, FAP, TGFBI, CLEC4A, CSF3R, LOXL2, CYR61, PARVG, ICAM1, F11R, ICAM4, ICAM3, EFNB2, TNFAIP6, HAS1, SIGLEC5, CD33, SIGLEC7, LAMC1, COL1A1, ADAM12, CD226, EMP2, PARVB, PARVA, IBSP, CCL2, CYP1B1, TNC, CCR1, ITGB5, NEDD9, ARF6, IL32, ITGB2, ITGB3, FPR2, CD72, SIGLEC9, ITGAM, ISLR, LGALS3BP, LAMB3, LPXN, LAMB2, ITGAX, ITGB7, MYBPH, COL6A2, CD2, COL6A1, CD4, COL8A1, THBS1, GPNMB, LAMB1, THBS2, FN1, SPP1, B4GALT1, COL15A1, ITGA3, ITGA4, MCAM, EMILIN2, COL5A1, EMILIN1, LYVE1, DSG2, STAB1, TMEM8A, ITGA5, CD300A, CD58, PECAM1, FBLN7, DSC2, ABL2, THEMIS2, ENG 1434 459 16792 2.1685 5.83E-08 5.30E-09 2.51E-08

GOTERM_BP_DIRECTGO:0051607~defense response to virus 44 0.020153 1.83E-11PRF1, RNASEL, MICA, IFITM1, ZC3HAV1, IFITM2, IFITM3, UNC93B1, PML, APOBEC3G, PMAIP1, CXADR, APOBEC3F, TLR8, APOBEC3C, APOBEC3D, ISG20, CXCL10, TMEM173, IL23A, ITGAX, IL10RB, ATG7, C19ORF66, TICAM1, PYCARD, ZC3H12A, DNAJC3, MX2, PTPRC, IL6, CARD9, BST2, FADD, CD40, TRIM56, PLSCR1, CD86, UNC13D, MB21D1, KCNJ8, IRF1, GBP3, GBP1 1434 165 16792 3.122641 7.98E-08 6.65E-09 3.43E-08

GOTERM_BP_DIRECTGO:0002576~platelet degranulation 33 0.015115 5.02E-11TLN1, CYB5R1, A2M, RARRES2, F13A1, ITGB3, TGFB1, TIMP1, ISLR, LGALS3BP, SERPINE1, SERPINA3, SERPINA1, ITIH3, CFD, THBS1, QSOX1, SRGN, FN1, PLEK, LYN, ACTN1, SERPING1, CD63, FLNA, CTSW, VEGFC, ORM1, PPBP, PECAM1, TMSB4X, PROS1, ORM2 1434 103 16792 3.751716 2.19E-07 1.68E-08 9.41E-08

GOTERM_BP_DIRECTGO:0071222~cellular response to lipopolysaccharide 34 0.015573 1.59E-10CSF3, SBNO2, TSPO, CCL2, ANKRD1, ABCA1, IL10, CXCL10, B2M, TNFRSF1B, CCL20, HAMP, TICAM1, SERPINE1, TICAM2, PYCARD, ZC3H12A, LBP, TNIP3, HAVCR2, MRC1, ZFP36, ICAM1, IL6, TNFSF4, CEBPE, CD40, CD180, LCN2, CD86, CD80, CXCL16, TNFAIP3, TMED7-TICAM2 1434 113 16792 3.523333 6.93E-07 4.95E-08 2.98E-07

GOTERM_BP_DIRECTGO:0042102~positive regulation of T cell proliferation 24 0.010992 2.33E-10HAVCR2, PTPRC, IL6, CCDC88B, TNFSF4, CD3E, AIF1, ANXA1, CD276, HLA-DMB, CCL5, PNP, PDCD1LG2, CD1D, LEP, CORO1A, IL23A, CD40LG, IL1B, CD4, JAK3, HLA-DPB1, CD6, SASH3 1434 60 16792 4.683961 1.02E-06 6.78E-08 4.37E-07

GOTERM_BP_DIRECTGO:0032729~positive regulation of interferon-gamma production 21 0.009618 2.38E-10HAVCR2, IL18R1, TNFSF4, CD3E, IL18, HLA-A, FADD, FZD5, SLC11A1, IL12RB1, IL23A, CCR2, TICAM2, PYCARD, BCL3, IL1B, TXK, HLA-DPB1, CD226, SASH3, TMED7-TICAM2 1434 46 16792 5.345825 1.04E-06 6.49E-08 4.46E-07

GOTERM_BP_DIRECTGO:0030593~neutrophil chemotaxis 25 0.011451 3.43E-10CCL2, S100A8, CXCL3, S100A9, CCL8, ITGB2, CCL5, CXADR, CCL7, CCL26, CCL23, CCL20, SAA1, FCER1G, IL1B, CSF3R, C5AR1, LGALS3, PIK3CD, ITGA1, CCL18, S100A12, CCL13, PPBP, TREM1 1434 66 16792 4.435569 1.50E-06 8.80E-08 6.43E-07

GOTERM_BP_DIRECTGO:1902041~regulation of extrinsic apoptotic signaling pathway via death domain receptors 13 0.005954 5.89E-10TNFRSF10A, CFLAR, TNFSF10, TNFRSF10B, SP100, TMC8, LGALS3, RIPK1, CASP8, FASLG, FADD, FAS, TRADD 1434 17 16792 8.954631 2.57E-06 1.43E-07 1.11E-06

GOTERM_BP_DIRECTGO:0034341~response to interferon-gamma 15 0.00687 8.84E-10KYNU, SP100, BST2, IFITM1, IFITM2, IFITM3, TRIM21, GCH1, SLC11A1, CD86, MEFV, C19ORF66, CXCL16, UBD, SEC61A1 1434 24 16792 7.318689 3.86E-06 2.03E-07 1.66E-06

GOTERM_BP_DIRECTGO:0060333~interferon-gamma-mediated signaling pathway 25 0.011451 1.91E-09HLA-DQB1, NMI, HLA-DRB1, PML, IFI30, B2M, CD44, FCGR1A, HLA-DPB1, IFNGR2, ICAM1, HLA-H, SP100, HLA-A, HLA-B, HLA-E, PRKCD, TRIM21, HLA-DQA1, TRIM38, MT2A, IRF1, GBP2, HLA-DRA, GBP1 1434 71 16792 4.123205 8.35E-06 4.18E-07 3.59E-06

GOTERM_BP_DIRECTGO:0070098~chemokine-mediated signaling pathway 25 0.011451 1.91E-09CXCL1, CCL2, CXCL5, CCR1, CXCL3, CXCL2, CCL8, CXCR1, CXCL6, CCL5, PF4V1, CCL7, CXCL10, CCL26, CCRL2, CCL23, CCL20, CXCR4, CXCR6, CCL18, CCL13, PPBP, CXCL13, CCR4, CCR2 1434 71 16792 4.123205 8.35E-06 4.18E-07 3.59E-06

GOTERM_BP_DIRECTGO:0033209~tumor necrosis factor-mediated signaling pathway 33 0.015115 2.36E-09PSMB10, TNFRSF12A, TNFSF15, FASLG, TNFSF14, CD70, TNFSF13, TNFSF12, TNFRSF1A, TNFRSF1B, TNFRSF11B, TNFRSF18, PYCARD, FAS, LTB, CD27, PSMD9, LTBR, TNFSF4, TNFRSF14, CD40, BIRC3, PSMB8, PSMB9, TRADD, TNFRSF10A, TNFRSF9, TNFRSF10C, TNFRSF10B, TNFRSF10D, CD40LG, PSMC2, RIPK1 1434 118 16792 3.274803 1.03E-05 4.89E-07 4.42E-06

GOTERM_BP_DIRECTGO:0042127~regulation of cell proliferation 43 0.019695 3.13E-09SAT1, FGR, CXCL3, TNC, CXCL2, CXCL6, PF4V1, CXCL10, BTK, TNFRSF1A, TNFRSF1B, TNFRSF11B, IL4R, TNFRSF18, PKD2, CNN2, FAS, CD27, TES, TEC, PTGER2, LTBR, MZB1, ANXA1, S100A11, TNFRSF14, CD40, MBD2, JUNB, TNFRSF10A, HHEX, TNFRSF10C, TNFRSF10B, PPBP, TNFRSF10D, CXCL13, JUN, TXK, TFAP2C, ENG, ABL2, TBX19, PLAU 1434 185 16792 2.721761 1.36E-05 6.20E-07 5.87E-06

GOTERM_BP_DIRECTGO:0006915~apoptotic process 91 0.04168 5.16E-09STEAP3, IER3, TSPO, HTATIP2, NUAK2, S100A8, LY86, S100A9, TLR2, FASLG, TNFSF14, PMAIP1, TNFSF12, PDCD1, TRIAP1, CLPTM1L, NLRC4, TMEM173, CASP4, NOD1, CXCR4, CASP8, MAP3K8, C8ORF4, TMEM102, IL1B, FAS, IL1A, EVA1A, BCL10, C5AR1, LTBR, NCF1, GZMA, PIM3, GZMB, FADD, PIM2, GZMH, PRKCD, AHR, TNFRSF10A, SERPINB9, TNFRSF9, RNF130, TNFRSF10B, BNIP2, RIPK1, TNFAIP8, CTSC, TNFAIP3, GADD45B, PPP1R15A, PRF1, UBE2Z, ADAMTSL4, GPR65, PML, ITGB2, SQSTM1, PYCARD, CD2, ZC3H12A, PHLDA2, CFLAR, PTPN6, RNF144B, CARD8, IL2RA, LGALS1, MZB1, CIDEB, CHI3L1, CARD6, BIRC3, TRADD, TNFSF8, PLEKHF1, LCN2, PLSCR1, RASSF5, TNFSF10, RPS6KA3, PLK3, P2RX1, RPS6KA1, BAX, IRF1, IGFBP3, DRAM1, ZNF385A 1434 567 16792 1.879367 2.25E-05 9.78E-07 9.67E-06

GOTERM_BP_DIRECTGO:0043123~positive regulation of I-kappaB kinase/NF-kappaB signaling 39 0.017863 5.60E-09S100A4, SLC20A1, ZC3HAV1, FASLG, TLR6, TNFRSF1A, NOD2, NOD1, HMOX1, CASP8, TICAM1, TICAM2, TGM2, RHOA, LTF, RHOC, IL1A, BCL10, SECTM1, CFLAR, CARD9, LTBR, BST2, LGALS1, FADD, PIM2, CD40, BIRC3, FLNA, LGALS9, S100A12, TRADD, TRIM38, TNFSF10, CCR7, TNFRSF10B, RIPK1, UBD, TMED7-TICAM2 1434 161 16792 2.83656 2.44E-05 1.02E-06 1.05E-05

GOTERM_BP_DIRECTGO:0035987~endodermal cell differentiation 15 0.00687 7.08E-09COL4A2, MMP9, MMP8, ITGB5, ITGB2, ITGA4, HMGA2, MMP14, INHBA, LAMB3, ITGA5, COL6A1, LAMB1, COL8A1, FN1 1434 27 16792 6.505501 3.09E-05 1.23E-06 1.33E-05

GOTERM_BP_DIRECTGO:0060326~cell chemotaxis 23 0.010534 8.76E-09CXCL1, C3AR1, CCL2, C5AR1, CXCL5, CXCL2, FPR1, CCL8, FPR3, CXCL6, FPR2, CCL5, PRKCD, EPHA2, CXCL10, CCL13, CXCL14, CCL20, SAA2, HBEGF, ENG, BIN2, RHOG 1434 65 16792 4.143504 3.82E-05 1.47E-06 1.64E-05

GOTERM_BP_DIRECTGO:0022617~extracellular matrix disassembly 25 0.011451 8.96E-09A2M, MMP9, MMP8, MMP7, MMP1, TIMP1, LAMB3, CD44, ADAM8, SPP1, FN1, MMP19, FBN1, FLOT1, CTSS, MMP14, FURIN, MMP11, MMP10, CTSK, CAPG, LAMC1, ENG, LCP1, ADAMTS4 1434 76 16792 3.851942 3.91E-05 1.45E-06 1.68E-05

GOTERM_BP_DIRECTGO:0019882~antigen processing and presentation 21 0.009618 1.01E-08HLA-DQB1, HLA-H, MICB, MICA, HLA-DRB1, RELB, HLA-A, FCGRT, HLA-B, CTSS, HLA-DMB, HLA-E, HLA-DQA1, PSMB8, RAB32, RAB34, ULBP2, MR1, HLA-DPB1, HLA-DRA, RAB27A 1434 55 16792 4.471054 4.42E-05 1.58E-06 1.90E-05

GOTERM_BP_DIRECTGO:0071260~cellular response to mechanical stimulus 24 0.010992 1.05E-08BCL10, LTBR, PTGS2, PTGER4, MMP7, TNFSF14, FADD, ANKRD1, CD40, TGFB1, TLR8, TNFRSF10A, TNFRSF1A, BAK1, CYBA, TNFRSF10B, CASP8, IRF1, IL1B, CNN2, COL1A1, FAS, ENG, ARHGDIA 1434 71 16792 3.958277 4.60E-05 1.58E-06 1.98E-05

GOTERM_BP_DIRECTGO:0031295~T cell costimulation 25 0.011451 1.59E-08HLA-DQB1, PTPN6, CAV1, CD3D, HLA-DRB1, LYN, CD3E, LGALS1, EFNB2, TNFSF14, TNFRSF14, HLA-DQA1, PDCD1LG2, PDCD1, CD86, CD80, CD40LG, ICOS, MAP3K8, CD4, HLA-DPB1, GRAP2, CD5, DPP4, HLA-DRA 1434 78 16792 3.753174 6.94E-05 2.31E-06 2.98E-05

GOTERM_BP_DIRECTGO:0007267~cell-cell signaling 51 0.023359 1.71E-08NAMPT, NRP1, IL18, S100A9, FASLG, ENPEP, IL10, CXCL10, PTGIR, CTGF, IL1B, LTB, CYR61, BST2, EFNB2, C1QA, TNFAIP6, INHBA, CD86, EREG, ADM, CD80, CD33, TXN, TFAP2C, GRAP2, GAL3ST4, CXCL5, CCR1, CCL8, CD70, ITGB2, CXCL6, CCL5, CCL7, CCL26, ECE2, CCL23, CCL20, PCSK5, FZD1, CCL18, GJB2, TNFSF8, TNFSF10, CCL13, CXCL14, CXCL13, STAB1, AREG, GDF15 1434 254 16792 2.351201 7.46E-05 2.41E-06 3.21E-05

GOTERM_BP_DIRECTGO:1902042~negative regulation of extrinsic apoptotic signaling pathway via death domain receptors 16 0.007328 2.04E-08ICAM1, CFLAR, FASLG, FADD, TMBIM1, TRADD, TNFRSF10A, GPX1, TNFSF10, TNFRSF10B, RIPK1, HMOX1, CASP8, SERPINE1, FAS, TNFAIP3 1434 33 16792 5.677528 8.91E-05 2.78E-06 3.83E-05

GOTERM_BP_DIRECTGO:0032760~positive regulation of tumor necrosis factor production 19 0.008702 2.15E-08CARD9, CCL2, LY96, TLR2, FADD, HLA-E, LEP, CYBA, NOD2, IL23A, NOD1, HDAC1, RIPK1, TICAM1, PYCARD, CD2, FCER1G, LBP, SASH3 1434 47 16792 4.73379 9.37E-05 2.84E-06 4.03E-05

GOTERM_BP_DIRECTGO:0007229~integrin-mediated signaling pathway 28 0.012825 3.62E-08IBSP, FGR, FERMT3, COL3A1, ITGB5, NEDD9, ITGB2, ITGB3, ITGAM, CD47, ITGAX, CTGF, ITGB7, FCER1G, ADAM8, TYROBP, TEC, PLEK, ITGA1, ITGA3, ITGA4, MYH9, FBLN1, ITGA5, PRAM1, ADAMTS1, TXK, ADAM12 1434 99 16792 3.311892 1.58E-04 4.65E-06 6.80E-05

GOTERM_BP_DIRECTGO:0045071~negative regulation of viral genome replication 17 0.007786 6.35E-08RNASEL, BST2, IFITM1, ZC3HAV1, IFITM2, IFITM3, APOBEC3G, PARP10, CCL5, APOBEC3F, APOBEC3C, ISG20, PLSCR1, C19ORF66, LTF, SLPI, TNIP1 1434 40 16792 4.976709 2.77E-04 7.91E-06 1.19E-04

GOTERM_BP_DIRECTGO:0050729~positive regulation of inflammatory response 23 0.010534 9.50E-08CCL2, TNFSF4, S100A8, PTGER4, IL18, S100A9, TLR2, CCL8, CCL5, CCL18, CCL7, CCL26, S100A12, CD47, TNFRSF1A, CCL13, CCL23, IL23A, MAPK13, CCR2, SERPINE1, TGM2, TNIP1 1434 73 16792 3.689421 4.14E-04 1.15E-05 1.78E-04

GOTERM_BP_DIRECTGO:0001525~angiogenesis 45 0.020611 1.14E-07SAT1, CAV1, HTATIP2, CCL2, CYP1B1, NRP1, PTGS2, TNFRSF12A, IL18, ANPEP, ELK3, TNFSF12, ENPEP, TYMP, CTGF, HMOX1, FAP, SERPINE1, TGFBI, ZC3H12A, PIK3R6, ADAM8, PLXND1, COL8A1, COL8A2, ANGPTL4, FN1, COL4A2, MMP19, COL15A1, FZD5, MCAM, MMP14, MYH9, EPHA1, ANXA2, LEP, VEGFC, SH2D2A, SRPX2, EREG, ITGA5, JUN, PECAM1, TNFAIP2 1434 223 16792 2.362985 4.95E-04 1.34E-05 2.13E-04

GOTERM_BP_DIRECTGO:0097296~activation of cysteine-type endopeptidase activity involved in apoptotic signaling pathway 10 0.00458 1.22E-07TNFRSF10A, TNFSF10, TNFRSF10B, BAX, RIPK1, CASP8, FASLG, FADD, FAS, TRADD 1434 13 16792 9.007617 5.33E-04 1.40E-05 2.29E-04

GOTERM_BP_DIRECTGO:0097191~extrinsic apoptotic signaling pathway 17 0.007786 1.43E-07TNFRSF12A, PML, FASLG, FADD, CD70, TNFSF12, TGFB1, TRADD, TNFRSF10A, INHBA, TNFRSF1B, RIPK1, BAX, CASP8, G0S2, FAS, CD27 1434 42 16792 4.739722 6.22E-04 1.60E-05 2.68E-04

GOTERM_BP_DIRECTGO:0051092~positive regulation of NF-kappaB transcription factor activity 32 0.014657 1.89E-07S100A8, S100A9, TRIM14, TLR2, ITGB2, HSPA1B, NFKB2, TGFB1, BTK, IRAK3, NOD2, NLRC4, NOD1, TICAM1, PYCARD, LTF, IL1B, ADAM8, IRAK2, ICAM1, BCL10, CFLAR, IL6, SPHK1, CD40, LGALS9, TRADD, S100A12, TRIM38, CD40LG, RIPK1, RIPK3 1434 133 16792 2.81742 8.23E-04 2.06E-05 3.54E-04

GOTERM_BP_DIRECTGO:0045766~positive regulation of angiogenesis 29 0.013283 2.79E-07C3AR1, UTS2, CYP1B1, C3, ITGB2, TNFSF12, GATA6, LRG1, HMOX1, SERPINE1, ZC3H12A, IL1B, RRAS, PIK3R6, RUNX1, THBS1, IL1A, ANGPTL4, C5AR1, SPHK1, CHI3L1, EPHA1, VEGFC, CYBB, ADM, BTG1, F3, HSPB1, ENG 1434 115 16792 2.952932 0.001218 2.97E-05 5.24E-04

GOTERM_BP_DIRECTGO:0030199~collagen fibril organization 16 0.007328 3.03E-07FMOD, CYP1B1, LUM, COL3A1, COL5A2, SERPINH1, COL5A1, ANXA2, MMP11, PLOD3, COL1A2, FOXC2, LOX, COL1A1, LOXL2, ADAMTS2 1434 39 16792 4.804063 0.00132 3.14E-05 5.68E-04

GOTERM_BP_DIRECTGO:0071356~cellular response to tumor necrosis factor 28 0.012825 3.81E-07CCL2, CCL8, ANKRD1, CCL5, CCL7, CCL26, ZFP36L2, CCL23, CCL20, HAMP, PYCARD, NKX3-1, ZC3H12A, ADAMTS12, THBS1, ZFP36, ICAM1, IL6, CHI3L1, PCK2, CCL18, LCN2, CYBA, CCL13, HDAC1, RIPK1, CD58, COL1A1 1434 110 16792 2.980702 0.001661 3.87E-05 7.15E-04

GOTERM_BP_DIRECTGO:0032755~positive regulation of interleukin-6 production 17 0.007786 4.33E-07IL6, CARD9, TNFSF4, TLR2, CYBA, NOD2, NOD1, MAPK13, TICAM1, TICAM2, IL36B, PYCARD, IL1B, FCER1G, LBP, IL1A, TMED7-TICAM2 1434 45 16792 4.423741 0.001887 4.29E-05 8.12E-04

GOTERM_BP_DIRECTGO:0042981~regulation of apoptotic process 42 0.019237 6.05E-07STEAP3, PMAIP1, CALR, TGFB1, TNFRSF1A, TRIAP1, NLRC4, TNFRSF1B, NOD2, TNFRSF11B, CASP4, NOD1, PAX8, CASP8, BCL3, FAS, BCL10, CFLAR, CARD8, CARD9, AIFM2, CD3E, LGALS1, ACTN1, TNFRSF14, FADD, CARD6, BIRC3, TNFRSF10A, TNFRSF9, TNFRSF10C, RASSF5, TNFRSF10B, DUSP1, CARD16, TNFRSF10D, SDF2L1, BAX, CTSB, GDF15, PERP, IGFBP3 1434 213 16792 2.308995 0.002636 5.87E-05 0.001135

GOTERM_BP_DIRECTGO:0002224~toll-like receptor signaling pathway 13 0.005954 7.36E-07IRAK2, BCL10, TLR1, UNC93B1, CTSS, MAPKAPK2, TLR6, CD180, TLR8, CTSK, RPS6KA3, HSP90B1, CTSB 1434 27 16792 5.638101 0.003208 6.98E-05 0.001381

GOTERM_BP_DIRECTGO:0006919~activation of cysteine-type endopeptidase activity involved in apoptotic process 23 0.010534 1.11E-06CARD8, S100A8, S100A9, PML, TNFSF15, FASLG, FADD, RPS27L, PMAIP1, TRADD, TNFRSF10A, NLRC4, TNFSF10, TNFRSF10B, NOD1, P2RX1, F3, RIPK1, BAX, CASP8, PYCARD, NKX3-1, FAS 1434 83 16792 3.244913 0.004852 1.03E-04 0.002091

GOTERM_BP_DIRECTGO:0045454~cell redox homeostasis 22 0.010076 1.17E-06P4HB, IL6, PDIA3, NCF2, NCF1, NCF4, PRDX4, PDIA5, PDIA4, GPX1, SLC11A1, CYBA, ERP44, TXNDC11, CYBB, PRDX6, TXN, LTF, SH3BGRL3, QSOX1, SCO2, GLRX 1434 77 16792 3.345686 0.005095 1.06E-04 0.002196

GOTERM_BP_DIRECTGO:0051603~proteolysis involved in cellular protein catabolic process 17 0.007786 1.18E-06PSMB10, SCPEP1, CTSZ, GZMA, CTSS, CPVL, PSMB8, CTSW, PSMB9, CTSK, FAP, CASP8, CTSC, HSPA5, CTSB, ADAMTS12, DNAJC3 1434 48 16792 4.147257 0.005135 1.05E-04 0.002213

GOTERM_BP_DIRECTGO:0097190~apoptotic signaling pathway 21 0.009618 1.20E-06CAV1, LY96, CD3E, FASLG, TNFRSF14, FADD, TNFSF12, CD40, BTK, BAK1, TNFRSF1B, TNFRSF11B, RIPK1, BAX, CASP8, TICAM1, RIPK3, TICAM2, FAS, CD5, TMED7-TICAM2 1434 71 16792 3.463492 0.005214 1.05E-04 0.002247

GOTERM_BP_DIRECTGO:0019221~cytokine-mediated signaling pathway 30 0.013741 1.45E-06CSF3, CCL2, PODNL1, CCR1, IL17RA, TNFRSF1A, IRAK3, IL12RB1, IL10RB, CLCF1, IL10RA, TGM2, IL1B, IL15RA, CSF3R, IL13RA1, IL1A, CSF1R, IL13RA2, PLP2, IL2RB, IL6, SOCS3, SOCS1, CISH, BGN, EREG, F3, CCR2, IL36B 1434 131 16792 2.681657 0.006296 1.24E-04 0.002715

GOTERM_BP_DIRECTGO:0002250~adaptive immune response 32 0.014657 2.23E-06ORAI1, GPR183, UNC93B1, CLEC10A, BTK, TAP1, CLEC4A, LILRA6, CD4, CLEC4D, CD6, TEC, CD7, HAVCR2, BCL10, LAIR1, CRTAM, SIT1, LYN, PIK3CD, ANXA1, CD1C, CTSS, HLA-E, TRAT1, CD86, LAT2, LAMP3, LILRB3, TXK, JAK3, RNF19B 1434 148 16792 2.531871 0.009689 1.87E-04 0.004186

GOTERM_BP_DIRECTGO:0046718~viral entry into host cell 22 0.010076 2.31E-06MRC1, ICAM1, F11R, EFNB2, ITGB5, TNFRSF14, ANPEP, HSPA1B, ITGB3, CXADR, SLC1A5, CD86, CD55, LAMP3, CD80, VAMP8, ITGA5, ITGB7, CLDN1, CTSB, CLEC5A, DPP4 1434 80 16792 3.220223 0.010015 1.90E-04 0.004327

GOTERM_BP_DIRECTGO:0045730~respiratory burst 9 0.004122 2.40E-06CYBA, SLC11A1, CD55, CYBB, NCF2, NCF1, NCF1C, NCF1B, CD52 1434 13 16792 8.106855 0.010433 1.94E-04 0.004509

GOTERM_BP_DIRECTGO:2000406~positive regulation of T cell migration 8 0.003664 3.10E-06CCL20, AIF1, PYCARD, TMEM102, TNFRSF14, ITGA4, CCL5, CXCL10 1434 10 16792 9.367922 0.013418 2.46E-04 0.005808

GOTERM_BP_DIRECTGO:2001238~positive regulation of extrinsic apoptotic signaling pathway 12 0.005496 3.90E-06BCL10, CAV1, TNFSF10, LTBR, PDIA3, TNFRSF12A, RIPK1, PML, PYCARD, FADD, G0S2, TNFSF12 1434 26 16792 5.40457 0.016857 3.04E-04 0.007309

GOTERM_BP_DIRECTGO:0070374~positive regulation of ERK1 and ERK2 cascade 35 0.016031 4.35E-06TNFAIP8L3, GPR183, CCL2, NRP1, CCR1, CCL8, PTPN22, CCL5, SCIMP, CCL7, TGFB1, CCL26, NOD2, NOD1, CCL23, CD44, CCL20, CTGF, PYCARD, GPNMB, CSF1R, NQO2, HAVCR2, ICAM1, IL6, C5AR1, CHI3L1, PRKCDBP, LGALS9, CCL18, CCR7, CCL13, JUN, TREM2, PLA2G5 1434 175 16792 2.34198 0.018819 3.33E-04 0.008168

GOTERM_BP_DIRECTGO:0042110~T cell activation 16 0.007328 4.70E-06CD3E, PIK3CD, CD276, TNFSF14, WAS, HSH2D, CD48, CD86, CD80, CASP8, CD2, TREML2, CLEC7A, DDOST, DPP4, CD7 1434 47 16792 3.98635 0.020316 3.54E-04 0.008824

GOTERM_BP_DIRECTGO:0034113~heterotypic cell-cell adhesion 11 0.005038 4.93E-06ITGAX, ITGA5, ITGB7, CD58, CD2, ITGB2, ITGA4, ITGB3, PERP, CD1D, PARVA 1434 22 16792 5.854951 0.021294 3.65E-04 0.009253

GOTERM_BP_DIRECTGO:0031663~lipopolysaccharide-mediated signaling pathway 13 0.005954 6.39E-06IRAK2, CCL2, LYN, LY96, IL18, TICAM1, TLR2, IL1B, PTPN22, LBP, CCL5, CD6, TGFB1 1434 32 16792 4.757148 0.027494 4.65E-04 0.011985

GOTERM_BP_DIRECTGO:0007249~I-kappaB kinase/NF-kappaB signaling 18 0.008244 6.86E-06IRAK2, BCL10, CARD9, LY96, RELB, TIFA, NFKB2, BIRC3, TLR8, TRADD, BTK, TNFRSF1A, RIPK1, TICAM1, RIPK3, TICAM2, BCL3, TMED7-TICAM2 1434 60 16792 3.512971 0.029495 4.91E-04 0.01287

GOTERM_BP_DIRECTGO:0010951~negative regulation of endopeptidase activity 27 0.012367 8.84E-06CAST, A2M, LXN, C3, SERPINH1, TIMP1, CRB2, SERPINE1, SERPINA3, SERPINA1, ITIH3, TFPI2, BST2, SPINT1, SERPING1, FURIN, SERPINB9, RENBP, SERPINB6, SERPINF1, CARD16, PI3, CSTB, SERPINB1, SLPI, CSTA, PROS1 1434 121 16792 2.612953 0.037844 6.22E-04 0.016585

GOTERM_BP_DIRECTGO:0030168~platelet activation 26 0.011909 1.06E-05GNA15, COL3A1, ITGB3, PF4V1, RAC2, SAA1, RHOA, FCER1G, PIK3R6, RHOG, RAP2B, PTPN6, IL6, LYN, ACTN1, CD40, ITPR3, PRKCD, FLNA, PLSCR1, P2RX1, CD40LG, PLCG2, COL1A2, COL1A1, LCP2 1434 115 16792 2.647456 0.044997 7.31E-04 0.019792

GOTERM_BP_DIRECTGO:0006953~acute-phase response 14 0.006412 1.19E-05IL6, IL1RN, HP, CD163, PLSCR1, ORM1, SAA2, HAMP, SAA1, SERPINA3, SERPINA1, LBP, ORM2, FN1 1434 39 16792 4.203555 0.050393 8.08E-04 0.022228

GOTERM_BP_DIRECTGO:0030335~positive regulation of cell migration 35 0.016031 1.35E-05FGR, AIF1, FERMT3, CCR1, FAM110C, CCL5, CCL7, TGFB1, CCL26, SEMA3F, HSPA5, RHOD, GPNMB, THBS1, LAMB1, CSF1R, CYR61, LYN, PIK3CD, SPHK1, MCAM, MMP14, SNAI2, SNAI1, MYADM, EPHA1, TNFAIP6, CORO1A, ITGA5, F3, CXCL16, HBEGF, COL1A1, TRIP6, PLAU 1434 184 16792 2.227427 0.057081 9.04E-04 0.025265

GOTERM_BP_DIRECTGO:0050766~positive regulation of phagocytosis 12 0.005496 1.37E-05CYBA, CD47, SLC11A1, DOCK2, C3, PYCARD, FCER1G, IL1B, LMAN2, CALR, PTX3, RAB27A 1434 29 16792 4.845477 0.058114 9.07E-04 0.025736

GOTERM_BP_DIRECTGO:0034097~response to cytokine 16 0.007328 1.87E-05SP100, OSMR, COL3A1, RELB, PML, MAPKAPK2, NFKB2, JUNB, TIMP1, PTGES, CXCL16, JUN, TMEM102, FOSL1, DDOST, PLA2G5 1434 52 16792 3.603047 0.078172 0.001214 0.034988

GOTERM_BP_DIRECTGO:0007204~positive regulation of cytosolic calcium ion concentration 28 0.012825 2.07E-05C3AR1, UTS2, GNA15, CCR1, FPR1, FPR3, CD52, BDKRB1, FPR2, BDKRB2, S1PR3, PTGIR, CHRNA9, CXCR4, SAA1, S1PR4, PTGER2, C5AR1, PTGER4, SWAP70, ITPR3, CCR7, CD55, ADM, CCR4, CXCL13, CCR2, ABL2 1434 134 16792 2.446845 0.086433 0.001329 0.038857

GOTERM_BP_DIRECTGO:0070527~platelet aggregation 14 0.006412 2.19E-05ACTB, RAP2B, PTPN6, TLN1, PLEK, FERMT3, ACTN1, ITGB3, MYL12A, CLIC1, MYH9, FLNA, MYL9, HSPB1 1434 41 16792 3.998503 0.091012 0.001382 0.041016

GOTERM_BP_DIRECTGO:0042346~positive regulation of NF-kappaB import into nucleus 10 0.00458 2.67E-05IL18R1, IL23A, PTGS2, IL18, SPHK1, C8ORF4, RHOA, TLR2, IL1B, LGALS9 1434 21 16792 5.576144 0.109959 0.001663 0.050068

GOTERM_BP_DIRECTGO:0007166~cell surface receptor signaling pathway 45 0.020611 3.25E-05IL1R1, CCL2, TSPAN2, IFITM1, CCR1, TSPAN4, CXCR1, BDKRB2, IL7R, CD151, IL17RA, SIGLEC9, CXCL10, MARCO, CLCF1, CASP8, CD2, CLEC4A, CD4, IL13RA1, IFNGR2, CD27, KLRB1, PTPRC, IL18RAP, GPR157, IL2RA, CD3D, CD3E, LY96, ANXA1, FADD, TNFRSF14, BIRC3, EPHA1, TNFRSF10A, CBLC, INHBA, DOK2, CD37, TNFSF10, TNFRSF10B, TACSTD2, CXCL13, LILRB3 1434 274 16792 1.923159 0.132381 0.001998 0.061031

GOTERM_BP_DIRECTGO:0006952~defense response 18 0.008244 3.37E-05CEBPE, RNASE6, HP, IL32, HLA-B, WAS, SP140, CD48, INHBA, KCNN4, NOD2, NOD1, LILRB3, TAP1, HCP5, CSF3R, TNIP1, MX2 1434 67 16792 3.145944 0.136559 0.002037 0.063105

GOTERM_BP_DIRECTGO:0002230~positive regulation of defense response to virus by host 10 0.00458 4.18E-05TMEM173, IL12RB1, IL23A, MB21D1, PML, PYCARD, ZC3H12A, PTPN22, APOBEC3G, APOBEC3F 1434 22 16792 5.322683 0.166593 0.002493 0.078315

GOTERM_BP_DIRECTGO:0009615~response to virus 24 0.010992 4.52E-05BATF3, TNFSF4, ZC3HAV1, IFITM1, FGR, BST2, ACTA2, IFITM2, IFITM3, CCL8, PIM2, HMGA2, CCL5, TLR8, ISG20, LCN2, IRAK3, NPC2, CXCR4, BCL3, HSPB1, FOSL1, MX2, IFNGR2 1434 110 16792 2.554888 0.178836 0.002659 0.084673

GOTERM_BP_DIRECTGO:0006968~cellular defense response 17 0.007786 4.55E-05TCIRG1, PRF1, BCL10, C5AR1, NCF2, LY96, NCF1, CD300C, TRAT1, LSP1, LGALS3BP, CCR2, MNDA, LBP, CLEC5A, FOSL1, TYROBP 1434 62 16792 3.21078 0.180027 0.002643 0.085297

GOTERM_BP_DIRECTGO:0008625~extrinsic apoptotic signaling pathway via death domain receptors 13 0.005954 4.73E-05TNFRSF10A, TNFRSF9, TNFRSF1A, TNFRSF10C, TNFRSF10B, TNFRSF10D, BAX, TNFRSF18, FASLG, FADD, FAS, CD27, TRADD 1434 38 16792 4.006019 0.186447 0.002711 0.088673

GOTERM_BP_DIRECTGO:2000249~regulation of actin cytoskeleton reorganization 9 0.004122 5.54E-05F11R, GMFG, RHOD, ABL2, CD2AP, TGFB1, ARHGDIA, CSF1R, ARHGDIB 1434 18 16792 5.854951 0.214607 0.003132 0.103803

GOTERM_BP_DIRECTGO:0070266~necroptotic process 9 0.004122 5.54E-05PYGL, LY96, RIPK1, TICAM1, RIPK3, TICAM2, FASLG, MLKL, TMED7-TICAM2 1434 18 16792 5.854951 0.214607 0.003132 0.103803

GOTERM_BP_DIRECTGO:0034142~toll-like receptor 4 signaling pathway 9 0.004122 5.54E-05LY96, TICAM2, PIK3AP1, ITGB2, LBP, ITGAM, LGALS9, TMED7-TICAM2, TNIP3 1434 18 16792 5.854951 0.214607 0.003132 0.103803

GOTERM_BP_DIRECTGO:0002479~antigen processing and presentation of exogenous peptide antigen via MHC class I, TAP-dependent 17 0.007786 5.62E-05PSMB10, HLA-H, NCF2, NCF1, NCF4, HLA-A, ITGB5, HLA-B, HLA-E, PSMB8, PSMB9, B2M, CYBA, CYBB, FCGR1A, PSMC2, PSMD9 1434 63 16792 3.159815 0.21746 0.003139 0.105366

GOTERM_BP_DIRECTGO:0007568~aging 31 0.014199 5.80E-05TSPO, CCL2, COL3A1, MMP7, ITGB2, NFKB2, GCLM, IL10, TGFB1, KCNMB1, TIMP1, BAK1, TNFRSF1B, HAMP, CTGF, RPN2, LOXL2, NQO1, IL6, BCL2A1, SERPING1, MBD2, RETN, CD86, SERPINF1, ADM, UCP2, KRT16, JUN, CTSC, IGFBP2 1434 165 16792 2.200042 0.223441 0.003196 0.108661

GOTERM_BP_DIRECTGO:0008285~negative regulation of cell proliferation 58 0.026565 6.34E-05RARRES3, RARRES1, PTGS2, IGFBP7, IGFBP6, TLR2, SKAP2, IL10, TGFB1, BAK1, PTGES, IL1B, FOSL1, IL1A, LYN, ZNF503, PIM2, OSM, VEGFC, TNFRSF9, INHBA, EREG, ADM, BTG1, JUN, CD33, ADAMTS1, EMP3, CXCL1, CYP1B1, IFITM1, PML, FTH1, LIF, VDR, CCL23, PKD2, NKX3-1, GPNMB, QSOX1, TES, CSF1R, B4GALT1, PTPN6, IL6, PTPN2, S100A11, ITGA1, FZD5, SOD2, TMEM115, ATF5, RASSF5, CDKN1A, HDAC1, SFRP4, IRF1, IGFBP3 1434 396 16792 1.715087 0.241535 0.00345 0.118785

GOTERM_BP_DIRECTGO:0071347~cellular response to interleukin-1 18 0.008244 7.45E-05ICAM1, IL6, CCL2, CHI3L1, CCL8, ANKRD1, CCL5, CCL18, CCL7, CCL26, LCN2, CCL13, CCL23, CCL20, PYCARD, ZC3H12A, NKX3-1, ADAMTS12 1434 71 16792 2.968708 0.277616 0.004007 0.139712

GOTERM_BP_DIRECTGO:0042832~defense response to protozoan 9 0.004122 8.85E-05BATF, SLC11A1, IL6, CCDC88B, IL4R, BCL3, CLEC7A, CD40, IL10 1434 19 16792 5.546796 0.320298 0.004697 0.165856

GOTERM_BP_DIRECTGO:0006928~movement of cell or subcellular component 20 0.00916 9.32E-05ACTB, TLN1, PTGS2, CAPZA1, VIM, FPR3, ARF6, FPR2, TPM4, PLAUR, LSP1, ARPC1B, CORO1A, LYVE1, TXN, VNN1, HSPB1, MSN, ARHGDIA, ARHGDIB 1434 86 16792 2.723233 0.334215 0.004889 0.174735

GOTERM_BP_DIRECTGO:0071407~cellular response to organic cyclic compound 16 0.007328 9.40E-05MSR1, CYP1B1, CCL2, LGALS1, IL18, RGS19, ANKRD1, CCL5, MBD2, TGFB1, CYBA, NOD2, TMEM173, CASP8, IL1B, ARHGDIA 1434 59 16792 3.175567 0.336393 0.00487 0.176141

GOTERM_BP_DIRECTGO:0009612~response to mechanical stimulus 16 0.007328 9.40E-05CCL2, PTGER4, TNC, COL3A1, CHI3L1, RCAN1, BDKRB1, BDKRB2, MBD2, MMP14, JUNB, RETN, JUN, IGFBP2, THBS1, FOSL1 1434 59 16792 3.175567 0.336393 0.00487 0.176141

GOTERM_BP_DIRECTGO:0016064~immunoglobulin mediated immune response 7 0.003206 1.21E-04BCL10, IL4R, FCER1G, PRKCD, CD27, TLR8, IL13RA2 1434 11 16792 7.451756 0.410775 0.006204 0.227148

GOTERM_BP_DIRECTGO:0042535~positive regulation of tumor necrosis factor biosynthetic process 7 0.003206 1.21E-04CYBB, CCR2, TLR1, HSPB1, MAPKAPK2, LBP, THBS1 1434 11 16792 7.451756 0.410775 0.006204 0.227148

GOTERM_BP_DIRECTGO:0002474~antigen processing and presentation of peptide antigen via MHC class I 11 0.005038 1.22E-04HLA-DQB1, HLA-H, PDIA3, TAP1, HLA-A, MR1, HLA-B, CALR, HLA-E, SEC24D, B2M 1434 30 16792 4.293631 0.411581 0.006147 0.227735

GOTERM_BP_DIRECTGO:0008360~regulation of cell shape 27 0.012367 1.23E-04FMNL1, ICAM1, IL6, CCL2, LST1, FGR, PLXNB2, HEXB, ANXA1, ARHGAP18, MYL12B, ITGB2, MYL12A, ARHGAP15, MYH9, CCL7, CCL13, CORO1A, CSNK1D, MSN, ARAP3, ARAP1, ARHGDIA, FN1, PARVA, CDC42EP5, CSF1R 1434 140 16792 2.258338 0.415075 0.006145 0.23029

GOTERM_BP_DIRECTGO:0002548~monocyte chemotaxis 13 0.005954 1.40E-04IL6, CCL2, LGALS3, ANXA1, CCL8, CCL5, CCL18, CCL7, S100A12, CCL26, CCL13, CCL23, CCL20 1434 42 16792 3.624494 0.457524 0.006926 0.2626

GOTERM_BP_DIRECTGO:0050731~positive regulation of peptidyl-tyrosine phosphorylation 19 0.008702 1.54E-04CSF3, ICAM1, IL6, NRP1, CD3E, HCLS1, TNFRSF14, ITGB3, TGFB1, LIF, OSM, VEGFC, CD44, CD80, ITGA5, CD4, TREM2, TEC, EHD4 1434 82 16792 2.71327 0.489576 0.007528 0.288711

GOTERM_BP_DIRECTGO:0045765~regulation of angiogenesis 11 0.005038 1.66E-04LEP, IL6, HTATIP2, SP100, CXCL13, TNFRSF12A, HMOX1, PLXND1, GPNMB, EMP2, EPHA2 1434 31 16792 4.155127 0.514897 0.008006 0.310521

GOTERM_BP_DIRECTGO:0042493~response to drug 46 0.021069 1.91E-04PAM, TSPO, UTS2, PTGS2, ABCA1, CALR, PNP, MDK, GCLM, IL10, TGFB1, B2M, BAK1, TNFRSF11B, PLIN2, GATA6, LOX, RPN2, THBS1, FOSL1, ICAM1, IL6, CARD9, LYN, LGALS1, ANXA1, FZD1, ITGA3, JUNB, SOD2, LCN2, CYBA, VEGFC, INHBA, CYBB, CDKN1A, CD86, CA9, HDAC1, JUN, COL1A1, PARP4, IGFBP2, MGST1, NNMT, DUSP6 1434 304 16792 1.771893 0.565908 0.009128 0.358127

GOTERM_BP_DIRECTGO:0034446~substrate adhesion-dependent cell spreading 12 0.005496 2.33E-04MICALL2, FERMT3, ITGB7, VAMP3, ITGA4, LAMC1, ITGB3, LAMB1, EPHA1, FZD7, FN1, PARVA 1434 38 16792 3.697864 0.638026 0.010985 0.435927

GOTERM_BP_DIRECTGO:0006508~proteolysis 67 0.030687 2.40E-04PDIA3, MMP9, RNPEPL1, MMP8, MMP7, ANPEP, C1QC, MMP1, CASP4, CUL7, TPP1, PAPPA, FAP, CASP8, LTF, HTRA4, HTRA3, CFI, CFD, ADAM8, TNIP1, DPP4, DPEP2, CTSZ, MMP19, CTSS, MMP14, MMP11, LAP3, C1QA, MMP10, C1QB, ADAMTS9, CTSK, GZMK, CAPN12, BACE2, ST14, CTSD, UBD, CTSC, ADAMTS1, CTSB, ADAM12, RNPEP, ADAMTS4, C3, CPQ, ADAMTSL4, C1R, C1S, NAALADL1, PCOLCE, FCN1, C2, RHBDF2, ADAM28, CPA4, CFLAR, UFSP1, CFB, RHBDF1, DNPEP, C1RL, SPCS1, PRSS23, PLAU 1434 500 16792 1.569127 0.649745 0.011217 0.450014

GOTERM_BP_DIRECTGO:0050830~defense response to Gram-positive bacterium 19 0.008702 2.49E-04HAVCR2, IL6, CARD9, C5AR1, FGR, RNASE3, HLA-A, TLR2, LYZ, TNFRSF14, HLA-E, EPHA2, TNFSF8, B2M, NOD1, HIST1H2BK, ADM, LBP, SSC5D 1434 85 16792 2.617508 0.662063 0.011475 0.465336

GOTERM_BP_DIRECTGO:0060337~type I interferon signaling pathway 16 0.007328 2.51E-04HLA-H, RNASEL, SP100, BST2, IFITM1, IFITM2, IFITM3, HLA-A, HLA-B, HLA-E, PSMB8, IFI35, ISG20, IRF1, MX2, GBP2 1434 64 16792 2.927476 0.664815 0.01144 0.468835

GOTERM_BP_DIRECTGO:0043066~negative regulation of apoptotic process 62 0.028397 2.69E-04IER3, HTATIP2, NUAK2, AIF1, MMP9, IL10, PDCD1, TRIAP1, CD44, GATA6, LTF, FAS, FAM129B, DNAJC3, NQO1, CYR61, SOCS3, BCL2A1, PIM3, PIM2, HMGA2, FLNA, PLAUR, SERPINB9, TNFRSF10D, CD40LG, BNIP2, TNFAIP8, HSPB1, CLEC5A, TIMP1, SQSTM1, TNFRSF18, TGM2, BCL3, HSPA5, THBS1, CD27, ARHGDIA, ANGPTL4, CSF1R, CFLAR, IL6, IL2RB, SPHK1, ANXA1, ANXA5, BIRC3, ANXA4, SOD2, LEP, ATF5, HSP90B1, RPS6KA3, CDKN1A, HDAC3, PLK3, RPS6KA1, DUSP1, HDAC1, UCP2, ARF4 1434 455 16792 1.595635 0.690853 0.012154 0.503432

GOTERM_BP_DIRECTGO:0002504~antigen processing and presentation of peptide or polysaccharide antigen via MHC class II 8 0.003664 2.93E-04HLA-DQB1, HLA-DRB1, HLA-DPB1, HLA-DMB, HLA-DOA, HLA-DMA, HLA-DQA1, HLA-DRA 1434 17 16792 5.510542 0.722136 0.013116 0.549056

GOTERM_BP_DIRECTGO:0090023~positive regulation of neutrophil chemotaxis 9 0.004122 2.97E-04CXCL1, C3AR1, CCR7, IL23A, C5AR1, RAC2, CXCL3, CXCL2, LBP 1434 22 16792 4.790415 0.726096 0.013127 0.555194

GOTERM_BP_DIRECTGO:0055114~oxidation-reduction process 76 0.03481 3.25E-04C15ORF48, STEAP3, CYB5R1, HTATIP2, CYB5R2, PTGS2, PDIA3, CYP2S1, PRDX4, IL4I1, OSGIN1, PDIA5, MTHFD1L, TDO2, P4HA2, PLOD1, PLOD2, PLOD3, CH25H, CREG1, P4HA3, VKORC1, SPR, LOXL4, GPX8, LOXL3, LOX, NQO1, LOXL2, IMPDH1, LOXL1, NQO2, RNLS, AIFM2, NCF2, NCF1, NCF4, MOXD1, CYP27A1, PRDX6, TXN, STEAP1, SRXN1, DEGS1, PAM, CYP1B1, HSD3B7, NCF1C, C14ORF169, IFI30, NCF1B, KMO, FTH1, CYB561D2, CBR1, GSTK1, HAAO, GSTO1, QSOX1, SCO2, GLRX, NDUFA4L2, AAED1, SOD3, SOD2, FRRS1, CYBA, CYBB, RDH10, STAB1, BLVRB, ALOX5, DPYD, CP, SH3BGRL3, MGST1 1434 592 16792 1.503298 0.758312 0.014242 0.608677

GOTERM_BP_DIRECTGO:0001916~positive regulation of T cell mediated cytotoxicity 7 0.003206 3.88E-04IL12RB1, IL23A, HLA-A, FADD, HLA-B, HLA-E, B2M 1434 13 16792 6.305332 0.815738 0.016772 0.724533

GOTERM_BP_DIRECTGO:0016045~detection of bacterium 7 0.003206 3.88E-04NLRC4, NOD2, NOD1, HLA-DRB1, HLA-A, HLA-B, CD1D 1434 13 16792 6.305332 0.815738 0.016772 0.724533

GOTERM_BP_DIRECTGO:0001934~positive regulation of protein phosphorylation 24 0.010992 4.30E-04RARRES2, FAM20A, C3, AIF1, MMP9, FLOT1, ERP29, FZD1, ITGB3, CD40, TGFB1, ANXA2, PLAUR, HDAC3, CSNK1D, SQSTM1, RIPK1, NKX3-1, IL1B, FAM129A, GPNMB, ENG, CSF1R, CYR61 1434 127 16792 2.212895 0.846869 0.018407 0.80349

GOTERM_BP_DIRECTGO:0008630~intrinsic apoptotic signaling pathway in response to DNA damage 13 0.005954 4.44E-04CRIP1, BCL2A1, PML, CIDEB, SFN, ST20, EPHA2, SOD2, BAK1, TNFRSF1A, TNFRSF1B, BAX, HMOX1 1434 47 16792 3.238909 0.856051 0.018823 0.829855

GOTERM_BP_DIRECTGO:0043542~endothelial cell migration 10 0.00458 4.86E-04S100P, CYP1B1, FAP, PECAM1, RHOA, ITGB2, TNFSF12, PLXND1, LOXL2, DPP4 1434 29 16792 4.037897 0.880147 0.020386 0.90793

GOTERM_BP_DIRECTGO:0043065~positive regulation of apoptotic process 44 0.020153 5.28E-04TSPO, CYP1B1, ZAK, PTGS2, TNFRSF12A, ADAMTSL4, FASLG, OSGIN1, ANKRD1, PMAIP1, LATS2, TGFB1, PDCD1, SHQ1, BAK1, NLRC4, SQSTM1, ATG7, HMOX1, PYCARD, TGM2, FAS, FOSL1, PHLDA3, IL6, AIFM2, GZMA, BCL2A1, FADD, HMGA2, ST20, TRADD, TNFSF10, ADM, DUSP1, BAX, RIPK1, SFRP4, MNDA, UBD, DCUN1D3, GADD45B, IGFBP3, DUSP6 1434 300 16792 1.717452 0.89997 0.021894 0.984922

GOTERM_BP_DIRECTGO:0043011~myeloid dendritic cell differentiation 8 0.003664 6.53E-04BATF, BATF3, CD86, LTBR, RELB, SPI1, UBD, TGFB1 1434 19 16792 4.930485 0.942145 0.026776 1.217723

GOTERM_BP_DIRECTGO:0071294~cellular response to zinc ion 8 0.003664 6.53E-04MT1L, TSPO, MT1M, MT1A, MT2A, MT1E, MT1H, MT1G 1434 19 16792 4.930485 0.942145 0.026776 1.217723

GOTERM_BP_DIRECTGO:0016477~cell migration 29 0.013283 6.67E-04CTHRC1, FGR, CD248, BDKRB1, ITGB3, ENPEP, SDC4, CD151, MDK, SDC2, TGFB1, CTGF, RHOA, ADAMTS12, THBS1, PSTPIP2, RHBDF1, CD63, SNAI1, COL5A1, EPHA2, BTG1, ARF4, JAK3, LAMC1, EMP2, ENG, ABL2, LCP1 1434 172 16792 1.974344 0.945635 0.027098 1.244145

GOTERM_BP_DIRECTGO:0001765~membrane raft assembly 5 0.00229 6.88E-04FLOT1, S100A10, RFTN1, EMP2, ANXA2 1434 6 16792 9.758252 0.950437 0.027689 1.2834

GOTERM_BP_DIRECTGO:0009611~response to wounding 15 0.00687 7.09E-04ZFP36, HHEX, ZFP36L2, LYVE1, NRP1, CCL2, ADM, CTGF, CCR1, TNC, CCR2, MDK, TGFB1, FABP5, FN1 1434 63 16792 2.788072 0.954761 0.028258 1.322134

GOTERM_BP_DIRECTGO:0035455~response to interferon-alpha 6 0.002748 7.86E-04LAMP3, BST2, IFITM1, IFITM2, IFITM3, MX2 1434 10 16792 7.025941 0.967629 0.030982 1.464025

GOTERM_BP_DIRECTGO:0007159~leukocyte cell-cell adhesion 9 0.004122 7.96E-04ICAM1, ITGA5, CD40LG, FERMT3, ITGB2, MSN, ITGA4, CCL5, TNIP1 1434 25 16792 4.215565 0.969063 0.031104 1.483222

GOTERM_BP_DIRECTGO:0001816~cytokine production 9 0.004122 7.96E-04BATF, S1PR3, S100A8, PIK3CD, S100A9, CD4, TXK, PLA2R1, CD226 1434 25 16792 4.215565 0.969063 0.031104 1.483222

GOTERM_BP_DIRECTGO:0034605~cellular response to heat 11 0.005038 8.12E-04CDKN1A, STAC, LYN, HMOX1, C8ORF4, HSPA6, HSPA1B, THBS1, MYOF, IL1A, CXCL10 1434 37 16792 3.481322 0.971073 0.031415 1.511659

GOTERM_BP_DIRECTGO:0010332~response to gamma radiation 10 0.00458 8.37E-04GPX1, PTPRC, BAK1, CCL2, BAX, PML, DCUN1D3, CCL7, CXCL10, SOD2 1434 31 16792 3.777388 0.974135 0.032106 1.559034

GOTERM_BP_DIRECTGO:0071346~cellular response to interferon-gamma 14 0.006412 8.39E-04MRC1, CCL2, AIF1, CCL8, CCL5, CCL18, CCL7, LGALS9, CCL26, CCL13, CCL23, IL12RB1, CCL20, CD58 1434 57 16792 2.876116 0.974359 0.031901 1.562703

GOTERM_BP_DIRECTGO:0046697~decidualization 8 0.003664 9.31E-04LIF, VDR, PTGS2, STC1, CTSB, JUNB, SPP1, GJB2 1434 20 16792 4.683961 0.982822 0.035022 1.732094

GOTERM_BP_DIRECTGO:0048010~vascular endothelial growth factor receptor signaling pathway 16 0.007328 9.50E-04ACTB, NRP1, CCL2, NCF2, NCF1, NCF4, MAPKAPK2, ITGB3, SH2D2A, CYBA, VEGFC, CYBB, MAPK13, RHOA, FOXC2, HSPB1 1434 72 16792 2.602201 0.984211 0.035431 1.767701

GOTERM_BP_DIRECTGO:0032720~negative regulation of tumor necrosis factor production 11 0.005038 0.001018HAVCR2, IRAK3, ORM1, TSPO, ZC3H12A, PTPN22, LBP, GPNMB, TNFAIP3, IL10, LGALS9 1434 38 16792 3.389709 0.988272 0.0376 1.893175

GOTERM_BP_DIRECTGO:0042060~wound healing 17 0.007786 0.001039DCBLD2, IL6, S100A8, TNC, COL3A1, ELK3, ITGB3, SDC4, TIMP1, SLC11A1, CCL20, EREG, PECAM1, CNN2, LOX, ENG, FN1 1434 80 16792 2.488354 0.989274 0.03802 1.930853

GOTERM_BP_DIRECTGO:0006027~glycosaminoglycan catabolic process 9 0.004122 0.001065GPC4, GNS, SGSH, NAGLU, LYVE1, GUSB, SDC4, FUCA1, SDC2 1434 26 16792 4.053428 0.990432 0.038635 1.979003

GOTERM_BP_DIRECTGO:0032570~response to progesterone 11 0.005038 0.001266PTGER2, TSPO, CAV1, CCL2, DSG2, CATSPER1, TLR2, THBS1, FOSL1, TGFB1, GJB2 1434 39 16792 3.302793 0.996028 0.045395 2.348788

GOTERM_BP_DIRECTGO:0019835~cytolysis 8 0.003664 0.001295PRF1, BAK1, MICB, MICA, GZMA, LYZ, GZMB, GZMH 1434 21 16792 4.460915 0.996489 0.046007 2.400611

GOTERM_BP_DIRECTGO:0097202~activation of cysteine-type endopeptidase activity 6 0.002748 0.00134BAK1, CASP8, PYCARD, CIDEB, FADD, PERP 1434 11 16792 6.387219 0.99712 0.047196 2.483652

GOTERM_BP_DIRECTGO:0002523~leukocyte migration involved in inflammatory response 6 0.002748 0.00134CCL2, S100A8, PPBP, S100A9, ITGB2, ADAM8 1434 11 16792 6.387219 0.99712 0.047196 2.483652

GOTERM_BP_DIRECTGO:0050707~regulation of cytokine secretion 6 0.002748 0.00134LYN, SOCS1, TLR1, TLR2, TLR6, TLR8 1434 11 16792 6.387219 0.99712 0.047196 2.483652

GOTERM_BP_DIRECTGO:0010759~positive regulation of macrophage chemotaxis 6 0.002748 0.00134C3AR1, RARRES2, CCL2, C5AR1, THBS1, CCL5 1434 11 16792 6.387219 0.99712 0.047196 2.483652

GOTERM_BP_DIRECTGO:0048661~positive regulation of smooth muscle cell proliferation 14 0.006412 0.001394NAMPT, IL6, PTGS2, AIF1, IL18, CCL5, CYBA, RETN, EREG, JUN, HMOX1, TGM2, HBEGF, THBS1 1434 60 16792 2.732311 0.997723 0.048652 2.582069

GOTERM_BP_DIRECTGO:0043029~T cell homeostasis 9 0.004122 0.001402CORO1A, SIT1, RIPK3, TNFSF14, FADD, JAK3, PMAIP1, TGFB1, SLC46A2 1434 27 16792 3.903301 0.9978 0.048532 2.596448

GOTERM_BP_DIRECTGO:0042104~positive regulation of activated T cell proliferation 9 0.004122 0.001402CD86, IL12RB1, IL2RA, TNFSF4, IL23A, IL18, PYCARD, FADD, IGFBP2 1434 27 16792 3.903301 0.9978 0.048532 2.596448

GOTERM_BP_DIRECTGO:0001666~response to hypoxia 28 0.012825 0.001441PAM, UTS2, CAV1, CCL2, PML, TLR2, PDLIM1, TGFB1, PLOD1, CXCR4, PLOD2, HMOX1, LOXL2, THBS1, DPP4, ANGPTL4, MMP14, SOD3, SOD2, LEP, CYBA, VEGFC, HSP90B1, CA9, ADM, UCP2, ENG, PLAU 1434 172 16792 1.906263 0.99815 0.049482 2.669141

GOTERM_BP_DIRECTGO:0090026~positive regulation of monocyte chemotaxis 7 0.003206 0.001446CCL2, AIF1, CCR1, CCR2, SERPINE1, CCL5, CXCL10 1434 16 16792 5.123082 0.998189 0.049255 2.677861

GOTERM_BP_DIRECTGO:0046598~positive regulation of viral entry into host cell 5 0.00229 0.001498P4HB, TRIM38, LGALS1, LGALS9, TRIM21 1434 7 16792 8.364216 0.998554 0.050571 2.771975

GOTERM_BP_DIRECTGO:0050852~T cell receptor signaling pathway 25 0.011451 0.001648HLA-DQB1, PSMB10, BCL10, PTPRC, CD3D, HLA-DRB1, CD3E, PIK3CD, PTPN22, RFTN1, WAS, HLA-DQA1, PSMB8, TRAT1, PSMB9, PSMC2, PLCG2, CD4, TXK, HLA-DPB1, GRAP2, THEMIS2, HLA-DRA, LCP2, PSMD9 1434 148 16792 1.978024 0.999251 0.055087 3.04643

GOTERM_BP_DIRECTGO:0031532~actin cytoskeleton reorganization 12 0.005496 0.001653PARVG, MICALL2, PLEK, S100A9, ANXA1, GPR65, RHOA, MYH9, CXADR, FLNA, PARVB, PARVA 1434 47 16792 2.989762 0.999267 0.054831 3.055602

GOTERM_BP_DIRECTGO:0071345~cellular response to cytokine stimulus 8 0.003664 0.00176CSF3, CD86, CCR7, IL18RAP, CXCR4, HCLS1, ITGA4, CSF1R 1434 22 16792 4.258146 0.999541 0.057846 3.250666

GOTERM_BP_DIRECTGO:0048247~lymphocyte chemotaxis 9 0.004122 0.001817CCL13, CCL23, CCL2, CCL20, SAA1, CCL8, ADAM8, CCL18, CCL26 1434 28 16792 3.763897 0.999642 0.059216 3.354065

GOTERM_BP_DIRECTGO:0007596~blood coagulation 29 0.013283 0.001915F13A1, CAPZA1, ITGB3, LMAN1, PROCR, CD177, GATA6, VKORC1, SH2B3, FCER1G, SERPINA1, TFPI2, EHD2, RAB27A, MAFF, LYN, ANXA5, MAFK, WAS, PLAUR, THBD, HDAC1, P2RX1, F3, COL1A2, IRF1, COL1A1, PROS1, PLAU 1434 184 16792 1.845582 0.999767 0.061852 3.532015

GOTERM_BP_DIRECTGO:0050829~defense response to Gram-negative bacterium 13 0.005954 0.001974SLC11A1, IL6, IL23A, ADM, SERPINE1, PYCARD, LYZ, TNFRSF14, CD4, MR1, LBP, SSC5D, B2M 1434 55 16792 2.767795 0.99982 0.063215 3.638044

GOTERM_BP_DIRECTGO:0048535~lymph node development 7 0.003206 0.002075CXCL13, CD248, RIPK3, FADD, IL7R, LTB, TGFB1 1434 17 16792 4.821725 0.999884 0.065861 3.82077

GOTERM_BP_DIRECTGO:0002407~dendritic cell chemotaxis 7 0.003206 0.002075GPR183, CCR7, CXCR4, CCR1, CCR2, CXCR1, CCL5 1434 17 16792 4.821725 0.999884 0.065861 3.82077

GOTERM_BP_DIRECTGO:0042340~keratan sulfate catabolic process 6 0.002748 0.002136GNS, FMOD, LUM, HEXA, HEXB, GALNS 1434 12 16792 5.854951 0.999911 0.067263 3.932088

GOTERM_BP_DIRECTGO:0045086~positive regulation of interleukin-2 biosynthetic process 6 0.002748 0.002136CD86, CD80, CD3E, IL1B, CD4, IL1A 1434 12 16792 5.854951 0.999911 0.067263 3.932088

GOTERM_BP_DIRECTGO:0050727~regulation of inflammatory response 14 0.006412 0.002223IL1R1, SBNO2, TNFSF4, LYN, PTGS2, ANXA1, BIRC3, NOD2, CASP4, PYCARD, PIK3AP1, ADAMTS12, TNFAIP3, TNIP1 1434 63 16792 2.602201 0.999939 0.069391 4.088056

GOTERM_BP_DIRECTGO:0007566~embryo implantation 11 0.005038 0.002318LIF, FBLN1, PTGS2, IGFBP7, MMP9, IL1B, STC1, VMP1, EMP2, PCSK5, SPP1 1434 42 16792 3.066879 0.99996 0.071732 4.258804

GOTERM_BP_DIRECTGO:0060058~positive regulation of apoptotic process involved in mammary gland involution 4 0.001832 0.002323B4GALT1, VDR, BAX, PML 1434 4 16792 11.7099 0.999961 0.07138 4.268089

GOTERM_BP_DIRECTGO:2000483~negative regulation of interleukin-8 secretion 4 0.001832 0.002323ANXA1, PTPN22, SSC5D, ANXA4 1434 4 16792 11.7099 0.999961 0.07138 4.268089

GOTERM_BP_DIRECTGO:0001836~release of cytochrome c from mitochondria 8 0.003664 0.002346BAK1, JUN, BAX, BCL2A1, PMAIP1, SFN, ST20, SOD2 1434 23 16792 4.07301 0.999965 0.07157 4.31015

GOTERM_BP_DIRECTGO:0009617~response to bacterium 8 0.003664 0.002346CD47, SERPINB9, SLC11A1, CAV1, CCL2, CCR4, IL27, FUCA2 1434 23 16792 4.07301 0.999965 0.07157 4.31015

GOTERM_BP_DIRECTGO:0050728~negative regulation of inflammatory response 16 0.007328 0.002524ZFP36, TNFAIP8L2, IL2RA, PTGER4, SOCS3, PTPN2, CD276, PRKCD, TNFRSF1A, TNFAIP6, TNFRSF1B, SERPINF1, MEFV, SAA1, METRNL, TNFAIP3 1434 79 16792 2.371626 0.999984 0.076269 4.630312

GOTERM_BP_DIRECTGO:0043407~negative regulation of MAP kinase activity 10 0.00458 0.002652PTPN6, IRAK3, CBLC, DUSP1, RGS2, LYN, CD300A, IL1B, PRKCD, RGS14 1434 36 16792 3.252751 0.999991 0.079438 4.859869

GOTERM_BP_DIRECTGO:0042742~defense response to bacterium 24 0.010992 0.002726MICA, S100A8, CEBPE, TLR1, S100A9, HP, CXCL6, TLR6, PRKCD, IL10, S100A12, SLC11A1, TNFRSF1A, NLRC4, NOD2, NOD1, PPBP, CCL20, CXCL13, STAB1, HAMP, BCL3, FCER1G, CLEC4D 1434 145 16792 1.938191 0.999993 0.080994 4.991214

GOTERM_BP_DIRECTGO:0001913~T cell mediated cytotoxicity 5 0.00229 0.002793MICB, CRTAM, MICA, CTSC, EMP2 1434 8 16792 7.318689 0.999995 0.082347 5.111042

GOTERM_BP_DIRECTGO:0045630~positive regulation of T-helper 2 cell differentiation 5 0.00229 0.002793IL6, CD86, TNFSF4, IL4R, IL18 1434 8 16792 7.318689 0.999995 0.082347 5.111042

GOTERM_BP_DIRECTGO:0071550~death-inducing signaling complex assembly 5 0.00229 0.002793TNFRSF1A, RIPK1, CASP8, FADD, TRADD 1434 8 16792 7.318689 0.999995 0.082347 5.111042

GOTERM_BP_DIRECTGO:0002467~germinal center formation 5 0.00229 0.002793UNC13D, KLHL6, CXCL13, BCL3, NFKB2 1434 8 16792 7.318689 0.999995 0.082347 5.111042

GOTERM_BP_DIRECTGO:0050870~positive regulation of T cell activation 7 0.003206 0.00289CD47, BCL10, CCDC88B, CCL2, CCR2, PYCARD, HLA-DPB1 1434 18 16792 4.553851 0.999997 0.084504 5.283258

GOTERM_BP_DIRECTGO:0030449~regulation of complement activation 9 0.004122 0.002936C3AR1, CD55, C5AR1, C3, CFB, CFH, CFI, C2, PROS1 1434 30 16792 3.512971 0.999997 0.085228 5.365545

GOTERM_BP_DIRECTGO:0046330~positive regulation of JNK cascade 14 0.006412 0.002973LTBR, CARD9, FZD7, CCR7, NOD2, NOD1, CTGF, RIPK1, PYCARD, IL1B, GADD45B, IL1A, CD27, MAP3K11 1434 65 16792 2.522133 0.999998 0.085705 5.432539

GOTERM_BP_DIRECTGO:0010628~positive regulation of gene expression 37 0.016947 0.002987CAV1, TNC, VIM, TLR2, PTPN22, HSPA1B, IL7R, CALR, TGFB1, SLC11A1, VDR, CTGF, NKX3-1, ZC3H12A, IL1B, CNN2, MSN, NFIL3, IL1A, RAB27A, FN1, IL6, ACTA2, CD3E, ERP29, PIK3CD, ITGA3, HMGA2, LGALS9, LCN2, SERPINB9, INHBA, PLSCR1, FBLN1, LAMP3, SFRP4, ENG 1434 262 16792 1.653689 0.999998 0.085522 5.457106

GOTERM_BP_DIRECTGO:0002526~acute inflammatory response 6 0.002748 0.003229B4GALT1, IL6, TNFSF4, S100A8, PTGES, VNN1 1434 13 16792 5.40457 0.999999 0.091536 5.886719

GOTERM_BP_DIRECTGO:0010952~positive regulation of peptidase activity 6 0.002748 0.003229CAV1, FBLN1, MMP14, PCOLCE, FN1, PCOLCE2 1434 13 16792 5.40457 0.999999 0.091536 5.886719

GOTERM_BP_DIRECTGO:0042130~negative regulation of T cell proliferation 10 0.00458 0.003244HAVCR2, PTPN6, IL2RA, HLA-DRB1, CD276, SDC4, GPNMB, VSIG4, IL10, TGFB1 1434 37 16792 3.164838 0.999999 0.091346 5.912994

GOTERM_BP_DIRECTGO:0007160~cell-matrix adhesion 17 0.007786 0.003691PARVG, LYVE1, LYPD3, CD44, CTGF, ITGB7, FBLN5, COL3A1, ITGA1, ITGB5, ITGB2, ITGA3, ADAMTS12, ITGB3, ITGA4, CD63, EMP2 1434 90 16792 2.21187 1 0.102627 6.701359

GOTERM_BP_DIRECTGO:0051291~protein heterooligomerization 14 0.006412 0.003919TMEM120A, BCL10, FADD, BIRC3, ITPR3, GCH1, TRADD, P2RX1, SQSTM1, RIPK1, CASP8, RIPK3, CLDN1, GCHFR 1434 67 16792 2.446845 1 0.107927 7.100382

GOTERM_BP_DIRECTGO:0045926~negative regulation of growth 7 0.003206 0.003922MT1L, MT1M, MT1A, MT2A, MT1E, MT1H, MT1G 1434 19 16792 4.314175 1 0.107332 7.105756

GOTERM_BP_DIRECTGO:0042517~positive regulation of tyrosine phosphorylation of Stat3 protein 10 0.00458 0.003935LIF, OSM, LEP, IL6, IL23A, HDAC1, SOCS3, CLCF1, IL18, CSF1R 1434 38 16792 3.081553 1 0.106999 7.128477

GOTERM_BP_DIRECTGO:0007259~JAK-STAT cascade 9 0.004122 0.004528NMI, CCL2, SOCS3, CLCF1, STAT5A, CCR2, SOCS1, PKD2, IL15RA 1434 32 16792 3.29341 1 0.121397 8.160869

GOTERM_BP_DIRECTGO:0051897~positive regulation of protein kinase B signaling 16 0.007328 0.004643CSF3, TNFAIP8L3, IL6, HCLS1, FAM110C, IL18, CHI3L1, TGFB1, LEP, GPX1, CCR7, F3, TXN, HBEGF, THBS1, ADAM8 1434 84 16792 2.230458 1 0.123533 8.359766

GOTERM_BP_DIRECTGO:0042311~vasodilation 6 0.002748 0.004674GPX1, KCNJ8, PLOD3, ITGA1, BDKRB2, GCH1 1434 14 16792 5.01853 1 0.123539 8.412088

GOTERM_BP_DIRECTGO:0002281~macrophage activation involved in immune response 5 0.00229 0.004689HAVCR2, SBNO2, TICAM1, LBP, TYROBP 1434 9 16792 6.505501 1 0.123183 8.439046

GOTERM_BP_DIRECTGO:0002480~antigen processing and presentation of exogenous peptide antigen via MHC class I, TAP-independent 5 0.00229 0.004689HLA-H, HLA-A, HLA-B, HLA-E, B2M 1434 9 16792 6.505501 1 0.123183 8.439046

GOTERM_BP_DIRECTGO:0035456~response to interferon-beta 5 0.00229 0.004689PLSCR1, BST2, IFITM1, IFITM2, IFITM3 1434 9 16792 6.505501 1 0.123183 8.439046

GOTERM_BP_DIRECTGO:0048245~eosinophil chemotaxis 5 0.00229 0.004689CCL13, HRH1, LGALS3, CCL5, CCL7 1434 9 16792 6.505501 1 0.123183 8.439046

GOTERM_BP_DIRECTGO:0060670~branching involved in labyrinthine layer morphogenesis 5 0.00229 0.004689ADM, SOCS3, SPINT1, FZD5, IL10 1434 9 16792 6.505501 1 0.123183 8.439046

GOTERM_BP_DIRECTGO:0002544~chronic inflammatory response 5 0.00229 0.004689S100A8, PTGES, CXCL13, VNN1, THBS1 1434 9 16792 6.505501 1 0.123183 8.439046

GOTERM_BP_DIRECTGO:0002237~response to molecule of bacterial origin 5 0.00229 0.004689BCL10, CXCL2, TLR2, TNFAIP3, IL10 1434 9 16792 6.505501 1 0.123183 8.439046

GOTERM_BP_DIRECTGO:0008219~cell death 10 0.00458 0.004735BCL10, FOSL2, ZAK, HMOX1, RGS19, PARP4, EMP3, EMP2, EMP1, MAP3K11 1434 39 16792 3.002539 1 0.123578 8.51863

GOTERM_BP_DIRECTGO:0006487~protein N-linked glycosylation 10 0.00458 0.004735B4GALT1, MGAT2, MAGT1, FUT7, KCNE1, FUT4, RPN2, MAN1C1, PMM2, DDOST 1434 39 16792 3.002539 1 0.123578 8.51863

GOTERM_BP_DIRECTGO:0000302~response to reactive oxygen species 10 0.00458 0.004735CYBA, GPX1, P4HB, CYBB, PLK3, PRDX6, TXN, GPX8, SOD3, SOD2 1434 39 16792 3.002539 1 0.123578 8.51863

GOTERM_BP_DIRECTGO:0032757~positive regulation of interleukin-8 production 8 0.003664 0.005021NOD2, RIPK1, SERPINE1, TLR2, IL1B, FADD, HSPA1B, LBP 1434 26 16792 3.603047 1 0.129771 9.009815

GOTERM_BP_DIRECTGO:0006874~cellular calcium ion homeostasis 17 0.007786 0.005145CAV1, CCL2, CCR1, HEXB, CCL8, CD40, CALR, ATP13A3, CCL5, TGFB1, CCL7, VDR, CCL13, CCL23, ATP2A3, CCR2, STC1 1434 93 16792 2.14052 1 0.131972 9.221505

GOTERM_BP_DIRECTGO:0032753~positive regulation of interleukin-4 production 7 0.003206 0.005204HAVCR2, TNFSF4, CD3E, CD40LG, HLA-E, SASH3, LGALS9 1434 20 16792 4.098466 1 0.132609 9.32253

GOTERM_BP_DIRECTGO:0006801~superoxide metabolic process 7 0.003206 0.005204CYBA, CYBB, NCF2, NCF1, NCF1C, NCF1B, SOD2 1434 20 16792 4.098466 1 0.132609 9.32253

GOTERM_BP_DIRECTGO:0030101~natural killer cell activation 7 0.003206 0.005204IL18R1, IL18, PIK3CD, CASP8, ULBP2, CD2, ITGB2 1434 20 16792 4.098466 1 0.132609 9.32253

GOTERM_BP_DIRECTGO:0050853~B cell receptor signaling pathway 12 0.005496 0.00524PTPRC, PTPN6, LAT2, KLHL6, LYN, PIK3CD, PLCG2, MNDA, NFAM1, RFTN1, TEC, BTK 1434 54 16792 2.602201 1 0.132698 9.384393

GOTERM_BP_DIRECTGO:0048146~positive regulation of fibroblast proliferation 12 0.005496 0.00524S100A6, CDKN1A, FBLN1, UTS2, FOSL2, EREG, JUN, SPHK1, PML, TGFB1, ANXA2, FN1 1434 54 16792 2.602201 1 0.132698 9.384393

GOTERM_BP_DIRECTGO:0042270~protection from natural killer cell mediated cytotoxicity 4 0.001832 0.005437SERPINB9, HLA-A, HLA-B, HLA-E 1434 5 16792 9.367922 1 0.136569 9.721539

GOTERM_BP_DIRECTGO:0002503~peptide antigen assembly with MHC class II protein complex 4 0.001832 0.005437HLA-DRB1, HLA-DMB, HLA-DMA, HLA-DRA 1434 5 16792 9.367922 1 0.136569 9.721539

GOTERM_BP_DIRECTGO:0045860~positive regulation of protein kinase activity 11 0.005038 0.005523PTPRC, SNX9, CDKN1A, CCR7, EREG, MAP2K3, CD4, SDC4, IQGAP1, LCP2, CYR61 1434 47 16792 2.740615 1 0.13778 9.867204

GOTERM_BP_DIRECTGO:0043491~protein kinase B signaling 9 0.004122 0.005539PLK3, CCL2, RPS6KB2, IL1B, NKX3-1, CD40, CCL5, TGFB1, EPHA2 1434 33 16792 3.19361 1 0.137357 9.893479

GOTERM_BP_DIRECTGO:0002755~MyD88-dependent toll-like receptor signaling pathway 9 0.004122 0.005539IRAK2, IRAK3, LY96, TLR1, TLR2, TLR6, TNIP1, TLR8, BTK 1434 33 16792 3.19361 1 0.137357 9.893479

GOTERM_BP_DIRECTGO:0016525~negative regulation of angiogenesis 13 0.005954 0.005587HHEX, COL4A2, CCL2, SERPINF1, STAB1, CCR2, PML, FASLG, THBS1, THBS2, GPR4, EPHA2, CXCL10 1434 62 16792 2.455302 1 0.137702 9.976281

GOTERM_BP_DIRECTGO:0010575~positive regulation of vascular endothelial growth factor production 8 0.003664 0.006288C3AR1, CYP1B1, C5AR1, PTGS2, C3, IL1B, TGFB1, IL1A 1434 27 16792 3.469601 1 0.152771 11.15847

GOTERM_BP_DIRECTGO:0006909~phagocytosis 11 0.005038 0.006455LEP, SLC11A1, CORO1A, UNC13D, CD93, CEBPE, PECAM1, ICAM3, ANXA1, ITGB2, CEACAM4 1434 48 16792 2.683519 1 0.155649 11.43834

GOTERM_BP_DIRECTGO:0030214~hyaluronan catabolic process 6 0.002748 0.006524LYVE1, CD44, HEXA, GUSB, HEXB, TGFB1 1434 15 16792 4.683961 1 0.156314 11.55306

GOTERM_BP_DIRECTGO:0042993~positive regulation of transcription factor import into nucleus 6 0.002748 0.006524CSF3, TMEM173, HDAC3, HCLS1, PTPN22, FLNA 1434 15 16792 4.683961 1 0.156314 11.55306

GOTERM_BP_DIRECTGO:0097192~extrinsic apoptotic signaling pathway in absence of ligand 9 0.004122 0.006712LCN2, BAK1, BAX, BCL2A1, IL1B, FADD, FAS, ST20, IL1A 1434 34 16792 3.09968 1 0.159584 11.86674

GOTERM_BP_DIRECTGO:0005975~carbohydrate metabolic process 26 0.011909 0.00689B4GALT1, MGAT4B, ADPGK, GUSB, HEXA, HEXB, CHST2, CHI3L1, CHI3L2, FUCA2, MANBA, MGAT1, PGM2, GCKR, GALM, NAGPA, SLC2A5, GLA, PYGL, SLC2A3, GFPT2, NAGA, MGAM, FUT4, MAN2B1, YDJC 1434 174 16792 1.749756 1 0.1626 12.1637

GOTERM_BP_DIRECTGO:0002726~positive regulation of T cell cytokine production 5 0.00229 0.007291TNFSF4, HLA-A, FZD5, SASH3, B2M 1434 10 16792 5.854951 1 0.170323 12.82651

GOTERM_BP_DIRECTGO:0010820~positive regulation of T cell chemotaxis 5 0.00229 0.007291CXCL13, CCR2, TMEM102, TNFSF14, CCL5 1434 10 16792 5.854951 1 0.170323 12.82651

GOTERM_BP_DIRECTGO:0002675~positive regulation of acute inflammatory response 5 0.00229 0.007291OSM, IL6, OSMR, ALOX5AP, ADAM8 1434 10 16792 5.854951 1 0.170323 12.82651

GOTERM_BP_DIRECTGO:0001503~ossification 15 0.00687 0.007345IBSP, TWSG1, OSTF1, IFITM1, MMP9, FSTL3, COL5A2, SLC26A2, CHRDL2, CTGF, LTF, FOXC2, STC1, RUNX1, SPP1 1434 80 16792 2.195607 1 0.170565 12.9152

GOTERM_BP_DIRECTGO:0009314~response to radiation 8 0.003664 0.007778F11R, PLK3, ZAK, CCR4, JUN, COL3A1, TXN, JUNB 1434 28 16792 3.345686 1 0.178748 13.62456

GOTERM_BP_DIRECTGO:0090200~positive regulation of release of cytochrome c from mitochondria 8 0.003664 0.007778BAK1, TNFSF10, BAX, MMP9, PYCARD, CIDEB, PMAIP1, PLAUR 1434 28 16792 3.345686 1 0.178748 13.62456

GOTERM_BP_DIRECTGO:0035666~TRIF-dependent toll-like receptor signaling pathway 8 0.003664 0.007778LY96, RIPK1, CASP8, TICAM1, TICAM2, FADD, BIRC3, TMED7-TICAM2 1434 28 16792 3.345686 1 0.178748 13.62456

GOTERM_BP_DIRECTGO:0051384~response to glucocorticoid 13 0.005954 0.008226PAM, IL6, DUSP1, ADM, PTGS2, AIF1, PAPPA, IL1RN, FAS, AREG, IGFBP2, MDK, IL10 1434 65 16792 2.34198 1 0.187083 14.35365

GOTERM_BP_DIRECTGO:0070373~negative regulation of ERK1 and ERK2 cascade 12 0.005496 0.009116LIF, DUSP3, FBLN1, TBC1D10C, DUSP1, LYN, PTPN2, ERRFI1, TNIP1, RGS14, GBP1, DUSP6 1434 58 16792 2.422738 1 0.204119 15.78264

GOTERM_BP_DIRECTGO:0045785~positive regulation of cell adhesion 10 0.00458 0.009263CCR7, STX3, SAA1, TNFRSF18, TGM2, TMEM102, RHOD, CCL5, ADAM8, APBB1IP 1434 43 16792 2.723233 1 0.206029 16.01805

GOTERM_BP_DIRECTGO:0045429~positive regulation of nitric oxide biosynthetic process 10 0.00458 0.009263ICAM1, IL6, PTGS2, AIF1, TICAM1, PKD2, IL1B, ITGB2, PTX3, SOD2 1434 43 16792 2.723233 1 0.206029 16.01805

GOTERM_BP_DIRECTGO:0042113~B cell activation 8 0.003664 0.009513LAT2, CD86, BST2, PIK3CD, CASP8, CD40, SKAP2, BTK 1434 29 16792 3.230318 1 0.209922 16.41456

GOTERM_BP_DIRECTGO:0002376~immune system process 8 0.003664 0.009513KCNN4, CD300A, SQSTM1, VSTM1, CD300LF, HP, CD300C, TAPBPL 1434 29 16792 3.230318 1 0.209922 16.41456

GOTERM_BP_DIRECTGO:0032355~response to estradiol 16 0.007328 0.009827PAM, PTGS2, ANXA1, CALR, MBD2, TGFB1, GJB2, LEP, DUSP1, CTGF, CASP8, CD4, COL1A1, AREG, IGFBP2, NQO1 1434 91 16792 2.058884 1 0.214992 16.90954

GOTERM_BP_DIRECTGO:0035754~B cell chemotaxis 4 0.001832 0.010186CXCL13, HSD3B7, CH25H, PIK3CD 1434 6 16792 7.806602 1 0.220858 17.4737

GOTERM_BP_DIRECTGO:0097527~necroptotic signaling pathway 4 0.001832 0.010186RIPK1, FASLG, FADD, FAS 1434 6 16792 7.806602 1 0.220858 17.4737

GOTERM_BP_DIRECTGO:0043620~regulation of DNA-templated transcription in response to stress 4 0.001832 0.010186RPS6KA3, RPS6KA1, C8ORF4, RGS14 1434 6 16792 7.806602 1 0.220858 17.4737

GOTERM_BP_DIRECTGO:0032494~response to peptidoglycan 4 0.001832 0.010186IRAK3, IL6, CARD9, C5AR1 1434 6 16792 7.806602 1 0.220858 17.4737

GOTERM_BP_DIRECTGO:0007044~cell-substrate junction assembly 4 0.001832 0.010186TLN1, ITGA5, ITGB3, FN1 1434 6 16792 7.806602 1 0.220858 17.4737

GOTERM_BP_DIRECTGO:0002819~regulation of adaptive immune response 4 0.001832 0.010186CD48, TNFSF4, RIPK3, IRF1 1434 6 16792 7.806602 1 0.220858 17.4737

GOTERM_BP_DIRECTGO:0036498~IRE1-mediated unfolded protein response 12 0.005496 0.010364PREB, KDELR3, TLN1, CUL7, DNAJB11, TPP1, PDIA5, HSPA5, DNAJC3, EDEM1, WIPI1, SEC61A1 1434 59 16792 2.381675 1 0.223155 17.75033

GOTERM_BP_DIRECTGO:0034145~positive regulation of toll-like receptor 4 signaling pathway 5 0.00229 0.010692TICAM2, LTF, PTPN22, LBP, TMED7-TICAM2 1434 11 16792 5.322683 1 0.228273 18.26113

GOTERM_BP_DIRECTGO:0051279~regulation of release of sequestered calcium ion into cytosol 5 0.00229 0.010692CYBA, PTPN6, CORO1A, LYN, UBASH3B 1434 11 16792 5.322683 1 0.228273 18.26113

GOTERM_BP_DIRECTGO:0009313~oligosaccharide catabolic process 5 0.00229 0.010692HEXB, NEU1, MAN2B1, CTBS, MANBA 1434 11 16792 5.322683 1 0.228273 18.26113

GOTERM_BP_DIRECTGO:0032733~positive regulation of interleukin-10 production 7 0.003206 0.010868NOD2, TNFSF4, IL23A, CD40LG, TLR2, FCER1G, SASH3 1434 23 16792 3.563883 1 0.230456 18.53285

GOTERM_BP_DIRECTGO:0016337~single organismal cell-cell adhesion 17 0.007786 0.011379ICAM1, MPZL2, ICAM4, ICAM3, CD2AP, CD44, CD93, SRPX2, ICOS, CD58, CD2, GPA33, VNN1, CSTA, VMP1, ADAM8, COL8A2 1434 101 16792 1.970974 1 0.238798 19.31938

GOTERM_BP_DIRECTGO:0043547~positive regulation of GTPase activity 65 0.029771 0.011423A2M, HPS1, ARHGAP18, ARHGAP15, IQGAP1, PTGIR, GIT2, CSF2RB, ERRFI1, ARHGAP9, ICAM1, F11R, PSD4, CD40, ARHGAP29, ARHGAP30, SH2D3A, EREG, BNIP2, JUN, ACAP1, RIN1, DENND3, EPS8L2, RIN3, SNX9, CCL2, SIPA1, CYTH4, CCL8, CCL5, DENND2D, CCL7, CCL26, DOCK2, PLEKHG1, CCL23, CCL20, RASAL3, IL2RG, TRIP10, ARHGDIA, ARHGDIB, CDC42EP5, IL2RB, IL2RA, LAMTOR2, RGS19, S100A10, RGS18, RGS16, DENND1C, RGS14, CCL18, PREB, CCL13, RGS1, ADAP2, RGS2, ARF4, HBEGF, JAK3, SH3BGRL3, ARAP3, ARAP1 1434 565 16792 1.347157 1 0.238462 19.38586

GOTERM_BP_DIRECTGO:2000379~positive regulation of reactive oxygen species metabolic process 8 0.003664 0.011515LEP, TSPO, CDKN1A, RIPK1, RIPK3, ZC3H12A, THBS1, NQO2 1434 30 16792 3.122641 1 0.23902 19.52712

GOTERM_BP_DIRECTGO:0010803~regulation of tumor necrosis factor-mediated signaling pathway 8 0.003664 0.011515TNFRSF1A, RIPK1, CASP8, SPHK1, PYCARD, BIRC3, TNFAIP3, TRADD 1434 30 16792 3.122641 1 0.23902 19.52712

GOTERM_BP_DIRECTGO:0045776~negative regulation of blood pressure 8 0.003664 0.011515SCPEP1, VEGFC, UTS2, FFAR3, BDKRB1, APLN, RNPEP, GCH1 1434 30 16792 3.122641 1 0.23902 19.52712

GOTERM_BP_DIRECTGO:0030217~T cell differentiation 8 0.003664 0.011515LEP, PTPRC, CD3D, PTPN2, PIK3CD, PTPN22, CD4, IL7R 1434 30 16792 3.122641 1 0.23902 19.52712

GOTERM_BP_DIRECTGO:0044344~cellular response to fibroblast growth factor stimulus 8 0.003664 0.011515ZFP36, ZFP36L2, CCL2, CD44, COL1A1, CCL5, SNAI2, GCLM 1434 30 16792 3.122641 1 0.23902 19.52712

GOTERM_BP_DIRECTGO:0055072~iron ion homeostasis 8 0.003664 0.011515STEAP3, SLC11A1, HMOX1, SLC25A37, STEAP1, FTL, SOD2, B2M 1434 30 16792 3.122641 1 0.23902 19.52712

GOTERM_BP_DIRECTGO:0071276~cellular response to cadmium ion 6 0.002748 0.011647CYBB, MT1A, HMOX1, MT1E, MT1H, MT1G 1434 17 16792 4.132907 1 0.24028 19.72806

GOTERM_BP_DIRECTGO:0050860~negative regulation of T cell receptor signaling pathway 6 0.002748 0.011647PTPN6, DUSP3, LGALS3, PTPN2, PTPN22, GBP1 1434 17 16792 4.132907 1 0.24028 19.72806

GOTERM_BP_DIRECTGO:0043154~negative regulation of cysteine-type endopeptidase activity involved in apoptotic process 13 0.005954 0.013153SERPINB9, GPX1, TRIAP1, IL6, RPS6KA3, LAMP3, CD44, RPS6KA1, TNFAIP8, TNFSF14, SFN, THBS1, CD27 1434 69 16792 2.206213 1 0.265759 21.9918

GOTERM_BP_DIRECTGO:0030866~cortical actin cytoskeleton organization 7 0.003206 0.013467FMNL1, TLN1, PLEK, ARF6, PRKCDBP, CALR, EHD2 1434 24 16792 3.415388 1 0.269957 22.45559

GOTERM_BP_DIRECTGO:0042771~intrinsic apoptotic signaling pathway in response to DNA damage by p53 class mediator 8 0.003664 0.013805CDKN1A, TMEM109, PML, PYCARD, BCL3, RPS27L, PMAIP1, PHLDA3 1434 31 16792 3.02191 1 0.274501 22.95227

GOTERM_BP_DIRECTGO:0098869~cellular oxidant detoxification 13 0.005954 0.014679PTGS2, S100A9, PRDX4, HP, AAED1, GPX1, PRDX6, GSTK1, TXN, GPX8, GSTO1, SRXN1, MGST1 1434 70 16792 2.174696 1 0.287925 24.22342

GOTERM_BP_DIRECTGO:0098609~cell-cell adhesion 35 0.016031 0.014892CAST, SNX9, ZC3HAV1, CAPZA1, ARHGAP18, PDLIM1, EPS15L1, SFN, TAGLN2, GPRC5A, IQGAP1, PFN1, CNN2, HSPA5, FAM129B, TES, EHD4, VASN, F11R, S100P, TWF2, SWAP70, S100A11, VASP, EPHA2, ANXA2, TNKS1BP1, CSNK1D, TACSTD2, PRDX6, RARS, CAPG, DNAJB1, PERP, EPS8L2 1434 271 16792 1.512349 1 0.290168 24.52972

GOTERM_BP_DIRECTGO:0032695~negative regulation of interleukin-12 production 5 0.00229 0.01497IRAK3, MEFV, JAK3, THBS1, IL10 1434 12 16792 4.879126 1 0.290188 24.6426

GOTERM_BP_DIRECTGO:0001774~microglial cell activation 5 0.00229 0.01497AIF1, JUN, TLR2, TLR6, TLR8 1434 12 16792 4.879126 1 0.290188 24.6426

GOTERM_BP_DIRECTGO:0043032~positive regulation of macrophage activation 5 0.00229 0.01497HAVCR2, IL4R, LBP, THBS1, IL10 1434 12 16792 4.879126 1 0.290188 24.6426

GOTERM_BP_DIRECTGO:0044319~wound healing, spreading of cells 5 0.00229 0.01497RHOA, RHOC, FLNA, LCP1, CYR61 1434 12 16792 4.879126 1 0.290188 24.6426

GOTERM_BP_DIRECTGO:0033280~response to vitamin D 6 0.002748 0.015015PTGS2, STC1, CD4, TGFB1, SPP1, CXCL10 1434 18 16792 3.903301 1 0.289659 24.70702

GOTERM_BP_DIRECTGO:0002690~positive regulation of leukocyte chemotaxis 6 0.002748 0.015015IL6, PPBP, CXCL5, CXCL6, PF4V1, CXCL10 1434 18 16792 3.903301 1 0.289659 24.70702

GOTERM_BP_DIRECTGO:0045089~positive regulation of innate immune response 6 0.002748 0.015015PLSCR1, CARD9, EREG, CCL5, TLR8, CD1D 1434 18 16792 3.903301 1 0.289659 24.70702

GOTERM_BP_DIRECTGO:0051260~protein homooligomerization 25 0.011451 0.015776PAM, PRF1, CAV1, GCH1, SHKBP1, NLRC4, HMOX1, TGM2, TOR1B, FAS, EHD4, ANGPTL4, TMEM120A, BCL10, FLOT1, ITPR3, SOD2, KCTD9, TAF10, P2RX1, RIPK1, BAX, RIPK3, CLDN1, KCTD11 1434 177 16792 1.653941 1 0.300672 25.79106

GOTERM_BP_DIRECTGO:0042327~positive regulation of phosphorylation 7 0.003206 0.01647BCL10, EREG, AREG, THBS1, CCL5, APLN, FZD7 1434 25 16792 3.278773 1 0.310355 26.76613

GOTERM_BP_DIRECTGO:0060135~maternal process involved in female pregnancy 7 0.003206 0.01647HAVCR2, PAM, CCL2, DSG2, MMP7, ITGA3, LGALS9 1434 25 16792 3.278773 1 0.310355 26.76613

GOTERM_BP_DIRECTGO:0034612~response to tumor necrosis factor 7 0.003206 0.01647PTGS2, RIPK1, CXCL16, CASP8, CHI3L1, UBD, GCH1 1434 25 16792 3.278773 1 0.310355 26.76613

GOTERM_BP_DIRECTGO:0050715~positive regulation of cytokine secretion 7 0.003206 0.01647CRTAM, PTGER4, FGR, SAA1, CLEC5A, IL10, IL1A 1434 25 16792 3.278773 1 0.310355 26.76613

GOTERM_BP_DIRECTGO:0001542~ovulation from ovarian follicle 4 0.001832 0.016703LEP, AFP, MMP19, ADAMTS1 1434 7 16792 6.691373 1 0.312681 27.09091

GOTERM_BP_DIRECTGO:0002606~positive regulation of dendritic cell antigen processing and presentation 4 0.001832 0.016703SLC11A1, NOD2, CCR7, NOD1 1434 7 16792 6.691373 1 0.312681 27.09091

GOTERM_BP_DIRECTGO:0050869~negative regulation of B cell activation 4 0.001832 0.016703TBC1D10C, FAS, TNFAIP3, SAMSN1 1434 7 16792 6.691373 1 0.312681 27.09091

GOTERM_BP_DIRECTGO:0045869~negative regulation of single stranded viral RNA replication via double stranded DNA intermediate 4 0.001832 0.016703APOBEC3G, HMGA2, APOBEC3F, APOBEC3D 1434 7 16792 6.691373 1 0.312681 27.09091

GOTERM_BP_DIRECTGO:0043305~negative regulation of mast cell degranulation 4 0.001832 0.016703CD300A, HMOX1, LGALS9, IL13RA2 1434 7 16792 6.691373 1 0.312681 27.09091

GOTERM_BP_DIRECTGO:0043567~regulation of insulin-like growth factor receptor signaling pathway 4 0.001832 0.016703IGFBP6, IGFBP2, IGFBP3, IGFBP4 1434 7 16792 6.691373 1 0.312681 27.09091

GOTERM_BP_DIRECTGO:0001558~regulation of cell growth 14 0.006412 0.017423TMC8, IGFBP7, IGFBP6, CHPT1, CISH, CTGF, FBLN5, HTRA4, HTRA3, IGFBP2, IGFBP3, IGFBP4, CYR61, MUC12 1434 80 16792 2.049233 1 0.32245 28.08552

GOTERM_BP_DIRECTGO:0043280~positive regulation of cysteine-type endopeptidase activity involved in apoptotic process 9 0.004122 0.018048BCL10, CARD8, TNFSF10, NOD1, CTGF, PYCARD, NKX3-1, PMAIP1, CYR61 1434 40 16792 2.634728 1 0.330562 28.93812

GOTERM_BP_DIRECTGO:0043124~negative regulation of I-kappaB kinase/NF-kappaB sig


