
pathway pval padj ES NES nMoreExtremesize leadingEdge cells path_set

KEGG_AMINOACYL_TRNA_BIOSYNTHESIS 1.61E-07 6.06E-06 -0.7689185 -2.1884101 0 41 Nars,Gars,RarCAF_1 CP

KEGG_CELL_CYCLE 1.45E-07 6.06E-06 -0.5881481 -1.9728619 0 117 Myc,Ccnd1,CcnCAF_1 CP

KEGG_PROTEASOME 1.62E-07 6.06E-06 -0.7621136 -2.1384776 0 38 Psmc2,Psma7,PCAF_1 CP

KEGG_SPLICEOSOME 1.44E-07 6.06E-06 -0.6763789 -2.2762324 0 120 Snrpd1,Snrpb,LCAF_1 CP

PID_MYC_ACTIV_PATHWAY 1.53E-07 6.06E-06 -0.7734492 -2.4057093 0 69 Myc,Ncl,Fosl1,LCAF_1 CP

REACTOME_ACTIVATION_OF_APC_C_AND_APC_C:CDC20_MEDIATED_DEGRADATION_OF_MITOTIC_PROTEINS 1.53E-07 6.06E-06 -0.7034095 -2.1928715 0 70 Ube2c,Cdc20,PCAF_1 CP

REACTOME_APC_C:CDH1_MEDIATED_DEGRADATION_OF_CDC20_AND_OTHER_APC_C:CDH1_TARGETED_PROTEINS_IN_LATE_MITOSIS_EARLY_G1 1.54E-07 6.06E-06 -0.6901355 -2.1366274 0 67 Ube2c,Cdc20,PCAF_1 CP

REACTOME_ASSEMBLY_OF_THE_PRE_REPLICATIVE_COMPLEX 1.55E-07 6.06E-06 -0.7413666 -2.2667396 0 62 Mcm7,Orc2,GmCAF_1 CP

REACTOME_AUF1_HNRNP_D0_BINDS_AND_DESTABILIZES_MRNA 1.59E-07 6.06E-06 -0.7427158 -2.1745474 0 48 Eif4g1,HnrnpdCAF_1 CP

REACTOME_CDK_MEDIATED_PHOSPHORYLATION_AND_REMOVAL_OF_CDC6 1.54E-07 6.06E-06 -0.676754 -2.0901164 0 66 Ube2c,Ccna2,PCAF_1 CP

REACTOME_CELL_CYCLE_CHECKPOINTS 1.31E-07 6.06E-06 -0.6509729 -2.3727833 0 248 Cenpe,Cenpf,UCAF_1 CP

REACTOME_CELL_CYCLE_MITOTIC 1.20E-07 6.06E-06 -0.647425 -2.4769423 0 456 Top2a,Cenpe,CCAF_1 CP

REACTOME_CELLULAR_RESPONSES_TO_EXTERNAL_STIMULI 1.22E-07 6.06E-06 -0.4591663 -1.745676 0 416 Hspa9,Ube2c,DCAF_1 CP

REACTOME_CELLULAR_RESPONSES_TO_STRESS 1.26E-07 6.06E-06 -0.5057474 -1.8909974 0 333 Hspa9,Ube2c,DCAF_1 CP

REACTOME_CYCLIN_A:CDK2_ASSOCIATED_EVENTS_AT_S_PHASE_ENTRY 1.51E-07 6.06E-06 -0.693767 -2.2029666 0 79 Myc,Ccnd1,CksCAF_1 CP

REACTOME_CYTOSOLIC_TRNA_AMINOACYLATION 1.67E-07 6.06E-06 -0.8815515 -2.2580304 0 24 Nars,Gars,RarCAF_1 CP

REACTOME_DECTIN_1_MEDIATED_NONCANONICAL_NF_KB_SIGNALING 1.57E-07 6.06E-06 -0.7229297 -2.167067 0 55 Psmc2,Psma7,PCAF_1 CP

REACTOME_DNA_REPAIR 1.29E-07 6.06E-06 -0.5135148 -1.890557 0 277 Pcna,Usp1,ActCAF_1 CP

REACTOME_DNA_REPLICATION 1.45E-07 6.06E-06 -0.6936601 -2.3318672 0 119 Ube2c,Pcna,MCAF_1 CP

REACTOME_DNA_REPLICATION_PRE_INITIATION 1.51E-07 6.06E-06 -0.7168221 -2.2761751 0 79 Mcm7,Orc2,GmCAF_1 CP

REACTOME_FBXL7_DOWN_REGULATES_AURKA_DURING_MITOTIC_ENTRY_AND_IN_EARLY_MITOSIS 1.58E-07 6.06E-06 -0.7231028 -2.124759 0 49 Psmc2,Psma7,PCAF_1 CP

REACTOME_G2_M_CHECKPOINTS 1.43E-07 6.06E-06 -0.6654848 -2.2686273 0 133 Ccnb2,Mcm7,OCAF_1 CP

REACTOME_HIV_INFECTION 1.35E-07 6.06E-06 -0.6338243 -2.263341 0 201 Ran,Slc25a5,RCAF_1 CP

REACTOME_HIV_LIFE_CYCLE 1.42E-07 6.06E-06 -0.6069033 -2.0708568 0 134 Ran,Ranbp1,BCAF_1 CP

REACTOME_HOST_INTERACTIONS_OF_HIV_FACTORS 1.46E-07 6.06E-06 -0.6887622 -2.2972451 0 112 Ran,Slc25a5,RCAF_1 CP

REACTOME_INFECTIOUS_DISEASE 1.26E-07 6.06E-06 -0.5525362 -2.0644436 0 330 Ran,Hbegf,Slc2CAF_1 CP

REACTOME_M_PHASE 1.27E-07 6.06E-06 -0.6436385 -2.3987973 0 320 Cenpe,Cenpf,UCAF_1 CP

REACTOME_METABOLISM_OF_AMINO_ACIDS_AND_DERIVATIVES 1.31E-07 6.06E-06 -0.4940186 -1.8053172 0 255 Asns,Rars,SrmCAF_1 CP

REACTOME_METABOLISM_OF_NON_CODING_RNA 1.58E-07 6.06E-06 -0.7315594 -2.1720789 0 52 Snrpd1,Snrpb,RCAF_1 CP

REACTOME_METABOLISM_OF_POLYAMINES 1.58E-07 6.06E-06 -0.7126905 -2.1160553 0 52 Srm,Psmc2,PsCAF_1 CP

REACTOME_MITOCHONDRIAL_TRANSLATION 1.49E-07 6.06E-06 -0.6615405 -2.1477878 0 92 Mrpl13,Mrpl1,MCAF_1 CP

REACTOME_MITOTIC_G1_G1_S_PHASES 1.42E-07 6.06E-06 -0.6755164 -2.3171537 0 140 Top2a,Myc,CcnCAF_1 CP

REACTOME_MITOTIC_G2_G2_M_PHASES 1.37E-07 6.06E-06 -0.6416669 -2.2663096 0 181 Cenpf,Tpx2,HmCAF_1 CP

REACTOME_MITOTIC_METAPHASE_AND_ANAPHASE 1.37E-07 6.06E-06 -0.6902507 -2.4350071 0 179 Cenpe,Cenpf,UCAF_1 CP

REACTOME_MITOTIC_PROMETAPHASE 1.37E-07 6.06E-06 -0.6679994 -2.3579191 0 180 Cenpe,Cenpf,BCAF_1 CP

REACTOME_MITOTIC_SPINDLE_CHECKPOINT 1.47E-07 6.06E-06 -0.6758821 -2.2322127 0 104 Cenpe,Cenpf,UCAF_1 CP

REACTOME_MRNA_SPLICING 1.37E-07 6.06E-06 -0.6534963 -2.3121496 0 184 Fip1l1,Snrpd1,SCAF_1 CP

REACTOME_NEGATIVE_REGULATION_OF_NOTCH4_SIGNALING 1.58E-07 6.06E-06 -0.7272398 -2.1444972 0 50 Tacc3,Psmc2,PCAF_1 CP

REACTOME_ORC1_REMOVAL_FROM_CHROMATIN 1.54E-07 6.06E-06 -0.7470107 -2.3015265 0 65 Mcm7,Orc2,CcCAF_1 CP

REACTOME_PERK_REGULATES_GENE_EXPRESSION 1.66E-07 6.06E-06 -0.8118905 -2.1307405 0 27 Asns,Atf4,Eif2CAF_1 CP

REACTOME_PROCESSING_OF_CAPPED_INTRON_CONTAINING_PRE_MRNA 1.32E-07 6.06E-06 -0.6581352 -2.3858599 0 234 Fip1l1,Snrpd1,SCAF_1 CP

REACTOME_REGULATION_OF_MITOTIC_CELL_CYCLE 1.51E-07 6.06E-06 -0.7034385 -2.237886 0 80 Ube2c,Cdc20,PCAF_1 CP

REACTOME_REGULATION_OF_MRNA_STABILITY_BY_PROTEINS_THAT_BIND_AU_RICH_ELEMENTS 1.51E-07 6.06E-06 -0.6557279 -2.0782176 0 78 Set,Exosc8,ExoCAF_1 CP

REACTOME_RESOLUTION_OF_SISTER_CHROMATID_COHESION 1.46E-07 6.06E-06 -0.7047548 -2.3393987 0 108 Cenpe,Cenpf,BCAF_1 CP

REACTOME_RHO_GTPASES_ACTIVATE_FORMINS 1.45E-07 6.06E-06 -0.6430181 -2.1616247 0 119 Cenpe,Cenpf,BCAF_1 CP

REACTOME_RNA_POLYMERASE_II_TRANSCRIPTION_TERMINATION 1.54E-07 6.06E-06 -0.701715 -2.1566039 0 64 Fip1l1,Snrpb,DCAF_1 CP

REACTOME_RRNA_MODIFICATION_IN_THE_NUCLEUS_AND_CYTOSOL 1.57E-07 6.06E-06 -0.7632099 -2.2878115 0 55 Nop56,Nop58,NCAF_1 CP

REACTOME_RRNA_PROCESSING 1.36E-07 6.06E-06 -0.6519692 -2.3106954 0 187 Ddx21,Nop56,NCAF_1 CP

REACTOME_RRNA_PROCESSING_IN_THE_NUCLEUS_AND_CYTOSOL 1.37E-07 6.06E-06 -0.6594067 -2.3275883 0 180 Ddx21,Nop56,NCAF_1 CP

REACTOME_S_PHASE 1.40E-07 6.06E-06 -0.6762599 -2.3406092 0 151 Myc,Ube2c,CcnCAF_1 CP

REACTOME_SCF_SKP2_MEDIATED_DEGRADATION_OF_P27_P21 1.57E-07 6.06E-06 -0.7492264 -2.2458945 0 55 Ccnd1,Cks1b,CCAF_1 CP

REACTOME_SWITCHING_OF_ORIGINS_TO_A_POST_REPLICATIVE_STATE 1.50E-07 6.06E-06 -0.7024193 -2.2508988 0 84 Ube2c,Mcm7,OCAF_1 CP

REACTOME_THE_ROLE_OF_GTSE1_IN_G2_M_PROGRESSION_AFTER_G2_CHECKPOINT 1.55E-07 6.06E-06 -0.739138 -2.2657827 0 63 Hsp90aa1,TubCAF_1 CP

REACTOME_TNFR2_NON_CANONICAL_NF_KB_PATHWAY 1.55E-07 6.06E-06 -0.6897747 -2.1144624 0 63 Tnfrsf12a,PsmCAF_1 CP

REACTOME_TRANSLATION 1.29E-07 6.06E-06 -0.6005581 -2.2165721 0 285 Nars,Gars,RarCAF_1 CP

REACTOME_TRANSPORT_OF_MATURE_TRANSCRIPT_TO_CYTOPLASM 1.51E-07 6.06E-06 -0.6910872 -2.1985921 0 80 Fip1l1,Rae1,DdCAF_1 CP

REACTOME_TRNA_AMINOACYLATION 1.61E-07 6.06E-06 -0.7965453 -2.2770397 0 42 Nars,Gars,RarCAF_1 CP

REACTOME_TRNA_PROCESSING 1.47E-07 6.06E-06 -0.6427655 -2.1115045 0 100 Ran,Eprs,Rae1CAF_1 CP

REACTOME_TRNA_PROCESSING_IN_THE_NUCLEUS 1.57E-07 6.06E-06 -0.6997202 -2.0974939 0 55 Ran,Rae1,TrntCAF_1 CP

KEGG_ECM_RECEPTOR_INTERACTION 2.66E-07 7.69E-06 0.76166064 2.34962988 0 43 Thbs1,Col3a1,CCAF_1 CP

NABA_COLLAGENS 2.42E-07 7.69E-06 0.93800367 2.42128352 0 19 Col3a1,Col1a1CAF_1 CP

NABA_ECM_GLYCOPROTEINS 2.77E-07 7.69E-06 0.81919006 2.65871879 0 56 Postn,Thbs1,MCAF_1 CP

PID_AVB3_INTEGRIN_PATHWAY 2.78E-07 7.69E-06 0.74392012 2.4224398 0 57 Col3a1,Col1a1CAF_1 CP

PID_INTEGRIN1_PATHWAY 2.64E-07 7.69E-06 0.81638554 2.48208452 0 40 Thbs1,Col3a1,CCAF_1 CP

PID_SYNDECAN_1_PATHWAY 2.51E-07 7.69E-06 0.86865159 2.42919462 0 27 Col3a1,Col1a1CAF_1 CP

REACTOME_ASSEMBLY_OF_COLLAGEN_FIBRILS_AND_OTHER_MULTIMERIC_STRUCTURES 2.57E-07 7.69E-06 0.85124117 2.48635443 0 33 Col3a1,Col1a1CAF_1 CP

REACTOME_COLLAGEN_BIOSYNTHESIS_AND_MODIFYING_ENZYMES 2.62E-07 7.69E-06 0.85880125 2.58390154 0 38 Col3a1,Col1a1CAF_1 CP

REACTOME_COLLAGEN_CHAIN_TRIMERIZATION 2.42E-07 7.69E-06 0.93800367 2.42128352 0 19 Col3a1,Col1a1CAF_1 CP

REACTOME_COLLAGEN_DEGRADATION 2.55E-07 7.69E-06 0.88412423 2.54830565 0 31 Col3a1,Col1a1CAF_1 CP

REACTOME_COLLAGEN_FORMATION 2.73E-07 7.69E-06 0.79909639 2.54842212 0 51 Col3a1,Col1a1CAF_1 CP

REACTOME_ECM_PROTEOGLYCANS 2.66E-07 7.69E-06 0.87044275 2.68520941 0 43 Col3a1,Col1a1CAF_1 CP

REACTOME_INTEGRIN_CELL_SURFACE_INTERACTIONS 2.66E-07 7.69E-06 0.8222363 2.53649838 0 43 Thbs1,Col3a1,CCAF_1 CP

REACTOME_NCAM_SIGNALING_FOR_NEURITE_OUT_GROWTH 2.60E-07 7.69E-06 0.8172133 2.43140273 0 36 Col3a1,Col6a1CAF_1 CP

REACTOME_NCAM1_INTERACTIONS 2.44E-07 7.69E-06 0.92138137 2.40707266 0 20 Col3a1,Col6a1CAF_1 CP

REACTOME_NON_INTEGRIN_MEMBRANE_ECM_INTERACTIONS 2.64E-07 7.69E-06 0.7999483 2.43210981 0 40 Thbs1,Col3a1,CCAF_1 CP

REACTOME_REGULATION_OF_INSULIN_LIKE_GROWTH_FACTOR_IGF_TRANSPORT_AND_UPTAKE_BY_INSULIN_LIKE_GROWTH_FACTOR_BINDING_PROTEINS_IGFBPS 2.81E-07 7.69E-06 0.74585456 2.45923111 0 61 Fstl1,Cst3,Fn1CAF_1 CP

REACTOME_RHO_GTPASE_EFFECTORS 2.67E-07 7.69E-06 -0.5297621 -1.9107213 1 222 Cenpe,Cenpf,PCAF_1 CP

REACTOME_SIGNALING_BY_PDGF 2.67E-07 7.69E-06 0.74237798 2.30065075 0 44 Thbs1,Col3a1,PCAF_1 CP

REACTOME_DEGRADATION_OF_THE_EXTRACELLULAR_MATRIX 2.85E-07 7.70E-06 0.81622847 2.72939551 0 66 Col3a1,Col1a1CAF_1 CP

KEGG_LYSOSOME 3.09E-07 7.86E-06 0.65173395 2.32628042 0 98 Npc2,Lipa,LaptCAF_1 CP

NABA_CORE_MATRISOME 3.02E-07 7.86E-06 0.84673698 2.97149417 0 88 Postn,Ogn,ThbCAF_1 CP

NABA_ECM_REGULATORS 3.00E-07 7.86E-06 0.67680038 2.36638792 0 86 Cst3,Cst3,Cst3CAF_1 CP

REACTOME_DISEASES_OF_GLYCOSYLATION 3.05E-07 7.86E-06 0.6716961 2.37409266 0 92 Ogn,Thbs1,OmCAF_1 CP

REACTOME_FCERI_MEDIATED_NF_KB_ACTIVATION 3.08E-07 7.86E-06 -0.6732067 -2.0791608 1 66 Psmc2,Psma7,PCAF_1 CP

REACTOME_ACTIVATION_OF_ATR_IN_RESPONSE_TO_REPLICATION_STRESS 3.24E-07 8.15E-06 -0.7651718 -2.1363098 1 37 Mcm7,Orc2,MCAF_1 CP

KEGG_FOCAL_ADHESION 3.36E-07 8.35E-06 0.58272843 2.17943953 0 135 Thbs1,Col3a1,CCAF_1 CP

REACTOME_EXTRACELLULAR_MATRIX_ORGANIZATION 3.53E-07 8.65E-06 0.73535127 2.80616647 0 157 Thbs1,Col3a1,CCAF_1 CP

NABA_MATRISOME_ASSOCIATED 3.91E-07 9.50E-06 0.57109738 2.25776139 0 210 Fstl1,Cst3,Cst3CAF_1 CP

REACTOME_UCH_PROTEINASES 4.50E-07 1.08E-05 -0.6265295 -2.0145901 2 86 Uchl5,Actb,UcCAF_1 CP

NABA_MATRISOME 4.59E-07 1.09E-05 0.70472637 2.89127575 0 298 Postn,Ogn,ThbCAF_1 CP

REACTOME_ACTIVATION_OF_NF_KAPPAB_IN_B_CELLS 4.66E-07 1.09E-05 -0.6840582 -2.0804454 2 60 Psmc2,Psma7,PCAF_1 CP

REACTOME_SIGNALING_BY_RECEPTOR_TYROSINE_KINASES 4.71E-07 1.09E-05 0.43536702 1.79477206 0 313 Thbs1,Col3a1,CCAF_1 CP

REACTOME_ELASTIC_FIBRE_FORMATION 5.13E-07 1.17E-05 0.7861666 2.28141412 1 32 Fn1,Efemp1,FbCAF_1 CP

REACTOME_FORMATION_OF_TUBULIN_FOLDING_INTERMEDIATES_BY_CCT_TRIC 5.16E-07 1.17E-05 -0.8844585 -2.0747224 2 16 Cct6a,Tubb6,CCAF_1 CP

REACTOME_SYNDECAN_INTERACTIONS 7.41E-07 1.67E-05 0.83437704 2.25114029 2 23 Thbs1,Col3a1,CCAF_1 CP

REACTOME_CHROMOSOME_MAINTENANCE 7.65E-07 1.70E-05 -0.6518009 -2.0364376 4 71 Nhp2,Cenpa,DCAF_1 CP

REACTOME_DISEASES_ASSOCIATED_WITH_GLYCOSAMINOGLYCAN_METABOLISM 1.01E-06 2.23E-05 0.79313562 2.25316633 3 29 Ogn,Omd,Sdc2CAF_1 CP

REACTOME_DOWNSTREAM_SIGNALING_EVENTS_OF_B_CELL_RECEPTOR_BCR 1.07E-06 2.31E-05 -0.6455512 -2.0169118 6 71 Kras,Psmc2,PsCAF_1 CP

REACTOME_REGULATION_OF_HSF1_MEDIATED_HEAT_SHOCK_RESPONSE 1.07E-06 2.31E-05 -0.6440154 -2.007711 6 70 Hspa9,Dnajc2,HCAF_1 CP

REACTOME_VIF_MEDIATED_DEGRADATION_OF_APOBEC3G 1.11E-06 2.38E-05 -0.7148181 -2.0850614 6 47 Psmc2,Psma7,PCAF_1 CP

KEGG_PYRIMIDINE_METABOLISM 1.20E-06 2.54E-05 -0.6265781 -2.0078661 7 84 Nme1,Ctps,DuCAF_1 CP

REACTOME_FOLDING_OF_ACTIN_BY_CCT_TRIC 1.25E-06 2.62E-05 -0.9467418 -1.9431602 6 9 Cct6a,Cct3,ActCAF_1 CP

REACTOME_REGULATION_OF_APOPTOSIS 1.27E-06 2.63E-05 -0.7075049 -2.0714559 7 48 Psmc2,Psma7,PCAF_1 CP

PID_AURORA_B_PATHWAY 1.63E-06 3.35E-05 -0.7627456 -2.0955788 9 34 Ncl,Birc5,Kif23CAF_1 CP

REACTOME_DNA_DOUBLE_STRAND_BREAK_REPAIR 1.85E-06 3.75E-05 -0.5510085 -1.8783795 12 133 Pcna,Ccna2,PaCAF_1 CP

REACTOME_G1_S_DNA_DAMAGE_CHECKPOINTS 1.86E-06 3.75E-05 -0.6671627 -2.0345298 11 61 Cdkn1a,Ccna2,PCAF_1 CP

PID_INTEGRIN3_PATHWAY 2.03E-06 4.05E-05 0.78425342 2.22793346 7 29 Thbs1,Col1a1,CCAF_1 CP

REACTOME_MRNA_SPLICING_MINOR_PATHWAY 2.05E-06 4.06E-05 -0.6935412 -2.0521926 12 51 Snrpd1,Snrpb,YCAF_1 CP

REACTOME_SUMOYLATION_OF_DNA_REPLICATION_PROTEINS 2.07E-06 4.06E-05 -0.7107288 -2.0572584 12 45 Top2a,Birc5,InCAF_1 CP

REACTOME_CROSSLINKING_OF_COLLAGEN_FIBRILS 2.34E-06 4.54E-05 0.91361882 2.15160823 9 13 Col1a1,Col1a2CAF_1 CP

REACTOME_DEGRADATION_OF_DVL 3.16E-06 6.08E-05 -0.6896432 -2.0336316 19 50 Psmc2,Psma7,PCAF_1 CP

REACTOME_MITOTIC_PROPHASE 3.27E-06 6.24E-05 -0.5911083 -1.9191194 21 92 Set,Ccnb2,SmcCAF_1 CP

REACTOME_SIGNALING_BY_RHO_GTPASES 3.32E-06 6.27E-05 -0.4528463 -1.6801166 25 303 Cenpe,Cenpf,PCAF_1 CP

REACTOME_REGULATION_OF_TP53_ACTIVITY_THROUGH_PHOSPHORYLATION 3.76E-06 7.04E-05 -0.6060086 -1.9419513 24 84 Tpx2,Ssrp1,CcnCAF_1 CP

REACTOME_UB_SPECIFIC_PROCESSING_PROTEASES 3.91E-06 7.27E-05 -0.522498 -1.8138687 27 155 Myc,Cdc20,TomCAF_1 CP

REACTOME_CROSS_PRESENTATION_OF_SOLUBLE_EXOGENOUS_ANTIGENS_ENDOSOMES 4.02E-06 7.35E-05 -0.7182068 -2.0440802 24 41 Psmc2,Psma7,PCAF_1 CP

REACTOME_MITOCHONDRIAL_PROTEIN_IMPORT 4.04E-06 7.35E-05 -0.6589534 -2.0094953 25 61 Hspa9,Hspd1,TCAF_1 CP

REACTOME_SUMOYLATION 4.06E-06 7.35E-05 -0.5234733 -1.8145465 28 153 Top2a,Nop58,BCAF_1 CP

REACTOME_MET_ACTIVATES_PTK2_SIGNALING 4.34E-06 7.79E-05 0.855904 2.18137434 17 18 Col3a1,Col1a1CAF_1 CP

REACTOME_COOPERATION_OF_PREFOLDIN_AND_TRIC_CCT_IN_ACTIN_AND_TUBULIN_FOLDING 5.04E-06 8.93E-05 -0.8080074 -2.0511075 29 23 Cct6a,Tubb6,CCAF_1 CP

REACTOME_DEUBIQUITINATION 5.06E-06 8.93E-05 -0.4820462 -1.7393689 37 223 Myc,Cdc20,TomCAF_1 CP

REACTOME_DNA_STRAND_ELONGATION 6.08E-06 0.00010642 -0.759027 -2.0480335 36 31 Pcna,Mcm7,LigCAF_1 CP

REACTOME_ACTIVATION_OF_THE_PRE_REPLICATIVE_COMPLEX 6.87E-06 0.00011925 -0.7497574 -2.0480658 41 33 Mcm7,Orc2,GmCAF_1 CP

REACTOME_DEGRADATION_OF_GLI1_BY_THE_PROTEASOME 7.54E-06 0.00012976 -0.6669081 -1.9929642 47 54 Psmc2,Psma7,PCAF_1 CP

REACTOME_DISEASES_ASSOCIATED_WITH_O_GLYCOSYLATION_OF_PROTEINS 7.60E-06 0.00012985 0.76672869 2.17814862 29 29 Thbs1,AdamtsCAF_1 CP

REACTOME_DEGRADATION_OF_AXIN 7.92E-06 0.00013387 -0.6837514 -2.0091293 49 49 Psmc2,Psma7,PCAF_1 CP

REACTOME_INTERACTIONS_OF_REV_WITH_HOST_CELLULAR_PROTEINS 7.96E-06 0.00013387 -0.7301244 -2.0278741 48 36 Ran,Ranbp1,NCAF_1 CP

PID_ATR_PATHWAY 8.27E-06 0.00013682 -0.728136 -2.0329085 50 37 Mcm7,Ccna2,TCAF_1 CP

PID_PLK1_PATHWAY 8.33E-06 0.00013682 -0.7029523 -2.0180678 51 43 Cenpe,Tpx2,PrCAF_1 CP

REACTOME_MOLECULES_ASSOCIATED_WITH_ELASTIC_FIBRES 8.26E-06 0.00013682 0.7856388 2.17886112 32 26 Fn1,Efemp1,FbCAF_1 CP

REACTOME_ATF4_ACTIVATES_GENES_IN_RESPONSE_TO_ENDOPLASMIC_RETICULUM_STRESS 9.27E-06 0.00015104 -0.8045332 -2.0231972 54 22 Asns,Atf4,DditCAF_1 CP

REACTOME_HDR_THROUGH_HOMOLOGOUS_RECOMBINATION_HRR 9.42E-06 0.00015243 -0.6389244 -1.9636274 60 64 Pcna,Topbp1,RCAF_1 CP

REACTOME_CELLULAR_RESPONSE_TO_HYPOXIA 9.72E-06 0.00015602 -0.6348246 -1.9558833 62 65 Psmc2,Psma7,PCAF_1 CP

REACTOME_PREFOLDIN_MEDIATED_TRANSFER_OF_SUBSTRATE_TO_CCT_TRIC 1.18E-05 0.00018792 -0.7988687 -2.0089523 69 22 Cct6a,Tubb6,CCAF_1 CP

REACTOME_TRANSPORT_OF_MATURE_MRNAS_DERIVED_FROM_INTRONLESS_TRANSCRIPTS 1.36E-05 0.00021576 -0.7006387 -2.002877 84 42 Fip1l1,Rae1,NCAF_1 CP

REACTOME_REGULATION_OF_RAS_BY_GAPS 1.51E-05 0.00023676 -0.6401832 -1.9470073 96 60 Kras,Psmc2,PsCAF_1 CP

REACTOME_MET_PROMOTES_CELL_MOTILITY 1.62E-05 0.00025182 0.76038401 2.14352686 63 28 Col3a1,Col1a1CAF_1 CP

REACTOME_REGULATION_OF_EXPRESSION_OF_SLITS_AND_ROBOS 1.64E-05 0.00025392 -0.511241 -1.7694608 116 151 Eif4g1,Etf1,RpCAF_1 CP

REACTOME_HOMOLOGOUS_DNA_PAIRING_AND_STRAND_EXCHANGE 1.66E-05 0.00025495 -0.7033124 -1.9925857 102 40 Topbp1,Rad51CAF_1 CP

REACTOME_KERATAN_SULFATE_KERATIN_METABOLISM 1.71E-05 0.00026003 0.79519558 2.14542914 68 23 Ogn,Omd,St3gCAF_1 CP

REACTOME_AURKA_ACTIVATION_BY_TPX2 1.76E-05 0.00026441 -0.6131184 -1.915581 114 71 Tpx2,Hmmr,HsCAF_1 CP

REACTOME_NUCLEAR_ENVELOPE_BREAKDOWN 1.76E-05 0.00026441 -0.6683074 -1.9707163 110 50 Ccnb2,Banf1,RCAF_1 CP

REACTOME_CELLULAR_RESPONSE_TO_HEAT_STRESS 1.81E-05 0.00026982 -0.5811197 -1.8778316 120 89 Hspa9,Dnajc2,HCAF_1 CP

REACTOME_HOMOLOGY_DIRECTED_REPAIR 1.83E-05 0.00027146 -0.5557917 -1.8402755 124 106 Pcna,Ccna2,PaCAF_1 CP

REACTOME_GLYCOSAMINOGLYCAN_METABOLISM 1.85E-05 0.00027294 0.57923361 1.99316331 62 78 Ogn,Omd,Sdc2CAF_1 CP

REACTOME_DISORDERS_OF_TRANSMEMBRANE_TRANSPORTERS 1.87E-05 0.00027303 -0.5509522 -1.8332537 127 110 Rae1,Psmc2,PCAF_1 CP

REACTOME_ANCHORING_FIBRIL_FORMATION 2.06E-05 0.00029968 0.92690057 1.98996944 90 9 Col1a1,Col1a2CAF_1 CP

REACTOME_STABILIZATION_OF_P53 2.32E-05 0.00033473 -0.6608564 -1.9554782 146 51 Psmc2,Psma7,PCAF_1 CP

REACTOME_O_LINKED_GLYCOSYLATION 2.34E-05 0.00033591 0.66193184 2.07806486 86 47 Thbs1,AdamtsCAF_1 CP

REACTOME_GENE_AND_PROTEIN_EXPRESSION_BY_JAK_STAT_SIGNALING_AFTER_INTERLEUKIN_12_STIMULATION 2.56E-05 0.00036494 -0.7362083 -1.9864631 155 31 Hspa9,Mif,SnrCAF_1 CP

KEGG_DNA_REPLICATION 2.69E-05 0.00037992 -0.7182074 -1.9841915 164 35 Pcna,Mcm7,LigCAF_1 CP

REACTOME_DOWNSTREAM_TCR_SIGNALING 2.74E-05 0.00038155 -0.6074868 -1.8938336 178 70 Psmc2,Psma7,PCAF_1 CP

REACTOME_INTERACTIONS_OF_VPR_WITH_HOST_CELLULAR_PROTEINS 2.75E-05 0.00038155 -0.7178148 -1.983107 168 35 Slc25a5,Banf1CAF_1 CP

REACTOME_TRANSCRIPTIONAL_REGULATION_BY_TP53 2.72E-05 0.00038155 -0.43001 -1.6013779 214 317 Tpx2,Birc5,CycCAF_1 CP

REACTOME_VIRAL_MESSENGER_RNA_SYNTHESIS 3.16E-05 0.00043472 -0.6842366 -1.9643381 196 43 Rae1,Nup85,NCAF_1 CP

REACTOME_NUCLEAR_IMPORT_OF_REV_PROTEIN 3.44E-05 0.00047011 -0.7225167 -1.973654 209 33 Ran,Npm1,KpnCAF_1 CP

REACTOME_KERATAN_SULFATE_BIOSYNTHESIS 3.69E-05 0.00050182 0.82151137 2.09372059 152 18 Ogn,Omd,St3gCAF_1 CP

REACTOME_INFLUENZA_INFECTION 3.80E-05 0.00051401 -0.5059616 -1.7442937 269 146 Ran,Hsp90aa1CAF_1 CP

REACTOME_REGULATION_OF_RUNX2_EXPRESSION_AND_ACTIVITY 3.90E-05 0.00052367 -0.6202964 -1.9014811 251 63 Psmc2,Psma7,PCAF_1 CP

REACTOME_CLEC7A_DECTIN_1_SIGNALING 4.18E-05 0.00055811 -0.5736612 -1.8445934 278 86 Psmc2,Psma7,PCAF_1 CP

REACTOME_EXTENSION_OF_TELOMERES 4.87E-05 0.00064554 -0.7425995 -1.963347 293 28 Nhp2,Dkc1,PcnCAF_1 CP

REACTOME_IMMUNOREGULATORY_INTERACTIONS_BETWEEN_A_LYMPHOID_AND_A_NON_LYMPHOID_CELL 4.90E-05 0.00064611 0.74796812 2.09170186 194 27 Col3a1,Col1a1CAF_1 CP

REACTOME_SIGNALING_BY_THE_B_CELL_RECEPTOR_BCR 5.84E-05 0.00076492 -0.5646667 -1.8246653 390 89 Kras,Psmc2,PsCAF_1 CP

REACTOME_TRANSCRIPTIONAL_REGULATION_BY_THE_AP_2_TFAP2_FAMILY_OF_TRANSCRIPTION_FACTORS 5.98E-05 0.00077821 -0.7637366 -1.9562562 356 24 Myc,Hspd1,NpCAF_1 CP

BIOCARTA_EIF_PATHWAY 6.30E-05 0.00081531 -0.825507 -1.9364367 365 16 Eif2s2,Eif1,Eif2CAF_1 CP

REACTOME_DEGRADATION_OF_BETA_CATENIN_BY_THE_DESTRUCTION_COMPLEX 6.36E-05 0.0008186 -0.5848921 -1.8464356 418 76 Myc,Psmc2,PsCAF_1 CP

BIOCARTA_SM_PATHWAY 6.41E-05 0.00081936 -0.8445537 -1.922046 368 14 Snrpd1,Snrpb,SCAF_1 CP

REACTOME_REGULATION_OF_RUNX3_EXPRESSION_AND_ACTIVITY 6.51E-05 0.00082694 -0.6394469 -1.8985869 412 52 Psmc2,Psma7,PCAF_1 CP

REACTOME_HEDGEHOG_OFF_STATE 6.88E-05 0.00086953 -0.5564328 -1.8093332 462 93 Tubb6,Tuba1bCAF_1 CP

REACTOME_SCAVENGING_BY_CLASS_A_RECEPTORS 6.95E-05 0.00087269 0.87361774 2.01687957 298 12 Col3a1,Col1a1CAF_1 CP

NABA_PROTEOGLYCANS 7.42E-05 0.00092635 0.86112431 2.0279816 316 13 Ogn,Aspn,OmdCAF_1 CP

REACTOME_DEFECTIVE_CFTR_CAUSES_CYSTIC_FIBROSIS 7.49E-05 0.00092963 -0.6319936 -1.8886271 476 54 Psmc2,Psma7,PCAF_1 CP

REACTOME_TRANSPORT_OF_THE_SLBP_DEPENDANT_MATURE_MRNA 7.77E-05 0.00095864 -0.6979507 -1.9282282 476 35 Rae1,Ncbp1,NCAF_1 CP

REACTOME_O_GLYCOSYLATION_OF_TSR_DOMAIN_CONTAINING_PROTEINS 7.94E-05 0.00097455 0.79182286 2.06860613 325 20 Thbs1,AdamtsCAF_1 CP

KEGG_RNA_DEGRADATION 8.33E-05 0.00101684 -0.6350883 -1.885646 528 52 Hspa9,Hspd1,LCAF_1 CP

REACTOME_HOST_INTERACTIONS_WITH_INFLUENZA_FACTORS 8.59E-05 0.00104158 -0.6801523 -1.9178489 531 39 Kpnb1,Rae1,NCAF_1 CP

REACTOME_NUCLEOTIDE_EXCISION_REPAIR 8.64E-05 0.00104158 -0.5314425 -1.7683365 591 110 Pcna,Actb,Lig1CAF_1 CP

REACTOME_PLATELET_ACTIVATION_SIGNALING_AND_AGGREGATION 9.44E-05 0.00113276 0.45696218 1.73046097 272 148 Thbs1,Col1a1,CCAF_1 CP

NABA_BASEMENT_MEMBRANES 0.00010197 0.00120946 0.81217446 2.04191928 424 17 Col6a1,Col6a2CAF_1 CP

REACTOME_METABOLISM_OF_NUCLEOTIDES 0.00010254 0.00120946 -0.5779092 -1.8243915 674 76 Nme1,Ctps,GaCAF_1 CP

REACTOME_RECRUITMENT_OF_NUMA_TO_MITOTIC_CENTROSOMES 0.00010249 0.00120946 -0.5662917 -1.8114352 680 83 Hsp90aa1,TubCAF_1 CP

REACTOME_ABC_FAMILY_PROTEINS_MEDIATED_TRANSPORT 0.0001074 0.00125984 -0.5771415 -1.821968 706 76 Eif2s2,Eif2s1,PCAF_1 CP

REACTOME_INTERCONVERSION_OF_NUCLEOTIDE_DI_AND_TRIPHOSPHATES 0.00012206 0.00142407 -0.7436651 -1.920999 730 25 Nme1,Ctps,DuCAF_1 CP

REACTOME_REGULATION_OF_PLK1_ACTIVITY_AT_G2_M_TRANSITION 0.00012938 0.00150117 -0.5570315 -1.791121 862 86 Hsp90aa1,CcnbCAF_1 CP

REACTOME_BINDING_AND_UPTAKE_OF_LIGANDS_BY_SCAVENGER_RECEPTORS 0.00014082 0.00162515 0.77996265 2.03762181 577 20 Col3a1,Col1a1CAF_1 CP

KEGG_ONE_CARBON_POOL_BY_FOLATE 0.00014387 0.00165146 -0.8218595 -1.8999958 831 15 Mthfd2,Gart,SCAF_1 CP

REACTOME_ACTIVATION_OF_THE_MRNA_UPON_BINDING_OF_THE_CAP_BINDING_COMPLEX_AND_EIFS_AND_SUBSEQUENT_BINDING_TO_43S 0.00015688 0.00179109 -0.6038251 -1.8364302 1008 60 Eif4ebp1,Eif2sCAF_1 CP

REACTOME_CHONDROITIN_SULFATE_DERMATAN_SULFATE_METABOLISM 0.00016008 0.00180833 0.68288143 2.007365 619 34 Sdc2,Gpc1,VcaCAF_1 CP

REACTOME_EUKARYOTIC_TRANSLATION_INITIATION 0.00016007 0.00180833 -0.5168025 -1.7296711 1102 115 Eif4ebp1,Eif2sCAF_1 CP

REACTOME_NUCLEAR_PORE_COMPLEX_NPC_DISASSEMBLY 0.00016138 0.00181343 -0.6846433 -1.891464 990 35 Ccnb2,Rae1,CdCAF_1 CP

REACTOME_PROTEIN_FOLDING 0.00016699 0.00186666 -0.5751203 -1.8045367 1094 73 Nop56,Cct6a,TCAF_1 CP

REACTOME_EXPORT_OF_VIRAL_RIBONUCLEOPROTEINS_FROM_NUCLEUS 0.00017291 0.00192267 -0.7029082 -1.8966116 1051 31 Ran,Rae1,NupCAF_1 CP

KEGG_PURINE_METABOLISM 0.00018411 0.00201582 -0.524962 -1.7381954 1256 106 Nme1,Gart,PkCAF_1 CP

REACTOME_HDR_THROUGH_SINGLE_STRAND_ANNEALING_SSA 0.00018364 0.00201582 -0.6775504 -1.8818531 1129 36 Topbp1,Rad51CAF_1 CP

REACTOME_TELOMERE_MAINTENANCE 0.00018382 0.00201582 -0.6376852 -1.8600716 1155 47 Nhp2,Dkc1,PcnCAF_1 CP

REACTOME_INTERLEUKIN_1_SIGNALING 0.00019283 0.00210049 -0.5535487 -1.7738438 1282 84 Psmc2,Psma7,PCAF_1 CP

PID_BARD1_PATHWAY 0.00021093 0.002286 -0.7089546 -1.8876101 1276 29 Npm1,Pcna,ToCAF_1 CP

PID_ERBB_NETWORK_PATHWAY 0.00021634 0.0023327 -0.9063771 -1.8088587 1199 8 Hbegf,Areg,HsCAF_1 CP

REACTOME_REGULATION_OF_PTEN_STABILITY_AND_ACTIVITY 0.00022502 0.00241414 -0.5905352 -1.8102499 1453 63 Psmc2,Psma7,PCAF_1 CP

REACTOME_MAPK6_MAPK4_SIGNALING 0.00022798 0.00243371 -0.5592764 -1.7759091 1506 79 Myc,Mapk6,JuCAF_1 CP

REACTOME_RESOLUTION_OF_AP_SITES_VIA_THE_MULTIPLE_NUCLEOTIDE_PATCH_REPLACEMENT_PATHWAY 0.00024379 0.00258953 -0.7302364 -1.8863106 1459 25 Pcna,Lig1,ParpCAF_1 CP

REACTOME_INTERLEUKIN_12_SIGNALING 0.00024536 0.00259331 -0.6680614 -1.8651838 1512 37 Hspa9,Mif,SnrCAF_1 CP

REACTOME_CENTROSOME_MATURATION 0.00028744 0.00302303 -0.5550885 -1.7626112 1899 79 Hsp90aa1,Cdk1CAF_1 CP

REACTOME_TCR_SIGNALING 0.00029083 0.00304379 -0.5530129 -1.7593291 1924 80 Psmc2,Psma7,PCAF_1 CP

PID_TELOMERASE_PATHWAY 0.00031125 0.00324154 -0.5867649 -1.7940427 2007 62 Myc,Ncl,Ccnd1CAF_1 CP

REACTOME_TELOMERE_C_STRAND_LAGGING_STRAND_SYNTHESIS 0.00031293 0.00324323 -0.7390973 -1.8761809 1862 23 Pcna,Lig1,Rfc1CAF_1 CP

REACTOME_DEFECTIVE_TPR_MAY_CONFER_SUSCEPTIBILITY_TOWARDS_THYROID_PAPILLARY_CARCINOMA_TPC 0.00031648 0.0032642 -0.7011731 -1.8668917 1915 29 Rae1,Nup85,NCAF_1 CP

REACTOME_GENE_SILENCING_BY_RNA 0.000331 0.00339751 -0.5577056 -1.7606111 2178 76 Ran,Hsp90aa1CAF_1 CP

REACTOME_CONDENSATION_OF_PROMETAPHASE_CHROMOSOMES 0.00034639 0.00353852 -0.8529098 -1.8354751 1961 11 Ccnb2,Smc4,SmCAF_1 CP

PID_AURORA_A_PATHWAY 0.00035031 0.00354093 -0.6938334 -1.859891 2125 30 Ran,Tpx2,Birc5CAF_1 CP

REACTOME_PROCESSING_OF_CAPPED_INTRONLESS_PRE_MRNA 0.00035118 0.00354093 -0.7106705 -1.865097 2114 27 Fip1l1,Snrpb,SCAF_1 CP

REACTOME_TRANSCRIPTIONAL_REGULATION_BY_SMALL_RNAS 0.00035161 0.00354093 -0.586543 -1.788678 2264 61 Ran,Rae1,H2aCAF_1 CP

REACTOME_SUMOYLATION_OF_SUMOYLATION_PROTEINS 0.00036119 0.00362038 -0.6733538 -1.8499823 2212 34 Rae1,Nup85,NCAF_1 CP

PID_FOXM1_PATHWAY 0.00036804 0.00367178 -0.6682943 -1.8462967 2259 35 Cenpf,Myc,BircCAF_1 CP

BIOCARTA_RANMS_PATHWAY 0.0003713 0.00368711 -0.8653186 -1.8208536 2089 10 Ran,Tpx2,RanbCAF_1 CP

REACTOME_ASYMMETRIC_LOCALIZATION_OF_PCP_PROTEINS 0.00037713 0.00372765 -0.597549 -1.7967066 2409 56 Psmc2,Psma7,PCAF_1 CP

PID_LYMPH_ANGIOGENESIS_PATHWAY 0.00040103 0.00394563 0.76601805 1.97733435 1653 19 Col1a1,Col1a2CAF_1 CP

REACTOME_PCNA_DEPENDENT_LONG_PATCH_BASE_EXCISION_REPAIR 0.00040316 0.00394835 -0.7479621 -1.8622524 2384 21 Pcna,Lig1,Rfc1CAF_1 CP

BIOCARTA_ACE2_PATHWAY 0.00043474 0.00423818 0.93314543 1.80443059 1980 6 Col4a1,Col4a2CAF_1 CP

REACTOME_C_TYPE_LECTIN_RECEPTORS_CLRS 0.00047485 0.00460819 -0.5165364 -1.696838 3220 100 Kras,Psmc2,PsCAF_1 CP

REACTOME_RESOLUTION_OF_ABASIC_SITES_AP_SITES 0.00048489 0.00468431 -0.6544644 -1.827222 2989 37 Pcna,Lig1,ParpCAF_1 CP

REACTOME_GLYCOSPHINGOLIPID_METABOLISM 0.00049325 0.00474369 0.67946044 1.94463908 1938 30 Psap,Ctsa,NeuCAF_1 CP

REACTOME_REGULATION_OF_TP53_ACTIVITY 0.00050889 0.00487211 -0.4748042 -1.6314605 3598 142 Tpx2,Ssrp1,CdkCAF_1 CP

REACTOME_TRANSCRIPTION_COUPLED_NUCLEOTIDE_EXCISION_REPAIR_TC_NER 0.00051125 0.00487288 -0.5462042 -1.7311011 3374 78 Pcna,Lig1,TceaCAF_1 CP

PID_INTEGRIN_A4B1_PATHWAY 0.00052571 0.00498836 0.69687128 1.94880892 2090 27 Thbs1,Fn1,SppCAF_1 CP

REACTOME_INTERLEUKIN_1_FAMILY_SIGNALING 0.00058666 0.00554214 -0.5142103 -1.6868392 3974 99 Psmc2,Psma7,PCAF_1 CP

REACTOME_ASSOCIATION_OF_TRIC_CCT_WITH_TARGET_PROTEINS_DURING_BIOSYNTHESIS 0.00060034 0.00564635 -0.6535416 -1.8151701 3693 36 Nop56,Cct6a,CCAF_1 CP

REACTOME_SIGNALING_BY_MET 0.00062648 0.00586638 0.55644819 1.82362708 2241 59 Col3a1,Col1a1CAF_1 CP

REACTOME_HEDGEHOG_ON_STATE 0.00066541 0.00620372 -0.5550466 -1.7303517 4344 70 Psmc2,Psma7,PCAF_1 CP

REACTOME_G2_M_DNA_DAMAGE_CHECKPOINT 0.00068744 0.00638122 -0.5645869 -1.7394821 4455 65 Cdk1,Ywhae,ToCAF_1 CP

REACTOME_MITOTIC_TELOPHASE_CYTOKINESIS 0.00069245 0.00639993 -0.8128125 -1.8184681 3965 13 Kif23,Rad21,SmCAF_1 CP

KEGG_PATHOGENIC_ESCHERICHIA_COLI_INFECTION 0.00070299 0.00644713 -0.6384915 -1.8003766 4352 39 Ncl,Tubb6,Ezr,TCAF_1 CP

REACTOME_ABC_TRANSPORTER_DISORDERS 0.0007036 0.00644713 -0.5775795 -1.7517226 4517 59 Psmc2,Psma7,PCAF_1 CP

REACTOME_DEFECTIVE_ST3GAL3_CAUSES_MCT12_AND_EIEE15 0.0007073 0.00645332 0.92507709 1.78882877 3222 6 Ogn,Omd,PrelCAF_1 CP

REACTOME_KERATAN_SULFATE_DEGRADATION 0.00072131 0.00655105 0.85678074 1.88934915 3152 10 Ogn,Omd,PrelCAF_1 CP

REACTOME_MUSCLE_CONTRACTION 0.00072414 0.00655105 0.52236909 1.77322239 2498 72 Scn3a,Anxa1,ACAF_1 CP

REACTOME_G1_S_SPECIFIC_TRANSCRIPTION 0.00074527 0.00671374 -0.6884698 -1.8202342 4500 28 Pcna,Cdk1,Tk1CAF_1 CP

REACTOME_RUNX1_REGULATES_TRANSCRIPTION_OF_GENES_INVOLVED_IN_DIFFERENTIATION_OF_HSCS 0.00081561 0.00731653 -0.5439804 -1.710377 5354 74 H2afz,Psmc2,PCAF_1 CP

REACTOME_PROCESSING_OF_DNA_DOUBLE_STRAND_BREAK_ENDS 0.00082553 0.00737454 -0.554753 -1.721502 5374 68 Ccna2,Topbp1,RCAF_1 CP

REACTOME_TRANSCRIPTION_OF_THE_HIV_GENOME 0.00083377 0.00741705 -0.5671995 -1.7342212 5378 62 Ssrp1,Tcea1,SuCAF_1 CP

REACTOME_DEFECTIVE_CHST6_CAUSES_MCDC1 0.00085973 0.00761631 0.94107125 1.73611625 3973 5 Ogn,Omd,PrelCAF_1 CP

REACTOME_RESPONSE_TO_ELEVATED_PLATELET_CYTOSOLIC_CA2PLUS 0.00090413 0.00797655 0.51131177 1.74799857 3096 75 Thbs1,Fn1,SpaCAF_1 CP

REACTOME_G0_AND_EARLY_G1 0.00092232 0.00810351 -0.6955872 -1.8114862 5539 26 Top2a,Myc,PcnCAF_1 CP

REACTOME_KINESINS 0.00093328 0.0081662 -0.6363164 -1.7854927 5766 38 Cenpe,Kif20b,TCAF_1 CP

REACTOME_BBSOME_MEDIATED_CARGO_TARGETING_TO_CILIUM 0.00095598 0.00833071 -0.7368356 -1.81538 5635 20 Cct3,Cct8,Tcp1CAF_1 CP

REACTOME_TFAP2A_ACTS_AS_A_TRANSCRIPTIONAL_REPRESSOR_DURING_RETINOIC_ACID_INDUCED_CELL_DIFFERENTIATION 0.00101473 0.00880672 -0.9356744 -1.6688768 5456 5 Hspd1,Npm1,NCAF_1 CP

REACTOME_NEDDYLATION 0.00102837 0.00881757 -0.4354102 -1.5448726 7547 189 Birc5,Uchl3,PsCAF_1 CP

REACTOME_PLASMA_LIPOPROTEIN_ASSEMBLY_REMODELING_AND_CLEARANCE 0.00102461 0.00881757 0.61026094 1.85539693 3887 40 Npc2,Lipa,BmpCAF_1 CP

REACTOME_UNWINDING_OF_DNA 0.00102788 0.00881757 -0.8167997 -1.7940894 5855 12 Mcm7,Mcm2,MCAF_1 CP

KEGG_MISMATCH_REPAIR 0.00103655 0.00885212 -0.7120224 -1.8074519 6170 23 Pcna,Lig1,Rfc1CAF_1 CP

REACTOME_HEDGEHOG_LIGAND_BIOGENESIS 0.00107284 0.00912555 -0.5813328 -1.7372342 6832 54 Psmc2,Psma7,PCAF_1 CP

BIOCARTA_ATM_PATHWAY 0.00112413 0.00952391 -0.7412296 -1.8060631 6604 19 Cdkn1a,Jun,RaCAF_1 CP

REACTOME_METABOLISM_OF_FOLATE_AND_PTERINES 0.00115186 0.00972024 -0.7785871 -1.7999576 6660 15 Mthfd2,Shmt2CAF_1 CP

REACTOME_GLOBAL_GENOME_NUCLEOTIDE_EXCISION_REPAIR_GG_NER 0.0011887 0.00999166 -0.5202576 -1.6671627 7908 84 Pcna,Actb,Lig1CAF_1 CP

REACTOME_METABOLISM_OF_FAT_SOLUBLE_VITAMINS 0.00120781 0.01011246 0.69617239 1.8963768 4864 24 Sdc2,Gpc1,SdcCAF_1 CP

REACTOME_LAGGING_STRAND_SYNTHESIS 0.00125535 0.01046945 -0.7387137 -1.7999328 7375 19 Pcna,Lig1,Rfc1CAF_1 CP

REACTOME_SUMOYLATION_OF_RNA_BINDING_PROTEINS 0.00127454 0.01058811 -0.6005749 -1.7452314 8000 46 Nop58,Rae1,NCAF_1 CP

REACTOME_HEPARAN_SULFATE_HEPARIN_HS_GAG_METABOLISM 0.00134159 0.01110191 0.6416361 1.8619942 5232 32 Sdc2,Gpc1,VcaCAF_1 CP

REACTOME_TP53_REGULATES_TRANSCRIPTION_OF_GENES_INVOLVED_IN_G2_CELL_CYCLE_ARREST 0.00137329 0.0113204 -0.7544043 -1.7936618 8008 17 Pcna,Cdk1,PrmCAF_1 CP

REACTOME_SIGNALING_BY_ROBO_RECEPTORS 0.0014086 0.01156678 -0.4316972 -1.5300122 10324 187 Eif4g1,Etf1,RpCAF_1 CP

REACTOME_PLATELET_ADHESION_TO_EXPOSED_COLLAGEN 0.00143651 0.01175077 0.9540002 1.66287887 6747 4 Col1a1,Col1a2CAF_1 CP

REACTOME_GLYCOLYSIS 0.00148575 0.01210713 -0.5569593 -1.6984618 9570 61 Aldoa,Gapdh,RCAF_1 CP

REACTOME_TP53_REGULATES_TRANSCRIPTION_OF_CELL_CYCLE_GENES 0.00149836 0.0121635 -0.5997862 -1.7361268 9388 45 Npm1,Cdkn1a,PCAF_1 CP

REACTOME_A_TETRASACCHARIDE_LINKER_SEQUENCE_IS_REQUIRED_FOR_GAG_SYNTHESIS 0.00164647 0.01331521 0.75888125 1.88023947 6900 16 Sdc2,Gpc1,VcaCAF_1 CP

PID_SYNDECAN_4_PATHWAY 0.00170447 0.01373224 0.71865197 1.87745006 6995 20 Thbs1,Fn1,CxcCAF_1 CP

PID_E2F_PATHWAY 0.00174645 0.01401754 -0.5491321 -1.6833312 11284 63 Myc,Ranbp1,CCAF_1 CP

REACTOME_SIGNALING_BY_NOTCH4 0.00179056 0.01431776 -0.5346385 -1.6667297 11691 70 Tacc3,Psmc2,PCAF_1 CP

REACTOME_CELL_SURFACE_INTERACTIONS_AT_THE_VASCULAR_WALL 0.00185399 0.01471476 0.52001803 1.72466489 6559 63 Col1a1,Col1a2CAF_1 CP

REACTOME_SIGNALING_BY_NOTCH 0.00185391 0.01471476 -0.4428905 -1.5409361 13292 158 Myc,Ccnd1,TacCAF_1 CP

PID_GLYPICAN_1PATHWAY 0.00197293 0.01560074 0.73301213 1.86816964 8179 18 Gpc1,Tgfb3,TgCAF_1 CP

NABA_ECM_AFFILIATED 0.00198601 0.01564621 0.55821002 1.76659293 7322 49 Colec12,Anxa1CAF_1 CP

REACTOME_DUAL_INCISION_IN_TC_NER 0.00203053 0.0159382 -0.541488 -1.6683147 13161 65 Pcna,Tcea1,HmCAF_1 CP

REACTOME_E2F_MEDIATED_REGULATION_OF_DNA_REPLICATION 0.00209037 0.01633358 -0.70153 -1.7641701 12405 22 Orc2,Cdk1,CcnCAF_1 CP

REACTOME_GP1B_IX_V_ACTIVATION_SIGNALLING 0.00209621 0.01633358 0.88300328 1.77701743 9433 7 Col1a1,Col1a2CAF_1 CP

REACTOME_ESR_MEDIATED_SIGNALING 0.0021575 0.01675007 -0.448443 -1.5447452 15299 145 Hbegf,Areg,MyCAF_1 CP

PID_INTEGRIN5_PATHWAY 0.00222573 0.01721712 0.79943023 1.8456064 9576 12 Fn1,Fbn1,Itgb5CAF_1 CP

REACTOME_RUNX2_REGULATES_BONE_DEVELOPMENT 0.00223917 0.01725857 0.68541348 1.84923821 9060 23 Col1a1,Hes1,MCAF_1 CP

BIOCARTA_DNAFRAGMENT_PATHWAY 0.00225637 0.01732863 -0.8589614 -1.7142311 12515 8 Top2a,Hmgb2,HCAF_1 CP

REACTOME_PROGRAMMED_CELL_DEATH 0.00227481 0.01740758 -0.4496446 -1.5450103 16087 142 Hmgb2,Cycs,KpCAF_1 CP

REACTOME_ANCHORING_OF_THE_BASAL_BODY_TO_THE_PLASMA_MEMBRANE 0.00229697 0.01751441 -0.4962621 -1.6111871 15431 92 Hsp90aa1,Cdk1CAF_1 CP

REACTOME_DEFECTIVE_B4GALT7_CAUSES_EDS_PROGEROID_TYPE 0.00245381 0.01864374 0.78285369 1.84365122 10483 13 Sdc2,Gpc1,VcaCAF_1 CP

REACTOME_DNA_DAMAGE_TELOMERE_STRESS_INDUCED_SENESCENCE 0.00250358 0.01895442 -0.590277 -1.7016608 15655 44 Hmga2,Cdkn1aCAF_1 CP

BIOCARTA_RAN_PATHWAY 0.00259178 0.01955283 -0.9185178 -1.6382761 13937 5 Ran,Ranbp1,RCAF_1 CP

REACTOME_FC_EPSILON_RECEPTOR_FCERI_SIGNALING 0.00265835 0.01998445 -0.4762013 -1.5787683 18170 107 Jun,Kras,PsmcCAF_1 CP

BIOCARTA_NPP1_PATHWAY 0.00267337 0.02002686 0.89760131 1.73569864 12181 6 Col4a1,Col4a2CAF_1 CP

REACTOME_G_ALPHA_I_SIGNALLING_EVENTS 0.00270892 0.02022217 0.42003159 1.55411181 8229 125 Anxa1,Cx3cl1,SCAF_1 CP

REACTOME_RECOGNITION_OF_DNA_DAMAGE_BY_PCNA_CONTAINING_REPLICATION_COMPLEX 0.00274544 0.02042341 -0.645461 -1.7302237 16661 30 Pcna,Usp1,Dtl,RCAF_1 CP

KEGG_GLYCOSPHINGOLIPID_BIOSYNTHESIS_GANGLIO_SERIES 0.00276171 0.0204731 0.83898062 1.80121346 12179 9 St3gal2,St6galCAF_1 CP

REACTOME_COOPERATION_OF_PDCL_PHLP1_AND_TRIC_CCT_IN_G_PROTEIN_BETA_FOLDING 0.00280774 0.02074233 -0.6795412 -1.7405956 16767 24 Cct6a,Cct3,CctCAF_1 CP

REACTOME_SLBP_DEPENDENT_PROCESSING_OF_REPLICATION_DEPENDENT_HISTONE_PRE_MRNAS 0.00287377 0.02115688 -0.8188293 -1.7230281 16175 10 Snrpb,Snrpd3,SCAF_1 CP

REACTOME_DEFECTIVE_B4GALT1_CAUSES_B4GALT1_CDG_CDG_2D 0.00288471 0.02116443 0.89566697 1.7319582 13144 6 Ogn,Omd,PrelCAF_1 CP

REACTOME_GLUCOSE_METABOLISM 0.00294116 0.02150469 -0.5151222 -1.6229745 19336 75 Aldoa,Gapdh,RCAF_1 CP

PID_WNT_SIGNALING_PATHWAY 0.00297598 0.02168508 0.77715554 1.83023186 12714 13 Igfbp4,Fzd2,LrCAF_1 CP

KEGG_MELANOGENESIS 0.00302006 0.02185701 0.5219465 1.69962334 10868 57 Fzd2,Fzd6,CamCAF_1 CP

REACTOME_SIGNALING_BY_GPCR 0.00301051 0.02185701 0.35447941 1.41917867 7337 235 Anxa1,Cx3cl1,FCAF_1 CP

REACTOME_NUCLEOSOME_ASSEMBLY 0.00311476 0.02246628 -0.6058608 -1.700035 19246 38 Cenpa,Npm1,CCAF_1 CP

REACTOME_EPIGENETIC_REGULATION_OF_GENE_EXPRESSION 0.00318197 0.02283658 -0.4800544 -1.5769934 21583 100 Ddx21,Mybbp1CAF_1 CP

REACTOME_GAP_FILLING_DNA_REPAIR_SYNTHESIS_AND_LIGATION_IN_GG_NER 0.00318749 0.02283658 -0.6692867 -1.7288686 19088 25 Pcna,Lig1,Rfc1CAF_1 CP

REACTOME_TERMINATION_OF_TRANSLESION_DNA_SYNTHESIS 0.00327052 0.02335304 -0.6510861 -1.7213961 19751 28 Pcna,Rfc1,PoldCAF_1 CP

REACTOME_BASE_EXCISION_REPAIR 0.00331648 0.02360229 -0.5473224 -1.6505885 21228 57 Pcna,Lig1,H2afCAF_1 CP

REACTOME_SIGNALING_BY_NUCLEAR_RECEPTORS 0.00334093 0.02369731 -0.425865 -1.4938898 24181 170 Hbegf,Areg,MyCAF_1 CP

KEGG_HOMOLOGOUS_RECOMBINATION 0.00336597 0.02379583 -0.6617306 -1.723315 20217 26 Pold2,Rad51,BCAF_1 CP

KEGG_GLYCOLYSIS_GLUCONEOGENESIS 0.0033895 0.02388313 -0.6076167 -1.6964262 20900 37 Ldha,Aldoa,GaCAF_1 CP

REACTOME_RECYCLING_PATHWAY_OF_L1 0.00346838 0.0243585 -0.6243114 -1.7053927 21203 33 Tubb6,Ezr,TubCAF_1 CP

BIOCARTA_MCM_PATHWAY 0.00379987 0.0265991 -0.7169404 -1.7262198 22243 18 Mcm7,Orc2,MCAF_1 CP

KEGG_CYTOKINE_CYTOKINE_RECEPTOR_INTERACTION 0.00385251 0.02687943 0.47786016 1.62992426 13230 74 Pdgfrb,Cx3cl1,CCAF_1 CP

REACTOME_THE_CITRIC_ACID_TCA_CYCLE_AND_RESPIRATORY_ELECTRON_TRANSPORT 0.00387833 0.02697143 -0.4302045 -1.4956811 27784 157 Ldha,Uqcrq,CyCAF_1 CP

REACTOME_ANTIVIRAL_MECHANISM_BY_IFN_STIMULATED_GENES 0.00397808 0.0275753 -0.5201071 -1.6139891 25900 68 Kpnb1,Rae1,EiCAF_1 CP

REACTOME_AMYLOID_FIBER_FORMATION 0.00408301 0.02812008 0.55832696 1.72237038 15343 43 Cst3,Gsn,Itm2CAF_1 CP

REACTOME_RUNX2_REGULATES_OSTEOBLAST_DIFFERENTIATION 0.00407296 0.02812008 0.70934767 1.80785791 16886 18 Col1a1,Hes1,MCAF_1 CP

REACTOME_ROLE_OF_PHOSPHOLIPIDS_IN_PHAGOCYTOSIS 0.00410888 0.02820726 0.7190948 1.8079041 17125 17 Pik3r1,Pld3,AhCAF_1 CP

REACTOME_DNA_DAMAGE_BYPASS 0.00419664 0.02871737 -0.5832337 -1.6672578 26145 42 Pcna,Usp1,Dtl,RCAF_1 CP

REACTOME_GPCR_LIGAND_BINDING 0.00424807 0.02897645 0.51506886 1.67167952 15333 56 Anxa1,Cx3cl1,FCAF_1 CP

REACTOME_CRISTAE_FORMATION 0.00427996 0.02904423 -0.6546332 -1.7048316 25707 26 Hspa9,Atp5b,ImCAF_1 CP

REACTOME_HS_GAG_DEGRADATION 0.00428521 0.02904423 0.72866384 1.80537141 17960 16 Sdc2,Gpc1,SdcCAF_1 CP

REACTOME_SUMOYLATION_OF_DNA_DAMAGE_RESPONSE_AND_REPAIR_PROTEINS 0.00446597 0.03017358 -0.508467 -1.5954007 29283 73 Rae1,Rad21,PaCAF_1 CP

REACTOME_ATF6_ATF6_ALPHA_ACTIVATES_CHAPERONE_GENES 0.004575 0.03061954 -0.8052838 -1.694525 25751 10 Atf4,Hspa5,DdCAF_1 CP

REACTOME_FORMATION_OF_HIV_ELONGATION_COMPLEX_IN_THE_ABSENCE_OF_HIV_TAT 0.00456438 0.03061954 -0.5845155 -1.663583 28380 41 Ssrp1,Tcea1,SuCAF_1 CP

REACTOME_SELENOAMINO_ACID_METABOLISM 0.00456463 0.03061954 -0.4657703 -1.5422066 31163 106 Rars,Lars,EprsCAF_1 CP

KEGG_CELL_ADHESION_MOLECULES_CAMS 0.00464484 0.03089325 0.55791828 1.71293204 17509 42 Itga8,Ncam1,SCAF_1 CP

PID_ENDOTHELIN_PATHWAY 0.00463669 0.03089325 0.5702233 1.7248572 17655 39 Col3a1,Col1a2CAF_1 CP

REACTOME_GAB1_SIGNALOSOME 0.00476091 0.03156688 -0.7625368 -1.7059888 27267 13 Hbegf,Areg,EreCAF_1 CP

REACTOME_GPVI_MEDIATED_ACTIVATION_CASCADE 0.0048001 0.03172818 0.68494771 1.78939901 19701 20 Col1a1,Col1a2CAF_1 CP

NABA_SECRETED_FACTORS 0.00487391 0.03211668 0.46939921 1.60471397 16694 75 Fstl1,Ptn,Cx3clCAF_1 CP

REACTOME_GRB2_EVENTS_IN_ERBB2_SIGNALING 0.00507833 0.03336072 -0.7871956 -1.6940573 28763 11 Hbegf,Kras,EreCAF_1 CP

REACTOME_PYRUVATE_METABOLISM_AND_CITRIC_ACID_TCA_CYCLE 0.0052133 0.03414234 -0.5613706 -1.6374687 32785 47 Ldha,Mdh2,VdCAF_1 CP

PID_FANCONI_PATHWAY 0.00525474 0.03430844 -0.5735972 -1.6467093 32799 43 Usp1,Topbp1,BCAF_1 CP

REACTOME_HIV_ELONGATION_ARREST_AND_RECOVERY 0.00529547 0.03446897 -0.6312435 -1.6807023 32058 29 Ssrp1,Tcea1,SuCAF_1 CP

REACTOME_HDR_THROUGH_MMEJ_ALT_NHEJ 0.00542456 0.03509524 -0.799948 -1.683297 30533 10 Parp1,Rbbp8,RCAF_1 CP

REACTOME_SUMOYLATION_OF_UBIQUITINYLATION_PROTEINS 0.00540823 0.03509524 -0.5904849 -1.6568904 33418 38 Rae1,Nup85,NCAF_1 CP

REACTOME_RESOLUTION_OF_D_LOOP_STRUCTURES_THROUGH_SYNTHESIS_DEPENDENT_STRAND_ANNEALING_SDSA 0.00549861 0.03546686 -0.659367 -1.688921 32837 24 Rad51,Rbbp8,BCAF_1 CP

REACTOME_POSITIVE_EPIGENETIC_REGULATION_OF_RRNA_EXPRESSION 0.00551826 0.03548642 -0.5254777 -1.6024578 35547 61 Ddx21,Mybbp1CAF_1 CP

REACTOME_PCP_CE_PATHWAY 0.00570436 0.03657298 -0.4992788 -1.5730574 37503 75 Psmc2,Psma7,PCAF_1 CP

PID_SYNDECAN_3_PATHWAY 0.00573483 0.03665826 0.79879532 1.76148131 25067 10 Ptn,Sdc3,Psen1CAF_1 CP

BIOCARTA_RB_PATHWAY 0.00577727 0.0368193 -0.7692674 -1.6896854 32913 12 Cdk1,Ywhah,CdCAF_1 CP

BIOCARTA_ATRBRCA_PATHWAY 0.00585983 0.03700023 -0.6642232 -1.6861146 34885 23 Rad51,Trp53,RCAF_1 CP

REACTOME_ESTROGEN_DEPENDENT_GENE_EXPRESSION 0.00587498 0.03700023 -0.47191 -1.539136 39615 95 Myc,Ccnd1,HspCAF_1 CP

REACTOME_INTERFERON_GAMMA_SIGNALING 0.00584116 0.03700023 0.50319209 1.63855301 21021 57 Ncam1,Pias1,GCAF_1 CP

REACTOME_KSRP_KHSRP_BINDS_AND_DESTABILIZES_MRNA 0.0058353 0.03700023 -0.7223599 -1.6944788 33894 16 Exosc8,Exosc1CAF_1 CP

REACTOME_FGFR2_ALTERNATIVE_SPLICING 0.00592677 0.03721663 -0.6570784 -1.6830587 35394 24 Hnrnpm,Ncbp1CAF_1 CP

REACTOME_LEADING_STRAND_SYNTHESIS 0.00600035 0.03745832 -0.7431223 -1.6912071 34546 14 Pcna,Rfc1,PoldCAF_1 CP

REACTOME_SIGNALING_BY_FGFR2_IIIA_TM 0.0059925 0.03745832 -0.7118322 -1.6924431 34947 17 Ncbp1,Gtf2f2,PCAF_1 CP

BIOCARTA_G2_PATHWAY 0.00606341 0.03774166 -0.6631472 -1.6833833 36097 23 Cdkn1a,Cdk1,YCAF_1 CP

PID_ILK_PATHWAY 0.00619457 0.03844596 -0.5863965 -1.6454184 38277 38 Ccnd1,Hsp90aaCAF_1 CP

REACTOME_POLO_LIKE_KINASE_MEDIATED_EVENTS 0.00629806 0.03897494 -0.7198406 -1.6885691 36582 16 Cenpf,Ccnb2,CCAF_1 CP

BIOCARTA_PLATELETAPP_PATHWAY 0.00646065 0.03959572 0.8303031 1.72956099 28769 8 Col4a1,Col4a2CAF_1 CP

KEGG_METABOLISM_OF_XENOBIOTICS_BY_CYTOCHROME_P450 0.00643147 0.03959572 0.67412091 1.76111442 26397 20 Gstm1,Ephx1,GCAF_1 CP

REACTOME_MEIOSIS 0.006466 0.03959572 -0.5253296 -1.5932554 41519 59 H2afz,Rad21,SCAF_1 CP

REACTOME_SYNTHESIS_OF_BILE_ACIDS_AND_BILE_SALTS 0.00647256 0.03959572 0.71341817 1.76759804 27128 16 Rxra,Osbpl3,ScCAF_1 CP

REACTOME_TFAP2_AP_2_FAMILY_REGULATES_TRANSCRIPTION_OF_CELL_CYCLE_FACTORS 0.00682576 0.04163715 -0.9228136 -1.5625032 36194 4 Myc,Cdkn1a CAF_1 CP

KEGG_GLYCINE_SERINE_AND_THREONINE_METABOLISM 0.00687393 0.04176605 -0.7170071 -1.6819226 39927 16 Psph,Phgdh,PsCAF_1 CP

REACTOME_EGFR_DOWNREGULATION 0.00688602 0.04176605 -0.633908 -1.6636401 41470 27 Hbegf,Areg,EreCAF_1 CP

REACTOME_RNA_POLYMERASE_II_PRE_TRANSCRIPTION_EVENTS 0.00695187 0.042046 -0.4990006 -1.562471 45527 72 Ssrp1,Tcea1,SuCAF_1 CP

BIOCARTA_SKP2E2F_PATHWAY 0.00708084 0.04270505 -0.8078274 -1.6580423 39579 9 Skp2,Ccne1,CuCAF_1 CP

KEGG_MATURITY_ONSET_DIABETES_OF_THE_YOUNG 0.00710305 0.04271836 0.99654891 1.32843117 35506 1 Hes1 CAF_1 CP

REACTOME_MRNA_DECAY_BY_3_TO_5_EXORIBONUCLEASE 0.00717608 0.04303632 -0.725995 -1.6783739 41497 15 Exosc8,Exosc1CAF_1 CP

BIOCARTA_INTRINSIC_PATHWAY 0.00728101 0.04342164 0.86900573 1.68040315 33177 6 Col4a1,Col4a2CAF_1 CP

REACTOME_DOWNREGULATION_OF_ERBB2_SIGNALING 0.00726253 0.04342164 -0.6874309 -1.6749785 42671 19 Hbegf,Hsp90aaCAF_1 CP

REACTOME_DEFECTIVE_EXT2_CAUSES_EXOSTOSES_2 0.00730612 0.04345003 0.77390955 1.74819133 31678 11 Sdc2,Gpc1,SdcCAF_1 CP

REACTOME_ORGANELLE_BIOGENESIS_AND_MAINTENANCE 0.00740858 0.04393698 -0.3797757 -1.3878335 56669 255 Hspa9,Hsp90aCAF_1 CP

KEGG_OOCYTE_MEIOSIS 0.00756597 0.04462251 -0.4716796 -1.5266154 50715 90 Slk,Ccnb2,Cdc2CAF_1 CP

REACTOME_TRANSCRIPTIONAL_REGULATION_OF_PLURIPOTENT_STEM_CELLS 0.00756499 0.04462251 0.78883598 1.73951925 33067 10 Pbx1,Foxp1,StaCAF_1 CP

REACTOME_DEADENYLATION_DEPENDENT_MRNA_DECAY 0.00758996 0.04464068 -0.5368637 -1.5940064 48172 52 Lsm4,Exosc8,ECAF_1 CP

REACTOME_CS_DS_DEGRADATION 0.00767089 0.04499273 0.80537215 1.72905921 33830 9 Vcan,Hexb,HexCAF_1 CP

REACTOME_PROCESSING_AND_ACTIVATION_OF_SUMO 0.00774866 0.04532433 -0.7883586 -1.6589101 43615 10 Sae1,Senp5,UbCAF_1 CP

KEGG_AXON_GUIDANCE 0.00781574 0.04559184 0.44815902 1.54858721 26425 80 Nfat5,Cxcl12,PCAF_1 CP

PID_HDAC_CLASSII_PATHWAY 0.00793786 0.04592772 -0.608626 -1.6422161 48295 31 Ran,Hsp90aa1CAF_1 CP

REACTOME_CONDENSATION_OF_PROPHASE_CHROMOSOMES 0.00789806 0.04592772 -0.6294005 -1.6518104 47565 27 Set,Smc4,SmcCAF_1 CP

REACTOME_INTRINSIC_PATHWAY_OF_FIBRIN_CLOT_FORMATION 0.00793044 0.04592772 -0.9774123 -1.4307262 40451 2 C1qbp CAF_1 CP

REACTOME_NUCLEAR_ENVELOPE_REASSEMBLY 0.00802395 0.04630035 -0.745266 -1.6673495 45956 13 Banf1,Vrk1,TmCAF_1 CP

REACTOME_CYCLIN_A_B1_B2_ASSOCIATED_EVENTS_DURING_G2_M_TRANSITION 0.00813388 0.0468082 -0.6466357 -1.6563106 48575 24 Ccnb2,Cdk1,CcCAF_1 CP

KEGG_NUCLEOTIDE_EXCISION_REPAIR 0.00825018 0.04734982 -0.5571418 -1.6061379 51591 44 Pcna,Lig1,Rfc1CAF_1 CP

BIOCARTA_EIF2_PATHWAY 0.00838058 0.04796927 -0.7856659 -1.653244 47172 10 Eif2s2,Eif2s1,ECAF_1 CP

PID_ERA_GENOMIC_PATHWAY 0.00849869 0.04851523 -0.5388805 -1.58906 53744 50 Myc,Ccnd1,SetCAF_1 CP

BIOCARTA_AMI_PATHWAY 0.00865013 0.04924809 0.81960266 1.70727146 38519 8 Col4a1,Col4a2CAF_1 CP

HALLMARK_E2F_TARGETS 1.36E-07 1.30E-06 -0.7735476 -2.7542192 0 195 Top2a,Nop56,RCAF_1 H

HALLMARK_G2M_CHECKPOINT 1.36E-07 1.30E-06 -0.7237828 -2.5686934 0 189 Top2a,Cenpe,MCAF_1 H

HALLMARK_MTORC1_SIGNALING 1.36E-07 1.30E-06 -0.6926486 -2.4581985 0 189 Mthfd2,Hspa9CAF_1 H

HALLMARK_MYC_TARGETS_V1 1.35E-07 1.30E-06 -0.8212708 -2.9303595 0 199 Ddx21,Nop56,RCAF_1 H

HALLMARK_MYC_TARGETS_V2 1.56E-07 1.30E-06 -0.8047237 -2.4268629 0 57 Nop56,Nolc1,MCAF_1 H

HALLMARK_UNFOLDED_PROTEIN_RESPONSE 1.46E-07 1.30E-06 -0.6809825 -2.2576754 0 107 Nop56,Nolc1,MCAF_1 H

HALLMARK_COAGULATION 2.83E-07 1.66E-06 0.73330171 2.43826724 0 64 Thbs1,Fn1,FbnCAF_1 H

HALLMARK_EPITHELIAL_MESENCHYMAL_TRANSITION 3.33E-07 1.66E-06 0.72541469 2.69932683 0 130 Postn,Thbs1,CoCAF_1 H

HALLMARK_MYOGENESIS 3.15E-07 1.66E-06 0.57637261 2.08195208 0 106 Col3a1,Col1a1CAF_1 H

HALLMARK_UV_RESPONSE_DN 3.27E-07 1.66E-06 0.61640701 2.27296332 0 122 Col3a1,Col1a1CAF_1 H

HALLMARK_ANGIOGENESIS 7.34E-07 3.34E-06 0.85119309 2.24932302 2 21 Postn,Col3a1,FCAF_1 H

HALLMARK_DNA_REPAIR 2.56E-06 1.07E-05 -0.5448825 -1.8627297 17 136 Nme1,Pcna,RaCAF_1 H

HALLMARK_APICAL_JUNCTION 4.78E-05 0.00018378 0.51102739 1.85124497 150 108 Fbn1,Col16a1,CCAF_1 H

HALLMARK_OXIDATIVE_PHOSPHORYLATION 0.00018408 0.00061361 -0.4566467 -1.624174 1354 193 Slc25a5,Hspa9CAF_1 H

HALLMARK_SPERMATOGENESIS 0.00017979 0.00061361 -0.6035703 -1.8307018 1153 59 Ccnb2,Bub1,EzCAF_1 H

HALLMARK_MITOTIC_SPINDLE 0.00058351 0.00182347 -0.4468077 -1.5802508 4264 183 Top2a,Cenpe,CCAF_1 H

HALLMARK_GLYCOLYSIS 0.00068612 0.00201799 -0.4599824 -1.5982914 4910 156 Hmmr,Ldha,RaCAF_1 H

HALLMARK_COMPLEMENT 0.00194227 0.00539519 0.43740855 1.5971089 6049 114 Fn1,Lipa,Pla2gCAF_1 H

HALLMARK_KRAS_SIGNALING_DN 0.00345036 0.0090799 0.54253205 1.71676525 12727 49 Tgfb2,Btg2,SynCAF_1 H

HALLMARK_PI3K_AKT_MTOR_SIGNALING 0.00420563 0.01051408 -0.4945732 -1.5822619 27944 83 Trib3,Cdkn1a,DCAF_1 H

HALLMARK_APICAL_SURFACE 0.00814883 0.01858039 0.67416045 1.74036971 33616 19 Cx3cl1,Gas1,SuCAF_1 H

HALLMARK_BILE_ACID_METABOLISM 0.00817537 0.01858039 0.47647806 1.58431491 28864 64 Nedd4,Idh1,HsCAF_1 H

HALLMARK_ANDROGEN_RESPONSE 0.01569926 0.03412882 0.42955873 1.4810871 53216 79 Maf,Adamts1,SCAF_1 H

HALLMARK_ALLOGRAFT_REJECTION 0.018186 0.03788751 -0.4550926 -1.458542 120997 84 Rars,Eif5a,NmCAF_1 H

KEGG_PARKINSONS_DISEASE 1.32E-07 4.81E-05 -0.6622714 -2.1424108 0 104 Slc25a5,mt-CyCAF_2 CP

NABA_CORE_MATRISOME 1.35E-07 4.81E-05 -0.7024896 -2.196893 0 81 Spp1,Col1a2,MCAF_2 CP

NABA_MATRISOME 1.15E-07 4.81E-05 -0.5110323 -1.8334194 0 286 Spp1,S100a4,CCAF_2 CP

REACTOME_CELL_CYCLE_MITOTIC 1.09E-07 4.81E-05 -0.447211 -1.6550184 0 457 Ccnd1,Cenpe,TCAF_2 CP

REACTOME_RESPIRATORY_ELECTRON_TRANSPORT 1.33E-07 4.81E-05 -0.6790899 -2.1739077 0 96 mt-Cytb,NdufaCAF_2 CP

REACTOME_RESPIRATORY_ELECTRON_TRANSPORT_ATP_SYNTHESIS_BY_CHEMIOSMOTIC_COUPLING_AND_HEAT_PRODUCTION_BY_UNCOUPLING_PROTEINS 1.30E-07 4.81E-05 -0.6821251 -2.232508 0 114 mt-Cytb,NdufaCAF_2 CP

KEGG_HUNTINGTONS_DISEASE 2.51E-07 5.14E-05 -0.5600035 -1.8910516 1 149 Slc25a5,mt-CyCAF_2 CP

KEGG_RIBOSOME 3.85E-07 5.14E-05 0.78881076 2.7884591 0 83 Rps27,Rpl22,RCAF_2 CP

NABA_ECM_GLYCOPROTEINS 4.26E-07 5.14E-05 -0.709327 -2.0719334 2 52 Spp1,Mgp,IgfbCAF_2 CP

PID_HIF1_TFPATHWAY 3.40E-07 5.14E-05 0.83241274 2.71846826 0 53 Aldoa,Bnip3,LdCAF_2 CP

REACTOME_EUKARYOTIC_TRANSLATION_INITIATION 4.35E-07 5.14E-05 0.72746566 2.70434281 0 115 Rps27,Rpl22,RCAF_2 CP

REACTOME_METALLOTHIONEINS_BIND_METALS 2.69E-07 5.14E-05 0.9885005 2.22726374 0 10 Mt1,Mt1,Mt1,MCAF_2 CP

REACTOME_NONSENSE_MEDIATED_DECAY_NMD 4.28E-07 5.14E-05 0.7109916 2.6294212 0 111 Rps27,Rpl22,RCAF_2 CP

REACTOME_NONSENSE_MEDIATED_DECAY_NMD_INDEPENDENT_OF_THE_EXON_JUNCTION_COMPLEX_EJC 3.97E-07 5.14E-05 0.75269658 2.70055833 0 91 Rps27,Rpl22,RCAF_2 CP

REACTOME_RESPONSE_TO_METAL_IONS 2.74E-07 5.14E-05 0.9823603 2.31427883 0 12 Mt1,Mt1,Mt1,MCAF_2 CP

REACTOME_SELENOAMINO_ACID_METABOLISM 4.20E-07 5.14E-05 0.69864912 2.56631636 0 106 Rps27,Rpl22,RCAF_2 CP

REACTOME_SRP_DEPENDENT_COTRANSLATIONAL_PROTEIN_TARGETING_TO_MEMBRANE 4.24E-07 5.14E-05 0.72235661 2.66073699 0 108 Rps27,Rpl22,RCAF_2 CP

REACTOME_THE_CITRIC_ACID_TCA_CYCLE_AND_RESPIRATORY_ELECTRON_TRANSPORT 2.50E-07 5.14E-05 -0.5710671 -1.9379742 1 156 mt-Cytb,NdufaCAF_2 CP

REACTOME_INFLUENZA_INFECTION 4.84E-07 5.25E-05 0.61323893 2.35566576 0 146 Seh1l,Rps27,RCAF_2 CP

REACTOME_REGULATION_OF_EXPRESSION_OF_SLITS_AND_ROBOS 4.93E-07 5.25E-05 0.55971528 2.15956564 0 151 Rps27,Rpl22,RCAF_2 CP

REACTOME_SIGNALING_BY_ROBO_RECEPTORS 5.55E-07 5.63E-05 0.51540982 2.04202994 0 187 Rps27,Rpl22,RCAF_2 CP

REACTOME_ACTIVATION_OF_THE_MRNA_UPON_BINDING_OF_THE_CAP_BINDING_COMPLEX_AND_EIFS_AND_SUBSEQUENT_BINDING_TO_43S 7.01E-07 6.52E-05 0.6535498 2.18426568 1 60 Rps27,Rps14,RCAF_2 CP

REACTOME_GLYCOLYSIS 7.04E-07 6.52E-05 0.64831 2.17331468 1 61 Aldoa,Gpi1,GaCAF_2 CP

REACTOME_METABOLISM_OF_NUCLEOTIDES 1.09E-06 9.69E-05 -0.6381767 -1.9775905 7 76 Nme1,Gart,DtCAF_2 CP

REACTOME_MITOTIC_G1_G1_S_PHASES 1.27E-06 0.00010794 -0.5523472 -1.8522922 9 140 Ccnd1,Top2a,CCAF_2 CP

KEGG_GLYCOLYSIS_GLUCONEOGENESIS 1.90E-06 0.00014984 0.73449908 2.23389782 5 37 Aldoa,Gpi1,GaCAF_2 CP

KEGG_OXIDATIVE_PHOSPHORYLATION 1.83E-06 0.00014984 -0.5820366 -1.8897755 13 107 mt-Cytb,NdufaCAF_2 CP

REACTOME_INFECTIOUS_DISEASE 2.56E-06 0.00019479 0.38559124 1.62104737 2 330 Seh1l,Rps27,RCAF_2 CP

REACTOME_CELLULAR_RESPONSES_TO_EXTERNAL_STIMULI 5.45E-06 0.00040057 0.36251004 1.55488877 4 417 Ero1l,Higd1a,HCAF_2 CP

REACTOME_COMPLEX_I_BIOGENESIS 5.65E-06 0.00040143 -0.6673871 -1.961536 39 54 mt-Nd4,mt-NdCAF_2 CP

PID_FOXM1_PATHWAY 8.64E-06 0.00057528 -0.725345 -1.9870845 58 36 Ccnd1,Cenpf,CCAF_2 CP
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REACTOME_SMOOTH_MUSCLE_CONTRACTION 8.63E-06 0.00057528 -0.7971074 -2.0012734 56 23 Anxa1,Tpm1,TCAF_2 CP

REACTOME_REGULATION_OF_GENE_EXPRESSION_BY_HYPOXIA_INDUCIBLE_FACTOR 9.71E-06 0.0006265 0.94517138 2.01362441 36 8 Higd1a,Vegfa,CCAF_2 CP

REACTOME_DNA_REPLICATION 1.35E-05 0.00084262 -0.5476229 -1.8017709 103 119 Ube2c,Mcm6,OCAF_2 CP

REACTOME_CIRCADIAN_CLOCK 1.47E-05 0.00089258 0.61716637 2.05639493 41 59 Bhlhe40,NampCAF_2 CP

REACTOME_GLUCOSE_METABOLISM 1.53E-05 0.00090534 0.57598929 2.00200705 40 75 Aldoa,Gpi1,GaCAF_2 CP

KEGG_PYRIMIDINE_METABOLISM 2.35E-05 0.00135106 -0.5858548 -1.8416332 173 84 Nme1,Dtymk,TCAF_2 CP

REACTOME_ASSEMBLY_AND_CELL_SURFACE_PRESENTATION_OF_NMDA_RECEPTORS 3.13E-05 0.00175526 -0.8251643 -1.9432932 202 17 Tuba1b,Tuba1CAF_2 CP

REACTOME_MITOCHONDRIAL_TRANSLATION 3.23E-05 0.00176407 -0.5697559 -1.8135437 241 92 Mtif2,Mrps6,MCAF_2 CP

KEGG_ECM_RECEPTOR_INTERACTION 4.27E-05 0.00216399 -0.6758477 -1.9034017 294 42 Spp1,Col1a2,TCAF_2 CP

REACTOME_INTERCONVERSION_OF_NUCLEOTIDE_DI_AND_TRIPHOSPHATES 4.09E-05 0.00216399 -0.7572201 -1.9335348 271 25 Nme1,Dtymk,TCAF_2 CP

REACTOME_TRANSLATION 4.20E-05 0.00216399 0.37989331 1.57516396 55 285 Apeh,Rps27,RpCAF_2 CP

KEGG_ALZHEIMERS_DISEASE 4.72E-05 0.00233833 -0.5249752 -1.7408086 367 127 mt-Cytb,NdufaCAF_2 CP

KEGG_CIRCADIAN_RHYTHM_MAMMAL 5.61E-05 0.00271704 0.8769611 2.0659757 204 12 Bhlhe40,BhlheCAF_2 CP

REACTOME_MITOTIC_METAPHASE_AND_ANAPHASE 5.88E-05 0.00278122 -0.4841507 -1.66665 478 179 Cenpe,Cenpf,CCAF_2 CP

BIOCARTA_DNAFRAGMENT_PATHWAY 6.19E-05 0.00280496 -0.9194634 -1.8171987 382 8 Top2a,Hmgb1,HCAF_2 CP

REACTOME_RESOLUTION_OF_SISTER_CHROMATID_COHESION 6.09E-05 0.00280496 -0.5406118 -1.7573458 464 108 Cenpe,Cenpf,CCAF_2 CP

PID_HIF2PATHWAY 6.32E-05 0.0028067 0.73822034 2.09904985 209 27 Bhlhe40,Pgk1,ECAF_2 CP

NABA_SECRETED_FACTORS 6.90E-05 0.00299744 -0.5877167 -1.814099 503 74 S100a4,S100aCAF_2 CP

REACTOME_MITOTIC_PROMETAPHASE 7.37E-05 0.00313829 -0.480981 -1.6566602 600 180 Cenpe,Cenpf,SCAF_2 CP

KEGG_GLUTATHIONE_METABOLISM 8.09E-05 0.00337748 -0.7063809 -1.8929096 546 32 Gpx1,Gstm1,GCAF_2 CP

KEGG_DNA_REPLICATION 8.57E-05 0.00340507 -0.6915722 -1.8847043 583 35 Mcm6,Pcna,RfCAF_2 CP

REACTOME_RHO_GTPASES_ACTIVATE_FORMINS 8.54E-05 0.00340507 -0.524837 -1.7268016 659 119 Cenpe,Cenpf,ACAF_2 CP

REACTOME_RRNA_PROCESSING_IN_THE_NUCLEUS_AND_CYTOSOL 8.63E-05 0.00340507 0.42323489 1.66924283 158 180 Rps27,Rpl22,RCAF_2 CP

REACTOME_ACTIVATION_OF_THE_PRE_REPLICATIVE_COMPLEX 8.92E-05 0.00345568 -0.7001123 -1.887049 604 33 Mcm6,Orc2,MCAF_2 CP

REACTOME_ACTIVATION_OF_ATR_IN_RESPONSE_TO_REPLICATION_STRESS 9.52E-05 0.00361946 -0.6823442 -1.8786019 650 37 Mcm6,Orc2,MCAF_2 CP

REACTOME_CELL_CYCLE_CHECKPOINTS 0.00010029 0.00374782 -0.4461583 -1.5829627 853 249 Cenpe,Cenpf,YCAF_2 CP

KEGG_FRUCTOSE_AND_MANNOSE_METABOLISM 0.00011145 0.00409287 0.7322449 2.06481991 371 26 Aldoa,Tpi1,PmCAF_2 CP

REACTOME_RRNA_PROCESSING 0.00012268 0.00442883 0.41328255 1.6374064 220 187 Rps27,Rpl22,RCAF_2 CP

REACTOME_METABOLISM_OF_CARBOHYDRATES 0.00013871 0.00492435 0.4035525 1.61240717 238 201 Aldoa,Gpi1,GaCAF_2 CP

REACTOME_AXON_GUIDANCE 0.00014716 0.0051386 0.33856831 1.44442831 144 391 Rps27,Ezr,Rpl2CAF_2 CP

REACTOME_DNA_REPLICATION_PRE_INITIATION 0.00015131 0.00519835 -0.5667895 -1.7661662 1113 79 Mcm6,Orc2,PsCAF_2 CP

REACTOME_MITOCHONDRIAL_PROTEIN_IMPORT 0.00016173 0.00546788 -0.6007989 -1.8006792 1157 61 Hspd1,Atp5b,ACAF_2 CP

REACTOME_CONDENSATION_OF_PROMETAPHASE_CHROMOSOMES 0.0002005 0.00657033 -0.8572762 -1.8287178 1265 11 Smc2,Ccnb2,NCAF_2 CP

REACTOME_GLYCOGEN_SYNTHESIS 0.00020049 0.00657033 0.86730346 2.00063204 738 11 Gys1,Ubb,GbeCAF_2 CP

PID_INTEGRIN1_PATHWAY 0.00026096 0.00842178 -0.660359 -1.8268305 1788 38 Spp1,Col1a2,TCAF_2 CP

KEGG_CITRATE_CYCLE_TCA_CYCLE 0.00026588 0.00845246 -0.7120752 -1.8464052 1775 27 Mdh1,Sdhb,SuCAF_2 CP

KEGG_FOCAL_ADHESION 0.00028703 0.00899071 -0.4949925 -1.6502909 2250 133 Spp1,Ccnd1,CoCAF_2 CP

REACTOME_ASSEMBLY_OF_COLLAGEN_FIBRILS_AND_OTHER_MULTIMERIC_STRUCTURES 0.00029583 0.00908215 -0.6831754 -1.8307252 2000 32 Col1a2,Col1a1CAF_2 CP

REACTOME_DNA_STRAND_ELONGATION 0.00031432 0.00908215 -0.6869107 -1.8296723 2120 31 Mcm6,Pcna,RfCAF_2 CP

REACTOME_GLUCONEOGENESIS 0.00031543 0.00908215 0.7254595 2.00943189 1063 24 Aldoa,Gpi1,GaCAF_2 CP

REACTOME_INSULIN_RECEPTOR_RECYCLING 0.00030932 0.00908215 0.78764227 2.01586001 1087 17 Atp6v1g1,Atp6CAF_2 CP

REACTOME_KINESINS 0.00031553 0.00908215 -0.664689 -1.8209173 2153 36 Cenpe,Kif20b,TCAF_2 CP

REACTOME_RUNX3_REGULATES_WNT_SIGNALING 0.0003022 0.00908215 -0.8955094 -1.7698568 1869 8 Ccnd1 CAF_2 CP

REACTOME_SIGNALING_BY_TGF_BETA_RECEPTOR_COMPLEX 0.00033818 0.00960433 0.531976 1.82727781 924 70 Junb,Ccnk,UbbCAF_2 CP

REACTOME_FOXO_MEDIATED_TRANSCRIPTION 0.00038459 0.01077875 0.58990764 1.89818487 1150 49 Ddit3,Txnip,CdCAF_2 CP

REACTOME_FATTY_ACID_METABOLISM 0.00040968 0.01133275 -0.5171522 -1.6729584 3114 104 Dbi,Elovl6,PtgsCAF_2 CP

REACTOME_INTEGRIN_CELL_SURFACE_INTERACTIONS 0.00042786 0.01153596 -0.6358015 -1.7906188 2957 42 Spp1,Col1a2,TCAF_2 CP

REACTOME_REGULATION_OF_INSULIN_LIKE_GROWTH_FACTOR_IGF_TRANSPORT_AND_UPTAKE_BY_INSULIN_LIKE_GROWTH_FACTOR_BINDING_PROTEINS_IGFBPS 0.00042767 0.01153596 -0.5861312 -1.75212 3056 60 Spp1,Csf1,IgfbCAF_2 CP

REACTOME_METABOLISM_OF_AMINO_ACIDS_AND_DERIVATIVES 0.00044905 0.01195602 0.36419468 1.49285516 656 254 Rps27,Rpl22,RCAF_2 CP

REACTOME_ORC1_REMOVAL_FROM_CHROMATIN 0.00046216 0.01215307 -0.5739647 -1.7373221 3330 65 Mcm6,Orc2,PsCAF_2 CP

REACTOME_TBC_RABGAPS 0.00049531 0.01286608 0.62389772 1.91838653 1549 39 Gabarap,Tbc1dCAF_2 CP

KEGG_PURINE_METABOLISM 0.00050582 0.01298073 -0.5137048 -1.6618063 3845 104 Nme1,Gart,PoCAF_2 CP

REACTOME_RHO_GTPASES_ACTIVATE_IQGAPS 0.00056159 0.01407282 -0.752184 -1.8143628 3664 19 Actb,Calm1,TuCAF_2 CP

REACTOME_SWITCHING_OF_ORIGINS_TO_A_POST_REPLICATIVE_STATE 0.00056016 0.01407282 -0.5371242 -1.6884486 4152 84 Ube2c,Mcm6,OCAF_2 CP

REACTOME_ATF6_ATF6_ALPHA_ACTIVATES_CHAPERONE_GENES 0.00057812 0.01431854 0.86168721 1.94153131 2151 10 Hspa5,Ddit3,HCAF_2 CP

KEGG_VIBRIO_CHOLERAE_INFECTION 0.0005885 0.0143295 0.61525659 1.90153924 1832 40 Ero1l,Atp6v1g1CAF_2 CP

REACTOME_ORGANELLE_BIOGENESIS_AND_MAINTENANCE 0.00059202 0.0143295 -0.4240755 -1.5070862 5053 254 Calm1,Tuba1bCAF_2 CP

REACTOME_M_PHASE 0.00066162 0.01566556 -0.4047298 -1.4645555 5820 321 Cenpe,Cenpf,SCAF_2 CP

REACTOME_TRANSCRIPTIONAL_ACTIVITY_OF_SMAD2_SMAD3:SMAD4_HETEROTRIMER 0.00066192 0.01566556 0.59885997 1.87802734 2033 43 Junb,Ccnk,UbbCAF_2 CP

REACTOME_AUTOPHAGY 0.00067975 0.01591069 0.47047004 1.70225691 1678 96 Gabarap,SqstmCAF_2 CP

REACTOME_ROS_AND_RNS_PRODUCTION_IN_PHAGOCYTES 0.00076926 0.01781015 0.78790288 1.95812017 2743 15 Atp6v1g1,Atp6CAF_2 CP

REACTOME_EXTENSION_OF_TELOMERES 0.000779 0.01784156 -0.6842622 -1.786911 5216 28 Dkc1,Nhp2,PcnCAF_2 CP

REACTOME_BIOLOGICAL_OXIDATIONS 0.00082227 0.01806673 -0.5350366 -1.6732177 6070 81 Cyb5r3,Ptgs1,CCAF_2 CP

REACTOME_EXTRACELLULAR_MATRIX_ORGANIZATION 0.00081919 0.01806673 -0.4655812 -1.5755648 6534 152 Spp1,Col1a2,TCAF_2 CP

REACTOME_S_PHASE 0.00082276 0.01806673 -0.4662214 -1.57661 6557 151 Ccnd1,Cks1b,UCAF_2 CP

REACTOME_THE_ROLE_OF_GTSE1_IN_G2_M_PROGRESSION_AFTER_G2_CHECKPOINT 0.00081463 0.01806673 -0.5671896 -1.7085193 5851 63 Ccnb2,Tuba1b,TCAF_2 CP

REACTOME_GLYCOGEN_STORAGE_DISEASES 0.00083736 0.01819976 0.8532212 1.92245593 3116 10 Gys1,Ubb,GbeCAF_2 CP

BIOCARTA_SET_PATHWAY 0.00090098 0.0188105 -0.8929388 -1.7083719 5525 7 Apex1,Hmgb2,SCAF_2 CP

PID_ATR_PATHWAY 0.00089049 0.0188105 -0.6393367 -1.7601955 6091 37 Ywhab,Mcm7,MCAF_2 CP

PID_BETA_CATENIN_NUC_PATHWAY 0.00091845 0.0188105 -0.5958932 -1.7291873 6448 50 Ccnd1,Ccnd2,YCAF_2 CP

REACTOME_ASSEMBLY_OF_THE_PRE_REPLICATIVE_COMPLEX 0.00090993 0.0188105 -0.5671433 -1.7041134 6525 62 Mcm6,Orc2,PsCAF_2 CP

REACTOME_FOXO_MEDIATED_TRANSCRIPTION_OF_CELL_DEATH_GENES 0.00091645 0.0188105 0.78332012 1.94673095 3268 15 Ddit3,Foxo3,NCAF_2 CP

REACTOME_LONG_TERM_POTENTIATION 0.00090289 0.0188105 -0.841911 -1.7559677 5667 10 Calm1 CAF_2 CP

REACTOME_CHOLESTEROL_BIOSYNTHESIS 0.00093478 0.01896278 -0.7172684 -1.7843923 6158 22 Cyp51,Msmo1CAF_2 CP

KEGG_DRUG_METABOLISM_CYTOCHROME_P450 0.00094628 0.01901479 -0.7324769 -1.7862113 6195 20 Gstm1,Gstp1,MCAF_2 CP

REACTOME_ATF6_ATF6_ALPHA_ACTIVATES_CHAPERONES 0.00099823 0.01987137 0.81957282 1.93077837 3645 12 Hspa5,Ddit3,HCAF_2 CP

REACTOME_HDMS_DEMETHYLATE_HISTONES 0.00102717 0.02025804 0.71132754 1.93210772 3503 22 Kdm3a,Jmjd6,KCAF_2 CP

REACTOME_ACTIVATION_OF_AMPK_DOWNSTREAM_OF_NMDARS 0.00113478 0.02217507 -0.7734452 -1.7716153 7299 15 Calm1,Tuba1bCAF_2 CP

KEGG_CARDIAC_MUSCLE_CONTRACTION 0.00118753 0.0228106 -0.6145676 -1.7308173 8209 42 mt-Cytb,Tpm1CAF_2 CP

KEGG_STEROID_BIOSYNTHESIS 0.00118872 0.0228106 -0.7723268 -1.7690535 7646 15 Cyp51,Msmo1CAF_2 CP

REACTOME_DNA_DAMAGE_TELOMERE_STRESS_INDUCED_SENESCENCE 0.00120704 0.02295523 0.57545272 1.82101817 3675 45 Cdkn1a,Hist1hCAF_2 CP

REACTOME_SIGNALING_BY_TGF_BETA_FAMILY_MEMBERS 0.00123694 0.02331582 0.47470977 1.68452195 3185 85 Junb,Ccnk,UbbCAF_2 CP

REACTOME_RAB_REGULATION_OF_TRAFFICKING 0.00129437 0.02418428 0.44662391 1.63591087 3101 104 Gabarap,Tbc1dCAF_2 CP

REACTOME_MITOTIC_SPINDLE_CHECKPOINT 0.00155692 0.02858829 -0.4944027 -1.5993651 11837 104 Cenpe,Cenpf,CCAF_2 CP

REACTOME_RUNX3_REGULATES_BCL2L11_BIM_TRANSCRIPTION 0.00155379 0.02858829 0.9329882 1.76214061 6231 5 Foxo3,Smad4,BCAF_2 CP

KEGG_VIRAL_MYOCARDITIS 0.00158201 0.02859173 -0.6342632 -1.7285232 10774 35 Ccnd1,Actb,CycCAF_2 CP

NABA_COLLAGENS 0.00159738 0.02859173 -0.7360387 -1.7549809 10389 18 Col1a2,Col1a1CAF_2 CP

REACTOME_COLLAGEN_CHAIN_TRIMERIZATION 0.00159738 0.02859173 -0.7360387 -1.7549809 10389 18 Col1a2,Col1a1CAF_2 CP

REACTOME_CONSTITUTIVE_SIGNALING_BY_AKT1_E17K_IN_CANCER 0.00164593 0.02921526 0.68106251 1.88645777 5551 24 Cdkn1a,Cdkn1bCAF_2 CP

KEGG_HEMATOPOIETIC_CELL_LINEAGE 0.001674 0.02946801 -0.7180599 -1.7510542 10960 20 Csf1,Itga6,Kitl,CCAF_2 CP

REACTOME_METABOLISM_OF_COFACTORS 0.00172375 0.03009506 -0.7341096 -1.7503812 11211 18 Prkg2,Gchfr,CaCAF_2 CP

BIOCARTA_MSP_PATHWAY 0.00182947 0.0309267 -0.9991793 -1.3323718 9148 1 Csf1 CAF_2 CP

BIOCARTA_STEM_PATHWAY 0.00182947 0.0309267 -0.9991793 -1.3323718 9148 1 Csf1 CAF_2 CP

KEGG_LYSOSOME 0.00182453 0.0309267 0.44847411 1.62525021 4488 97 Lamp2,Atp6v0CAF_2 CP

REACTOME_NEUTROPHIL_DEGRANULATION 0.00181201 0.0309267 0.33640681 1.39485448 2416 285 Aldoa,Gpi1,MiCAF_2 CP

REACTOME_MACROAUTOPHAGY 0.00190195 0.03189885 0.47158485 1.6603559 4976 81 Gabarap,SqstmCAF_2 CP

REACTOME_DNA_DOUBLE_STRAND_BREAK_RESPONSE 0.00201085 0.03346177 0.54726493 1.76097059 6017 49 Hist1h2bc,HistCAF_2 CP

REACTOME_REGULATION_OF_MITOTIC_CELL_CYCLE 0.00203694 0.03363318 -0.5189333 -1.6199752 15017 80 Ube2c,Cdc20,PCAF_2 CP

KEGG_STARCH_AND_SUCROSE_METABOLISM 0.00211123 0.03459176 0.73715656 1.88664891 7425 17 Gpi1,Hk2,Gys1CAF_2 CP

BIOCARTA_RANMS_PATHWAY 0.00224975 0.03565432 -0.8195665 -1.7093641 14122 10 Ranbp1,Ran,TpCAF_2 CP

REACTOME_COLLAGEN_DEGRADATION 0.00225978 0.03565432 -0.6480663 -1.7152068 15209 30 Col1a2,Col1a1CAF_2 CP

REACTOME_FORMATION_OF_ATP_BY_CHEMIOSMOTIC_COUPLING 0.00221842 0.03565432 -0.7561448 -1.7319879 14270 15 Atp5j,Atp5b,AtCAF_2 CP

REACTOME_MITOTIC_G2_G2_M_PHASES 0.00223082 0.03565432 -0.4339423 -1.4954587 18211 181 Cenpf,Hmmr,TCAF_2 CP

REACTOME_SYNDECAN_INTERACTIONS 0.00224705 0.03565432 -0.6885355 -1.7286852 14847 23 Col1a2,Thbs1,CCAF_2 CP

REACTOME_MEIOTIC_SYNAPSIS 0.00260125 0.04074023 0.58755115 1.78697194 8216 37 Hist1h2bc,HistCAF_2 CP

REACTOME_METABOLISM_OF_VITAMINS_AND_COFACTORS 0.00263327 0.04094069 -0.4663953 -1.5421516 20465 124 Prkg2,Gchfr,CyCAF_2 CP

KEGG_METABOLISM_OF_XENOBIOTICS_BY_CYTOCHROME_P450 0.00272322 0.04174697 -0.7132361 -1.7204156 17771 19 Gstm1,Gstp1,MCAF_2 CP

REACTOME_FACTORS_INVOLVED_IN_MEGAKARYOCYTE_DEVELOPMENT_AND_PLATELET_PRODUCTION 0.00272433 0.04174697 -0.4889427 -1.571662 20592 99 Cenpe,Actb,KifCAF_2 CP

KEGG_MTOR_SIGNALING_PATHWAY 0.00280927 0.04274105 0.55583912 1.75110751 8592 44 Vegfa,Rictor,DCAF_2 CP

REACTOME_PHASE_I_FUNCTIONALIZATION_OF_COMPOUNDS 0.00283619 0.04284451 -0.6327425 -1.6955787 19183 32 Cyb5r3,Ptgs1,CCAF_2 CP

KEGG_CELL_ADHESION_MOLECULES_CAMS 0.00305655 0.04398949 -0.5955444 -1.6701949 21089 41 Alcam,Vcam1,ICAF_2 CP

PID_AVB3_INTEGRIN_PATHWAY 0.00303681 0.04398949 -0.5540707 -1.6381054 21559 56 Spp1,Col1a2,CCAF_2 CP

REACTOME_DEGRADATION_OF_THE_EXTRACELLULAR_MATRIX 0.0030288 0.04398949 -0.5353045 -1.6203022 21829 65 Spp1,Col1a2,TCAF_2 CP

REACTOME_METABOLISM_OF_POLYAMINES 0.0029577 0.04398949 -0.5643145 -1.6483541 20848 52 Psmb4,Psma4CAF_2 CP

REACTOME_RRNA_MODIFICATION_IN_THE_NUCLEUS_AND_CYTOSOL 0.00299048 0.04398949 -0.556772 -1.6412755 21192 55 Dkc1,Nop56,NCAF_2 CP

REACTOME_TRANSFERRIN_ENDOCYTOSIS_AND_RECYCLING 0.00302906 0.04398949 0.69518634 1.84778854 10456 20 Atp6v1g1,Atp6CAF_2 CP

REACTOME_UNBLOCKING_OF_NMDA_RECEPTORS_GLUTAMATE_BINDING_AND_ACTIVATION 0.00301759 0.04398949 -0.8456491 -1.6713144 18672 8 Calm1 CAF_2 CP

REACTOME_GP1B_IX_V_ACTIVATION_SIGNALLING 0.00313762 0.04485329 -0.8642227 -1.6534321 19243 7 Col1a2,Col1a1CAF_2 CP

REACTOME_IMMUNOREGULATORY_INTERACTIONS_BETWEEN_A_LYMPHOID_AND_A_NON_LYMPHOID_CELL 0.0031658 0.0449544 -0.6550042 -1.6984206 21146 27 Col1a2,Col1a1CAF_2 CP

REACTOME_CELL_CELL_COMMUNICATION 0.00328717 0.04576261 -0.5413405 -1.6224738 23536 61 Actb,Flna,PlecCAF_2 CP

REACTOME_CROSS_PRESENTATION_OF_SOLUBLE_EXOGENOUS_ANTIGENS_ENDOSOMES 0.00328046 0.04576261 -0.5937511 -1.6651655 22634 41 Psmb4,Psma4CAF_2 CP

REACTOME_UPTAKE_AND_ACTIONS_OF_BACTERIAL_TOXINS 0.00328432 0.04576261 -0.6999417 -1.7068714 21504 20 Calm1,Hsp90aCAF_2 CP

KEGG_PPAR_SIGNALING_PATHWAY 0.0033177 0.04588773 -0.6286605 -1.68464 22440 32 Dbi,Fabp5,Ilk,PCAF_2 CP

REACTOME_CITRIC_ACID_CYCLE_TCA_CYCLE 0.00345502 0.0474786 -0.6836969 -1.7008744 22763 22 Sdhb,Suclg1,MCAF_2 CP

REACTOME_TELOMERE_C_STRAND_LAGGING_STRAND_SYNTHESIS 0.00353734 0.0482983 -0.6762705 -1.6978918 23373 23 Pcna,Rfc1,PolaCAF_2 CP

REACTOME_TRANSCRIPTIONAL_REGULATION_OF_GRANULOPOIESIS 0.00356215 0.04832723 0.57317013 1.75304113 11200 38 Cdkn1a,Hist1hCAF_2 CP

REACTOME_FORMATION_OF_TUBULIN_FOLDING_INTERMEDIATES_BY_CCT_TRIC 0.00367636 0.04956103 -0.7315545 -1.6999859 23740 16 Tuba1b,Cct3,TCAF_2 CP

HALLMARK_E2F_TARGETS 1.21E-07 1.52E-06 -0.6415816 -2.2270316 0 195 Ranbp1,CenpeCAF_2 H

HALLMARK_G2M_CHECKPOINT 1.22E-07 1.52E-06 -0.5914628 -2.0468567 0 189 Ccnd1,Cenpe,TCAF_2 H

HALLMARK_MYC_TARGETS_V1 1.21E-07 1.52E-06 -0.5610109 -1.9511665 0 199 Ranbp1,Nme1CAF_2 H

HALLMARK_OXIDATIVE_PHOSPHORYLATION 1.21E-07 1.52E-06 -0.5434534 -1.8845599 0 193 Cyb5r3,Slc25a5CAF_2 H

HALLMARK_GLYCOLYSIS 5.03E-07 4.19E-06 0.55221258 2.14161852 0 157 Aldoa,Ero1l,P4CAF_2 H

HALLMARK_HYPOXIA 4.81E-07 4.19E-06 0.76213748 2.92284121 0 144 Aldoa,Gpi1,EroCAF_2 H

HALLMARK_MTORC1_SIGNALING 3.35E-06 2.39E-05 0.45504091 1.80542628 5 189 Aldoa,Gpi1,EroCAF_2 H

HALLMARK_TNFA_SIGNALING_VIA_NFKB 1.35E-05 8.45E-05 0.47423423 1.82036801 27 145 Bhlhe40,GaddCAF_2 H

HALLMARK_APICAL_JUNCTION 2.59E-05 0.00013379 -0.5517594 -1.7935025 197 108 Nexn,Actb,TspCAF_2 H

HALLMARK_EPITHELIAL_MESENCHYMAL_TRANSITION 2.94E-05 0.00013379 -0.5323016 -1.7616685 228 125 Spp1,Col1a2,MCAF_2 H

HALLMARK_HEME_METABOLISM 2.74E-05 0.00013379 0.46512104 1.78376602 56 144 P4ha2,Bsg,Slc2CAF_2 H

HALLMARK_ANGIOGENESIS 0.00018776 0.00078232 -0.7595188 -1.8715262 1232 21 Spp1,S100a4,TCAF_2 H

HALLMARK_MYC_TARGETS_V2 0.00067397 0.0025922 -0.58441 -1.7328259 4792 57 Nop56,Hspd1,NCAF_2 H

HALLMARK_PROTEIN_SECRETION 0.00075669 0.00270245 0.47681513 1.70780283 1911 90 Bnip3,Golga4,LCAF_2 H

HALLMARK_MITOTIC_SPINDLE 0.00101903 0.00339677 -0.4441882 -1.5339718 8341 185 Cenpe,Top2a,CCAF_2 H

HALLMARK_DNA_REPAIR 0.00169392 0.00529351 -0.4651985 -1.5548028 13320 136 Nme1,Pcna,GtCAF_2 H

HALLMARK_PEROXISOME 0.00215451 0.00633679 -0.5192569 -1.6180406 15860 79 Top2a,Prdx1,TCAF_2 H

HALLMARK_PI3K_AKT_MTOR_SIGNALING 0.00648797 0.01802215 0.43764713 1.54712761 16847 83 Ddit3,Hsp90b1CAF_2 H

HALLMARK_ALLOGRAFT_REJECTION 0.00941769 0.02478339 -0.4800607 -1.5064502 69720 83 Csf1,Nme1,TimCAF_2 H

HALLMARK_CHOLESTEROL_HOMEOSTASIS 0.01339933 0.03349833 -0.5026682 -1.5103964 96090 62 Anxa5,S100a1CAF_2 H

HALLMARK_ADIPOGENESIS 0.01408299 0.03353093 -0.4085002 -1.3936327 113486 164 Elovl6,Uqcr11,ECAF_2 H

HALLMARK_UV_RESPONSE_UP 0.01643637 0.03735538 0.37454073 1.39731624 37387 118 Aldoa,Eno2,BsCAF_2 H

HALLMARK_P53_PATHWAY 0.01732269 0.03765801 0.34382579 1.34080507 33632 164 Fam162a,DditCAF_2 H

HALLMARK_FATTY_ACID_METABOLISM 0.02320216 0.04833783 -0.4254787 -1.3940355 178636 115 Eno3,Hsp90aaCAF_2 H

KEGG_ALZHEIMERS_DISEASE 3.47E-07 1.17E-05 0.57855429 2.35082791 0 126 Uqcr11,Ndufa4CAF_3 CP

KEGG_DNA_REPLICATION 2.66E-07 1.17E-05 0.87605113 2.82041986 0 35 Mcm6,Mcm7,MCAF_3 CP

KEGG_ECM_RECEPTOR_INTERACTION 3.15E-07 1.17E-05 -0.7269534 -2.2345502 1 42 Fn1,Hmmr,ColCAF_3 CP

KEGG_HUNTINGTONS_DISEASE 3.66E-07 1.17E-05 0.58483409 2.43029481 0 148 Gpx1,Uqcr11,NCAF_3 CP

KEGG_MISMATCH_REPAIR 2.54E-07 1.17E-05 0.84878142 2.47878542 0 23 Pcna,Lig1,Rfc3CAF_3 CP

KEGG_OXIDATIVE_PHOSPHORYLATION 3.30E-07 1.17E-05 0.6410885 2.53936311 0 106 Uqcr11,Ndufa4CAF_3 CP

KEGG_PARKINSONS_DISEASE 3.28E-07 1.17E-05 0.71862275 2.83801443 0 104 Uqcr11,Ndufa4CAF_3 CP

KEGG_PURINE_METABOLISM 3.30E-07 1.17E-05 0.5840227 2.31332448 0 106 Nme1,Prim1,ImCAF_3 CP

KEGG_PYRIMIDINE_METABOLISM 3.11E-07 1.17E-05 0.68363562 2.60880802 0 84 Nme1,Dtymk,PCAF_3 CP

KEGG_RIBOSOME 3.10E-07 1.17E-05 0.73390845 2.79497115 0 83 Rps27l,Rps2,RCAF_3 CP

NABA_COLLAGENS 1.68E-07 1.17E-05 -0.8628804 -2.2102764 0 18 Col3a1,Col4a1CAF_3 CP

NABA_CORE_MATRISOME 1.48E-07 1.17E-05 -0.7071368 -2.4364417 0 81 Mgp,Fn1,PostnCAF_3 CP

NABA_MATRISOME 1.26E-07 1.17E-05 -0.5459703 -2.187844 0 282 Mgp,Fn1,PostnCAF_3 CP

PID_ATR_PATHWAY 2.68E-07 1.17E-05 0.78339875 2.55304135 0 37 Mcm7,Clspn,MCAF_3 CP

PID_FANCONI_PATHWAY 2.74E-07 1.17E-05 0.70360484 2.36720637 0 43 Topbp1,Rfc3,RCAF_3 CP

PID_HIF1_TFPATHWAY 1.54E-07 1.17E-05 -0.729586 -2.3414971 0 53 Aldoa,Bnip3,VCAF_3 CP

PID_INTEGRIN1_PATHWAY 3.18E-07 1.17E-05 -0.7412574 -2.2343055 1 38 Fn1,Col3a1,VeCAF_3 CP

REACTOME_ACTIVATION_OF_ATR_IN_RESPONSE_TO_REPLICATION_STRESS 2.68E-07 1.17E-05 0.80990197 2.63941347 0 37 Mcm6,Mcm7,MCAF_3 CP

REACTOME_ACTIVATION_OF_THE_MRNA_UPON_BINDING_OF_THE_CAP_BINDING_COMPLEX_AND_EIFS_AND_SUBSEQUENT_BINDING_TO_43S 2.90E-07 1.17E-05 0.70625513 2.53867821 0 60 Rps27l,Rps2,RCAF_3 CP

REACTOME_ACTIVATION_OF_THE_PRE_REPLICATIVE_COMPLEX 2.64E-07 1.17E-05 0.85461568 2.71566674 0 33 Mcm6,Mcm7,MCAF_3 CP

REACTOME_ASSEMBLY_OF_COLLAGEN_FIBRILS_AND_OTHER_MULTIMERIC_STRUCTURES 1.61E-07 1.17E-05 -0.8114591 -2.3624106 0 32 Col3a1,Col4a1CAF_3 CP

REACTOME_ASSEMBLY_OF_THE_PRE_REPLICATIVE_COMPLEX 2.92E-07 1.17E-05 0.72287824 2.61439627 0 62 Mcm6,Mcm7,MCAF_3 CP

REACTOME_COLLAGEN_BIOSYNTHESIS_AND_MODIFYING_ENZYMES 1.59E-07 1.17E-05 -0.7704183 -2.309957 0 37 P4ha1,P4ha2,CCAF_3 CP

REACTOME_COLLAGEN_CHAIN_TRIMERIZATION 1.68E-07 1.17E-05 -0.8628804 -2.2102764 0 18 Col3a1,Col4a1CAF_3 CP

REACTOME_COLLAGEN_DEGRADATION 1.62E-07 1.17E-05 -0.8019551 -2.287152 0 29 Col3a1,Col4a1CAF_3 CP

REACTOME_COLLAGEN_FORMATION 1.55E-07 1.17E-05 -0.7520807 -2.3882543 0 50 P4ha1,P4ha2,CCAF_3 CP

REACTOME_COMPLEX_I_BIOGENESIS 2.85E-07 1.17E-05 0.67483503 2.37769154 0 54 mt-Nd3,NdufaCAF_3 CP

REACTOME_DEGRADATION_OF_THE_EXTRACELLULAR_MATRIX 1.52E-07 1.17E-05 -0.7039086 -2.3344599 0 64 Fn1,Col3a1,CoCAF_3 CP

REACTOME_DNA_DOUBLE_STRAND_BREAK_REPAIR 3.53E-07 1.17E-05 0.51553069 2.11104771 0 133 Clspn,Pcna,TimCAF_3 CP

REACTOME_DNA_REPLICATION 3.41E-07 1.17E-05 0.72312605 2.91427085 0 119 Mcm6,Mcm7,MCAF_3 CP

REACTOME_DNA_REPLICATION_PRE_INITIATION 3.07E-07 1.17E-05 0.74476424 2.8128553 0 79 Mcm6,Mcm7,MCAF_3 CP

REACTOME_DNA_STRAND_ELONGATION 2.62E-07 1.17E-05 0.87687178 2.74737491 0 31 Mcm6,Mcm7,MCAF_3 CP

REACTOME_ECM_PROTEOGLYCANS 1.58E-07 1.17E-05 -0.7487116 -2.3014318 0 42 Fn1,Col3a1,CoCAF_3 CP

REACTOME_EUKARYOTIC_TRANSLATION_INITIATION 3.38E-07 1.17E-05 0.67560832 2.7094022 0 115 Rps27l,Rps2,RCAF_3 CP

REACTOME_EXTENSION_OF_TELOMERES 2.59E-07 1.17E-05 0.85400978 2.61386503 0 28 Nhp2,Pcna,LigCAF_3 CP

REACTOME_EXTRACELLULAR_MATRIX_ORGANIZATION 1.37E-07 1.17E-05 -0.620878 -2.3324984 0 152 Fn1,P4ha1,P4hCAF_3 CP

REACTOME_G2_M_CHECKPOINTS 3.53E-07 1.17E-05 0.5513563 2.25775006 0 133 Mcm6,Mcm7,MCAF_3 CP

REACTOME_HDR_THROUGH_HOMOLOGOUS_RECOMBINATION_HRR 2.94E-07 1.17E-05 0.71286197 2.59338595 0 64 Pcna,Topbp1,RCAF_3 CP

REACTOME_HDR_THROUGH_SINGLE_STRAND_ANNEALING_SSA 2.67E-07 1.17E-05 0.74846444 2.42481468 0 36 Topbp1,Rfc3,RCAF_3 CP

REACTOME_HOMOLOGOUS_DNA_PAIRING_AND_STRAND_EXCHANGE 2.71E-07 1.17E-05 0.7553871 2.50316305 0 40 Topbp1,Rfc3,RCAF_3 CP

REACTOME_HOMOLOGY_DIRECTED_REPAIR 3.30E-07 1.17E-05 0.53009141 2.09970166 0 106 Clspn,Pcna,TimCAF_3 CP

REACTOME_HOST_INTERACTIONS_OF_HIV_FACTORS 3.36E-07 1.17E-05 0.506171 2.02449561 0 113 Ranbp1,Ppia,SCAF_3 CP

REACTOME_INFLUENZA_INFECTION 3.64E-07 1.17E-05 0.62091335 2.57558326 0 146 Rps27l,Rps2,NCAF_3 CP

REACTOME_INTEGRIN_CELL_SURFACE_INTERACTIONS 3.15E-07 1.17E-05 -0.7325382 -2.2517171 1 42 Fn1,Col3a1,CoCAF_3 CP

REACTOME_LAGGING_STRAND_SYNTHESIS 2.49E-07 1.17E-05 0.87064494 2.42468325 0 19 Pcna,Lig1,Rfc3CAF_3 CP

REACTOME_METABOLISM_OF_NON_CODING_RNA 2.83E-07 1.17E-05 0.63662283 2.22639252 0 52 Nup85,Snrpg,SCAF_3 CP

REACTOME_METABOLISM_OF_NUCLEOTIDES 3.05E-07 1.17E-05 0.6405605 2.40876931 0 77 Nme1,Dtymk,GCAF_3 CP

REACTOME_METALLOTHIONEINS_BIND_METALS 1.74E-07 1.17E-05 -0.9950653 -2.200759 0 10 Mt1,Mt1,Mt1,MCAF_3 CP

REACTOME_MITOCHONDRIAL_PROTEIN_IMPORT 2.91E-07 1.17E-05 0.62812497 2.26477861 0 61 Hspd1,Atp5b,ACAF_3 CP

REACTOME_MITOCHONDRIAL_TRANSLATION 3.18E-07 1.17E-05 0.71189904 2.75750482 0 92 Mrpl20,Mrpl49CAF_3 CP

REACTOME_MITOTIC_G1_G1_S_PHASES 3.59E-07 1.17E-05 0.63095473 2.60219202 0 140 Mcm6,Mcm7,MCAF_3 CP

REACTOME_NONSENSE_MEDIATED_DECAY_NMD 3.34E-07 1.17E-05 0.65878669 2.62793549 0 111 Rps27l,Rps2,RCAF_3 CP

REACTOME_NONSENSE_MEDIATED_DECAY_NMD_INDEPENDENT_OF_THE_EXON_JUNCTION_COMPLEX_EJC 3.17E-07 1.17E-05 0.72711422 2.81157757 0 91 Rps27l,Rps2,RCAF_3 CP

REACTOME_NUCLEOTIDE_EXCISION_REPAIR 3.33E-07 1.17E-05 0.54008926 2.15146066 0 110 Pcna,Lig1,ActbCAF_3 CP

REACTOME_ORC1_REMOVAL_FROM_CHROMATIN 2.94E-07 1.17E-05 0.7072005 2.58022691 0 65 Mcm6,Mcm7,MCAF_3 CP

REACTOME_REGULATION_OF_EXPRESSION_OF_SLITS_AND_ROBOS 3.68E-07 1.17E-05 0.63818752 2.6590186 0 151 Rps27l,Rps2,PCAF_3 CP

REACTOME_RESOLUTION_OF_ABASIC_SITES_AP_SITES 2.68E-07 1.17E-05 0.78977524 2.57382189 0 37 Pcna,Lig1,Rfc3CAF_3 CP

REACTOME_RESPIRATORY_ELECTRON_TRANSPORT 3.21E-07 1.17E-05 0.70413482 2.7464261 0 96 Uqcr11,Ndufa4CAF_3 CP

REACTOME_RESPIRATORY_ELECTRON_TRANSPORT_ATP_SYNTHESIS_BY_CHEMIOSMOTIC_COUPLING_AND_HEAT_PRODUCTION_BY_UNCOUPLING_PROTEINS 3.37E-07 1.17E-05 0.72190008 2.89133709 0 114 Uqcr11,Ndufa4CAF_3 CP

REACTOME_RESPONSE_TO_METAL_IONS 1.72E-07 1.17E-05 -0.974333 -2.2587891 0 12 Mt1,Mt1,Mt1,MCAF_3 CP

REACTOME_RRNA_MODIFICATION_IN_THE_NUCLEUS_AND_CYTOSOL 2.85E-07 1.17E-05 0.66602598 2.35478611 0 55 Nhp2,Nop56,RCAF_3 CP

REACTOME_S_PHASE 3.68E-07 1.17E-05 0.61083461 2.54505223 0 151 Mcm6,Mcm7,MCAF_3 CP

REACTOME_SELENOAMINO_ACID_METABOLISM 3.30E-07 1.17E-05 0.65495552 2.59429064 0 106 Rps27l,Rps2,RCAF_3 CP

REACTOME_SIGNALING_BY_RECEPTOR_TYROSINE_KINASES 1.24E-07 1.17E-05 -0.4785066 -1.9327811 0 309 Fn1,Hbegf,AreCAF_3 CP

REACTOME_SRP_DEPENDENT_COTRANSLATIONAL_PROTEIN_TARGETING_TO_MEMBRANE 3.32E-07 1.17E-05 0.64494046 2.56197289 0 108 Rps27l,Rps2,RCAF_3 CP

REACTOME_SWITCHING_OF_ORIGINS_TO_A_POST_REPLICATIVE_STATE 3.11E-07 1.17E-05 0.65279237 2.49110771 0 84 Mcm6,Mcm7,MCAF_3 CP

REACTOME_TELOMERE_C_STRAND_LAGGING_STRAND_SYNTHESIS 2.54E-07 1.17E-05 0.85591096 2.49960657 0 23 Pcna,Lig1,Rfc3CAF_3 CP

REACTOME_THE_CITRIC_ACID_TCA_CYCLE_AND_RESPIRATORY_ELECTRON_TRANSPORT 3.72E-07 1.17E-05 0.66808141 2.79557013 0 156 Uqcr11,Ndufa4CAF_3 CP

REACTOME_MRNA_SPLICING 3.96E-07 1.18E-05 0.46370981 1.98154378 0 184 Snrpg,Snrpe,SnCAF_3 CP

REACTOME_RRNA_PROCESSING 3.99E-07 1.18E-05 0.67075949 2.8719726 0 187 Nhp2,Rps27l,NCAF_3 CP

REACTOME_RRNA_PROCESSING_IN_THE_NUCLEUS_AND_CYTOSOL 3.93E-07 1.18E-05 0.67251727 2.86606503 0 180 Nhp2,Rps27l,NCAF_3 CP

REACTOME_SIGNALING_BY_ROBO_RECEPTORS 4.00E-07 1.18E-05 0.51557915 2.20896298 0 188 Rps27l,Rps2,PCAF_3 CP

REACTOME_HIV_INFECTION 4.12E-07 1.20E-05 0.45888202 1.98287598 0 202 Ranbp1,Ppia,LCAF_3 CP

KEGG_FOCAL_ADHESION 4.19E-07 1.21E-05 -0.5408282 -1.9985002 2 133 Fn1,Col3a1,VeCAF_3 CP

REACTOME_PROCESSING_OF_CAPPED_INTRON_CONTAINING_PRE_MRNA 4.40E-07 1.25E-05 0.44376408 1.94999227 0 234 Nup85,Snrpg,SCAF_3 CP

REACTOME_METABOLISM_OF_AMINO_ACIDS_AND_DERIVATIVES 4.59E-07 1.29E-05 0.54201989 2.40401591 0 255 Rps27l,Rps2,ACAF_3 CP

REACTOME_DNA_REPAIR 4.79E-07 1.31E-05 0.46876176 2.09688613 0 277 Dtl,Clspn,PcnaCAF_3 CP

REACTOME_LEADING_STRAND_SYNTHESIS 4.84E-07 1.31E-05 0.88703466 2.2819018 1 14 Pcna,Rfc3,PrimCAF_3 CP

REACTOME_TRANSLATION 4.86E-07 1.31E-05 0.61048275 2.73861593 0 285 Rps27l,Rps2,RCAF_3 CP

REACTOME_INTERCONVERSION_OF_NUCLEOTIDE_DI_AND_TRIPHOSPHATES 5.12E-07 1.35E-05 0.81007042 2.4140334 1 25 Nme1,Dtymk,DCAF_3 CP

REACTOME_RESOLUTION_OF_AP_SITES_VIA_THE_MULTIPLE_NUCLEOTIDE_PATCH_REPLACEMENT_PATHWAY 5.12E-07 1.35E-05 0.81403952 2.42586141 1 25 Pcna,Lig1,Rfc3CAF_3 CP

REACTOME_INFECTIOUS_DISEASE 5.30E-07 1.38E-05 0.47524153 2.16305223 0 331 Ranbp1,Rps27CAF_3 CP

KEGG_NUCLEOTIDE_EXCISION_REPAIR 5.50E-07 1.41E-05 0.67845321 2.29363135 1 44 Pcna,Lig1,Rfc3CAF_3 CP

REACTOME_TRANSCRIPTION_COUPLED_NUCLEOTIDE_EXCISION_REPAIR_TC_NER 6.12E-07 1.55E-05 0.5814033 2.19107665 1 78 Pcna,Lig1,Rfc3CAF_3 CP

REACTOME_GLOBAL_GENOME_NUCLEOTIDE_EXCISION_REPAIR_GG_NER 6.22E-07 1.56E-05 0.56909924 2.17172808 1 84 Pcna,Lig1,ActbCAF_3 CP

REACTOME_CELL_CYCLE_MITOTIC 6.62E-07 1.64E-05 0.39459057 1.84635887 0 456 Mcm6,Mcm7,MCAF_3 CP

REACTOME_PCNA_DEPENDENT_LONG_PATCH_BASE_EXCISION_REPAIR 7.53E-07 1.85E-05 0.81959366 2.34078212 2 21 Pcna,Lig1,Rfc3CAF_3 CP

REACTOME_CRISTAE_FORMATION 1.03E-06 2.48E-05 0.77157837 2.3209961 3 26 Atp5h,Atp5b,ACAF_3 CP

REACTOME_G1_S_SPECIFIC_TRANSCRIPTION 1.04E-06 2.48E-05 0.75130224 2.29950838 3 28 Pcna,Cdc6,PolaCAF_3 CP

KEGG_CARDIAC_MUSCLE_CONTRACTION 1.09E-06 2.55E-05 0.69343054 2.30987811 3 41 Uqcr11,Cox6c,CCAF_3 CP

NABA_ECM_GLYCOPROTEINS 1.08E-06 2.55E-05 -0.6614936 -2.1157146 6 52 Mgp,Fn1,PostnCAF_3 CP

REACTOME_MRNA_SPLICING_MINOR_PATHWAY 1.13E-06 2.61E-05 0.62761021 2.18635629 3 51 Snrpg,Snrpe,SnCAF_3 CP

REACTOME_SIGNALING_BY_GPCR 1.17E-06 2.67E-05 -0.4563239 -1.7946743 8 231 Hbegf,Rgs16,CCAF_3 CP

REACTOME_GAP_FILLING_DNA_REPAIR_SYNTHESIS_AND_LIGATION_IN_GG_NER 1.28E-06 2.90E-05 0.7736362 2.30545836 4 25 Pcna,Lig1,Rfc3CAF_3 CP

REACTOME_CELL_CYCLE_CHECKPOINTS 1.36E-06 3.05E-05 0.40707234 1.80009192 2 248 Mcm6,Mcm7,MCAF_3 CP

REACTOME_SCAVENGING_BY_CLASS_A_RECEPTORS 1.38E-06 3.05E-05 -0.9058597 -2.1000481 7 12 Col3a1,Col4a1CAF_3 CP

PID_SYNDECAN_1_PATHWAY 2.62E-06 5.75E-05 -0.7679547 -2.1392367 15 26 Col3a1,Col4a1CAF_3 CP

REACTOME_TRNA_PROCESSING 2.92E-06 6.36E-05 0.5065687 1.98853425 8 100 Nup85,Ran,HsCAF_3 CP

KEGG_HOMOLOGOUS_RECOMBINATION 3.08E-06 6.57E-05 0.75208525 2.26235859 11 26 Rad51,Rad50,RCAF_3 CP

KEGG_SPLICEOSOME 3.08E-06 6.57E-05 0.47768474 1.92755064 8 120 Snrpg,Snrpe,SnCAF_3 CP

REACTOME_FORMATION_OF_ATP_BY_CHEMIOSMOTIC_COUPLING 3.41E-06 7.19E-05 0.84489463 2.21382038 13 15 Atp5h,Atp5b,ACAF_3 CP

REACTOME_HEMOSTASIS 3.72E-06 7.78E-05 -0.414185 -1.6761371 29 316 Fn1,Aldoa,HspCAF_3 CP

REACTOME_UNWINDING_OF_DNA 3.82E-06 7.91E-05 0.88458745 2.18330909 15 12 Mcm6,Mcm7,MCAF_3 CP

KEGG_LYSOSOME 4.05E-06 8.31E-05 -0.5480745 -1.9431293 27 98 Psap,Lamp2,CtCAF_3 CP

REACTOME_PROCESSIVE_SYNTHESIS_ON_THE_LAGGING_STRAND 4.12E-06 8.35E-05 0.8594019 2.21081634 16 14 Pcna,Lig1,PrimCAF_3 CP

REACTOME_RESOLUTION_OF_D_LOOP_STRUCTURES 4.20E-06 8.44E-05 0.7136668 2.23602847 15 31 Rad51,Rad50,RCAF_3 CP

REACTOME_TERMINATION_OF_TRANSLESION_DNA_SYNTHESIS 4.92E-06 9.81E-05 0.72559481 2.22082574 18 28 Pcna,Rfc3,PoleCAF_3 CP

REACTOME_CHROMOSOME_MAINTENANCE 5.10E-06 0.00010056 0.55940754 2.07392856 16 71 Nhp2,Cenph,PcCAF_3 CP

NABA_MATRISOME_ASSOCIATED 5.95E-06 0.00011625 -0.4547876 -1.7633271 44 201 P4ha1,P4ha2,HCAF_3 CP

REACTOME_DUAL_INCISION_IN_TC_NER 6.18E-06 0.00011979 0.57090083 2.08293644 20 65 Pcna,Rfc3,PolrCAF_3 CP

PID_AVB3_INTEGRIN_PATHWAY 6.46E-06 0.0001241 -0.6299949 -2.0352822 41 55 Fn1,Cdkn1b,CoCAF_3 CP

KEGG_BASE_EXCISION_REPAIR 7.11E-06 0.00013527 0.69799398 2.20278163 26 32 Pcna,Lig1,ApexCAF_3 CP

REACTOME_DUAL_INCISION_IN_GG_NER 8.99E-06 0.00016948 0.64534038 2.14968556 32 41 Pcna,Rfc3,PoleCAF_3 CP

REACTOME_RESOLUTION_OF_D_LOOP_STRUCTURES_THROUGH_SYNTHESIS_DEPENDENT_STRAND_ANNEALING_SDSA 9.43E-06 0.00017618 0.74877941 2.20956791 36 24 Rad51,Rad50,RCAF_3 CP

PID_AP1_PATHWAY 9.96E-06 0.0001829 -0.6399202 -2.0245856 63 49 Cdkn1b,Junb,ECAF_3 CP

REACTOME_HIV_LIFE_CYCLE 9.91E-06 0.0001829 0.44852205 1.83856883 27 134 Ranbp1,Ppia,LCAF_3 CP

PID_FRA_PATHWAY 1.00E-05 0.00018291 -0.7612882 -2.0836376 60 24 Mgp,Junb,JundCAF_3 CP

REACTOME_ADAPTIVE_IMMUNE_SYSTEM 1.11E-05 0.00020036 -0.3697662 -1.5448628 94 485 Hspa5,Col3a1,CCAF_3 CP

REACTOME_INTERLEUKIN_4_AND_INTERLEUKIN_13_SIGNALING 1.27E-05 0.00022757 -0.6115155 -1.9942274 82 58 Fn1,Junb,CdknCAF_3 CP

REACTOME_MISMATCH_REPAIR 1.29E-05 0.00022916 0.8276452 2.16862286 52 15 Pcna,Lig1,Exo1CAF_3 CP

REACTOME_NON_INTEGRIN_MEMBRANE_ECM_INTERACTIONS 1.46E-05 0.00025713 -0.671963 -2.035891 91 39 Fn1,Col3a1,CoCAF_3 CP

REACTOME_TRANSLESION_SYNTHESIS_BY_Y_FAMILY_DNA_POLYMERASES_BYPASSES_LESIONS_ON_DNA_TEMPLATE 1.72E-05 0.00030014 0.67639302 2.14933809 64 33 Pcna,Rfc3,PoleCAF_3 CP

REACTOME_AUF1_HNRNP_D0_BINDS_AND_DESTABILIZES_MRNA 1.90E-05 0.00032877 0.6044278 2.08022813 67 48 Psmb3,Psma4CAF_3 CP

KEGG_MAPK_SIGNALING_PATHWAY 1.96E-05 0.00033479 -0.4625845 -1.760691 144 170 Ddit3,Fos,JundCAF_3 CP

REACTOME_CYCLIN_A:CDK2_ASSOCIATED_EVENTS_AT_S_PHASE_ENTRY 1.96E-05 0.00033479 0.51693585 1.95238393 63 79 Cks1b,Ccnd1,PCAF_3 CP

REACTOME_CELLULAR_SENESCENCE 2.67E-05 0.00045146 -0.4828736 -1.7910098 191 137 Cdkn1b,Cdkn1aCAF_3 CP

REACTOME_INTRA_GOLGI_AND_RETROGRADE_GOLGI_TO_ER_TRAFFIC 3.16E-05 0.00052944 -0.4576095 -1.7393971 232 168 Golga4,Cenpe,GCAF_3 CP

PID_INTEGRIN3_PATHWAY 3.28E-05 0.00054618 -0.709702 -2.0240489 201 29 Fn1,Vegfa,Col4CAF_3 CP

KEGG_CITRATE_CYCLE_TCA_CYCLE 3.41E-05 0.0005626 0.69922076 2.12221655 131 27 Sdhd,Mdh2,SuCAF_3 CP

REACTOME_PI3K_AKT_SIGNALING_IN_CANCER 3.63E-05 0.0005906 -0.5959752 -1.9435484 236 58 Cdkn1b,Hbegf,ACAF_3 CP

REACTOME_UCH_PROTEINASES 3.63E-05 0.0005906 0.49596805 1.90004721 115 86 Actb,Uchl5,PsmCAF_3 CP

KEGG_PROTEASOME 3.85E-05 0.00062173 0.63417144 2.07868755 142 38 Psmb3,Psma4CAF_3 CP

REACTOME_GOLGI_TO_ER_RETROGRADE_TRANSPORT 3.98E-05 0.00063745 -0.5095438 -1.8244058 276 105 Cenpe,Galnt1,KCAF_3 CP

REACTOME_CELLULAR_RESPONSES_TO_EXTERNAL_STIMULI 4.20E-05 0.00066799 -0.3711961 -1.534634 351 416 Ero1l,Cdkn1b,MCAF_3 CP

KEGG_CYTOKINE_CYTOKINE_RECEPTOR_INTERACTION 5.57E-05 0.00087795 -0.550078 -1.8723032 372 75 Vegfa,Cxcl1,CxCAF_3 CP

REACTOME_DNA_DAMAGE_BYPASS 5.60E-05 0.00087795 0.60924082 2.03968148 204 42 Dtl,Pcna,Rfc3,PCAF_3 CP

PID_BARD1_PATHWAY 6.22E-05 0.00096743 0.67634337 2.08697427 238 29 Pcna,Topbp1,RCAF_3 CP

REACTOME_COPI_DEPENDENT_GOLGI_TO_ER_RETROGRADE_TRAFFIC 6.38E-05 0.00098512 -0.5496883 -1.8670042 426 74 Cenpe,Kif23,KiCAF_3 CP

REACTOME_SIGNALING_BY_PDGF 7.16E-05 0.00109811 -0.6270251 -1.94446 455 44 Col3a1,Col4a1CAF_3 CP

REACTOME_E2F_MEDIATED_REGULATION_OF_DNA_REPLICATION 7.29E-05 0.00110989 0.72395755 2.09164273 288 22 Prim1,Orc6,PoCAF_3 CP

REACTOME_COOPERATION_OF_PREFOLDIN_AND_TRIC_CCT_IN_ACTIN_AND_TUBULIN_FOLDING 7.58E-05 0.00114592 0.71337774 2.08335185 298 23 Actb,Cct3,Cct6CAF_3 CP

REACTOME_DNA_DAMAGE_TELOMERE_STRESS_INDUCED_SENESCENCE 7.76E-05 0.00115634 -0.6251914 -1.9387734 493 44 Cdkn1b,Cdkn1aCAF_3 CP

REACTOME_REGULATION_OF_MRNA_STABILITY_BY_PROTEINS_THAT_BIND_AU_RICH_ELEMENTS 7.71E-05 0.00115634 0.49908564 1.88085431 251 78 Exosc8,Psmb3CAF_3 CP

KEGG_ONE_CARBON_POOL_BY_FOLATE 7.96E-05 0.00117825 0.7954512 2.0842671 326 15 Gart,Dhfr,TymCAF_3 CP

REACTOME_CDK_MEDIATED_PHOSPHORYLATION_AND_REMOVAL_OF_CDC6 8.30E-05 0.00121181 0.52445931 1.91881192 280 66 Psmb3,Cdc6,PsCAF_3 CP

REACTOME_MET_ACTIVATES_PTK2_SIGNALING 8.30E-05 0.00121181 -0.783536 -1.9800544 492 17 Fn1,Col3a1,CoCAF_3 CP

REACTOME_TRNA_PROCESSING_IN_THE_NUCLEUS 8.39E-05 0.00121678 0.55465515 1.96102598 293 55 Nup85,Ran,RpCAF_3 CP

REACTOME_NEGATIVE_REGULATION_OF_NOTCH4_SIGNALING 8.79E-05 0.00124907 0.56976122 1.97711075 312 50 Psmb3,Psma4CAF_3 CP

REACTOME_RECOGNITION_OF_DNA_DAMAGE_BY_PCNA_CONTAINING_REPLICATION_COMPLEX 8.75E-05 0.00124907 0.66259324 2.06051489 334 30 Dtl,Pcna,Rfc3,PCAF_3 CP

REACTOME_RNA_POLYMERASE_II_TRANSCRIPTION_PRE_INITIATION_AND_PROMOTER_OPENING 8.78E-05 0.00124907 0.59580669 2.00453054 319 43 Gtf2a2,Polr2l,PCAF_3 CP

REACTOME_BINDING_AND_UPTAKE_OF_LIGANDS_BY_SCAVENGER_RECEPTORS 9.07E-05 0.00127126 -0.7542694 -1.9804545 543 20 Col3a1,Col4a1CAF_3 CP

REACTOME_REGULATION_OF_TP53_ACTIVITY_THROUGH_PHOSPHORYLATION 9.06E-05 0.00127126 0.48575447 1.85367777 290 84 Topbp1,Rfc3,RCAF_3 CP

REACTOME_SCF_SKP2_MEDIATED_DEGRADATION_OF_P27_P21 9.16E-05 0.00127642 0.55317251 1.95578399 320 55 Cks1b,Ccnd1,PCAF_3 CP

KEGG_GLYCINE_SERINE_AND_THREONINE_METABOLISM 9.33E-05 0.00128278 0.77927957 2.07644216 380 16 Gamt,Psat1,PhCAF_3 CP

REACTOME_SIGNALING_BY_RHO_GTPASES 9.31E-05 0.00128278 -0.389979 -1.5721573 745 302 Cdkn1b,Cenpf,HCAF_3 CP

REACTOME_FOXO_MEDIATED_TRANSCRIPTION 9.49E-05 0.00129629 -0.6046764 -1.9130807 609 49 Cdkn1b,Txnip,DCAF_3 CP

REACTOME_ELASTIC_FIBRE_FORMATION 0.00010004 0.0013578 -0.6783218 -1.96194 618 31 Fn1,Ltbp3,ItgbCAF_3 CP

REACTOME_PLATELET_ACTIVATION_SIGNALING_AND_AGGREGATION 0.00011787 0.00158977 -0.4578442 -1.7101794 853 145 Fn1,Aldoa,HspCAF_3 CP

BIOCARTA_MCM_PATHWAY 0.00012196 0.00163456 0.75259926 2.0673988 492 18 Mcm6,Mcm7,MCAF_3 CP

REACTOME_VIF_MEDIATED_DEGRADATION_OF_APOBEC3G 0.00012905 0.00171874 0.57266606 1.96248871 463 47 Psmb3,Psma4CAF_3 CP

REACTOME_RHO_GTPASE_CYCLE 0.0001373 0.00181728 -0.512037 -1.7927819 938 90 Rhoq,Rhou,ArhCAF_3 CP

REACTOME_G0_AND_EARLY_G1 0.00013901 0.00182853 0.67823201 2.04019957 540 26 Pcna,Cdc6,CcnCAF_3 CP

REACTOME_FOLDING_OF_ACTIN_BY_CCT_TRIC 0.00014886 0.00194608 0.86802579 1.97852102 636 9 Actb,Cct3,Cct6CAF_3 CP

PID_MET_PATHWAY 0.00014993 0.00194816 -0.5386416 -1.8255151 1001 73 Egr1,Rin2,Jun,ACAF_3 CP

PID_ERBB1_DOWNSTREAM_PATHWAY 0.00015797 0.00202107 -0.502956 -1.7751409 1086 95 Egr1,Fos,Jun,SCAF_3 CP

REACTOME_CROSS_PRESENTATION_OF_SOLUBLE_EXOGENOUS_ANTIGENS_ENDOSOMES 0.00015795 0.00202107 0.59246251 1.97354472 579 41 Psmb3,Psma4CAF_3 CP

REACTOME_HDR_THROUGH_MMEJ_ALT_NHEJ 0.00015925 0.00202107 0.8508888 1.99734626 675 10 Rad50,Mre11aCAF_3 CP

REACTOME_TOLL_LIKE_RECEPTOR_CASCADES 0.00015933 0.00202107 -0.4864707 -1.7507683 1113 109 Fos,Eea1,Ctsl,CCAF_3 CP

BIOCARTA_ATRBRCA_PATHWAY 0.00016255 0.00204963 0.69874607 2.04062147 640 23 Rad51,Rad50,CCAF_3 CP

REACTOME_FBXL7_DOWN_REGULATES_AURKA_DURING_MITOTIC_ENTRY_AND_IN_EARLY_MITOSIS 0.0001705 0.00213727 0.55928378 1.93292049 608 49 Psmb3,Psma4CAF_3 CP

PID_INTEGRIN_A9B1_PATHWAY 0.00017923 0.00223355 -0.8021882 -1.9334368 1051 14 Fn1,Vegfa,SppCAF_3 CP

KEGG_PATHWAYS_IN_CANCER 0.00019297 0.00239086 -0.413329 -1.6115376 1470 212 Fn1,Cdkn1b,CdCAF_3 CP

REACTOME_TELOMERE_MAINTENANCE 0.0001983 0.00244262 0.56372065 1.93183339 712 47 Nhp2,Pcna,LigCAF_3 CP

PID_P38_ALPHA_BETA_DOWNSTREAM_PATHWAY 0.00019977 0.00244659 -0.6545871 -1.9177694 1241 33 Ddit3,Mef2a,CCAF_3 CP

REACTOME_FORMATION_OF_TUBULIN_FOLDING_INTERMEDIATES_BY_CCT_TRIC 0.00020204 0.00246023 0.7625948 2.03198449 824 16 Cct3,Cct6a,TubCAF_3 CP

SIG_INSULIN_RECEPTOR_PATHWAY_IN_CARDIAC_MYOCYTES 0.00020502 0.00248242 -0.6049195 -1.8839128 1307 45 Flot1,Cap1,BrdCAF_3 CP

REACTOME_SIGNALING_BY_MET 0.00021252 0.00255861 -0.5649177 -1.8422661 1387 58 Fn1,Col3a1,CoCAF_3 CP

REACTOME_SYNDECAN_INTERACTIONS 0.00022802 0.00272982 -0.7117162 -1.9294164 1380 23 Fn1,Col3a1,CoCAF_3 CP

REACTOME_SIGNALING_BY_INTERLEUKINS 0.00023388 0.00278439 -0.3651649 -1.4966516 1927 370 Fn1,Junb,HbegCAF_3 CP

REACTOME_SENESCENCE_ASSOCIATED_SECRETORY_PHENOTYPE_SASP 0.00023861 0.00282491 -0.5559221 -1.8287065 1565 61 Cdkn1b,Cdkn1aCAF_3 CP

REACTOME_RAB_REGULATION_OF_TRAFFICKING 0.00025219 0.00296918 -0.4851839 -1.7348677 1753 104 Gabarap,Rin2,TCAF_3 CP

REACTOME_INTRACELLULAR_SIGNALING_BY_SECOND_MESSENGERS 0.00025613 0.00299899 -0.401607 -1.580164 1976 232 Cdkn1b,Hbegf,ACAF_3 CP

REACTOME_DECTIN_1_MEDIATED_NONCANONICAL_NF_KB_SIGNALING 0.00026123 0.00304194 0.53224297 1.88178601 914 55 Psmb3,Psma4CAF_3 CP

KEGG_ERBB_SIGNALING_PATHWAY 0.00026481 0.0030669 -0.5355668 -1.802753 1761 70 Cdkn1b,Hbegf,ACAF_3 CP

REACTOME_PREFOLDIN_MEDIATED_TRANSFER_OF_SUBSTRATE_TO_CCT_TRIC 0.00026795 0.00308648 0.6968363 2.01328459 1061 22 Actb,Cct3,Cct6CAF_3 CP

REACTOME_TRANSCRIPTION_OF_E2F_TARGETS_UNDER_NEGATIVE_CONTROL_BY_DREAM_COMPLEX 0.00027061 0.00310042 0.72496097 2.01896391 1087 19 Pcna,Cdc6,MycCAF_3 CP

NABA_ECM_REGULATORS 0.00027252 0.0031056 -0.5153506 -1.7756419 1841 81 P4ha1,P4ha2,MCAF_3 CP

REACTOME_CYTOKINE_SIGNALING_IN_IMMUNE_SYSTEM 0.00028113 0.00316973 -0.3439229 -1.4393326 2415 498 Fn1,Junb,HbegCAF_3 CP

REACTOME_NCAM_SIGNALING_FOR_NEURITE_OUT_GROWTH 0.00028011 0.00316973 -0.6342896 -1.891343 1752 36 Col3a1,Col4a1CAF_3 CP

REACTOME_THE_ROLE_OF_GTSE1_IN_G2_M_PROGRESSION_AFTER_G2_CHECKPOINT 0.00029419 0.00329952 0.50788091 1.84232627 1004 63 Psmb3,Hsp90aCAF_3 CP

REACTOME_PROCESSIVE_SYNTHESIS_ON_THE_C_STRAND_OF_THE_TELOMERE 0.00030577 0.00341153 0.8378108 1.96664743 1297 10 Pcna,Lig1,Rpa2CAF_3 CP

REACTOME_METABOLISM_OF_POLYAMINES 0.00031865 0.00353669 0.53652087 1.87631668 1126 52 Psmb3,Psma4CAF_3 CP

REACTOME_MOLECULES_ASSOCIATED_WITH_ELASTIC_FIBRES 0.00032127 0.00354729 -0.6914677 -1.9096936 1956 25 Fn1,Ltbp3,ItgbCAF_3 CP

REACTOME_TRANSCRIPTION_OF_THE_HIV_GENOME 0.000328 0.00360292 0.50761244 1.83585558 1123 62 Gtf2a2,Polr2l,NCAF_3 CP

PID_S1P_S1P3_PATHWAY 0.00034092 0.00372567 -0.7109421 -1.9079032 2057 22 Vegfa,Gna13,GCAF_3 CP

REACTOME_TRANSLESION_SYNTHESIS_BY_POLH 0.00036115 0.00392663 0.73803242 1.99768679 1466 17 Pcna,Rfc3,Rfc4CAF_3 CP

KEGG_HEDGEHOG_SIGNALING_PATHWAY 0.00036345 0.00393156 -0.6826882 -1.901716 2219 26 Csnk1e,PrkacbCAF_3 CP

REACTOME_DNA_REPLICATION_INITIATION 0.0003673 0.00395188 0.8699863 1.91836754 1585 8 Prim1,Pole,PolCAF_3 CP

REACTOME_NCAM1_INTERACTIONS 0.00036904 0.00395188 -0.7256389 -1.9052807 2213 20 Col3a1,Col4a1CAF_3 CP

PID_INTEGRIN_A4B1_PATHWAY 0.00037183 0.00396188 -0.6881175 -1.9004408 2264 25 Fn1,Spp1,Itgb1CAF_3 CP

KEGG_CHEMOKINE_SIGNALING_PATHWAY 0.0003754 0.00397997 -0.4880104 -1.724972 2585 96 Cxcl1,Cxcl1,NfkCAF_3 CP

REACTOME_VIRAL_MESSENGER_RNA_SYNTHESIS 0.0003832 0.00404258 0.56451954 1.89926812 1396 43 Nup85,Polr2l,NCAF_3 CP

REACTOME_CHOLESTEROL_BIOSYNTHESIS 0.00040117 0.00421126 0.68715878 1.98532448 1589 22 Hsd17b7,Dhcr2CAF_3 CP

REACTOME_MET_PROMOTES_CELL_MOTILITY 0.0004061 0.00424213 -0.673691 -1.8920419 2486 27 Fn1,Col3a1,CoCAF_3 CP

REACTOME_TRANSPORT_TO_THE_GOLGI_AND_SUBSEQUENT_MODIFICATION 0.00041595 0.00432389 -0.4434535 -1.6507476 3002 141 Areg,Golga2,LCAF_3 CP

REACTOME_INHIBITION_OF_REPLICATION_INITIATION_OF_DAMAGED_DNA_BY_RB1_E2F1 0.00041932 0.00433769 0.78412904 1.97784633 1742 13 Prim1,Pola2,PoCAF_3 CP

PID_SMAD2_3NUCLEAR_PATHWAY 0.00045177 0.00465083 -0.5258526 -1.7700543 3005 70 Cdkn1a,Fos,CeCAF_3 CP

NABA_BASEMENT_MEMBRANES 0.00046059 0.00471515 -0.7490336 -1.8928644 2734 17 Col4a1,Col6a1CAF_3 CP

REACTOME_REGULATION_OF_INSULIN_LIKE_GROWTH_FACTOR_IGF_TRANSPORT_AND_UPTAKE_BY_INSULIN_LIKE_GROWTH_FACTOR_BINDING_PROTEINS_IGFBPS 0.00046244 0.00471515 -0.5463109 -1.7919943 3029 60 Fn1,Igfbp4,HspCAF_3 CP

KEGG_AXON_GUIDANCE 0.00046964 0.0047657 -0.5076535 -1.7457092 3169 80 Ppp3ca,Nfat5,ICAF_3 CP

REACTOME_ER_TO_GOLGI_ANTEROGRADE_TRANSPORT 0.00047435 0.0047907 -0.4570906 -1.6703273 3362 122 Areg,Golga2,LCAF_3 CP

KEGG_GNRH_SIGNALING_PATHWAY 0.00048709 0.00489612 -0.5368198 -1.7803227 3211 64 Hbegf,Mmp14CAF_3 CP

REACTOME_SIGNALING_BY_WNT 0.00048997 0.00489705 -0.404029 -1.5714007 3722 207 Dkk2,Sox4,SoxCAF_3 CP

REACTOME_TNFR2_NON_CANONICAL_NF_KB_PATHWAY 0.00049177 0.00489705 0.49696228 1.80271921 1679 63 Psmb3,Psma4CAF_3 CP

PID_IL6_7_PATHWAY 0.00049783 0.00493429 -0.6095117 -1.846678 3136 39 Junb,Fos,Hsp9CAF_3 CP

REACTOME_SLBP_DEPENDENT_PROCESSING_OF_REPLICATION_DEPENDENT_HISTONE_PRE_MRNAS 0.0005119 0.00505026 0.82636087 1.93977027 2172 10 Snrpg,Snrpe,SnCAF_3 CP

REACTOME_STABILIZATION_OF_P53 0.00052062 0.0051126 0.52886897 1.84237923 1846 51 Psmb3,Psma4CAF_3 CP

REACTOME_GENE_AND_PROTEIN_EXPRESSION_BY_JAK_STAT_SIGNALING_AFTER_INTERLEUKIN_12_STIMULATION 0.0005771 0.00564126 0.61372253 1.92288763 2199 31 Ppia,Psme2,SoCAF_3 CP

PID_MYC_ACTIV_PATHWAY 0.00061321 0.00594096 0.47910984 1.76716392 2057 69 Nme1,Cdca7,NCAF_3 CP

REACTOME_PIWI_INTERACTING_RNA_PIRNA_BIOGENESIS 0.00061333 0.00594096 0.74755986 1.95878066 2518 15 Hsp90aa1,PolrCAF_3 CP

PID_CD8_TCR_DOWNSTREAM_PATHWAY 0.00062154 0.00598048 -0.6516215 -1.858405 3826 29 Junb,Egr1,Fos,PCAF_3 CP

REACTOME_BASE_EXCISION_REPAIR 0.00062303 0.00598048 0.507476 1.80644482 2167 57 Pcna,Lig1,Rfc3CAF_3 CP

REACTOME_ORGANELLE_BIOGENESIS_AND_MAINTENANCE 0.00062776 0.0059989 0.33127509 1.46865778 1370 254 Atp5h,Atp5b,CCAF_3 CP

REACTOME_DEGRADATION_OF_AXIN 0.00064952 0.00617918 0.53073557 1.83425607 2319 49 Psmb3,Psma4CAF_3 CP

KEGG_EPITHELIAL_CELL_SIGNALING_IN_HELICOBACTER_PYLORI_INFECTION 0.00066531 0.00630119 -0.5715044 -1.8013119 4268 48 Hbegf,Cxcl1,AtCAF_3 CP

REACTOME_ABC_FAMILY_PROTEINS_MEDIATED_TRANSPORT 0.0007132 0.00672489 0.46213102 1.73392709 2344 76 Psmb3,Psma4CAF_3 CP

REACTOME_DEGRADATION_OF_GLI1_BY_THE_PROTEASOME 0.0007341 0.00689152 0.51211482 1.80436851 2579 54 Psmb3,Psma4CAF_3 CP

PID_ENDOTHELIN_PATHWAY 0.00074494 0.00696255 -0.6087292 -1.8251622 4672 37 Col3a1,Fos,JunCAF_3 CP

KEGG_ENDOCYTOSIS 0.0007704 0.00716911 -0.4402564 -1.6268614 5520 133 Eea1,Arfgap3,CCAF_3 CP

REACTOME_REGULATION_OF_APOPTOSIS 0.00077915 0.00721896 0.5298382 1.82351693 2791 48 Psmb3,Psma4CAF_3 CP

REACTOME_FORMATION_OF_THE_EARLY_ELONGATION_COMPLEX 0.00080232 0.00739936 0.59386898 1.88710584 3034 33 Polr2l,Ncbp2,PCAF_3 CP

REACTOME_MHC_CLASS_II_ANTIGEN_PRESENTATION 0.00080639 0.00739936 -0.4918058 -1.704106 5472 84 Ctsl,Ctsl,Ctsa,CCAF_3 CP

REACTOME_PLATELET_ADHESION_TO_EXPOSED_COLLAGEN 0.00080903 0.00739936 -0.9513747 -1.6461701 4413 4 Col1a1,Itgb1,CCAF_3 CP

REACTOME_ASPARAGINE_N_LINKED_GLYCOSYLATION 0.00082341 0.00749868 -0.3858563 -1.5213265 6373 237 Areg,Ctsa,GolgCAF_3 CP

PID_PDGFRB_PATHWAY 0.00084143 0.0076302 -0.4599921 -1.655474 5882 109 Fos,Jund,Jun,RCAF_3 CP

PID_AVB3_OPN_PATHWAY 0.00085232 0.00766368 -0.650456 -1.841171 5233 28 Fos,Spp1,Jun,NCAF_3 CP

PID_RHOA_PATHWAY 0.00085194 0.00766368 -0.6145502 -1.8221895 5320 35 Cdkn1b,Fos,JunCAF_3 CP

PID_HIF2PATHWAY 0.00089417 0.00800618 -0.6554464 -1.8408024 5475 27 Vegfa,Bhlhe40CAF_3 CP

PID_HNF3A_PATHWAY 0.00089979 0.00802281 -0.6614566 -1.8425726 5495 26 Cdkn1b,Fos,CeCAF_3 CP

REACTOME_G_ALPHA_I_SIGNALLING_EVENTS 0.00090981 0.00807831 -0.4447394 -1.6286581 6462 124 Rgs16,Cxcl1,CxCAF_3 CP

REACTOME_CONSTITUTIVE_SIGNALING_BY_AKT1_E17K_IN_CANCER 0.00091483 0.00808588 -0.6744861 -1.8460612 5556 24 Cdkn1b,Cdkn1aCAF_3 CP

REACTOME_PROCESSING_OF_CAPPED_INTRONLESS_PRE_MRNA 0.00091825 0.00808588 0.6265125 1.90153851 3558 27 Snrpg,Snrpe,SnCAF_3 CP

REACTOME_TRANSLESION_SYNTHESIS_BY_POLK 0.00094191 0.0082601 0.71298937 1.92990094 3825 17 Pcna,Rfc3,Rfc4CAF_3 CP

PID_MYC_REPRESS_PATHWAY 0.00098582 0.00860976 -0.5599624 -1.7716141 6336 49 Cdkn1b,Ddit3,CCAF_3 CP

PID_BCR_5PATHWAY 0.00100431 0.00873543 -0.5655167 -1.7755591 6431 47 Fos,Ppp3ca,JunCAF_3 CP

REACTOME_INSULIN_RECEPTOR_RECYCLING 0.00102913 0.00891493 -0.7295285 -1.8435734 6110 17 Atp6v1e1,Atp6CAF_3 CP

REACTOME_SIGNALING_BY_BMP 0.00105209 0.00905416 -0.7189398 -1.8415712 6267 18 Fstl1,Smad1,UCAF_3 CP

SIG_BCR_SIGNALING_PATHWAY 0.0010537 0.00905416 -0.6139776 -1.8098168 6566 34 Ppp3ca,Flot1,GCAF_3 CP

REACTOME_ASYMMETRIC_LOCALIZATION_OF_PCP_PROTEINS 0.00105804 0.00905496 0.50104588 1.77148629 3705 55 Psmb3,Psma4CAF_3 CP

PID_LYSOPHOSPHOLIPID_PATHWAY 0.00106997 0.00908407 -0.5773761 -1.7827378 6798 43 Hbegf,Fos,Jun,NCAF_3 CP

REACTOME_PROTEIN_LOCALIZATION 0.00106853 0.00908407 0.37944028 1.56641566 2970 141 Hspd1,Atp5b,ACAF_3 CP

REACTOME_FOXO_MEDIATED_TRANSCRIPTION_OF_CELL_CYCLE_GENES 0.0011243 0.00950724 -0.7380801 -1.8381689 6651 16 Cdkn1b,Cdkn1aCAF_3 CP

REACTOME_OXIDATIVE_STRESS_INDUCED_SENESCENCE 0.00112873 0.00950724 -0.5009224 -1.7013719 7554 74 Hist1h2bc,HistCAF_3 CP

REACTOME_COPI_MEDIATED_ANTEROGRADE_TRANSPORT 0.00115856 0.00968195 -0.4939395 -1.6918998 7799 78 Golga2,Golgb1CAF_3 CP

REACTOME_PROCESSING_OF_DNA_DOUBLE_STRAND_BREAK_ENDS 0.00115666 0.00968195 0.46745831 1.71960486 3892 68 Clspn,TimelessCAF_3 CP

REACTOME_CHROMATIN_ORGANIZATION 0.00116563 0.00970298 -0.3924066 -1.5261975 8856 207 Kmt2e,Kdm5bCAF_3 CP

REACTOME_DEFECTIVE_CFTR_CAUSES_CYSTIC_FIBROSIS 0.00117058 0.00970627 0.50152911 1.76707116 4113 54 Psmb3,Psma4CAF_3 CP

REACTOME_DEGRADATION_OF_DVL 0.00118961 0.00982582 0.512997 1.78013496 4234 50 Psmb3,Psma4CAF_3 CP

PID_S1P_S1P2_PATHWAY 0.00119443 0.0098275 -0.7156335 -1.833102 7115 18 Fos,Jun,Gna13CAF_3 CP

REACTOME_ROS_AND_RNS_PRODUCTION_IN_PHAGOCYTES 0.00121417 0.00995149 -0.7470592 -1.8313574 7154 15 Atp6v1e1,Atp6CAF_3 CP

REACTOME_RESPONSE_TO_ELEVATED_PLATELET_CYTOSOLIC_CA2PLUS 0.00126661 0.01034157 -0.5003212 -1.6956431 8464 73 Fn1,Aldoa,HspCAF_3 CP

REACTOME_DISEASES_ASSOCIATED_WITH_GLYCOSAMINOGLYCAN_METABOLISM 0.00129444 0.01052843 -0.6400533 -1.8117253 7948 28 Ogn,Sdc2,Gpc1CAF_3 CP

REACTOME_SIGNALING_BY_NTRKS 0.00132472 0.01073372 -0.4897867 -1.6809916 8929 79 Mef2a,Ptprs,CCAF_3 CP

KEGG_RENAL_CELL_CARCINOMA 0.00134047 0.01082026 -0.5248946 -1.7217452 8782 60 Vegfa,Slc2a1,JCAF_3 CP

PID_FAK_PATHWAY 0.00135628 0.01088207 -0.5413592 -1.7374116 8780 53 Mmp14,Jun,ItgCAF_3 CP

REACTOME_CIRCADIAN_CLOCK 0.00135834 0.01088207 -0.5269187 -1.7234048 8885 59 Bhlhe40,Nr3c1CAF_3 CP

REACTOME_SIGNALING_BY_FGFR2_IIIA_TM 0.00137298 0.01095427 0.70223488 1.90079097 5576 17 Polr2l,Ncbp2,PCAF_3 CP

REACTOME_TBC_RABGAPS 0.00137764 0.01095427 -0.5863217 -1.7764178 8680 39 Gabarap,Tbc1dCAF_3 CP

KEGG_T_CELL_RECEPTOR_SIGNALING_PATHWAY 0.00138985 0.01099299 -0.5058478 -1.6987225 9233 69 Fos,Ppp3ca,NfCAF_3 CP

PID_THROMBIN_PAR1_PATHWAY 0.00139282 0.01099299 -0.6324475 -1.8037214 8575 29 Gna13,Rock1,GCAF_3 CP

PID_FCER1_PATHWAY 0.00141998 0.01116594 -0.5675405 -1.759993 9039 44 Fos,Jun,Rasa1CAF_3 CP

REACTOME_FGFR2_ALTERNATIVE_SPLICING 0.00147976 0.01159323 0.63531792 1.87475521 5808 24 Polr2l,HnrnpmCAF_3 CP

REACTOME_NEUTROPHIL_DEGRANULATION 0.00148625 0.01160148 -0.3643595 -1.4614341 11806 285 Aldoa,Gpi1,CxcCAF_3 CP

BIOCARTA_PDGF_PATHWAY 0.00150227 0.01168373 -0.6548106 -1.808454 9150 25 Fos,Jun,Rasa1CAF_3 CP

REACTOME_ATF6_ATF6_ALPHA_ACTIVATES_CHAPERONES 0.00151015 0.01170227 -0.7791778 -1.8063623 8781 12 Hspa5,Ddit3,HCAF_3 CP

REACTOME_LAMININ_INTERACTIONS 0.00151692 0.01171216 -0.7301585 -1.8184406 8974 16 Col4a1,Col4a2CAF_3 CP

BIOCARTA_SM_PATHWAY 0.00157925 0.01210572 0.73566466 1.8925016 6522 14 Snrpg,Snrpe,SnCAF_3 CP

PID_CXCR4_PATHWAY 0.00157802 0.01210572 -0.5130793 -1.7015891 10405 64 Itgb1,Gna13,RCAF_3 CP

KEGG_INSULIN_SIGNALING_PATHWAY 0.0016087 0.01224333 -0.4570731 -1.6275011 11147 101 Rhoq,Flot1,PrkCAF_3 CP

REACTOME_HDACS_DEACETYLATE_HISTONES 0.00160616 0.01224333 -0.557983 -1.7448799 10266 46 Hist1h2bc,HistCAF_3 CP
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REACTOME_METABOLISM_OF_CARBOHYDRATES 0.00163669 0.01241205 -0.3891336 -1.5103548 12402 203 Aldoa,Gpi1,HmCAF_3 CP

KEGG_CELL_CYCLE 0.00170155 0.01276765 0.39191037 1.5755832 5013 117 Mcm6,Mcm7,MCAF_3 CP

KEGG_VIBRIO_CHOLERAE_INFECTION 0.00169847 0.01276765 -0.5736937 -1.7552091 10747 41 Ero1l,Atp6v1e1CAF_3 CP

REACTOME_TRAFFICKING_AND_PROCESSING_OF_ENDOSOMAL_TLR 0.00169478 0.01276765 -0.8871769 -1.7117583 9474 6 Ctsl,Ctsl,Hsp90CAF_3 CP

REACTOME_FGFR2_MUTANT_RECEPTOR_ACTIVATION 0.00173959 0.01300724 0.68458393 1.88055991 7031 18 Polr2l,Ncbp2,PCAF_3 CP

BIOCARTA_MAPK_PATHWAY 0.00174711 0.01301416 -0.492167 -1.6716342 11693 74 Fos,Mapk6,Sp1CAF_3 CP

REACTOME_ANCHORING_FIBRIL_FORMATION 0.00175275 0.01301416 -0.8230714 -1.7706936 10026 9 Col4a1,Col1a1CAF_3 CP

REACTOME_PEPTIDE_HORMONE_METABOLISM 0.00176494 0.01301416 -0.6059136 -1.775169 10972 33 Ero1l,Sec11c,PCAF_3 CP

REACTOME_SIGNALING_BY_VEGF 0.00176415 0.01301416 -0.4808693 -1.6568365 11923 81 Vegfa,Axl,Nrp2CAF_3 CP

REACTOME_INTERACTIONS_OF_REV_WITH_HOST_CELLULAR_PROTEINS 0.00178638 0.01312683 0.55670962 1.8035829 6683 36 Ranbp1,Nup85CAF_3 CP

REACTOME_DISEASES_OF_SIGNAL_TRANSDUCTION 0.00179801 0.01316685 -0.3600924 -1.4478199 14337 293 Fn1,Cdkn1b,DkCAF_3 CP

REACTOME_REGULATION_OF_GENE_EXPRESSION_BY_HYPOXIA_INDUCIBLE_FACTOR 0.00186516 0.01361185 -0.8408107 -1.7528434 10597 8 Vegfa,Higd1a,HCAF_3 CP

PID_BMP_PATHWAY 0.00188612 0.01371785 -0.614268 -1.7766743 11670 31 Grem1,Ppp1r1CAF_3 CP

PID_RHOA_REG_PATHWAY 0.00190523 0.01380964 -0.5992347 -1.7663592 11873 34 Cdkn1b,ArhgefCAF_3 CP

KEGG_FRUCTOSE_AND_MANNOSE_METABOLISM 0.0019575 0.01414046 -0.635226 -1.7840139 11987 27 Aldoa,Akr1b8,ACAF_3 CP

PID_SYNDECAN_4_PATHWAY 0.00203039 0.0144544 -0.6835044 -1.7946498 12180 20 Fn1,Itgb1,ActnCAF_3 CP

PID_TAP63_PATHWAY 0.00201347 0.0144544 -0.5890976 -1.7565882 12600 36 Cdkn1a,Sp1,GaCAF_3 CP

REACTOME_ESR_MEDIATED_SIGNALING 0.00202582 0.0144544 -0.4177726 -1.5565005 14637 142 Cdkn1b,Hbegf,ACAF_3 CP

REACTOME_FORMATION_OF_HIV_ELONGATION_COMPLEX_IN_THE_ABSENCE_OF_HIV_TAT 0.00203488 0.0144544 0.53170779 1.77116541 7471 41 Polr2l,Ncbp2,PCAF_3 CP

REACTOME_REGULATION_OF_MITOTIC_CELL_CYCLE 0.00202178 0.0144544 0.43357771 1.64108642 6570 80 Psmb3,Psma4CAF_3 CP

KEGG_RNA_POLYMERASE 0.00206962 0.01465238 0.590976 1.8235585 7952 29 Polr2l,Polr3k,PCAF_3 CP

PID_LYMPH_ANGIOGENESIS_PATHWAY 0.00219165 0.0154649 -0.6904504 -1.7913997 13104 19 Fn1,Col1a1,ItgCAF_3 CP

PID_INSULIN_GLUCOSE_PATHWAY 0.00221091 0.01554931 -0.6810819 -1.788289 13263 20 Rhoq,Gys1,GskCAF_3 CP

REACTOME_TRANSFERRIN_ENDOCYTOSIS_AND_RECYCLING 0.00222541 0.01559982 -0.6808887 -1.7877817 13350 20 Atp6v1e1,Atp6CAF_3 CP

BIOCARTA_PCAF_PATHWAY 0.00229371 0.01582081 -0.7820805 -1.7730767 13271 11 Jun,Irf2,Hmgb1CAF_3 CP

REACTOME_ABC_TRANSPORTER_DISORDERS 0.00230148 0.01582081 0.47212138 1.69174076 7958 59 Psmb3,Psma4CAF_3 CP

REACTOME_FIBRONECTIN_MATRIX_FORMATION 0.00229824 0.01582081 -0.9623013 -1.5469103 12307 3 Fn1,Itgb1 CAF_3 CP

REACTOME_NEGATIVE_REGULATION_OF_THE_PI3K_AKT_NETWORK 0.00226816 0.01582081 -0.5048555 -1.6743156 14956 64 Hbegf,Areg,EreCAF_3 CP

REACTOME_REGULATION_OF_PTEN_MRNA_TRANSLATION 0.00228701 0.01582081 -0.8350839 -1.7409047 12994 8 Ago2,Tnrc6b,TCAF_3 CP

REACTOME_RNA_POLYMERASE_II_TRANSCRIPTION_TERMINATION 0.00227385 0.01582081 0.46087684 1.67666612 7743 64 Snrpg,Snrpe,SnCAF_3 CP

REACTOME_NUCLEOBASE_BIOSYNTHESIS 0.00235544 0.01613971 0.72329675 1.86068505 9728 14 Impdh2,Gart,UCAF_3 CP

REACTOME_CITRIC_ACID_CYCLE_TCA_CYCLE 0.00239034 0.01632636 0.63661045 1.83928134 9473 22 Sdhd,Mdh2,SuCAF_3 CP

REACTOME_METABOLISM_OF_FOLATE_AND_PTERINES 0.00242703 0.01652399 0.70924695 1.85839191 9967 15 Dhfr,Dhfr,MthfCAF_3 CP

BIOCARTA_AGR_PATHWAY 0.00250254 0.01694146 -0.6866475 -1.781533 14963 19 Sp1,Jun,Itgb1,UCAF_3 CP

REACTOME_REGULATION_OF_RUNX3_EXPRESSION_AND_ACTIVITY 0.00250425 0.01694146 0.48865812 1.70893146 8856 52 Psmb3,Psma4CAF_3 CP

PID_TCR_CALCIUM_PATHWAY 0.00253013 0.01704315 -0.7051983 -1.7820893 15023 17 Junb,Fos,Ppp3CAF_3 CP

REACTOME_ABORTIVE_ELONGATION_OF_HIV_1_TRANSCRIPT_IN_THE_ABSENCE_OF_TAT 0.0025371 0.01704315 0.62660678 1.82994551 10004 23 Polr2l,Ncbp2,PCAF_3 CP

REACTOME_BMAL1:CLOCK_NPAS2_ACTIVATES_CIRCADIAN_GENE_EXPRESSION 0.00254328 0.01704315 -0.6772461 -1.7782176 15257 20 Bhlhe40,NampCAF_3 CP

PID_GLYPICAN_1PATHWAY 0.00260051 0.01723606 -0.6947341 -1.779568 15492 18 Vegfa,App,GpcCAF_3 CP

REACTOME_ACTIVATION_OF_NF_KAPPAB_IN_B_CELLS 0.00259728 0.01723606 0.46677736 1.67786038 8954 60 Psmb3,Psma4CAF_3 CP

REACTOME_DOWNSTREAM_SIGNALING_EVENTS_OF_B_CELL_RECEPTOR_BCR 0.00260097 0.01723606 0.44339803 1.64383884 8675 71 Ppia,Psmb3,PsCAF_3 CP

REACTOME_RHO_GTPASE_EFFECTORS 0.00260442 0.01723606 -0.3757581 -1.4712333 19963 221 Cdkn1b,Cenpf,HCAF_3 CP

REACTOME_SIGNALING_BY_NTRK1_TRKA 0.0027651 0.01824281 -0.4945037 -1.6525721 18315 67 Mef2a,Cltc,DuCAF_3 CP

REACTOME_CLATHRIN_MEDIATED_ENDOCYTOSIS 0.00277474 0.01824993 -0.4395972 -1.5801131 19380 108 Hbegf,Areg,EreCAF_3 CP

REACTOME_INTERLEUKIN_12_SIGNALING 0.00283902 0.01861524 0.53892115 1.75630608 10580 37 Ppia,Psme2,SoCAF_3 CP

REACTOME_FCERI_MEDIATED_NF_KB_ACTIVATION 0.00285807 0.01868268 0.45133066 1.65125995 9675 66 Psmb3,Psma4CAF_3 CP

REACTOME_AMYLOID_FIBER_FORMATION 0.0028972 0.01888053 -0.5565527 -1.710763 18371 42 Hist1h2bc,HistCAF_3 CP

REACTOME_GLYCOSAMINOGLYCAN_METABOLISM 0.00297171 0.01930707 -0.4744259 -1.6250596 20006 78 Hmmr,Ogn,SdCAF_3 CP

BIOCARTA_BCELLSURVIVAL_PATHWAY 0.00299662 0.01935091 -0.746068 -1.7650658 17509 13 Fos,Jund,Zbtb7CAF_3 CP

KEGG_TGF_BETA_SIGNALING_PATHWAY 0.00299285 0.01935091 -0.5112286 -1.6671794 19546 58 Sp1,Smad1,CdCAF_3 CP

PID_SYNDECAN_2_PATHWAY 0.00302093 0.01944892 -0.6565715 -1.7619928 18235 22 Fn1,Itgb1,Sdc2CAF_3 CP

KEGG_WNT_SIGNALING_PATHWAY 0.00303884 0.01950535 -0.4458579 -1.5852918 21032 100 Dkk2,Ppp3ca,NCAF_3 CP

REACTOME_RUNX1_REGULATES_GENES_INVOLVED_IN_MEGAKARYOCYTE_DIFFERENTIATION_AND_PLATELET_FUNCTION 0.00309662 0.01981649 -0.5482017 -1.7000215 19713 44 Kmt2e,Hist1h2CAF_3 CP

REACTOME_DISORDERS_OF_TRANSMEMBRANE_TRANSPORTERS 0.00312084 0.01987269 0.38893128 1.5449975 9409 108 Nup85,Psmb3,PCAF_3 CP

REACTOME_RNA_POLYMERASE_I_TRANSCRIPTION_TERMINATION 0.00312405 0.01987269 0.57233992 1.77984752 11955 30 Polr2l,Cd3eap,PCAF_3 CP

REACTOME_SIGNALING_BY_WNT_IN_CANCER 0.00322152 0.0204317 -0.6213608 -1.7450738 19728 27 Dkk2,Csnk1a1,GCAF_3 CP

KEGG_B_CELL_RECEPTOR_SIGNALING_PATHWAY 0.00326907 0.02067181 -0.5261423 -1.676868 21092 51 Fos,Ppp3ca,NfCAF_3 CP

REACTOME_REGULATION_OF_PTEN_STABILITY_AND_ACTIVITY 0.00330688 0.020849 0.45411313 1.64728489 11296 63 Psmb3,Psma4CAF_3 CP

REACTOME_HSF1_ACTIVATION 0.00332968 0.020892 0.62575097 1.80790636 13196 22 Hsp90aa1,HspCAF_3 CP

REACTOME_MRNA_CAPPING 0.00333331 0.020892 0.57601002 1.7773784 12808 29 Polr2l,Ncbp2,PCAF_3 CP

REACTOME_TRANSCRIPTIONAL_REGULATION_BY_TP53 0.00336123 0.02100523 0.29586924 1.34156786 6494 318 Pcna,Topbp1,NCAF_3 CP

REACTOME_PLASMA_LIPOPROTEIN_ASSEMBLY_REMODELING_AND_CLEARANCE 0.00339922 0.02118053 -0.5593882 -1.7032812 21468 40 Lipa,Prkacb,CltCAF_3 CP

REACTOME_TRANSPORT_OF_THE_SLBP_DEPENDANT_MATURE_MRNA 0.00342706 0.02129176 0.54269948 1.7472044 12865 35 Nup85,Alyref,NCAF_3 CP

REACTOME_ION_CHANNEL_TRANSPORT 0.00347022 0.02148368 -0.4695198 -1.6114335 23392 79 Atp6v1e1,Sgk1CAF_3 CP

REACTOME_WNT_MEDIATED_ACTIVATION_OF_DVL 0.00347812 0.02148368 -0.8445829 -1.6987966 19615 7 Csnk1e,Dvl1,CsCAF_3 CP

PID_FOXO_PATHWAY 0.0035201 0.02168013 -0.5448303 -1.6895666 22409 44 Cdkn1b,Zfand5CAF_3 CP

PID_S1P_S1P1_PATHWAY 0.00353092 0.02168409 -0.7055806 -1.7572298 20890 16 Vegfa,Gnai2,RCAF_3 CP

REACTOME_HEDGEHOG_LIGAND_BIOGENESIS 0.00354703 0.02172047 0.47388172 1.66965926 12465 54 Psmb3,Psma4CAF_3 CP

KEGG_MELANOGENESIS 0.00363012 0.02216559 -0.5135527 -1.6591002 23585 55 Prkacb,Calm2,GCAF_3 CP

REACTOME_PRE_NOTCH_EXPRESSION_AND_PROCESSING 0.00367017 0.02234608 -0.5109085 -1.655859 23889 56 Hist1h2bc,HistCAF_3 CP

REACTOME_ATF6_ATF6_ALPHA_ACTIVATES_CHAPERONE_GENES 0.0037256 0.02260664 -0.7834095 -1.7326456 21440 10 Hspa5,Ddit3,HCAF_3 CP

REACTOME_DEGRADATION_OF_BETA_CATENIN_BY_THE_DESTRUCTION_COMPLEX 0.00373418 0.02260664 0.42639242 1.599835 12277 76 Psmb3,Psma4CAF_3 CP

SIG_CHEMOTAXIS 0.00378457 0.02284678 -0.5640685 -1.700221 23792 38 Gdi2,Wasl,ItprCAF_3 CP

REACTOME_RNA_POLYMERASE_II_PRE_TRANSCRIPTION_EVENTS 0.00388073 0.02336111 0.43226644 1.60655952 12906 72 Gtf2a2,Polr2l,NCAF_3 CP

REACTOME_ACTIVATION_OF_APC_C_AND_APC_C:CDC20_MEDIATED_DEGRADATION_OF_MITOTIC_PROTEINS 0.00392448 0.02355793 0.4355418 1.61065492 13131 70 Psmb3,Psma4CAF_3 CP

BIOCARTA_EGF_PATHWAY 0.00394468 0.02361265 -0.6412344 -1.7383448 23890 23 Fos,Jun,Rasa1CAF_3 CP

REACTOME_EARLY_PHASE_OF_HIV_LIFE_CYCLE 0.00399096 0.02382075 0.75170072 1.81160694 16816 11 Ppia,Lig1,BanfCAF_3 CP

REACTOME_NUCLEAR_IMPORT_OF_REV_PROTEIN 0.0040018 0.02382075 0.54803538 1.74146284 15137 33 Nup85,Ran,NuCAF_3 CP

REACTOME_G_ALPHA_12_13_SIGNALLING_EVENTS 0.00406898 0.02415321 -0.5288555 -1.6668877 26108 48 Arhgef2,Gna13CAF_3 CP

PID_IL12_2PATHWAY 0.00409433 0.02423617 -0.59292 -1.7149285 25334 31 Fos,Ppp3ca,GaCAF_3 CP

PID_FGF_PATHWAY 0.00415205 0.02450972 -0.5695633 -1.6983402 25984 36 Fos,Spp1,Jun,SCAF_3 CP

BIOCARTA_ALK_PATHWAY 0.00419231 0.02454343 -0.6197059 -1.7262706 25606 26 Smad1,Gsk3b,TCAF_3 CP

BIOCARTA_CALCINEURIN_PATHWAY 0.00418841 0.02454343 -0.711119 -1.7432529 24681 15 Cdkn1a,MarcksCAF_3 CP

REACTOME_EGFR_INTERACTS_WITH_PHOSPHOLIPASE_C_GAMMA 0.00417042 0.02454343 -0.8905518 -1.6355976 23064 5 Hbegf,Areg,EreCAF_3 CP

REACTOME_FORMATION_OF_SENESCENCE_ASSOCIATED_HETEROCHROMATIN_FOCI_SAHF 0.00433231 0.02529355 -0.7099787 -1.7404576 25529 15 Cdkn1a,H1f0,HCAF_3 CP

REACTOME_SIGNALING_BY_NOTCH4 0.00436379 0.02540773 0.43301348 1.60130507 14601 70 Psmb3,Psma4CAF_3 CP

REACTOME_PROTEIN_FOLDING 0.00437683 0.02541424 0.42944068 1.59605733 14556 72 Nop56,Actb,CcCAF_3 CP

REACTOME_RHO_GTPASES_ACTIVATE_CIT 0.00440676 0.02551848 -0.6984523 -1.739477 26072 16 Cdkn1b,Rhoc,PCAF_3 CP

REACTOME_REGULATION_OF_INSULIN_SECRETION 0.00445115 0.0256362 -0.5485316 -1.6782259 28166 41 Marcks,Slc2a1CAF_3 CP

REACTOME_RUNX2_REGULATES_BONE_DEVELOPMENT 0.00444425 0.0256362 -0.6447914 -1.7303793 26827 22 Col1a1,Maf,SmCAF_3 CP

REACTOME_CELLULAR_HEXOSE_TRANSPORT 0.0044639 0.02564036 -0.9511791 -1.5290312 23905 3 Slc2a1 CAF_3 CP

REACTOME_SIGNALING_BY_NUCLEAR_RECEPTORS 0.00453142 0.0259582 -0.3898538 -1.4798195 33409 166 Cdkn1b,Hbegf,ACAF_3 CP

REACTOME_ONCOGENIC_MAPK_SIGNALING 0.00454447 0.02596319 -0.4791669 -1.6091237 30192 69 Fn1,Kdm7a,SpCAF_3 CP

REACTOME_DEPURINATION 0.0046038 0.02620395 -0.636405 -1.7252527 27882 23 Hist1h2bc,HistCAF_3 CP

REACTOME_G1_S_DNA_DAMAGE_CHECKPOINTS 0.00461121 0.02620395 0.44993241 1.62228435 15848 61 Psmb3,Psma4CAF_3 CP

REACTOME_MITOCHONDRIAL_BIOGENESIS 0.00470324 0.02665588 0.4130171 1.56657906 15242 81 Atp5h,Atp5b,ACAF_3 CP

KEGG_VASCULAR_SMOOTH_MUSCLE_CONTRACTION 0.00476684 0.02694463 -0.5113892 -1.6412273 30861 53 Gna13,Prkacb,CCAF_3 CP

REACTOME_NEPHRIN_FAMILY_INTERACTIONS 0.00481961 0.02717086 -0.6853467 -1.7319226 28618 17 Actn1,Wasl,SpCAF_3 CP

REACTOME_AXON_GUIDANCE 0.00495053 0.02779348 0.27915312 1.28989769 8361 392 Rps27l,Rps2,ACAF_3 CP

REACTOME_PLATELET_AGGREGATION_PLUG_FORMATION 0.00495613 0.02779348 -0.6414477 -1.7214061 29917 22 Fn1,Col1a1,CoCAF_3 CP

REACTOME_APC_C:CDH1_MEDIATED_DEGRADATION_OF_CDC20_AND_OTHER_APC_C:CDH1_TARGETED_PROTEINS_IN_LATE_MITOSIS_EARLY_G1 0.00506338 0.02832035 0.43506927 1.59619196 17093 67 Psmb3,Psma4CAF_3 CP

KEGG_VEGF_SIGNALING_PATHWAY 0.005094 0.02841702 -0.5201343 -1.6456057 32744 49 Vegfa,Ppp3ca,NCAF_3 CP

KEGG_GLUTATHIONE_METABOLISM 0.00513893 0.02859284 0.5449207 1.71970152 19515 32 Gpx1,Mgst3,RCAF_3 CP

REACTOME_TRANS_GOLGI_NETWORK_VESICLE_BUDDING 0.0051628 0.02865086 -0.4831974 -1.6066564 34093 65 Igf2r,Golgb1,CCAF_3 CP

REACTOME_PYRUVATE_METABOLISM_AND_CITRIC_ACID_TCA_CYCLE 0.00519548 0.02875731 0.48654952 1.66008925 18743 46 Sdhd,Mdh2,SlcCAF_3 CP

PID_ECADHERIN_STABILIZATION_PATHWAY 0.00522751 0.02877216 -0.6069443 -1.7045857 32013 27 Arf6,Actn1,MyCAF_3 CP

PID_WNT_CANONICAL_PATHWAY 0.00523827 0.02877216 -0.6825642 -1.7248912 31104 17 Cul3,Gsk3b,LrpCAF_3 CP

REACTOME_PROTEIN_UBIQUITINATION 0.00523867 0.02877216 -0.4828215 -1.6054066 34594 65 Hist1h2bc,HistCAF_3 CP

PID_HEDGEHOG_GLI_PATHWAY 0.00528194 0.02892368 -0.5471466 -1.6660068 33359 40 Csnk1e,Csnk1aCAF_3 CP

PID_SHP2_PATHWAY 0.00530363 0.02892368 -0.5624522 -1.677136 33191 36 Vegfa,Lmo4,SdCAF_3 CP

REACTOME_CDC6_ASSOCIATION_WITH_THE_ORC:ORIGIN_COMPLEX 0.00530697 0.02892368 0.75959872 1.78305515 22527 10 Cdc6,Orc6,McmCAF_3 CP

BIOCARTA_TCR_PATHWAY 0.00534307 0.02904615 -0.5848311 -1.6915325 33061 31 Fos,Ppp3ca,JunCAF_3 CP

KEGG_TERPENOID_BACKBONE_BIOSYNTHESIS 0.00556647 0.0301634 0.72334793 1.78534311 23293 12 Acat1,Mvk,HmCAF_3 CP

REACTOME_REGULATION_OF_TP53_ACTIVITY 0.0055769 0.0301634 0.35044876 1.44817732 15471 142 Topbp1,Rfc3,RCAF_3 CP

REACTOME_AKT_PHOSPHORYLATES_TARGETS_IN_THE_CYTOSOL 0.00563482 0.03039949 -0.7131625 -1.7188667 33073 14 Cdkn1b,Cdkn1aCAF_3 CP

KEGG_CIRCADIAN_RHYTHM_MAMMAL 0.00570699 0.0307111 -0.7388885 -1.7129599 33187 12 Bhlhe40,Csnk1CAF_3 CP

REACTOME_CELLULAR_RESPONSE_TO_HEAT_STRESS 0.00584147 0.0313556 0.39705541 1.52968882 18514 89 Nup85,Hspa14CAF_3 CP

PID_E2F_PATHWAY 0.00593377 0.03176447 0.43919992 1.59318759 20270 63 Mcm3,Ranbp1CAF_3 CP

SIG_PIP3_SIGNALING_IN_B_LYMPHOCYTES 0.00594745 0.03176447 -0.6028322 -1.6930369 36422 27 Flot1,Cyth3,ItpCAF_3 CP

REACTOME_COMPETING_ENDOGENOUS_RNAS_CERNAS_REGULATE_PTEN_TRANSLATION 0.0060172 0.03205664 -0.8272579 -1.663949 33935 7 Ago2,Tnrc6b,TCAF_3 CP

PID_ATF2_PATHWAY 0.00603661 0.03207982 -0.5330812 -1.6459704 38358 43 Junb,Ddit3,FosCAF_3 CP

REACTOME_SIGNALING_BY_EGFR 0.00608519 0.03225757 -0.5361023 -1.6479014 38587 42 Hbegf,Areg,EreCAF_3 CP

BIOCARTA_PTEN_PATHWAY 0.00611957 0.03235929 -0.6875701 -1.7123751 36206 16 Cdkn1b,Itgb1,PCAF_3 CP

REACTOME_POST_TRANSCRIPTIONAL_SILENCING_BY_SMALL_RNAS 0.00614484 0.03241252 -0.8514825 -1.6428879 34353 6 Ago2,Tnrc6b,TCAF_3 CP

REACTOME_DISPLACEMENT_OF_DNA_GLYCOSYLASE_BY_APEX1 0.00617037 0.03246679 0.77374567 1.76362509 26404 9 Apex1,Ung,MpCAF_3 CP

REACTOME_INTERLEUKIN_12_FAMILY_SIGNALING 0.0063383 0.03326829 0.49459438 1.65585591 23189 42 Ppia,Psme2,SoCAF_3 CP

NABA_SECRETED_FACTORS 0.00636215 0.03331138 -0.4627853 -1.5718401 42583 74 Hbegf,Areg,VeCAF_3 CP

SIG_PIP3_SIGNALING_IN_CARDIAC_MYOCTES 0.00643263 0.0335979 -0.4918485 -1.6039784 42012 58 Cdkn1b,Gadd4CAF_3 CP

BIOCARTA_TSP1_PATHWAY 0.00648827 0.03380562 -0.8497433 -1.6395322 36273 6 Fos,Jun CAF_3 CP

REACTOME_ESTROGEN_DEPENDENT_NUCLEAR_EVENTS_DOWNSTREAM_OF_ESR_MEMBRANE_SIGNALING 0.00655738 0.03408237 -0.6479051 -1.7011781 39339 20 Cdkn1b,Hbegf,ACAF_3 CP

REACTOME_DETOXIFICATION_OF_REACTIVE_OXYGEN_SPECIES 0.00660422 0.03424232 0.57912794 1.7258181 25812 25 Atox1,Gpx1,PrCAF_3 CP

PID_EPHB_FWD_PATHWAY 0.00662689 0.03427647 -0.5640573 -1.662667 41300 34 Rasa1,Wasl,RoCAF_3 CP

PID_MTOR_4PATHWAY 0.0066966 0.03455315 -0.4804277 -1.5890461 44088 63 Bnip3,Sgk1,DdCAF_3 CP

BIOCARTA_CTCF_PATHWAY 0.00673431 0.03466382 -0.6388715 -1.6963654 40527 21 Cdkn1b,Smad1CAF_3 CP

REACTOME_FOXO_MEDIATED_TRANSCRIPTION_OF_CELL_DEATH_GENES 0.00675945 0.03470937 -0.6949778 -1.7036839 39832 15 Ddit3,Bcl2l11,FCAF_3 CP

PID_REG_GR_PATHWAY 0.00683393 0.0349235 -0.5016863 -1.6100873 44244 53 Cdkn1a,Egr1,FCAF_3 CP

REACTOME_TOLL_LIKE_RECEPTOR_9_TLR9_CASCADE 0.00681789 0.0349235 -0.4524167 -1.5557619 46019 80 Fos,Eea1,Mef2CAF_3 CP

PID_TXA2PATHWAY 0.00689006 0.03495886 -0.5869645 -1.6740051 42423 29 Gna13,Rock1,GCAF_3 CP

REACTOME_CARGO_RECOGNITION_FOR_CLATHRIN_MEDIATED_ENDOCYTOSIS 0.0068757 0.03495886 -0.4640726 -1.5693079 45888 72 Hbegf,Areg,EreCAF_3 CP

REACTOME_SIGNALING_BY_INSULIN_RECEPTOR 0.00686425 0.03495886 -0.5202208 -1.6267927 43877 46 Atp6v1e1,Atp6CAF_3 CP

REACTOME_HEDGEHOG_OFF_STATE 0.00698771 0.03537009 0.38831352 1.50677259 21905 93 Psmb3,Psma4CAF_3 CP

PID_BETA_CATENIN_DEG_PATHWAY 0.00713431 0.03602655 -0.6930881 -1.6990516 42041 15 Csnk1e,Csnk1aCAF_3 CP

REACTOME_INTERACTIONS_OF_VPR_WITH_HOST_CELLULAR_PROTEINS 0.00718735 0.03620862 0.51888765 1.67054295 26982 35 Slc25a5,Nup85CAF_3 CP

BIOCARTA_TPO_PATHWAY 0.0072382 0.03629991 -0.6531504 -1.6946234 43280 19 Fos,Jun,Rasa1CAF_3 CP

KEGG_TOLL_LIKE_RECEPTOR_SIGNALING_PATHWAY 0.00725658 0.03629991 -0.4863483 -1.5907104 47470 59 Fos,Spp1,Jun,NCAF_3 CP

REACTOME_FANCONI_ANEMIA_PATHWAY 0.00725177 0.03629991 0.52827508 1.67867159 27431 33 Rps27a,Rpa2,FCAF_3 CP

REACTOME_SEMA4D_IN_SEMAPHORIN_SIGNALING 0.0073643 0.03675252 -0.6525466 -1.6930568 44034 19 Rhoc,Rock1,RhCAF_3 CP

NABA_PROTEOGLYCANS 0.00739114 0.0368003 -0.7443786 -1.6876016 42766 11 Ogn,Aspn,Dcn,OCAF_3 CP

BIOCARTA_VITCB_PATHWAY 0.00747168 0.03711455 -0.8199492 -1.6492483 42138 7 Col4a1,Col4a2CAF_3 CP

KEGG_MTOR_SIGNALING_PATHWAY 0.0075337 0.03733563 -0.5205499 -1.6211587 48062 45 Vegfa,Ddit4,RiCAF_3 CP

REACTOME_APOPTOSIS_INDUCED_DNA_FRAGMENTATION 0.0076134 0.03764303 -0.7432806 -1.6851123 44052 11 H1f0,Hist1h1c,HCAF_3 CP

REACTOME_SIGNALING_BY_TGF_BETA_FAMILY_MEMBERS 0.00765024 0.03773764 -0.4429527 -1.5375793 51989 85 Junb,Ppp1r15aCAF_3 CP

REACTOME_GLUCONEOGENESIS 0.0078759 0.03876107 -0.6121894 -1.675556 47840 24 Aldoa,Gpi1,EnCAF_3 CP

REACTOME_METABOLISM_OF_COFACTORS 0.00795258 0.03904828 0.63233864 1.7370415 32146 18 Hsp90aa1,GchCAF_3 CP

REACTOME_G_ALPHA_Q_SIGNALLING_EVENTS 0.00802268 0.03930191 -0.4719553 -1.5692761 52979 65 Hbegf,Rgs16,ACAF_3 CP

PID_ANGIOPOIETIN_RECEPTOR_PATHWAY 0.00804971 0.03934389 -0.5496559 -1.6389798 50377 36 Fn1,Cdkn1a,ItgCAF_3 CP

KEGG_NON_HOMOLOGOUS_END_JOINING 0.00823525 0.04007842 0.70837512 1.74838771 34461 12 Rad50,Mre11aCAF_3 CP

REACTOME_RMTS_METHYLATE_HISTONE_ARGININES 0.00823761 0.04007842 0.48630785 1.62811337 30138 42 Ccnd1,Rps2,CdCAF_3 CP

REACTOME_M_PHASE 0.00831487 0.04036217 0.2846902 1.29169427 16014 320 Cenph,Nup85,PCAF_3 CP

KEGG_LEISHMANIA_INFECTION 0.00840568 0.04071024 -0.5565824 -1.6406335 52386 34 Fos,Jun,Itgb1,NCAF_3 CP

REACTOME_GAB1_SIGNALOSOME 0.00847829 0.04096879 -0.7245524 -1.6797247 49303 12 Hbegf,Areg,EreCAF_3 CP

REACTOME_SEMA4D_INDUCED_CELL_MIGRATION_AND_GROWTH_CONE_COLLAPSE 0.00853955 0.04117144 -0.6865916 -1.6831257 50322 15 Rhoc,Rock1,RhCAF_3 CP

PID_IFNG_PATHWAY 0.00864715 0.04159612 -0.5473418 -1.6320795 54116 36 Cebpb,Pias4,JaCAF_3 CP

BIOCARTA_GPCR_PATHWAY 0.00881748 0.04222485 -0.5957608 -1.6595686 53857 26 Fos,Ppp3ca,JunCAF_3 CP

PID_REELIN_PATHWAY 0.00879994 0.04222485 -0.61497 -1.6671437 53296 23 Arhgef2,Itgb1,GCAF_3 CP

KEGG_LONG_TERM_POTENTIATION 0.00916344 0.04368519 -0.5033073 -1.5923684 58903 49 Ppp3ca,PrkacbCAF_3 CP

REACTOME_TRANSPORT_OF_MATURE_MRNAS_DERIVED_FROM_INTRONLESS_TRANSCRIPTS 0.00914613 0.04368519 0.48269561 1.61601992 33462 42 Nup85,Alyref,NCAF_3 CP

BIOCARTA_WNT_LRP6_PATHWAY 0.00920066 0.04376474 -0.9710999 -1.4243581 47968 2 Dkk2 CAF_3 CP

BIOCARTA_RANKL_PATHWAY 0.00928633 0.04407386 -0.7359021 -1.6683842 53732 11 Fos,Ifnar2,FosCAF_3 CP

BIOCARTA_EDG1_PATHWAY 0.00945185 0.04466052 -0.6524322 -1.6712113 56310 18 Pik3ca,Rhoa,PdCAF_3 CP

REACTOME_REGULATION_OF_RUNX2_EXPRESSION_AND_ACTIVITY 0.00944204 0.04466052 0.42658532 1.5474284 32255 63 Psmb3,Psma4CAF_3 CP

BIOCARTA_NFAT_PATHWAY 0.00952997 0.04493003 -0.5482534 -1.6256145 59521 35 Hbegf,Ppp3ca,PCAF_3 CP

PID_PDGFRA_PATHWAY 0.00955387 0.04494325 -0.6347387 -1.6666076 57316 20 Fos,Jun,Jak1,PCAF_3 CP

REACTOME_NONHOMOLOGOUS_END_JOINING_NHEJ 0.00958007 0.04496725 -0.5257841 -1.6086302 60622 41 Hist1h2bc,HistCAF_3 CP

PID_PI3KCI_AKT_PATHWAY 0.00960336 0.04497748 -0.5565703 -1.6306059 59705 33 Cdkn1b,Cdkn1aCAF_3 CP

PID_ER_NONGENOMIC_PATHWAY 0.00965573 0.04512362 -0.5758 -1.6421643 59452 29 Hbegf,Gna13,GCAF_3 CP

BIOCARTA_ARENRF2_PATHWAY 0.00975323 0.04545714 -0.6609058 -1.6701588 57914 17 Fos,Jun,Maff,MCAF_3 CP

BIOCARTA_ETC_PATHWAY 0.00976977 0.04545714 0.75632715 1.72392245 41807 9 Ndufa1,Sdhd,UCAF_3 CP

REACTOME_RNA_POLYMERASE_III_TRANSCRIPTION_INITIATION_FROM_TYPE_1_PROMOTER 0.00979111 0.0454572 0.54506047 1.66826484 37784 28 Polr2l,Polr3k,GCAF_3 CP

REACTOME_ASSOCIATION_OF_TRIC_CCT_WITH_TARGET_PROTEINS_DURING_BIOSYNTHESIS 0.00989646 0.04584643 0.50339658 1.63086362 37028 36 Nop56,Cct3,CcCAF_3 CP

REACTOME_ACTIVATION_OF_NOXA_AND_TRANSLOCATION_TO_MITOCHONDRIA 0.00994752 0.04598302 0.89290349 1.61918423 45203 4 Trp53,E2f1,TfdCAF_3 CP

PID_ERBB4_PATHWAY 0.01005055 0.04625859 -0.5744183 -1.6382238 61883 29 Hbegf,Ereg,PikCAF_3 CP

REACTOME_DOWNSTREAM_TCR_SIGNALING 0.01004251 0.04625859 0.41169289 1.52246048 33603 70 Psmb3,Psma4CAF_3 CP

KEGG_RNA_DEGRADATION 0.01013237 0.04643456 0.44919105 1.5709075 35835 52 Eno3,Exosc8,HCAF_3 CP

REACTOME_MITOTIC_METAPHASE_AND_ANAPHASE 0.0101318 0.04643456 0.32069059 1.3657004 25855 179 Cenph,Nup85,PCAF_3 CP

REACTOME_HATS_ACETYLATE_HISTONES 0.01022894 0.04677656 -0.4309639 -1.5064008 69867 89 Hist1h2bc,HistCAF_3 CP

KEGG_GLYCOLYSIS_GLUCONEOGENESIS 0.01035515 0.04725232 -0.5375978 -1.6118877 64957 37 Aldoa,Gpi1,EnCAF_3 CP

BIOCARTA_FCER1_PATHWAY 0.0106565 0.04852351 -0.5723881 -1.6324338 65614 29 Fos,Ppp3ca,JunCAF_3 CP

REACTOME_POLB_DEPENDENT_LONG_PATCH_BASE_EXCISION_REPAIR 0.0108234 0.04917837 0.77387542 1.70643777 46734 8 Lig1,Apex1,FenCAF_3 CP

REACTOME_TETRAHYDROBIOPTERIN_BH4_SYNTHESIS_RECYCLING_SALVAGE_AND_REGULATION 0.01096902 0.049734 0.75163179 1.71322016 46939 9 Hsp90aa1,GchCAF_3 CP

REACTOME_IRE1ALPHA_ACTIVATES_CHAPERONES 0.0109943 0.04974277 -0.5032477 -1.5800523 70411 47 Hspa5,Wipi1,ACAF_3 CP

BIOCARTA_LYMPHOCYTE_PATHWAY 0.01113481 0.04995295 -0.9678568 -1.4196013 58052 2 Itgb1,Cd44 CAF_3 CP

BIOCARTA_NKT_PATHWAY 0.01115796 0.04995295 -0.8053056 -1.6197941 62928 7 Tgfb1,Ifngr2,TCAF_3 CP

KEGG_GLYOXYLATE_AND_DICARBOXYLATE_METABOLISM 0.01115699 0.04995295 0.68080508 1.71722733 46376 13 Mdh2,Mdh1,MCAF_3 CP

REACTOME_CROSSLINKING_OF_COLLAGEN_FIBRILS 0.0111308 0.04995295 -0.7007088 -1.6577539 65039 13 Col4a1,Col1a1CAF_3 CP

REACTOME_TRANSCRIPTIONAL_REGULATION_OF_PLURIPOTENT_STEM_CELLS 0.01108696 0.04995295 -0.7454074 -1.6485973 63805 10 Pbx1,Klf4,FoxpCAF_3 CP

HALLMARK_DNA_REPAIR 3.56E-07 2.27E-06 0.53082828 2.1823901 0 137 Nme1,Pcna,LigCAF_3 H

HALLMARK_E2F_TARGETS 4.06E-07 2.27E-06 0.58233146 2.50531579 0 195 Mcm6,Mcm7,MCAF_3 H

HALLMARK_EPITHELIAL_MESENCHYMAL_TRANSITION 1.40E-07 2.27E-06 -0.6459416 -2.3700975 0 126 Mgp,Fn1,PostnCAF_3 H

HALLMARK_HEME_METABOLISM 2.76E-07 2.27E-06 -0.524449 -1.9571441 1 144 P4ha2,H1f0,KdCAF_3 H

HALLMARK_HYPOXIA 1.38E-07 2.27E-06 -0.7165503 -2.6718097 0 143 Aldoa,Ero1l,CdCAF_3 H

HALLMARK_MYC_TARGETS_V1 4.09E-07 2.27E-06 0.71741674 3.09402143 0 199 Mcm6,Mcm7,NCAF_3 H

HALLMARK_MYC_TARGETS_V2 2.88E-07 2.27E-06 0.69128852 2.46888478 0 58 Mcm4,Nop56,DCAF_3 H

HALLMARK_OXIDATIVE_PHOSPHORYLATION 4.04E-07 2.27E-06 0.62221929 2.67364649 0 193 Uqcr11,Ndufa4CAF_3 H

HALLMARK_TNFA_SIGNALING_VIA_NFKB 1.38E-07 2.27E-06 -0.6894129 -2.5770813 0 146 Junb,Ier2,HbegCAF_3 H

HALLMARK_MITOTIC_SPINDLE 5.35E-07 2.67E-06 -0.4843344 -1.860993 3 185 Cenpf,Ccnb2,MCAF_3 H

HALLMARK_PROTEIN_SECRETION 8.77E-07 3.99E-06 -0.5808739 -2.0336387 5 90 Bnip3,Golga4,LCAF_3 H

HALLMARK_P53_PATHWAY 1.22E-06 5.09E-06 -0.4888402 -1.8529535 8 164 Hbegf,Txnip,DdCAF_3 H

HALLMARK_COMPLEMENT 1.71E-06 6.57E-06 -0.536558 -1.9403227 11 113 Fn1,Hspa5,MmCAF_3 H

HALLMARK_GLYCOLYSIS 3.28E-06 1.17E-05 -0.4890676 -1.8429217 23 156 Aldoa,Ero1l,P4CAF_3 H

HALLMARK_INFLAMMATORY_RESPONSE 3.66E-06 1.22E-05 -0.5680731 -1.9822161 24 88 Hbegf,Cdkn1a,RCAF_3 H

HALLMARK_MYOGENESIS 6.04E-06 1.89E-05 -0.5349042 -1.9122462 41 104 Hbegf,Cdkn1a,CCAF_3 H

HALLMARK_APOPTOSIS 9.47E-06 2.63E-05 -0.5117738 -1.8657671 66 120 Cdkn1b,Txnip,ECAF_3 H

HALLMARK_UV_RESPONSE_DN 9.47E-06 2.63E-05 -0.5115919 -1.8651038 66 120 Cdkn1b,Mt1,CoCAF_3 H

HALLMARK_IL2_STAT5_SIGNALING 7.02E-05 0.00018487 -0.48084 -1.7643046 499 126 P4ha1,Rgs16,BCAF_3 H

HALLMARK_TGF_BETA_SIGNALING 7.72E-05 0.00019296 -0.6052923 -1.9223663 496 50 Junb,Ppp1r15aCAF_3 H

HALLMARK_KRAS_SIGNALING_UP 0.00033347 0.00079398 -0.4836235 -1.7242173 2313 102 Ero1l,Hbegf,RgCAF_3 H

HALLMARK_COAGULATION 0.00071314 0.00162076 -0.536031 -1.7633518 4679 61 Fn1,Mmp14,LaCAF_3 H

HALLMARK_FATTY_ACID_METABOLISM 0.00094467 0.00198654 0.40374974 1.61882842 2797 115 Eno3,Prdx6,ApCAF_3 H

HALLMARK_UV_RESPONSE_UP 0.00095354 0.00198654 -0.4496562 -1.6356608 6732 118 Aldoa,Junb,EnoCAF_3 H

HALLMARK_ESTROGEN_RESPONSE_EARLY 0.00115657 0.00222417 -0.4510765 -1.631201 8122 113 Areg,Bhlhe40,FCAF_3 H

HALLMARK_PEROXISOME 0.00114175 0.00222417 0.4490754 1.69217857 3731 78 Prdx1,Ctps,SodCAF_3 H

HALLMARK_G2M_CHECKPOINT 0.00169976 0.0031477 0.34477611 1.47679399 4254 188 Mcm6,Mcm3,CCAF_3 H

HALLMARK_PI3K_AKT_MTOR_SIGNALING 0.00356295 0.00636242 -0.4630204 -1.6012966 24150 83 Cdkn1b,SqstmCAF_3 H

HALLMARK_IL6_JAK_STAT3_SIGNALING 0.00421902 0.00727418 -0.5172381 -1.6544525 27261 52 Cxcl1,Jun,Cd9,CCAF_3 H

HALLMARK_HEDGEHOG_SIGNALING 0.00634359 0.01057265 -0.6573616 -1.7052906 37914 19 Vegfa,Nrp2,RaCAF_3 H

HALLMARK_ANGIOGENESIS 0.00722462 0.01165262 -0.6289747 -1.6878057 43603 22 Postn,Col3a1,VCAF_3 H

HALLMARK_MTORC1_SIGNALING 0.0097861 0.01529078 -0.3660792 -1.4099116 73418 189 Aldoa,Ero1l,P4CAF_3 H

HALLMARK_ANDROGEN_RESPONSE 0.01098398 0.01664239 -0.4458023 -1.5206413 73732 76 H1f0,Ndrg1,SaCAF_3 H

KEGG_CELL_CYCLE 1.31E-07 7.43E-06 -0.6592435 -2.1331302 0 117 Ccnb2,Cdc20,PCCA425_1 CP

KEGG_DNA_REPLICATION 1.55E-07 7.43E-06 -0.823902 -2.2146696 0 35 Lig1,Pcna,McmCCA425_1 CP

KEGG_SPLICEOSOME 1.31E-07 7.43E-06 -0.6588215 -2.1383367 0 120 Lsm4,Lsm3,SnCCA425_1 CP

PID_ATR_PATHWAY 1.54E-07 7.43E-06 -0.7921107 -2.1509521 0 37 Ccna2,Rad51,MCCA425_1 CP

PID_AURORA_B_PATHWAY 1.55E-07 7.43E-06 -0.8748116 -2.3389671 0 34 Birc5,Cenpa,SmCCA425_1 CP

PID_PLK1_PATHWAY 1.51E-07 7.43E-06 -0.7919553 -2.2086815 0 43 Cenpe,Prc1,TpCCA425_1 CP

REACTOME_ACTIVATION_OF_APC_C_AND_APC_C:CDC20_MEDIATED_DEGRADATION_OF_MITOTIC_PROTEINS 1.42E-07 7.43E-06 -0.725282 -2.1891349 0 70 Ube2c,Cdc20,PCCA425_1 CP

REACTOME_ACTIVATION_OF_ATR_IN_RESPONSE_TO_REPLICATION_STRESS 1.54E-07 7.43E-06 -0.815984 -2.2157791 0 37 Dbf4,Mcm6,OrCCA425_1 CP

REACTOME_ACTIVATION_OF_THE_PRE_REPLICATIVE_COMPLEX 1.56E-07 7.43E-06 -0.8334893 -2.2161291 0 33 Dbf4,Mcm6,OrCCA425_1 CP

REACTOME_AURKA_ACTIVATION_BY_TPX2 1.41E-07 7.43E-06 -0.7141834 -2.1602191 0 71 Hmmr,Tpx2,CdCCA425_1 CP

REACTOME_CELL_CYCLE_CHECKPOINTS 1.18E-07 7.43E-06 -0.7328081 -2.5597857 0 248 Cenpe,Cenpf,BCCA425_1 CP

REACTOME_CELL_CYCLE_MITOTIC 1.08E-07 7.43E-06 -0.72012 -2.6208979 0 456 Cenpe,Top2a,HCCA425_1 CP

REACTOME_CELLULAR_RESPONSES_TO_STRESS 1.13E-07 7.43E-06 -0.5129926 -1.8316068 0 332 Ube2c,Tuba1bCCA425_1 CP

REACTOME_CHROMOSOME_MAINTENANCE 1.41E-07 7.43E-06 -0.7619088 -2.3045761 0 71 Cenpa,Lig1,CenCCA425_1 CP

REACTOME_DNA_DOUBLE_STRAND_BREAK_REPAIR 1.29E-07 7.43E-06 -0.6352671 -2.0869304 0 133 Ccna2,Pcna,RaCCA425_1 CP

REACTOME_DNA_REPAIR 1.16E-07 7.43E-06 -0.5804457 -2.0454838 0 277 Lig1,Ccna2,PcnCCA425_1 CP

REACTOME_DNA_REPLICATION 1.31E-07 7.43E-06 -0.7499105 -2.431498 0 119 Ube2c,Lig1,DbCCA425_1 CP

REACTOME_DNA_REPLICATION_PRE_INITIATION 1.39E-07 7.43E-06 -0.7467298 -2.2938074 0 79 Dbf4,Mcm6,OrCCA425_1 CP

REACTOME_DNA_STRAND_ELONGATION 1.57E-07 7.43E-06 -0.834036 -2.1918868 0 31 Lig1,Pcna,McmCCA425_1 CP

REACTOME_FACTORS_INVOLVED_IN_MEGAKARYOCYTE_DEVELOPMENT_AND_PLATELET_PRODUCTION 1.34E-07 7.43E-06 -0.6585476 -2.0919067 0 101 Cenpe,Kif20b,KCCA425_1 CP

REACTOME_G2_M_CHECKPOINTS 1.29E-07 7.43E-06 -0.7098881 -2.3320697 0 133 Ccnb2,Cdk1,DbCCA425_1 CP

REACTOME_HIV_INFECTION 1.21E-07 7.43E-06 -0.6256114 -2.1454099 0 201 Slc25a5,RanbpCCA425_1 CP

REACTOME_HOMOLOGY_DIRECTED_REPAIR 1.33E-07 7.43E-06 -0.6610264 -2.1127524 0 106 Ccna2,Pcna,RaCCA425_1 CP

REACTOME_HOST_INTERACTIONS_OF_HIV_FACTORS 1.32E-07 7.43E-06 -0.6684652 -2.1514156 0 112 Slc25a5,RanbpCCA425_1 CP

REACTOME_INFECTIOUS_DISEASE 1.13E-07 7.43E-06 -0.5080165 -1.8130805 0 330 Slc25a5,RanbpCCA425_1 CP

REACTOME_KINESINS 1.53E-07 7.43E-06 -0.8381666 -2.2870825 0 38 Cenpe,Kif20b,KCCA425_1 CP

REACTOME_M_PHASE 1.13E-07 7.43E-06 -0.7170955 -2.553801 0 320 Cenpe,Cenpf,BCCA425_1 CP

REACTOME_MITOTIC_G1_G1_S_PHASES 1.28E-07 7.43E-06 -0.7034244 -2.324417 0 140 Top2a,Cks1b,CCCA425_1 CP

REACTOME_MITOTIC_G2_G2_M_PHASES 1.23E-07 7.43E-06 -0.6737014 -2.2872142 0 181 Hmmr,Cenpf,TCCA425_1 CP

REACTOME_MITOTIC_METAPHASE_AND_ANAPHASE 1.23E-07 7.43E-06 -0.7617098 -2.5830949 0 179 Cenpe,Cenpf,BCCA425_1 CP

REACTOME_MITOTIC_PROMETAPHASE 1.23E-07 7.43E-06 -0.7603743 -2.5800032 0 180 Cenpe,Cenpf,BCCA425_1 CP

REACTOME_MITOTIC_PROPHASE 1.36E-07 7.43E-06 -0.6753445 -2.1189854 0 92 Smc4,Ccnb2,SmCCA425_1 CP

REACTOME_MITOTIC_SPINDLE_CHECKPOINT 1.34E-07 7.43E-06 -0.7835088 -2.4981997 0 104 Cenpe,Cenpf,BCCA425_1 CP

REACTOME_MRNA_SPLICING 1.23E-07 7.43E-06 -0.6424605 -2.1846476 0 184 Lsm4,Lsm3,SnCCA425_1 CP

REACTOME_PROCESSING_OF_CAPPED_INTRON_CONTAINING_PRE_MRNA 1.19E-07 7.43E-06 -0.6436012 -2.2372466 0 234 Lsm4,Ddx39,LsCCA425_1 CP

REACTOME_REGULATION_OF_MITOTIC_CELL_CYCLE 1.39E-07 7.43E-06 -0.7213866 -2.2200253 0 80 Ube2c,Cdc20,PCCA425_1 CP

REACTOME_RESOLUTION_OF_SISTER_CHROMATID_COHESION 1.33E-07 7.43E-06 -0.7992929 -2.5607581 0 108 Cenpe,Cenpf,BCCA425_1 CP

REACTOME_RHO_GTPASE_EFFECTORS 1.20E-07 7.43E-06 -0.6653985 -2.30155 0 221 Cenpe,Cenpf,PCCA425_1 CP

REACTOME_RHO_GTPASES_ACTIVATE_FORMINS 1.31E-07 7.43E-06 -0.7615304 -2.469174 0 119 Cenpe,Cenpf,BCCA425_1 CP

REACTOME_RRNA_PROCESSING 1.23E-07 7.43E-06 -0.561378 -1.9119697 0 187 Nop58,Ddx21,NCCA425_1 CP

REACTOME_RRNA_PROCESSING_IN_THE_NUCLEUS_AND_CYTOSOL 1.23E-07 7.43E-06 -0.5696134 -1.9327381 0 180 Nop58,Ddx21,NCCA425_1 CP

REACTOME_S_PHASE 1.27E-07 7.43E-06 -0.724322 -2.4135252 0 151 Ube2c,Cks1b,LCCA425_1 CP

REACTOME_SIGNALING_BY_RHO_GTPASES 1.14E-07 7.43E-06 -0.5939052 -2.1068777 0 303 Cenpe,Cenpf,PCCA425_1 CP

REACTOME_SWITCHING_OF_ORIGINS_TO_A_POST_REPLICATIVE_STATE 1.38E-07 7.43E-06 -0.7016363 -2.1740999 0 84 Ube2c,Ccna2,MCCA425_1 CP

REACTOME_TRANSLATION 1.15E-07 7.43E-06 -0.5474885 -1.9334919 0 285 Nars,Rars,GarCCA425_1 CP

REACTOME_RESPONSE_TO_METAL_IONS 2.36E-07 1.09E-05 0.93732682 2.18584161 0 12 Mt1,Mt1,Mt1,MCCA425_1 CP

PID_MYC_ACTIV_PATHWAY 2.84E-07 1.14E-05 -0.7027727 -2.1165126 1 69 Birc5,Hsp90aaCCA425_1 CP

REACTOME_APC_C:CDH1_MEDIATED_DEGRADATION_OF_CDC20_AND_OTHER_APC_C:CDH1_TARGETED_PROTEINS_IN_LATE_MITOSIS_EARLY_G1 2.85E-07 1.14E-05 -0.7042758 -2.1116161 1 67 Ube2c,Cdc20,PCCA425_1 CP

REACTOME_ASSEMBLY_OF_THE_PRE_REPLICATIVE_COMPLEX 2.88E-07 1.14E-05 -0.7162439 -2.1219875 1 62 Mcm6,Orc2,MCCA425_1 CP

REACTOME_COLLAGEN_DEGRADATION 2.74E-07 1.14E-05 0.77186447 2.25154272 0 30 Col1a2,Col6a1CCA425_1 CP

REACTOME_ELASTIC_FIBRE_FORMATION 2.74E-07 1.14E-05 0.78848529 2.30002595 0 30 Fn1,Ltbp3,Lox,TCCA425_1 CP

REACTOME_HDR_THROUGH_HOMOLOGOUS_RECOMBINATION_HRR 2.87E-07 1.14E-05 -0.7042362 -2.096777 1 64 Pcna,Rad51,BlCCA425_1 CP

REACTOME_MOLECULES_ASSOCIATED_WITH_ELASTIC_FIBRES 2.62E-07 1.14E-05 0.83156437 2.30480167 0 24 Fn1,Ltbp3,TgfbCCA425_1 CP

REACTOME_THE_ROLE_OF_GTSE1_IN_G2_M_PROGRESSION_AFTER_G2_CHECKPOINT 2.87E-07 1.14E-05 -0.7395767 -2.1966847 1 63 Ccnb2,Tuba1b,TCCA425_1 CP

NABA_ECM_GLYCOPROTEINS 3.13E-07 1.19E-05 0.74538217 2.44802038 0 53 Spp1,Mgp,Fn1CCA425_1 CP

REACTOME_COLLAGEN_FORMATION 3.10E-07 1.19E-05 0.69481868 2.26521358 0 51 Col1a2,Col6a1CCA425_1 CP

REACTOME_CYTOSOLIC_TRNA_AMINOACYLATION 3.23E-07 1.21E-05 -0.8532116 -2.1332322 1 24 Nars,Rars,GarCCA425_1 CP

REACTOME_DEGRADATION_OF_THE_EXTRACELLULAR_MATRIX 3.33E-07 1.22E-05 0.72216806 2.46374727 0 65 Spp1,Fn1,Col1CCA425_1 CP

NABA_CORE_MATRISOME 3.60E-07 1.28E-05 0.73694056 2.61698624 0 82 Spp1,Mgp,Fn1CCA425_1 CP

NABA_ECM_REGULATORS 3.62E-07 1.28E-05 0.67614538 2.40590767 0 83 Timp3,Slpi,CtsCCA425_1 CP

KEGG_LYSOSOME 3.85E-07 1.33E-05 0.69600271 2.53910881 0 97 Ctsl,Ctsl,Npc2,CCCA425_1 CP

REACTOME_HIV_LIFE_CYCLE 3.87E-07 1.33E-05 -0.5989742 -1.9694033 2 134 Ranbp1,Lig1,RCCA425_1 CP

REACTOME_RECRUITMENT_OF_NUMA_TO_MITOTIC_CENTROSOMES 4.15E-07 1.40E-05 -0.674585 -2.0867893 2 83 Tuba1b,Tubb6CCA425_1 CP

REACTOME_ORC1_REMOVAL_FROM_CHROMATIN 4.29E-07 1.43E-05 -0.699582 -2.0879184 2 65 Ccna2,Mcm6,OCCA425_1 CP

REACTOME_TRNA_AMINOACYLATION 4.54E-07 1.49E-05 -0.78535 -2.1813073 2 42 Nars,Rars,GarCCA425_1 CP

REACTOME_EXTENSION_OF_TELOMERES 4.77E-07 1.52E-05 -0.8321336 -2.144745 2 28 Lig1,Pcna,NhpCCA425_1 CP

REACTOME_EXTRACELLULAR_MATRIX_ORGANIZATION 4.79E-07 1.52E-05 0.65939135 2.56471243 0 152 Spp1,Fn1,DmpCCA425_1 CP

REACTOME_COOPERATION_OF_PREFOLDIN_AND_TRIC_CCT_IN_ACTIN_AND_TUBULIN_FOLDING 4.87E-07 1.53E-05 -0.8526356 -2.1136737 2 23 Tuba1b,Tubb6CCA425_1 CP

REACTOME_MITOCHONDRIAL_TRANSLATION 5.45E-07 1.68E-05 -0.6532216 -2.0495717 3 92 Mrpl57,Mrpl13CCA425_1 CP

REACTOME_ASSEMBLY_OF_COLLAGEN_FIBRILS_AND_OTHER_MULTIMERIC_STRUCTURES 5.57E-07 1.70E-05 0.7656485 2.28147862 1 33 Col1a2,Col6a1CCA425_1 CP

NABA_MATRISOME_ASSOCIATED 5.73E-07 1.70E-05 0.55842834 2.24840228 0 202 Timp3,Slpi,CtsCCA425_1 CP

REACTOME_CDK_MEDIATED_PHOSPHORYLATION_AND_REMOVAL_OF_CDC6 5.71E-07 1.70E-05 -0.6871723 -2.0556161 3 66 Ube2c,Ccna2,PCCA425_1 CP

REACTOME_ECM_PROTEOGLYCANS 5.89E-07 1.70E-05 0.74564311 2.33826611 1 42 Fn1,Dmp1,Col1CCA425_1 CP

REACTOME_SUMOYLATION_OF_DNA_REPLICATION_PROTEINS 6.00E-07 1.70E-05 -0.7602319 -2.1370229 3 45 Top2a,Birc5,InCCA425_1 CP

REACTOME_TELOMERE_MAINTENANCE 5.97E-07 1.70E-05 -0.7524321 -2.1307987 3 47 Lig1,Pcna,H2afCCA425_1 CP

REACTOME_SUMOYLATION 6.32E-07 1.77E-05 -0.5741359 -1.9144385 4 152 Top2a,Birc5,InCCA425_1 CP

REACTOME_METALLOTHIONEINS_BIND_METALS 6.91E-07 1.91E-05 0.94684751 2.10381872 2 10 Mt1,Mt1,Mt1,MCCA425_1 CP

KEGG_AMINOACYL_TRNA_BIOSYNTHESIS 7.59E-07 2.05E-05 -0.7761376 -2.14666 4 41 Nars,Rars,GarCCA425_1 CP

NABA_MATRISOME 7.54E-07 2.05E-05 0.626796 2.61553304 0 284 Spp1,Mgp,TimCCA425_1 CP

REACTOME_COPI_DEPENDENT_GOLGI_TO_ER_RETROGRADE_TRAFFIC 8.40E-07 2.22E-05 -0.6751613 -2.0625596 5 76 Cenpe,Kif20b,KCCA425_1 CP

REACTOME_FORMATION_OF_TUBULIN_FOLDING_INTERMEDIATES_BY_CCT_TRIC 8.44E-07 2.22E-05 -0.8989573 -2.0660603 4 16 Tuba1b,Tubb6CCA425_1 CP

REACTOME_INTEGRIN_CELL_SURFACE_INTERACTIONS 8.84E-07 2.27E-05 0.7260603 2.27685628 2 42 Spp1,Fn1,Col1CCA425_1 CP

REACTOME_METABOLISM_OF_NON_CODING_RNA 8.84E-07 2.27E-05 -0.7256489 -2.0902093 5 52 Snrpd1,Smn1,SCCA425_1 CP

REACTOME_CYCLIN_A:CDK2_ASSOCIATED_EVENTS_AT_S_PHASE_ENTRY 9.74E-07 2.47E-05 -0.6663478 -2.0468898 6 79 Cks1b,Ccnd1,CCCA425_1 CP

REACTOME_RESOLUTION_OF_ABASIC_SITES_AP_SITES 1.08E-06 2.70E-05 -0.7715541 -2.0951312 6 37 Lig1,Pcna,Rfc4CCA425_1 CP

REACTOME_TRNA_PROCESSING 1.48E-06 3.66E-05 -0.6262357 -1.986744 10 100 Ran,Eprs,NsunCCA425_1 CP

REACTOME_BASE_EXCISION_REPAIR 1.60E-06 3.92E-05 -0.703608 -2.0571355 10 57 Lig1,Pcna,H2afCCA425_1 CP

KEGG_PYRIMIDINE_METABOLISM 1.65E-06 4.00E-05 -0.6472386 -2.0088266 11 85 Nme1,Tk1,DtyCCA425_1 CP

REACTOME_PREFOLDIN_MEDIATED_TRANSFER_OF_SUBSTRATE_TO_CCT_TRIC 1.96E-06 4.69E-05 -0.8454516 -2.077009 11 22 Tubb6,Actb,TuCCA425_1 CP

PID_INTEGRIN1_PATHWAY 2.30E-06 5.45E-05 0.71554172 2.19760879 7 38 Spp1,Fn1,Col1CCA425_1 CP

REACTOME_G2_M_DNA_DAMAGE_CHECKPOINT 2.43E-06 5.69E-05 -0.676941 -2.0203459 16 65 Cdk1,Ccnb1,BlmCCA425_1 CP

REACTOME_REGULATION_OF_PLK1_ACTIVITY_AT_G2_M_TRANSITION 2.48E-06 5.73E-05 -0.6369787 -1.9801864 17 86 Ccnb2,Cdk1,HsCCA425_1 CP

REACTOME_RRNA_MODIFICATION_IN_THE_NUCLEUS_AND_CYTOSOL 2.63E-06 6.03E-05 -0.7051573 -2.049805 17 55 Nop58,Nop56,NCCA425_1 CP

REACTOME_REGULATION_OF_INSULIN_LIKE_GROWTH_FACTOR_IGF_TRANSPORT_AND_UPTAKE_BY_INSULIN_LIKE_GROWTH_FACTOR_BINDING_PROTEINS_IGFBPS 3.26E-06 7.39E-05 0.62524138 2.10869731 9 61 Cp,Spp1,Fn1,DCCA425_1 CP

REACTOME_GOLGI_TO_ER_RETROGRADE_TRANSPORT 3.33E-06 7.47E-05 -0.6014549 -1.9246436 24 107 Cenpe,Kif20b,KCCA425_1 CP

REACTOME_TELOMERE_C_STRAND_LAGGING_STRAND_SYNTHESIS 4.39E-06 9.73E-05 -0.8318978 -2.0622649 26 23 Lig1,Pcna,PrimCCA425_1 CP

REACTOME_INTERACTIONS_OF_REV_WITH_HOST_CELLULAR_PROTEINS 4.94E-06 0.0001073 -0.7578496 -2.047775 31 36 Ranbp1,Ran,RCCA425_1 CP

REACTOME_SIGNALING_BY_RECEPTOR_TYROSINE_KINASES 4.92E-06 0.0001073 0.3830121 1.61149032 5 310 Spp1,Fn1,Col1CCA425_1 CP

REACTOME_SCF_SKP2_MEDIATED_DEGRADATION_OF_P27_P21 5.85E-06 0.0001246 -0.6903085 -2.0066415 39 55 Cks1b,Ccnd1,CCCA425_1 CP

REACTOME_TRANSPORT_OF_MATURE_TRANSCRIPT_TO_CYTOPLASM 5.83E-06 0.0001246 -0.6371198 -1.9606992 41 80 Ddx39,Srsf3,FiCCA425_1 CP

REACTOME_REGULATION_OF_TP53_ACTIVITY_THROUGH_PHOSPHORYLATION 5.93E-06 0.00012512 -0.6306058 -1.9540037 42 84 Tpx2,Ccna2,SsCCA425_1 CP

KEGG_NUCLEOTIDE_EXCISION_REPAIR 6.92E-06 0.00014457 -0.7241177 -2.0276536 45 44 Lig1,Pcna,Rfc4CCA425_1 CP

REACTOME_CENTROSOME_MATURATION 7.10E-06 0.00014679 -0.6355464 -1.9522739 50 79 Cdk1,Hsp90aa1CCA425_1 CP

KEGG_FOCAL_ADHESION 7.57E-06 0.00015426 0.48481273 1.85256448 16 133 Spp1,Fn1,Col1CCA425_1 CP

REACTOME_TRNA_PROCESSING_IN_THE_NUCLEUS 7.60E-06 0.00015426 -0.6872135 -1.9976449 51 55 Ran,Trnt1,NdcCCA425_1 CP

REACTOME_CONDENSATION_OF_PROMETAPHASE_CHROMOSOMES 8.05E-06 0.0001603 -0.9235458 -1.9560423 45 11 Smc4,Ccnb2,SmCCA425_1 CP

REACTOME_RESOLUTION_OF_AP_SITES_VIA_THE_MULTIPLE_NUCLEOTIDE_PATCH_REPLACEMENT_PATHWAY 8.05E-06 0.0001603 -0.8080683 -2.0367907 49 25 Lig1,Pcna,Rfc4CCA425_1 CP

REACTOME_MRNA_SPLICING_MINOR_PATHWAY 1.00E-05 0.0001981 -0.6950042 -1.9954997 67 51 Snrpd1,Zcrb1,YCCA425_1 CP

REACTOME_PERK_REGULATES_GENE_EXPRESSION 1.04E-05 0.00020268 -0.7924211 -2.0280592 64 27 Atf4,Asns,ExosCCA425_1 CP

REACTOME_HOMOLOGOUS_DNA_PAIRING_AND_STRAND_EXCHANGE 1.07E-05 0.00020643 -0.7351936 -2.0245936 69 40 Rad51,Blm,ToCCA425_1 CP

REACTOME_ANCHORING_OF_THE_BASAL_BODY_TO_THE_PLASMA_MEMBRANE 1.33E-05 0.00025609 -0.6044513 -1.8965484 97 92 Cdk1,Hsp90aa1CCA425_1 CP

REACTOME_ORGANELLE_BIOGENESIS_AND_MAINTENANCE 1.71E-05 0.00032517 -0.4801526 -1.680517 145 254 Tuba1b,Tubb6CCA425_1 CP

REACTOME_MITOCHONDRIAL_PROTEIN_IMPORT 1.83E-05 0.00034528 -0.661456 -1.9546584 126 61 Hspa9,Hspd1,ACCA425_1 CP

REACTOME_LAGGING_STRAND_SYNTHESIS 1.87E-05 0.00034689 -0.8381334 -1.9977129 112 19 Lig1,Pcna,PrimCCA425_1 CP

REACTOME_NUCLEOSOME_ASSEMBLY 1.87E-05 0.00034689 -0.7342564 -2.0035455 121 38 Cenpa,Cenph,HCCA425_1 CP

REACTOME_HDR_THROUGH_SINGLE_STRAND_ANNEALING_SSA 1.93E-05 0.00035411 -0.7400842 -1.9997715 124 36 Rad51,Blm,ToCCA425_1 CP

REACTOME_TRANSCRIPTIONAL_REGULATION_BY_TP53 1.95E-05 0.0003554 -0.4586137 -1.6325564 171 318 Tpx2,Birc5,CdkCCA425_1 CP

KEGG_OOCYTE_MEIOSIS 2.00E-05 0.00035635 -0.6049637 -1.8866224 145 88 Ccnb2,Cdc20,PCCA425_1 CP

KEGG_PROTEASOME 1.99E-05 0.00035635 -0.7325523 -1.9988956 129 38 Psmc2,Psmb3,PCCA425_1 CP

REACTOME_VIRAL_MESSENGER_RNA_SYNTHESIS 2.01E-05 0.00035635 -0.7140619 -1.9914449 132 43 Ndc1,Nup85,TCCA425_1 CP

REACTOME_HEDGEHOG_OFF_STATE 2.15E-05 0.00037876 -0.5982667 -1.8771432 157 92 Tuba1b,Tubb6CCA425_1 CP

REACTOME_PCNA_DEPENDENT_LONG_PATCH_BASE_EXCISION_REPAIR 2.21E-05 0.00038659 -0.8225965 -2.001743 134 21 Lig1,Pcna,Rfc4CCA425_1 CP

REACTOME_DISEASES_OF_GLYCOSYLATION 2.28E-05 0.00039204 0.53600728 1.92217677 61 87 Ogn,Ctsa,ThbsCCA425_1 CP

REACTOME_NUCLEAR_ENVELOPE_BREAKDOWN 2.27E-05 0.00039204 -0.6868749 -1.9657166 152 50 Ccnb2,Cdk1,BaCCA425_1 CP

REACTOME_REGULATION_OF_HSF1_MEDIATED_HEAT_SHOCK_RESPONSE 2.69E-05 0.00045826 -0.6343165 -1.9145718 189 70 Hspa9,Dnajc2,HCCA425_1 CP

REACTOME_TRANSCRIPTION_COUPLED_NUCLEOTIDE_EXCISION_REPAIR_TC_NER 3.10E-05 0.00052326 -0.6158756 -1.8884522 221 78 Lig1,Pcna,HmgCCA425_1 CP

REACTOME_NUCLEOTIDE_EXCISION_REPAIR 3.25E-05 0.0005451 -0.5685939 -1.8258341 244 110 Lig1,Pcna,ActbCCA425_1 CP

REACTOME_PROCESSING_OF_DNA_DOUBLE_STRAND_BREAK_ENDS 3.65E-05 0.00060784 -0.6354775 -1.9096545 256 68 Ccna2,Clspn,BlCCA425_1 CP

KEGG_MISMATCH_REPAIR 3.90E-05 0.00064363 -0.8002023 -1.9836921 239 23 Lig1,Pcna,Rfc4CCA425_1 CP

REACTOME_CONDENSATION_OF_PROPHASE_CHROMOSOMES 4.12E-05 0.00067452 -0.7738643 -1.9805664 257 27 Smc4,Smc2,CdCCA425_1 CP

REACTOME_G1_S_SPECIFIC_TRANSCRIPTION 4.62E-05 0.0007519 -0.7666119 -1.9758691 290 28 Cdk1,Pcna,Tk1CCA425_1 CP

PID_GLYPICAN_1PATHWAY 4.93E-05 0.00079478 0.79955246 2.06714957 196 18 Flt1,Tgfb3,GpcCCA425_1 CP

REACTOME_COLLAGEN_BIOSYNTHESIS_AND_MODIFYING_ENZYMES 5.20E-05 0.0008335 0.67025307 2.04701205 181 37 Col1a2,Col6a1CCA425_1 CP

REACTOME_INTERACTIONS_OF_VPR_WITH_HOST_CELLULAR_PROTEINS 5.31E-05 0.00084413 -0.7297627 -1.9616207 342 35 Slc25a5,Banf1CCA425_1 CP

REACTOME_METABOLISM_OF_AMINO_ACIDS_AND_DERIVATIVES 5.71E-05 0.00089752 -0.4674046 -1.6358993 487 254 Rars,Psph,AsnCCA425_1 CP

REACTOME_METABOLISM_OF_POLYAMINES 5.73E-05 0.00089752 -0.6669235 -1.9210524 388 52 Srm,Odc1,PsmCCA425_1 CP

REACTOME_CELLULAR_RESPONSES_TO_EXTERNAL_STIMULI 5.92E-05 0.00091596 -0.4236842 -1.5340031 539 415 Ube2c,Tuba1bCCA425_1 CP

REACTOME_DISEASES_ASSOCIATED_WITH_GLYCOSAMINOGLYCAN_METABOLISM 5.93E-05 0.00091596 0.71830442 2.06303038 219 28 Ogn,Omd,GpcCCA425_1 CP

REACTOME_METABOLISM_OF_NUCLEOTIDES 6.05E-05 0.00092636 -0.6099937 -1.8634782 431 76 Nme1,Tk1,DtyCCA425_1 CP

BIOCARTA_RANMS_PATHWAY 6.36E-05 0.00096746 -0.9098746 -1.8865967 359 10 Tpx2,Ranbp1,RCCA425_1 CP

KEGG_CYTOKINE_CYTOKINE_RECEPTOR_INTERACTION 6.63E-05 0.00100151 0.54233888 1.8971089 189 75 Flt1,Pdgfrb,TgCCA425_1 CP

REACTOME_LEADING_STRAND_SYNTHESIS 7.20E-05 0.00107488 -0.863127 -1.9276912 420 14 Pcna,Prim1,RfCCA425_1 CP

REACTOME_PROTEIN_FOLDING 7.25E-05 0.00107488 -0.617843 -1.8688146 512 71 Tuba1b,Tubb6CCA425_1 CP

REACTOME_TRANSPORT_OF_MATURE_MRNAS_DERIVED_FROM_INTRONLESS_TRANSCRIPTS 7.27E-05 0.00107488 -0.6957266 -1.9323787 479 42 Fip1l1,Ndc1,NCCA425_1 CP

REACTOME_GP1B_IX_V_ACTIVATION_SIGNALLING 7.44E-05 0.00109336 0.93261176 1.8824526 335 7 Col1a2,Pik3r1,CCCA425_1 CP

REACTOME_TRANSPORT_OF_THE_SLBP_DEPENDANT_MATURE_MRNA 7.51E-05 0.00109549 -0.7230307 -1.9435248 484 35 Ndc1,Nup85,TCCA425_1 CP

REACTOME_KERATAN_SULFATE_KERATIN_METABOLISM 7.59E-05 0.00109996 0.75647022 2.05384195 293 22 Ogn,Chst1,OmCCA425_1 CP

REACTOME_NON_INTEGRIN_MEMBRANE_ECM_INTERACTIONS 7.67E-05 0.0011041 0.65257452 2.01517385 264 39 Fn1,Col1a2,CoCCA425_1 CP

REACTOME_NUCLEAR_IMPORT_OF_REV_PROTEIN 8.23E-05 0.00117707 -0.7313384 -1.9445245 527 33 Ran,Npm1,KpnCCA425_1 CP

REACTOME_SIGNALING_BY_PDGF 8.31E-05 0.00118066 0.63073165 1.99669517 278 44 Spp1,Col6a1,PCCA425_1 CP

NABA_BASEMENT_MEMBRANES 8.50E-05 0.00119892 0.80006565 2.03932825 342 17 Col6a1,Col6a2CCA425_1 CP

REACTOME_CYCLIN_A_B1_B2_ASSOCIATED_EVENTS_DURING_G2_M_TRANSITION 9.31E-05 0.00129952 -0.7788276 -1.9472544 575 24 Ccnb2,Cdk1,CcCCA425_1 CP

REACTOME_REGULATION_OF_APOPTOSIS 9.33E-05 0.00129952 -0.670368 -1.905244 626 48 Psmc2,Psmb3,PCCA425_1 CP

REACTOME_NEGATIVE_REGULATION_OF_NOTCH4_SIGNALING 9.88E-05 0.00136563 -0.6625349 -1.8960597 666 50 Tacc3,Psmc2,PCCA425_1 CP

REACTOME_TNFR2_NON_CANONICAL_NF_KB_PATHWAY 9.94E-05 0.00136563 -0.6296427 -1.8701595 691 63 Tnfrsf12a,PsmCCA425_1 CP

KEGG_RNA_DEGRADATION 0.00010297 0.001406 -0.6566008 -1.8913182 698 52 Hspa9,Lsm4,HCCA425_1 CP

PID_INTEGRIN3_PATHWAY 0.00010457 0.00141873 0.69960859 2.02541794 384 29 Spp1,Fn1,Col1CCA425_1 CP

REACTOME_E2F_MEDIATED_REGULATION_OF_DNA_REPLICATION 0.00010837 0.00146094 -0.7890775 -1.9385158 663 22 Cdk1,Orc2,PrimCCA425_1 CP

PID_AVB3_INTEGRIN_PATHWAY 0.00011032 0.00147788 0.57973204 1.92405368 346 56 Spp1,Fn1,Col1CCA425_1 CP

REACTOME_DUAL_INCISION_IN_TC_NER 0.00011726 0.00156101 -0.6225551 -1.8580299 819 65 Pcna,Hmgn1,RCCA425_1 CP

REACTOME_AUF1_HNRNP_D0_BINDS_AND_DESTABILIZES_MRNA 0.0001261 0.00166826 -0.6649397 -1.8898161 846 48 Hnrnpd,Psmc2CCA425_1 CP

REACTOME_DECTIN_1_MEDIATED_NONCANONICAL_NF_KB_SIGNALING 0.00013249 0.00174203 -0.6441408 -1.8724377 905 55 Psmc2,Psmb3,PCCA425_1 CP

REACTOME_MEIOSIS 0.00014517 0.00189695 -0.6323603 -1.8589602 1001 59 H2afz,Rad51,BCCA425_1 CP

REACTOME_CELLULAR_RESPONSE_TO_HEAT_STRESS 0.00015504 0.00201366 -0.5744425 -1.7942248 1132 89 Hspa9,Dnajc2,HCCA425_1 CP

REACTOME_HSP90_CHAPERONE_CYCLE_FOR_STEROID_HORMONE_RECEPTORS_SHR 0.00016208 0.00209229 -0.7007767 -1.9029373 1053 37 Tuba1b,Tubb6CCA425_1 CP

KEGG_PATHOGENIC_ESCHERICHIA_COLI_INFECTION 0.0001656 0.00212373 -0.6923206 -1.8979311 1083 39 Tuba1b,Tubb6CCA425_1 CP

REACTOME_CILIUM_ASSEMBLY 0.00016651 0.00212373 -0.4938937 -1.6681904 1341 172 Tuba1b,Tubb6CCA425_1 CP

REACTOME_CROSS_PRESENTATION_OF_SOLUBLE_EXOGENOUS_ANTIGENS_ENDOSOMES 0.00017657 0.0022387 -0.6833032 -1.8898965 1162 41 Psmc2,Psmb3,PCCA425_1 CP

REACTOME_DEUBIQUITINATION 0.00018526 0.00233491 -0.4661034 -1.6128332 1550 222 Cdc20,Cdk1,CcCCA425_1 CP

REACTOME_EXPORT_OF_VIRAL_RIBONUCLEOPROTEINS_FROM_NUCLEUS 0.00018941 0.00235926 -0.7254771 -1.9065889 1205 31 Ran,Ndc1,NupCCA425_1 CP

REACTOME_FOLDING_OF_ACTIN_BY_CCT_TRIC 0.00018889 0.00235926 -0.9069 -1.8364685 1058 9 Actb,Cct6a,CctCCA425_1 CP

PID_AURORA_A_PATHWAY 0.00019263 0.00237425 -0.7303564 -1.9075667 1221 30 Tpx2,Birc5,CenCCA425_1 CP

PID_SYNDECAN_1_PATHWAY 0.00019284 0.00237425 0.70667362 1.99543787 724 26 Col1a2,Col6a1CCA425_1 CP

REACTOME_NUCLEAR_PORE_COMPLEX_NPC_DISASSEMBLY 0.00019554 0.00239372 -0.7059213 -1.8975343 1262 35 Ccnb2,Cdk1,CcCCA425_1 CP

REACTOME_ATF4_ACTIVATES_GENES_IN_RESPONSE_TO_ENDOPLASMIC_RETICULUM_STRESS 0.00020336 0.00247515 -0.7772496 -1.9094582 1245 22 Atf4,Asns,ExosCCA425_1 CP

KEGG_HOMOLOGOUS_RECOMBINATION 0.00020496 0.00248043 -0.7518298 -1.9099264 1278 26 Rad51,Blm,RaCCA425_1 CP

REACTOME_REGULATION_OF_MRNA_STABILITY_BY_PROTEINS_THAT_BIND_AU_RICH_ELEMENTS 0.00022295 0.00268292 -0.5854897 -1.7952803 1598 78 Exosc8,Set,HnrCCA425_1 CP

REACTOME_DEGRADATION_OF_AXIN 0.0002248 0.00268997 -0.6517389 -1.8588143 1513 49 Psmc2,Psmb3,PCCA425_1 CP

REACTOME_GLOBAL_GENOME_NUCLEOTIDE_EXCISION_REPAIR_GG_NER 0.00023911 0.0028453 -0.5744637 -1.7800409 1732 84 Lig1,Pcna,ActbCCA425_1 CP

REACTOME_G0_AND_EARLY_G1 0.00024438 0.00289179 -0.7480897 -1.9004252 1524 26 Top2a,Cdk1,CcCCA425_1 CP

KEGG_ECM_RECEPTOR_INTERACTION 0.00026837 0.00314172 0.61341836 1.92362185 910 42 Spp1,Fn1,Col1CCA425_1 CP

REACTOME_FBXL7_DOWN_REGULATES_AURKA_DURING_MITOTIC_ENTRY_AND_IN_EARLY_MITOSIS 0.00026845 0.00314172 -0.6483482 -1.8491438 1807 49 Aurka,Psmc2,PCCA425_1 CP

REACTOME_UB_SPECIFIC_PROCESSING_PROTEASES 0.00026997 0.00314226 -0.4989264 -1.6659544 2139 154 Cdc20,Ccna2,CCCA425_1 CP

REACTOME_RESOLUTION_OF_D_LOOP_STRUCTURES 0.00028379 0.00328523 -0.7171893 -1.8848079 1806 31 Rad51,Blm,RaCCA425_1 CP

KEGG_ONE_CARBON_POOL_BY_FOLATE 0.00029402 0.00336704 -0.8287424 -1.878625 1730 15 Mthfd2,Tyms,SCCA425_1 CP

REACTOME_SUMOYLATION_OF_SUMOYLATION_PROTEINS 0.00029397 0.00336704 -0.7022245 -1.8775243 1891 34 Ndc1,Nup85,TCCA425_1 CP

REACTOME_RNA_POLYMERASE_II_TRANSCRIPTION_TERMINATION 0.0002965 0.0033707 -0.6078983 -1.8099426 2068 64 Ddx39,Srsf3,FiCCA425_1 CP

REACTOME_VIF_MEDIATED_DEGRADATION_OF_APOBEC3G 0.00029751 0.0033707 -0.6525912 -1.8480612 1992 47 Psmc2,Psmb3,PCCA425_1 CP

BIOCARTA_PEPI_PATHWAY 0.00030729 0.00346315 0.98531028 1.59076319 1483 3 Slpi,Grn CCA425_1 CP

REACTOME_DUAL_INCISION_IN_GG_NER 0.00034222 0.00381841 -0.6704313 -1.8542951 2253 41 Pcna,Rfc4,Gtf2CCA425_1 CP

REACTOME_INHIBITION_OF_THE_PROTEOLYTIC_ACTIVITY_OF_APC_C_REQUIRED_FOR_THE_ONSET_OF_ANAPHASE_BY_MITOTIC_SPINDLE_CHECKPOINT_COMPONENTS 0.0003424 0.00381841 -0.7809469 -1.8814581 2076 20 Ube2c,Cdc20,BCCA425_1 CP

REACTOME_DEFECTIVE_TPR_MAY_CONFER_SUSCEPTIBILITY_TOWARDS_THYROID_PAPILLARY_CARCINOMA_TPC 0.00035373 0.00390982 -0.7226214 -1.8751385 2234 29 Ndc1,Nup85,TCCA425_1 CP

REACTOME_INTERCONVERSION_OF_NUCLEOTIDE_DI_AND_TRIPHOSPHATES 0.00035427 0.00390982 -0.7466004 -1.8818568 2200 25 Nme1,Dtymk,TCCA425_1 CP

NABA_COLLAGENS 0.00036953 0.00403642 0.75924408 1.96293696 1477 18 Col1a2,Col6a1CCA425_1 CP

REACTOME_COLLAGEN_CHAIN_TRIMERIZATION 0.00036953 0.00403642 0.75924408 1.96293696 1477 18 Col1a2,Col6a1CCA425_1 CP

REACTOME_GAP_FILLING_DNA_REPAIR_SYNTHESIS_AND_LIGATION_IN_GG_NER 0.00037423 0.00405385 -0.7454092 -1.8788544 2324 25 Lig1,Pcna,Rfc4CCA425_1 CP

REACTOME_NCAM1_INTERACTIONS 0.00037493 0.00405385 0.73975506 1.96292942 1474 20 Col6a1,Col6a2CCA425_1 CP

PID_FOXM1_PATHWAY 0.00038304 0.00412053 -0.6923855 -1.8611499 2473 35 Cenpf,Birc5,CeCCA425_1 CP

KEGG_TGF_BETA_SIGNALING_PATHWAY 0.00041922 0.00448713 0.54760568 1.82950392 1304 58 Tgfb3,Thbs1,IdCCA425_1 CP

BIOCARTA_SM_PATHWAY 0.000425 0.00452624 -0.831298 -1.8566051 2484 14 Snrpd1,Snrpa1CCA425_1 CP

KEGG_PURINE_METABOLISM 0.00043759 0.00463715 -0.5356562 -1.7100156 3275 105 Nme1,Prim1,RCCA425_1 CP

PID_FGF_PATHWAY 0.00045411 0.00478834 0.62376137 1.90502227 1587 37 Spp1,Fos,Pik3rCCA425_1 CP
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REACTOME_PROCESSIVE_SYNTHESIS_ON_THE_LAGGING_STRAND 0.00046348 0.00486311 -0.8295005 -1.8525905 2709 14 Lig1,Pcna,PrimCCA425_1 CP

BIOCARTA_PDGF_PATHWAY 0.00046842 0.00489083 0.6940843 1.94217906 1773 25 Fos,Pik3r1,RasCCA425_1 CP

PID_BARD1_PATHWAY 0.00047971 0.00498434 -0.7163066 -1.858752 3030 29 Pcna,Rad51,NpCCA425_1 CP

REACTOME_DEGRADATION_OF_GLI1_BY_THE_PROTEASOME 0.00050938 0.00524149 -0.6212304 -1.8005089 3474 54 Psmc2,Psmb3,PCCA425_1 CP

REACTOME_UCH_PROTEINASES 0.00050914 0.00524149 -0.5577767 -1.73397 3701 86 Actb,Uchl5,UcCCA425_1 CP

REACTOME_SUMOYLATION_OF_RNA_BINDING_PROTEINS 0.00051793 0.00530381 -0.6444333 -1.818273 3459 46 Nop58,Ndc1,NCCA425_1 CP

PID_FANCONI_PATHWAY 0.00055263 0.00563203 -0.6532423 -1.8218253 3660 43 Usp1,Blm,TopCCA425_1 CP

KEGG_GLYCINE_SERINE_AND_THREONINE_METABOLISM 0.00057438 0.00582587 -0.8049192 -1.849934 3403 16 Psph,Phgdh,PsCCA425_1 CP

KEGG_BASE_EXCISION_REPAIR 0.00059861 0.0060428 -0.6966027 -1.8416097 3824 32 Lig1,Pcna,HmgCCA425_1 CP

REACTOME_RESOLUTION_OF_D_LOOP_STRUCTURES_THROUGH_SYNTHESIS_DEPENDENT_STRAND_ANNEALING_SDSA 0.0006186 0.00621518 -0.7407643 -1.8520872 3825 24 Rad51,Blm,RaCCA425_1 CP

REACTOME_ACTIVATION_OF_AMPK_DOWNSTREAM_OF_NMDARS 0.00062473 0.00624735 -0.8129273 -1.8427747 3677 15 Tuba1b,Tubb6CCA425_1 CP

REACTOME_UNWINDING_OF_DNA 0.00064225 0.00639246 -0.8456594 -1.8261155 3698 12 Mcm6,Mcm7,MCCA425_1 CP

REACTOME_POST_CHAPERONIN_TUBULIN_FOLDING_PATHWAY 0.00065708 0.00650968 -0.8220825 -1.8360232 3841 14 Tuba1b,Tubb6CCA425_1 CP

BIOCARTA_EGF_PATHWAY 0.00067993 0.00670491 0.69233425 1.91890513 2593 24 Fos,Pik3r1,RasCCA425_1 CP

REACTOME_TRANSCRIPTIONAL_REGULATION_BY_SMALL_RNAS 0.00069838 0.00685511 -0.597528 -1.7657457 4841 61 Ran,H2afz,NdcCCA425_1 CP

REACTOME_FCERI_MEDIATED_NF_KB_ACTIVATION 0.00071427 0.00697887 -0.5860159 -1.7530155 5004 66 Psmc2,Psmb3,PCCA425_1 CP

REACTOME_DOWNSTREAM_SIGNALING_EVENTS_OF_B_CELL_RECEPTOR_BCR 0.00072809 0.00708142 -0.5757514 -1.7414985 5153 71 Calm1,Psmc2,PCCA425_1 CP

REACTOME_CELLULAR_RESPONSE_TO_HYPOXIA 0.00075074 0.00726857 -0.5872371 -1.7526226 5249 65 Higd1a,Psmc2CCA425_1 CP

REACTOME_KERATAN_SULFATE_BIOSYNTHESIS 0.00075528 0.00727941 0.75212276 1.91712418 3047 17 Ogn,Chst1,OmCCA425_1 CP

REACTOME_SYNDECAN_INTERACTIONS 0.00075876 0.00728003 0.69682092 1.91210614 2915 23 Fn1,Col1a2,CoCCA425_1 CP

REACTOME_PROGRAMMED_CELL_DEATH 0.00077696 0.00742116 -0.4917281 -1.6261666 6076 141 Hmgb2,Cycs,ClCCA425_1 CP

REACTOME_PHOSPHORYLATION_OF_THE_APC_C 0.00079572 0.00756642 -0.7709468 -1.8375718 4800 19 Ube2c,Cdk1,CcCCA425_1 CP

REACTOME_REPRODUCTION 0.00080066 0.00757955 -0.5881213 -1.7510593 5586 64 H2afz,Rad51,BCCA425_1 CP

REACTOME_ACTIVATION_OF_NF_KAPPAB_IN_B_CELLS 0.00085969 0.0080491 -0.5950925 -1.753974 5946 60 Psmc2,Psmb3,PCCA425_1 CP

REACTOME_GLYCOSAMINOGLYCAN_METABOLISM 0.000855 0.0080491 0.48915204 1.71888504 2428 77 Ogn,Chst1,OmCCA425_1 CP

REACTOME_INTRA_GOLGI_AND_RETROGRADE_GOLGI_TO_ER_TRAFFIC 0.00086159 0.0080491 -0.4705761 -1.5875578 6931 170 Cenpe,Kif20b,KCCA425_1 CP

REACTOME_G1_S_DNA_DAMAGE_CHECKPOINTS 0.00087305 0.00812053 -0.5927836 -1.7517257 6052 61 Ccna2,Psmc2,PCCA425_1 CP

REACTOME_DEGRADATION_OF_DVL 0.00087782 0.00812934 -0.6204765 -1.775696 5927 50 Psmc2,Psmb3,PCCA425_1 CP

REACTOME_MISMATCH_REPAIR 0.00088648 0.00817408 -0.8051321 -1.8251042 5218 15 Lig1,Pcna,PoldCCA425_1 CP

REACTOME_RECOGNITION_OF_DNA_DAMAGE_BY_PCNA_CONTAINING_REPLICATION_COMPLEX 0.00091696 0.00841864 -0.6962417 -1.8184649 5816 30 Pcna,Usp1,Dtl,RCCA425_1 CP

REACTOME_METABOLISM_OF_FOLATE_AND_PTERINES 0.00092436 0.00845018 -0.8041499 -1.8228778 5441 15 Mthfd2,Shmt2CCA425_1 CP

REACTOME_CROSSLINKING_OF_COLLAGEN_FIBRILS 0.00095174 0.0086633 0.79238204 1.88647518 3992 13 Col1a2,Lox,ColCCA425_1 CP

BIOCARTA_EIF_PATHWAY 0.0009667 0.00872483 -0.7930453 -1.8226445 5728 16 Eif2s2,Eif5,Eif2CCA425_1 CP

REACTOME_MITOTIC_TELOPHASE_CYTOKINESIS 0.00096614 0.00872483 -0.8246096 -1.8121649 5607 13 Kif23,Rad21,KiCCA425_1 CP

REACTOME_DNA_DAMAGE_BYPASS 0.00100675 0.00904802 -0.6431502 -1.7863478 6649 42 Pcna,Usp1,Dtl,RCCA425_1 CP

REACTOME_RECYCLING_PATHWAY_OF_L1 0.00104172 0.00932297 -0.6788259 -1.8049013 6679 33 Tuba1b,Tubb6CCA425_1 CP

REACTOME_MASTL_FACILITATES_MITOTIC_PROGRESSION 0.00105363 0.00939014 -0.8612676 -1.7858116 5964 10 Cdk1,Ccnb1,ArCCA425_1 CP

REACTOME_ASSEMBLY_AND_CELL_SURFACE_PRESENTATION_OF_NMDA_RECEPTORS 0.00107605 0.00954991 -0.7812096 -1.8188866 6417 17 Tuba1b,Tubb6CCA425_1 CP

BIOCARTA_ALK_PATHWAY 0.00109532 0.00968062 0.66524072 1.87844358 4117 26 Tgfb3,Ctnnb1,BCCA425_1 CP

REACTOME_TRANSPORT_OF_BILE_SALTS_AND_ORGANIC_ACIDS_METAL_IONS_AND_AMINE_COMPOUNDS 0.00111154 0.00978342 0.66482685 1.87727494 4178 26 Cp,Slc5a3,Slc4CCA425_1 CP

REACTOME_REGULATION_OF_PTEN_STABILITY_AND_ACTIVITY 0.00112746 0.00988271 -0.5827663 -1.7309277 7850 63 Psmc2,Psmb3,PCCA425_1 CP

REACTOME_CHONDROITIN_SULFATE_DERMATAN_SULFATE_METABOLISM 0.00113831 0.00993687 0.61565503 1.84646451 4056 34 Gpc1,Dcn,AgrnCCA425_1 CP

BIOCARTA_DNAFRAGMENT_PATHWAY 0.00119541 0.01039277 -0.8887921 -1.7526813 6632 8 Top2a,Hmgb2,HCCA425_1 CP

PID_AVB3_OPN_PATHWAY 0.00120815 0.01042718 0.64252228 1.8601489 4447 29 Spp1,Fos,Gsn,PCCA425_1 CP

REACTOME_REGULATION_OF_TP53_ACTIVITY 0.00120916 0.01042718 -0.4832821 -1.5995117 9467 142 Tpx2,Cdk1,CcnCCA425_1 CP

REACTOME_GLUCOSE_METABOLISM 0.00122173 0.01049312 -0.5581764 -1.7019744 8715 75 Gapdh,Gpi1,HkCCA425_1 CP

NABA_SECRETED_FACTORS 0.00124267 0.01063008 0.48916718 1.70322044 3594 73 Ptn,Megf10,S1CCA425_1 CP

REACTOME_RUNX1_REGULATES_TRANSCRIPTION_OF_GENES_INVOLVED_IN_DIFFERENTIATION_OF_HSCS 0.0012532 0.0106773 -0.5593097 -1.7021328 8923 74 H2afz,Psmc2,PCCA425_1 CP

SIG_BCR_SIGNALING_PATHWAY 0.00127299 0.01080262 0.61269736 1.8375939 4536 34 Ppp3ca,Pik3r1,CCCA425_1 CP

PID_P73PATHWAY 0.00129192 0.01089963 -0.5863139 -1.7281 8936 60 Cdk1,Bub1,CcnCCA425_1 CP

REACTOME_GLYCOLYSIS 0.00129465 0.01089963 -0.5841983 -1.7263554 8975 61 Gapdh,Gpi1,HkCCA425_1 CP

REACTOME_ACTIVATION_OF_NMDA_RECEPTORS_AND_POSTSYNAPTIC_EVENTS 0.00133107 0.01116215 -0.6028192 -1.7418465 9057 53 Tuba1b,Tubb6CCA425_1 CP

REACTOME_POLO_LIKE_KINASE_MEDIATED_EVENTS 0.00135698 0.01129053 -0.7848218 -1.8037445 8041 16 Cenpf,Ccnb2,CCCA425_1 CP

REACTOME_TRANSCRIPTION_OF_THE_HIV_GENOME 0.00135227 0.01129053 -0.5810218 -1.7213702 9395 62 Ssrp1,Tcea1,GCCA425_1 CP

KEGG_VIRAL_MYOCARDITIS 0.00140937 0.01168073 -0.6624159 -1.7805907 9102 35 Ccnd1,Cycs,ActCCA425_1 CP

REACTOME_HOST_INTERACTIONS_WITH_INFLUENZA_FACTORS 0.00144292 0.01191251 -0.6453449 -1.7691517 9444 39 Kpnb1,Ndc1,NCCA425_1 CP

REACTOME_MHC_CLASS_II_ANTIGEN_PRESENTATION 0.00146874 0.01207882 -0.541357 -1.6746564 10626 83 Cenpe,Kif23,TuCCA425_1 CP

REACTOME_IRON_UPTAKE_AND_TRANSPORT 0.0014923 0.0122254 0.57641438 1.79841352 5093 41 Cp,Fth1,Atp6v1CCA425_1 CP

REACTOME_ASYMMETRIC_LOCALIZATION_OF_PCP_PROTEINS 0.00151431 0.01235814 -0.5921711 -1.726402 10379 56 Psmc2,Psmb3,PCCA425_1 CP

PID_LYMPH_ANGIOGENESIS_PATHWAY 0.00154143 0.01249065 0.71214031 1.86619524 6113 19 Fn1,Col1a2,PikCCA425_1 CP

REACTOME_RUNX2_REGULATES_BONE_DEVELOPMENT 0.00154227 0.01249065 0.68507333 1.85999701 5972 22 Hes1,Maf,Col1CCA425_1 CP

REACTOME_RNA_POLYMERASE_II_TRANSCRIPTION_PRE_INITIATION_AND_PROMOTER_OPENING 0.00159433 0.01286335 -0.6285857 -1.7530607 10561 43 Gtf2h1,Gtf2a2CCA425_1 CP

BIOCARTA_TPO_PATHWAY 0.00161832 0.01300765 0.71083354 1.86277081 6418 19 Fos,Pik3r1,RasCCA425_1 CP

REACTOME_EPIGENETIC_REGULATION_OF_GENE_EXPRESSION 0.00164931 0.0132069 -0.516281 -1.6379109 12260 100 Ddx21,Ezh2,DeCCA425_1 CP

REACTOME_MAPK6_MAPK4_SIGNALING 0.00171066 0.01364681 -0.5458557 -1.673751 12268 78 Cdk1,Psmc2,MCCA425_1 CP

PID_INTEGRIN_A4B1_PATHWAY 0.00174379 0.01385919 0.65205187 1.84120216 6555 26 Spp1,Fn1,ThbsCCA425_1 CP

PID_ERBB_NETWORK_PATHWAY 0.00180276 0.01427465 -0.8799129 -1.7351716 10002 8 Hbegf,Hsp90aaCCA425_1 CP

REACTOME_MEIOTIC_RECOMBINATION 0.00184499 0.01455493 -0.6470946 -1.7571652 11997 37 H2afz,Rad51,BCCA425_1 CP

REACTOME_GENE_SILENCING_BY_RNA 0.00185835 0.01460622 -0.5471522 -1.6715027 13279 76 Ran,Hsp90aa1CCA425_1 CP

REACTOME_RHO_GTPASES_ACTIVATE_IQGAPS 0.00188214 0.01473883 -0.7498441 -1.7872729 11355 19 Tuba1b,Tubb6CCA425_1 CP

BIOCARTA_MCM_PATHWAY 0.00203388 0.01586876 -0.7563262 -1.7824188 12203 18 Mcm6,Orc2,MCCA425_1 CP

REACTOME_DEFECTIVE_CFTR_CAUSES_CYSTIC_FIBROSIS 0.00209177 0.01620174 -0.5894065 -1.7082738 14269 54 Psmc2,Psmb3,PCCA425_1 CP

REACTOME_TERMINATION_OF_TRANSLESION_DNA_SYNTHESIS 0.00208826 0.01620174 -0.6862897 -1.7688461 13140 28 Pcna,Rfc4,Rfc2CCA425_1 CP

REACTOME_ABC_FAMILY_PROTEINS_MEDIATED_TRANSPORT 0.00211401 0.01631466 -0.5443031 -1.6627991 15106 76 Eif2s2,Eif2s1,PCCA425_1 CP

REACTOME_CHK1_CHK2_CDS1_MEDIATED_INACTIVATION_OF_CYCLIN_B:CDK1_COMPLEX 0.00212398 0.01633243 -0.8175798 -1.7654806 12232 12 Cdk1,Ccnb1,YwCCA425_1 CP

REACTOME_RUNX2_REGULATES_OSTEOBLAST_DIFFERENTIATION 0.00217664 0.01667712 0.72214626 1.84071555 8783 17 Hes1,Maf,Col1CCA425_1 CP

REACTOME_CARBOXYTERMINAL_POST_TRANSLATIONAL_MODIFICATIONS_OF_TUBULIN 0.00218849 0.01670786 -0.7300779 -1.7766039 13342 21 Tuba1b,Tubb6CCA425_1 CP

REACTOME_COPI_INDEPENDENT_GOLGI_TO_ER_RETROGRADE_TRAFFIC 0.00223321 0.01698834 -0.6342763 -1.7388082 14617 39 Tuba1b,Tubb6CCA425_1 CP

KEGG_TOLL_LIKE_RECEPTOR_SIGNALING_PATHWAY 0.00224954 0.01699117 0.5061266 1.69644248 6967 59 Spp1,Fos,Pik3rCCA425_1 CP

REACTOME_ROLE_OF_PHOSPHOLIPIDS_IN_PHAGOCYTOSIS 0.00224453 0.01699117 0.7213286 1.83863138 9057 17 Pik3r1,Pld3,PlcCCA425_1 CP

REACTOME_PCP_CE_PATHWAY 0.0022705 0.0170889 -0.5443528 -1.6598239 16197 75 Psmc2,Psmb3,PCCA425_1 CP

REACTOME_PLATELET_ACTIVATION_SIGNALING_AND_AGGREGATION 0.00234847 0.01761356 0.38808439 1.5029102 4998 147 Timp3,Fn1,ColCCA425_1 CP

REACTOME_DEGRADATION_OF_BETA_CATENIN_BY_THE_DESTRUCTION_COMPLEX 0.00237485 0.01774891 -0.5416156 -1.6545889 16970 76 Psmc2,Myc,PsCCA425_1 CP

PID_IL12_STAT4_PATHWAY 0.00239987 0.01787319 0.74127036 1.83082698 9869 15 Fos,Ppp3ca,StaCCA425_1 CP

REACTOME_APC_C:CDC20_MEDIATED_DEGRADATION_OF_CYCLIN_B 0.00242589 0.01800401 -0.7132271 -1.7680817 14935 23 Ube2c,Cdc20,CCCA425_1 CP

REACTOME_APC_CDC20_MEDIATED_DEGRADATION_OF_NEK2A 0.00249856 0.01847893 -0.699209 -1.7624036 15522 25 Ube2c,Cdc20,BCCA425_1 CP

REACTOME_CRISTAE_FORMATION 0.00254745 0.01877529 -0.6925453 -1.7593218 15896 26 Hspa9,Atp5b,ImCCA425_1 CP

REACTOME_METABOLISM_OF_FAT_SOLUBLE_VITAMINS 0.00265801 0.01952266 0.66100994 1.81383929 10214 23 Gpc1,Agrn,LrpCCA425_1 CP

REACTOME_CONVERSION_FROM_APC_C:CDC20_TO_APC_C:CDH1_IN_LATE_ANAPHASE 0.00269543 0.01972942 -0.7397544 -1.7632238 16262 19 Ube2c,Cdc20,ACCA425_1 CP

REACTOME_SUMOYLATION_OF_UBIQUITINYLATION_PROTEINS 0.00275609 0.02010432 -0.6325951 -1.7261452 17982 38 Ndc1,Nup85,TCCA425_1 CP

PID_E2F_PATHWAY 0.00283022 0.02050467 -0.5613756 -1.6673931 19707 63 Ranbp1,Cdk1,CCCA425_1 CP

REACTOME_INSULIN_RECEPTOR_RECYCLING 0.00282314 0.02050467 0.71422798 1.82053223 11392 17 Atp6v1e1,Atp6CCA425_1 CP

REACTOME_TRANSLESION_SYNTHESIS_BY_Y_FAMILY_DNA_POLYMERASES_BYPASSES_LESIONS_ON_DNA_TEMPLATE 0.00304438 0.02198148 -0.6510346 -1.731008 19521 33 Pcna,Rfc4,Rfc2CCA425_1 CP

REACTOME_ELEVATION_OF_CYTOSOLIC_CA2PLUS_LEVELS 0.00309524 0.02227321 0.84093231 1.75989246 13777 8 P2rx4,Itpr3,ItpCCA425_1 CP

REACTOME_TRANSCRIPTION_OF_E2F_TARGETS_UNDER_NEGATIVE_CONTROL_BY_DREAM_COMPLEX 0.00327237 0.02344885 -0.7342724 -1.7501574 19743 19 Top2a,Pcna,MCCA425_1 CP

SIG_PIP3_SIGNALING_IN_B_LYMPHOCYTES 0.00328064 0.02344885 0.63264259 1.78639606 12333 26 Cdkn2a,Cyth3,PCCA425_1 CP

REACTOME_SIALIC_ACID_METABOLISM 0.00348632 0.02475408 0.71859722 1.80416953 14201 16 St6galnac6,CtsCCA425_1 CP

REACTOME_SUMOYLATION_OF_INTRACELLULAR_RECEPTORS 0.00348649 0.02475408 0.68742452 1.80142643 13828 19 Thra,Pias1,RxrCCA425_1 CP

BIOCARTA_G2_PATHWAY 0.0036481 0.02572995 -0.7012246 -1.7383276 22460 23 Cdk1,Ccnb1,PlkCCA425_1 CP

REACTOME_GENE_AND_PROTEIN_EXPRESSION_BY_JAK_STAT_SIGNALING_AFTER_INTERLEUKIN_12_STIMULATION 0.00364488 0.02572995 -0.6551423 -1.7217456 23207 31 Hspa9,Anxa2,HCCA425_1 CP

REACTOME_RMTS_METHYLATE_HISTONE_ARGININES 0.00375844 0.02642069 -0.6096266 -1.6932361 24825 42 Ccnd1,H2afz,RCCA425_1 CP

KEGG_GLYCOSAMINOGLYCAN_BIOSYNTHESIS_KERATAN_SULFATE 0.00390217 0.02734084 0.81484985 1.76048992 17143 9 Chst1,Fut8,St3CCA425_1 CP

KEGG_OTHER_GLYCAN_DEGRADATION 0.00395065 0.02751229 0.76510487 1.78422086 16752 12 Gba,Aga,Man2CCA425_1 CP

REACTOME_ANCHORING_FIBRIL_FORMATION 0.00395247 0.02751229 0.81445137 1.759629 17364 9 Col1a2,Col1a1CCA425_1 CP

BIOCARTA_NGF_PATHWAY 0.00401677 0.02786879 0.70282461 1.79146559 16209 17 Fos,Pik3r1,PlcgCCA425_1 CP

REACTOME_DEFECTIVE_CHST6_CAUSES_MCDC1 0.00403427 0.02789937 0.92978752 1.61492257 19119 4 Ogn,Omd,PrelCCA425_1 CP

REACTOME_SIGNALING_BY_HEDGEHOG 0.0040519 0.02793059 -0.4791811 -1.5521045 30861 118 Tuba1b,Tubb6CCA425_1 CP

REACTOME_CRMPS_IN_SEMA3A_SIGNALING 0.00413341 0.02840052 0.76360908 1.78073268 17527 12 Sema3a,Nrp1,PCCA425_1 CP

REACTOME_TP53_REGULATES_TRANSCRIPTION_OF_GENES_INVOLVED_IN_G2_CELL_CYCLE_ARREST 0.00414776 0.02840748 -0.7445116 -1.7334427 24738 17 Cdk1,Pcna,CcnCCA425_1 CP

REACTOME_PROCESSIVE_SYNTHESIS_ON_THE_C_STRAND_OF_THE_TELOMERE 0.00431946 0.02948863 -0.8254311 -1.7115058 24453 10 Lig1,Pcna,PoldCCA425_1 CP

PID_VEGF_VEGFR_PATHWAY 0.00442077 0.03008383 0.87464668 1.69299722 20260 6 Flt1,Nrp2,Nrp1CCA425_1 CP

REACTOME_DISORDERS_OF_TRANSMEMBRANE_TRANSPORTERS 0.00460883 0.03126373 -0.4837611 -1.553424 34741 110 Slc3a2,Ndc1,PCCA425_1 CP

BIOCARTA_PLC_PATHWAY 0.00470114 0.03178869 0.87274071 1.68930796 21545 6 Pik3r1,Plcb1,PlCCA425_1 CP

KEGG_GLYCOSPHINGOLIPID_BIOSYNTHESIS_GANGLIO_SERIES 0.00474774 0.03200219 0.80849605 1.74676249 20858 9 St6galnac6,St3CCA425_1 CP

PID_WNT_SIGNALING_PATHWAY 0.00477635 0.03209349 0.74435423 1.77213228 20038 13 Igfbp4,Fzd2,LrCCA425_1 CP

REACTOME_STABILIZATION_OF_P53 0.00491865 0.03293469 -0.5748272 -1.6504467 33298 51 Psmc2,Psmb3,PCCA425_1 CP

REACTOME_TP53_REGULATES_TRANSCRIPTION_OF_CELL_CYCLE_GENES 0.00493247 0.03293469 -0.5920514 -1.6642652 32865 45 Cdk1,Ccna2,PcCCA425_1 CP

REACTOME_PHOSPHORYLATION_OF_EMI1 0.00498747 0.03313159 -0.8924022 -1.6490184 27016 6 Cdc20,Cdk1,CcCCA425_1 CP

REACTOME_SYNTHESIS_OF_SUBSTRATES_IN_N_GLYCAN_BIOSYTHESIS 0.00499307 0.03313159 0.53339814 1.680779 16852 43 St6galnac6,CtsCCA425_1 CP

REACTOME_TRANSPORT_OF_CONNEXONS_TO_THE_PLASMA_MEMBRANE 0.00526042 0.03479721 -0.8350876 -1.6910488 29492 9 Tuba1b,Tubb6CCA425_1 CP

PID_BCR_5PATHWAY 0.00533773 0.0351993 0.51704504 1.65885357 17619 47 Fos,Ppp3ca,PikCCA425_1 CP

BIOCARTA_HES_PATHWAY 0.00540353 0.03552323 0.84503636 1.70568392 24392 7 Hes1,Dvl1,NotCCA425_1 CP

REACTOME_TP53_REGULATES_TRANSCRIPTION_OF_SEVERAL_ADDITIONAL_CELL_DEATH_GENES_WHOSE_SPECIFIC_ROLES_IN_P53_DEPENDENT_APOPTOSIS_REMAIN_UNCERTAIN 0.0054948 0.03601206 -0.8179736 -1.6960428 31107 10 Birc5,Ndrg1,RaCCA425_1 CP

REACTOME_ASSOCIATION_OF_TRIC_CCT_WITH_TARGET_PROTEINS_DURING_BIOSYNTHESIS 0.00565328 0.03693706 -0.6198541 -1.6748992 36642 36 Nop56,Cct6a,CCCA425_1 CP

REACTOME_THE_CITRIC_ACID_TCA_CYCLE_AND_RESPIRATORY_ELECTRON_TRANSPORT 0.00576894 0.03757749 -0.4449586 -1.4878153 45818 156 Uqcrq,Cycs,LdhCCA425_1 CP

REACTOME_C_TYPE_LECTIN_RECEPTORS_CLRS 0.00597968 0.03883148 -0.4879468 -1.5480199 44452 100 Calm1,Psmc2,PCCA425_1 CP

BIOCARTA_ATRBRCA_PATHWAY 0.00600577 0.03888236 -0.6855115 -1.699375 36976 23 Rad51,Brca2,TCCA425_1 CP

REACTOME_METAL_ION_SLC_TRANSPORTERS 0.00604487 0.03889898 0.72305961 1.7545976 25103 14 Cp,Slc41a1 CCA425_1 CP

REACTOME_TRANSLOCATION_OF_SLC2A4_GLUT4_TO_THE_PLASMA_MEMBRANE 0.00603037 0.03889898 -0.5545826 -1.6214307 41433 57 Tuba1b,Tubb6CCA425_1 CP

REACTOME_CLEC7A_DECTIN_1_SIGNALING 0.00612036 0.03926615 -0.5040951 -1.5670889 44501 86 Calm1,Psmc2,PCCA425_1 CP

REACTOME_MET_ACTIVATES_PTK2_SIGNALING 0.00624569 0.03994992 0.68720018 1.7516397 25204 17 Fn1,Col1a2,CoCCA425_1 CP

PID_INTEGRIN_A9B1_PATHWAY 0.00628927 0.04010822 0.72165652 1.75119283 26118 14 Spp1,Fn1,TgmCCA425_1 CP

BIOCARTA_STATHMIN_PATHWAY 0.00642632 0.04085989 -0.7727991 -1.6983059 37301 13 Cdk1,Ccnb1,HsCCA425_1 CP

BIOCARTA_TCR_PATHWAY 0.00645825 0.0409407 0.57886989 1.70100414 23460 31 Fos,Ppp3ca,PikCCA425_1 CP

BIOCARTA_RECK_PATHWAY 0.00650596 0.04107546 0.88915473 1.63840933 30302 5 Timp3,Mmp14CCA425_1 CP

PID_PDGFRA_PATHWAY 0.00653147 0.04107546 0.65583697 1.74025397 25694 20 Fos,Pik3r1,PlcgCCA425_1 CP

REACTOME_CLASS_A_1_RHODOPSIN_LIKE_RECEPTORS 0.00653736 0.04107546 0.58414314 1.70395619 23901 30 Ece1,Psap,Cx3CCA425_1 CP

REACTOME_INTERLEUKIN_1_SIGNALING 0.00666367 0.04174595 -0.5046118 -1.5635971 48295 84 Hmgb1,Psmc2CCA425_1 CP

REACTOME_TRYPTOPHAN_CATABOLISM 0.00668567 0.04176093 -0.9580156 -1.522549 34571 3 Slc3a2,Slc7a5CCA425_1 CP

REACTOME_TRANSCRIPTIONAL_REGULATION_BY_E2F6 0.00670936 0.04178633 -0.6225553 -1.6645142 43180 34 Ezh2,Rad51,RrCCA425_1 CP

REACTOME_G2_PHASE 0.00689356 0.04280843 -0.9312772 -1.5727352 36265 4 Ccna2 CCA425_1 CP

REACTOME_NOTCH2_INTRACELLULAR_DOMAIN_REGULATES_TRANSCRIPTION 0.00698575 0.04325481 0.81492092 1.70545616 31095 8 Hes1,Maml3,NCCA425_1 CP

REACTOME_RAB_REGULATION_OF_TRAFFICKING 0.00707539 0.04368285 0.40400868 1.48766032 17930 103 Rin2,Gabarap,RCCA425_1 CP

BIOCARTA_ERYTH_PATHWAY 0.00711378 0.04379295 0.91582707 1.59067505 33714 4 Tgfb3,Kitl,TgfbCCA425_1 CP

KEGG_MATURITY_ONSET_DIABETES_OF_THE_YOUNG 0.00716775 0.043998 0.99652047 1.32885779 35840 1 Hes1 CCA425_1 CP

REACTOME_ACTIVATED_NTRK2_SIGNALS_THROUGH_PI3K 0.00725398 0.04439936 0.85911921 1.66294169 33245 6 Pik3r1,Bdnf,PikCCA425_1 CP

REACTOME_INHIBITION_OF_REPLICATION_INITIATION_OF_DAMAGED_DNA_BY_RB1_E2F1 0.00730563 0.04458736 -0.7684168 -1.6886754 42405 13 Prim1,Pola1,PpCCA425_1 CP

BIOCARTA_HER2_PATHWAY 0.00742346 0.0449288 0.68066368 1.73497846 29957 17 Pik3r1,Il6st,Il6CCA425_1 CP

BIOCARTA_IGF1_PATHWAY 0.00744595 0.0449288 0.66031712 1.73039027 29533 19 Fos,Pik3r1,RasCCA425_1 CP

PID_AP1_PATHWAY 0.00742882 0.0449288 0.50034807 1.61855761 24254 49 Egr1,Fos,Dmp1CCA425_1 CP

REACTOME_DNA_DAMAGE_TELOMERE_STRESS_INDUCED_SENESCENCE 0.00738453 0.0449288 -0.5830793 -1.6327219 49065 44 Ccna2,H2afz,HCCA425_1 CP

KEGG_LEISHMANIA_INFECTION 0.00750351 0.04514827 0.55811559 1.67389297 26742 34 Fos,Tgfb3,IfngCCA425_1 CP

REACTOME_ATF6_ATF6_ALPHA_ACTIVATES_CHAPERONE_GENES 0.00752541 0.04515245 -0.8078123 -1.6749737 42603 10 Atf4,Hspa5,HsCCA425_1 CP

BIOCARTA_AKAP95_PATHWAY 0.00757357 0.04531378 -0.7931826 -1.6799369 43262 11 Cdk1,Ccnb1,NcCCA425_1 CP

REACTOME_NEDDYLATION 0.00767353 0.04578326 -0.4231906 -1.4420494 62671 188 Birc5,Dtl,Uchl3CCA425_1 CP

REACTOME_PLATELET_AGGREGATION_PLUG_FORMATION 0.00770103 0.045819 0.63264044 1.71763996 29824 22 Fn1,Col1a2,CoCCA425_1 CP

REACTOME_ROS_AND_RNS_PRODUCTION_IN_PHAGOCYTES 0.00772993 0.04586281 0.70135218 1.73223504 31790 15 Atp6v1e1,Atp6CCA425_1 CP

KEGG_T_CELL_RECEPTOR_SIGNALING_PATHWAY 0.00779431 0.04611631 0.45211023 1.55488026 23103 68 Fos,Nfat5,PppCCA425_1 CP

REACTOME_SUMOYLATION_OF_CHROMATIN_ORGANIZATION_PROTEINS 0.00791776 0.04671698 -0.5466536 -1.5982488 54401 57 Ndc1,Nup85,TCCA425_1 CP

KEGG_GLYOXYLATE_AND_DICARBOXYLATE_METABOLISM 0.00797262 0.04691071 -0.7779865 -1.6799829 45917 12 Mthfd2,Mdh2,MCCA425_1 CP

REACTOME_BIOLOGICAL_OXIDATIONS 0.0080255 0.04709176 0.4277907 1.51914882 22284 82 Gstm1,Aldh3aCCA425_1 CP

REACTOME_KERATAN_SULFATE_DEGRADATION 0.00811912 0.04751024 0.78964156 1.70602719 35670 9 Ogn,Omd,GnsCCA425_1 CP

REACTOME_REGULATION_OF_RUNX3_EXPRESSION_AND_ACTIVITY 0.00817566 0.04771 -0.5574617 -1.6057511 55496 52 Psmc2,Psmb3,PCCA425_1 CP

REACTOME_DNA_REPLICATION_INITIATION 0.00838681 0.04867552 -0.8375481 -1.6516291 46535 8 Prim1,Pola1,PoCCA425_1 CP

REACTOME_MEIOTIC_SYNAPSIS 0.00837524 0.04867552 -0.6071244 -1.6405027 54285 36 H2afz,Rad21,SCCA425_1 CP

REACTOME_FORMATION_OF_HIV_ELONGATION_COMPLEX_IN_THE_ABSENCE_OF_HIV_TAT 0.00848935 0.04913675 -0.5883228 -1.6271973 55914 41 Ssrp1,Tcea1,GCCA425_1 CP

REACTOME_ABC_TRANSPORTER_DISORDERS 0.00858938 0.049581 -0.539828 -1.5869415 59287 59 Psmc2,Psmb3,PCCA425_1 CP

HALLMARK_E2F_TARGETS 1.22E-07 1.04E-06 -0.8228066 -2.8151906 0 196 Cenpe,Mki67,TCCA425_1 H

HALLMARK_G2M_CHECKPOINT 1.22E-07 1.04E-06 -0.7968386 -2.7169575 0 189 Cenpe,Mki67,TCCA425_1 H

HALLMARK_MITOTIC_SPINDLE 1.23E-07 1.04E-06 -0.6490223 -2.2072253 0 184 Cenpe,Top2a,CCCA425_1 H

HALLMARK_MTORC1_SIGNALING 1.22E-07 1.04E-06 -0.6876717 -2.3447342 0 189 Ero1l,Hspa9,MCCA425_1 H

HALLMARK_MYC_TARGETS_V1 1.21E-07 1.04E-06 -0.8111505 -2.7793134 0 199 Cdc20,Ranbp1CCA425_1 H

HALLMARK_MYC_TARGETS_V2 1.46E-07 1.04E-06 -0.773514 -2.2619213 0 57 Tcof1,Nolc1,NCCA425_1 H

HALLMARK_UNFOLDED_PROTEIN_RESPONSE 1.33E-07 1.04E-06 -0.6931866 -2.2187326 0 107 Cks1b,Ero1l,NoCCA425_1 H

HALLMARK_EPITHELIAL_MESENCHYMAL_TRANSITION 4.32E-07 2.70E-06 0.60938584 2.30838948 0 125 Spp1,Mgp,TimCCA425_1 H

HALLMARK_DNA_REPAIR 6.43E-07 3.57E-06 -0.5874616 -1.9352383 4 136 Lig1,Arl6ip1,NCCA425_1 H

HALLMARK_COAGULATION 9.78E-07 4.89E-06 0.63464301 2.14042513 2 61 Timp3,Fn1,CtsCCA425_1 H

HALLMARK_COMPLEMENT 2.89E-06 1.31E-05 0.51677512 1.93189822 6 114 Cp,Fn1,Pla2g7CCA425_1 H

HALLMARK_OXIDATIVE_PHOSPHORYLATION 3.33E-05 0.0001387 -0.5011423 -1.7121885 272 193 Slc25a5,Hspa9CCA425_1 H

HALLMARK_KRAS_SIGNALING_UP 0.00010096 0.00036058 0.48639935 1.78842719 256 102 Spp1,Ank,Slpi,TCCA425_1 H

HALLMARK_SPERMATOGENESIS 9.66E-05 0.00036058 -0.6417927 -1.8819557 664 58 Ccnb2,Cdk1,DbCCA425_1 H

HALLMARK_UV_RESPONSE_DN 0.00018671 0.00062236 0.45683942 1.71847803 442 119 Col1a2,Pdgfrb,DCCA425_1 H

HALLMARK_TGF_BETA_SIGNALING 0.00028688 0.00089649 0.58091935 1.88687922 931 50 Junb,Thbs1,CtnCCA425_1 H

HALLMARK_TNFA_SIGNALING_VIA_NFKB 0.00067686 0.00199077 0.41069589 1.5875924 1451 145 Egr1,Ier2,Fos,NCCA425_1 H

HALLMARK_GLYCOLYSIS 0.00088304 0.00245288 -0.4797206 -1.603188 7006 155 Hmmr,Cenpa,NCCA425_1 H

HALLMARK_HEDGEHOG_SIGNALING 0.00148403 0.00390534 0.70371355 1.86708589 5843 20 Nrp2,Rasa1,NrCCA425_1 H

HALLMARK_INTERFERON_GAMMA_RESPONSE 0.00184287 0.00460717 0.42302246 1.57741185 4499 112 Ifitm3,Btg1,IfiCCA425_1 H

HALLMARK_KRAS_SIGNALING_DN 0.00269639 0.00641997 0.53382211 1.71991347 8853 48 Btg2,Sgk1,SynCCA425_1 H

HALLMARK_BILE_ACID_METABOLISM 0.00376002 0.0085455 0.49065883 1.64973937 11592 60 Idh1,Slc29a1,NCCA425_1 H

HALLMARK_IL2_STAT5_SIGNALING 0.00640277 0.01391905 0.38364862 1.4565238 14715 127 Spp1,Col6a1,IfCCA425_1 H

HALLMARK_ANGIOGENESIS 0.00842652 0.01755524 0.63727956 1.71109868 32921 21 Spp1,S100a4,NCCA425_1 H

HALLMARK_XENOBIOTIC_METABOLISM 0.00964724 0.01929447 0.37805564 1.42881812 22525 123 Aldh3a1,Ddah2CCA425_1 H

HALLMARK_P53_PATHWAY 0.01565217 0.03010032 0.34101041 1.3402075 31148 165 Fos,Cdkn2a,ZfpCCA425_1 H

HALLMARK_APICAL_JUNCTION 0.01776402 0.03289633 0.37547309 1.39448163 43916 109 Dmp1,Mpzl1,RCCA425_1 H

HALLMARK_APOPTOSIS 0.02004096 0.03506614 0.36343479 1.36870418 47357 120 Timp3,Ank,PdgCCA425_1 H

HALLMARK_MYOGENESIS 0.02033836 0.03506614 0.3767801 1.38941657 51338 104 Gsn,Col1a1,CoCCA425_1 H

HALLMARK_APICAL_SURFACE 0.02429185 0.04048642 0.60910082 1.59594199 96445 19 Cx3cl1,Gas1,ACCA425_1 H

HALLMARK_HYPOXIA 0.02932004 0.04695047 0.33897965 1.30799076 63376 143 Cp,Fos,Lxn,LoxCCA425_1 H

HALLMARK_INTERFERON_ALPHA_RESPONSE 0.0300483 0.04695047 0.42942981 1.43478473 93590 58 Ifitm3,Ifitm2,TCCA425_1 H

KEGG_AMINOACYL_TRNA_BIOSYNTHESIS 1.89E-07 2.21E-05 0.80034712 2.35368955 0 41 Rars,Nars,TarsCCA425_2 CP

KEGG_LYSOSOME 2.17E-07 2.21E-05 -0.6216469 -2.1512823 0 98 Npc2,Lamp2,PCCA425_2 CP

KEGG_PROTEASOME 1.89E-07 2.21E-05 0.81711409 2.36736182 0 38 Psmb3,Psmc2,PCCA425_2 CP

NABA_CORE_MATRISOME 2.16E-07 2.21E-05 -0.6879256 -2.3108257 0 81 Mgp,Postn,ThbCCA425_2 CP

NABA_ECM_REGULATORS 2.16E-07 2.21E-05 -0.6356556 -2.1437245 0 83 Cst3,Cst3,Cst3CCA425_2 CP

NABA_MATRISOME 2.30E-07 2.21E-05 -0.5284994 -2.0918655 0 289 Mgp,Postn,ThbCCA425_2 CP

PID_PLK1_PATHWAY 2.13E-07 2.21E-05 -0.7767127 -2.3304004 0 43 Prc1,Cenpe,TpCCA425_2 CP

REACTOME_AUF1_HNRNP_D0_BINDS_AND_DESTABILIZES_MRNA 1.88E-07 2.21E-05 0.72699463 2.20277466 0 48 Psmb3,Psmc2,PCCA425_2 CP

REACTOME_CELL_CYCLE_MITOTIC 2.38E-07 2.21E-05 -0.4474645 -1.8460272 0 458 Top2a,Cenpf,HCCA425_2 CP

REACTOME_CROSS_PRESENTATION_OF_SOLUBLE_EXOGENOUS_ANTIGENS_ENDOSOMES 1.89E-07 2.21E-05 0.77827064 2.28876624 0 41 Psmb3,Psmc2,PCCA425_2 CP

REACTOME_CYTOSOLIC_TRNA_AMINOACYLATION 1.90E-07 2.21E-05 0.88923513 2.34144439 0 24 Rars,Nars,TarsCCA425_2 CP

REACTOME_DOWNSTREAM_SIGNALING_EVENTS_OF_B_CELL_RECEPTOR_BCR 1.87E-07 2.21E-05 0.66532697 2.15895522 0 71 Calm1,Psmb3,PCCA425_2 CP

REACTOME_HIV_INFECTION 1.80E-07 2.21E-05 0.5479699 2.0530581 0 202 Ran,Slc25a5,PCCA425_2 CP

REACTOME_METABOLISM_OF_POLYAMINES 1.88E-07 2.21E-05 0.75939143 2.33487595 0 52 Srm,Odc1,PsmCCA425_2 CP

REACTOME_MITOCHONDRIAL_PROTEIN_IMPORT 1.87E-07 2.21E-05 0.69953723 2.21872045 0 62 Hspd1,Chchd4,ACCA425_2 CP

REACTOME_MITOCHONDRIAL_TRANSLATION 1.86E-07 2.21E-05 0.65941807 2.22904351 0 92 Mrpl57,Mrpl19CCA425_2 CP

REACTOME_MITOTIC_PROMETAPHASE 2.23E-07 2.21E-05 -0.5913396 -2.2221934 0 180 Cenpf,Smc4,CeCCA425_2 CP

REACTOME_MITOTIC_SPINDLE_CHECKPOINT 2.18E-07 2.21E-05 -0.630311 -2.2006257 0 104 Cenpf,Cenpe,UCCA425_2 CP

REACTOME_RESOLUTION_OF_SISTER_CHROMATID_COHESION 2.18E-07 2.21E-05 -0.6449911 -2.2645692 0 108 Cenpf,Cenpe,InCCA425_2 CP

REACTOME_RRNA_MODIFICATION_IN_THE_NUCLEUS_AND_CYTOSOL 1.88E-07 2.21E-05 0.75186554 2.3350548 0 55 Nop56,Nop58,DCCA425_2 CP

REACTOME_TRANSLATION 1.77E-07 2.21E-05 0.47535464 1.84585568 0 285 Rars,Nars,TarsCCA425_2 CP

REACTOME_TRNA_AMINOACYLATION 1.89E-07 2.21E-05 0.83448996 2.46556741 0 42 Rars,Nars,TarsCCA425_2 CP

REACTOME_VIF_MEDIATED_DEGRADATION_OF_APOBEC3G 1.88E-07 2.21E-05 0.7294336 2.20153736 0 47 Psmb3,Psmc2,PCCA425_2 CP

REACTOME_HOST_INTERACTIONS_OF_HIV_FACTORS 3.69E-07 3.17E-05 0.59938588 2.08770641 1 113 Ran,Slc25a5,PCCA425_2 CP

REACTOME_UCH_PROTEINASES 3.72E-07 3.17E-05 0.63098818 2.11104497 1 86 Actb,Psmb3,PsCCA425_2 CP

REACTOME_RESPONSE_TO_METAL_IONS 4.18E-07 3.30E-05 -0.9288977 -2.0960499 1 12 Mt1,Mt1,Mt1,MCCA425_2 CP

REACTOME_SCAVENGING_BY_CLASS_A_RECEPTORS 4.18E-07 3.30E-05 -0.9289969 -2.0962736 1 12 Col3a1,Col1a1CCA425_2 CP

REACTOME_ABC_FAMILY_PROTEINS_MEDIATED_TRANSPORT 5.60E-07 3.54E-05 0.63717374 2.09051862 2 76 Eif2s2,Psmb3,PCCA425_2 CP

REACTOME_C_TYPE_LECTIN_RECEPTORS_CLRS 5.55E-07 3.54E-05 0.59604399 2.04298058 2 101 Calm1,Psmb3,PCCA425_2 CP

REACTOME_CLEC7A_DECTIN_1_SIGNALING 5.58E-07 3.54E-05 0.62068512 2.07657487 2 86 Calm1,Psmb3,PCCA425_2 CP

REACTOME_DECTIN_1_MEDIATED_NONCANONICAL_NF_KB_SIGNALING 5.64E-07 3.54E-05 0.70129678 2.17800434 2 55 Psmb3,Psmc2,PCCA425_2 CP

REACTOME_REGULATION_OF_MRNA_STABILITY_BY_PROTEINS_THAT_BIND_AU_RICH_ELEMENTS 5.59E-07 3.54E-05 0.63573684 2.09456679 2 78 Set,Psmb3,PsmCCA425_2 CP

REACTOME_SIGNALING_BY_THE_B_CELL_RECEPTOR_BCR 5.57E-07 3.54E-05 0.61205361 2.06210741 2 90 Calm1,Psmb3,PCCA425_2 CP

REACTOME_TNFR2_NON_CANONICAL_NF_KB_PATHWAY 5.62E-07 3.54E-05 0.67426953 2.14439495 2 63 Tnfrsf12a,PsmCCA425_2 CP

REACTOME_METALLOTHIONEINS_BIND_METALS 6.25E-07 3.81E-05 -0.9446056 -2.0376091 2 10 Mt1,Mt1,Mt1,MCCA425_2 CP

KEGG_RIBOSOME 6.49E-07 3.83E-05 -0.6229241 -2.1007877 2 83 Rps27,Rpl37a,RCCA425_2 CP

REACTOME_EXTRACELLULAR_MATRIX_ORGANIZATION 6.64E-07 3.83E-05 -0.5325592 -1.959734 2 152 Thbs1,Fn1,Col3CCA425_2 CP

REACTOME_FCERI_MEDIATED_NF_KB_ACTIVATION 7.49E-07 4.12E-05 0.6499856 2.0886975 3 67 Psmb3,Psmc2,PCCA425_2 CP

REACTOME_REGULATION_OF_APOPTOSIS 7.54E-07 4.12E-05 0.70697357 2.14211135 3 48 Psmb3,Psmc2,PCCA425_2 CP

REACTOME_ACTIVATION_OF_NF_KAPPAB_IN_B_CELLS 9.38E-07 4.88E-05 0.66870394 2.10892737 4 60 Psmb3,Psmc2,PCCA425_2 CP

REACTOME_REGULATION_OF_RAS_BY_GAPS 9.38E-07 4.88E-05 0.66902135 2.10375664 4 59 Psmb3,Psmc2,KCCA425_2 CP

REACTOME_RHO_GTPASES_ACTIVATE_FORMINS 1.09E-06 5.56E-05 -0.5545773 -1.9745781 4 119 Cenpf,Cenpe,InCCA425_2 CP

REACTOME_DEGRADATION_OF_DVL 1.13E-06 5.61E-05 0.69114169 2.10980351 5 50 Psmb3,Psmc2,PCCA425_2 CP

REACTOME_REGULATION_OF_RUNX3_EXPRESSION_AND_ACTIVITY 1.50E-06 7.30E-05 0.68458371 2.10486713 7 52 Psmb3,Psmc2,PCCA425_2 CP

REACTOME_THE_CITRIC_ACID_TCA_CYCLE_AND_RESPIRATORY_ELECTRON_TRANSPORT 1.82E-06 8.64E-05 0.51220329 1.86148454 9 156 Uqcrq,Cycs,AtpCCA425_2 CP

REACTOME_SIGNALING_BY_INTERLEUKINS 2.44E-06 0.00011331 0.41000579 1.63275872 13 376 Hbegf,Areg,CcCCA425_2 CP

REACTOME_MRNA_SPLICING 2.53E-06 0.00011503 0.48888795 1.81235274 13 184 Snrpd3,Snrpf,LCCA425_2 CP

REACTOME_PROCESSING_OF_CAPPED_INTRON_CONTAINING_PRE_MRNA 2.68E-06 0.00011936 0.46134815 1.75631937 14 234 Snrpd3,Snrpf,LCCA425_2 CP

REACTOME_ECM_PROTEOGLYCANS 2.76E-06 0.00012032 -0.7205165 -2.1519484 12 42 Fn1,Col3a1,CoCCA425_2 CP

REACTOME_RESPIRATORY_ELECTRON_TRANSPORT_ATP_SYNTHESIS_BY_CHEMIOSMOTIC_COUPLING_AND_HEAT_PRODUCTION_BY_UNCOUPLING_PROTEINS 3.13E-06 0.00013374 0.55020228 1.9187107 16 114 Uqcrq,Cycs,AtpCCA425_2 CP

REACTOME_FBXL7_DOWN_REGULATES_AURKA_DURING_MITOTIC_ENTRY_AND_IN_EARLY_MITOSIS 3.20E-06 0.00013397 0.6807389 2.0704783 16 49 Psmb3,Psmc2,PCCA425_2 CP

REACTOME_STABILIZATION_OF_P53 3.76E-06 0.0001545 0.67293902 2.06169346 19 51 Psmb3,Psmc2,PCCA425_2 CP

REACTOME_DEFECTIVE_CFTR_CAUSES_CYSTIC_FIBROSIS 4.51E-06 0.00018166 0.66340339 2.05361743 23 54 Psmb3,Psmc2,PCCA425_2 CP

REACTOME_ASYMMETRIC_LOCALIZATION_OF_PCP_PROTEINS 5.64E-06 0.00021491 0.65586308 2.0434869 29 56 Psmb3,Psmc2,PCCA425_2 CP

REACTOME_DEGRADATION_OF_AXIN 5.46E-06 0.00021491 0.67571922 2.05521088 28 49 Psmb3,Psmc2,PCCA425_2 CP

REACTOME_DEGRADATION_OF_GLI1_BY_THE_PROTEASOME 5.64E-06 0.00021491 0.65986289 2.04265753 29 54 Psmb3,Psmc2,PCCA425_2 CP

REACTOME_NEGATIVE_REGULATION_OF_NOTCH4_SIGNALING 5.84E-06 0.00021856 0.66970822 2.04437497 30 50 Psmb3,Psmc2,PCCA425_2 CP

REACTOME_INTERLEUKIN_1_SIGNALING 6.14E-06 0.0002259 0.59202985 1.96983431 32 83 Psmb3,Psmc2,PCCA425_2 CP

REACTOME_M_PHASE 7.63E-06 0.0002715 -0.4125912 -1.6492808 32 320 Cenpf,Smc4,CeCCA425_2 CP

REACTOME_OTHER_INTERLEUKIN_SIGNALING 7.60E-06 0.0002715 0.47602683 1.76574898 41 185 Hbegf,Areg,CsCCA425_2 CP

REACTOME_COLLAGEN_BIOSYNTHESIS_AND_MODIFYING_ENZYMES 7.85E-06 0.00027446 -0.7225712 -2.1039016 36 37 Col3a1,P4ha1,CCCA425_2 CP

REACTOME_DEGRADATION_OF_BETA_CATENIN_BY_THE_DESTRUCTION_COMPLEX 8.95E-06 0.00030817 0.59975966 1.96776585 47 76 Myc,Psmb3,PsCCA425_2 CP

REACTOME_MAPK6_MAPK4_SIGNALING 9.13E-06 0.00030924 0.59510782 1.96468624 48 79 Jun,Mapk6,MyCCA425_2 CP

REACTOME_NONSENSE_MEDIATED_DECAY_NMD_INDEPENDENT_OF_THE_EXON_JUNCTION_COMPLEX_EJC 9.76E-06 0.00032062 -0.5690178 -1.9469649 44 91 Rps27,Rpl37a,RCCA425_2 CP

REACTOME_RRNA_PROCESSING 9.77E-06 0.00032062 0.47257874 1.75517172 53 187 Ddx21,Nop56,NCCA425_2 CP

REACTOME_REGULATION_OF_PTEN_STABILITY_AND_ACTIVITY 1.05E-05 0.00033929 0.62748648 1.99560971 55 63 Psmb3,Psmc2,PCCA425_2 CP

NABA_ECM_GLYCOPROTEINS 1.11E-05 0.00035358 -0.6576938 -2.0458092 51 52 Mgp,Postn,ThbCCA425_2 CP

REACTOME_INTERLEUKIN_1_FAMILY_SIGNALING 1.15E-05 0.00036016 0.5542631 1.89420692 61 99 Psmb3,Psmc2,PCCA425_2 CP

REACTOME_ABC_TRANSPORTER_DISORDERS 1.18E-05 0.00036038 0.63569484 1.99896048 62 59 Psmb3,Psmc2,PCCA425_2 CP

REACTOME_RRNA_PROCESSING_IN_THE_NUCLEUS_AND_CYTOSOL 1.18E-05 0.00036038 0.47556337 1.75851564 64 180 Ddx21,Nop56,NCCA425_2 CP

REACTOME_DOWNSTREAM_TCR_SIGNALING 1.29E-05 0.00038759 0.6101041 1.97499701 68 70 Psmb3,Psmc2,PCCA425_2 CP

REACTOME_METABOLISM_OF_AMINO_ACIDS_AND_DERIVATIVES 1.66E-05 0.00049141 0.43260886 1.66147983 92 255 Rars,Asns,PsphCCA425_2 CP

REACTOME_REGULATION_OF_RUNX2_EXPRESSION_AND_ACTIVITY 1.72E-05 0.00050395 0.61960285 1.97053722 91 63 Psmb3,Psmc2,PCCA425_2 CP

PID_SYNDECAN_1_PATHWAY 1.79E-05 0.00051009 -0.7694232 -2.0791786 84 26 Col3a1,Bsg,CoCCA425_2 CP

REACTOME_TCR_SIGNALING 1.79E-05 0.00051009 0.58136912 1.92322071 95 80 Psmb3,Psmc2,PCCA425_2 CP

REACTOME_GENE_AND_PROTEIN_EXPRESSION_BY_JAK_STAT_SIGNALING_AFTER_INTERLEUKIN_12_STIMULATION 1.84E-05 0.00051695 0.73129028 2.03328505 96 31 Taldo1,Anxa2,MCCA425_2 CP

REACTOME_MAPK_FAMILY_SIGNALING_CASCADES 1.88E-05 0.00052019 0.45863655 1.7134865 103 197 Hbegf,Areg,JunCCA425_2 CP

PID_HIF1_TFPATHWAY 2.05E-05 0.0005608 -0.644039 -2.0104567 95 53 Cp,Bnip3,Fos,ACCA425_2 CP

REACTOME_DEGRADATION_OF_THE_EXTRACELLULAR_MATRIX 2.17E-05 0.00058547 -0.6106064 -1.9770034 100 65 Fn1,Col3a1,BsCCA425_2 CP

REACTOME_HEDGEHOG_LIGAND_BIOGENESIS 2.37E-05 0.00063182 0.63901585 1.97812386 125 54 Psmb3,Psmc2,PCCA425_2 CP

REACTOME_FC_EPSILON_RECEPTOR_FCERI_SIGNALING 2.60E-05 0.00068588 0.5320232 1.84117106 140 108 Jun,Calm1,PsmCCA425_2 CP

REACTOME_HEDGEHOG_ON_STATE 2.67E-05 0.0006955 0.59707977 1.93283533 142 70 Psmb3,Psmc2,PCCA425_2 CP

PID_AURORA_B_PATHWAY 3.22E-05 0.00082738 -0.7140848 -2.0434983 151 34 Smc4,Smc2,InCCA425_2 CP

REACTOME_SCF_SKP2_MEDIATED_DEGRADATION_OF_P27_P21 3.46E-05 0.00087843 0.6296305 1.95543169 183 55 Ccnd1,Psmb3,PCCA425_2 CP

REACTOME_PCP_CE_PATHWAY 3.69E-05 0.00092749 0.58086578 1.901782 197 75 Psmb3,Psmc2,PCCA425_2 CP

REACTOME_DNA_STRAND_ELONGATION 3.89E-05 0.00096501 -0.7279629 -2.0432462 183 31 Lig1,Mcm7,RfcCCA425_2 CP

REACTOME_THE_ROLE_OF_GTSE1_IN_G2_M_PROGRESSION_AFTER_G2_CHECKPOINT 3.95E-05 0.00096981 0.60675479 1.92967627 210 63 Hsp90aa1,PsmCCA425_2 CP

REACTOME_RESPIRATORY_ELECTRON_TRANSPORT 4.15E-05 0.00100653 0.54212399 1.84428481 223 96 Uqcrq,Cycs,SdhCCA425_2 CP

REACTOME_RUNX1_REGULATES_TRANSCRIPTION_OF_GENES_INVOLVED_IN_DIFFERENTIATION_OF_HSCS 4.40E-05 0.00105606 0.57971198 1.89391823 235 74 Psmb3,Psmc2,PCCA425_2 CP

REACTOME_NCAM1_INTERACTIONS 4.96E-05 0.00117616 -0.7950071 -2.0254666 235 20 Col3a1,Col6a1CCA425_2 CP

NABA_COLLAGENS 5.08E-05 0.00117875 -0.8132742 -2.0220057 241 18 Col3a1,Col6a1CCA425_2 CP

REACTOME_COLLAGEN_CHAIN_TRIMERIZATION 5.08E-05 0.00117875 -0.8132742 -2.0220057 241 18 Col3a1,Col6a1CCA425_2 CP

REACTOME_SRP_DEPENDENT_COTRANSLATIONAL_PROTEIN_TARGETING_TO_MEMBRANE 5.17E-05 0.00118636 -0.5207878 -1.8284903 236 108 Rps27,Rpl37a,RCCA425_2 CP

REACTOME_TRNA_PROCESSING 5.72E-05 0.00129807 0.53172808 1.819908 308 100 Ran,Eprs,NsunCCA425_2 CP

REACTOME_COLLAGEN_DEGRADATION 5.87E-05 0.00131936 -0.72646 -2.024846 277 30 Col3a1,Col6a1CCA425_2 CP

REACTOME_CYCLIN_A:CDK2_ASSOCIATED_EVENTS_AT_S_PHASE_ENTRY 6.22E-05 0.00138328 0.56398094 1.86192411 333 79 Ccnd1,Myc,PsmCCA425_2 CP

REACTOME_SIGNALING_BY_PDGF 7.00E-05 0.00153978 -0.6557998 -1.9764138 328 44 Thbs1,Col3a1,PCCA425_2 CP

REACTOME_COPI_DEPENDENT_GOLGI_TO_ER_RETROGRADE_TRAFFIC 7.46E-05 0.00162364 -0.5682472 -1.8850141 345 75 Kif20b,Cenpe,KCCA425_2 CP

KEGG_GLYCINE_SERINE_AND_THREONINE_METABOLISM 8.03E-05 0.00173098 0.81622144 1.96015853 419 16 Psph,Cth,PhgdCCA425_2 CP

REACTOME_CELL_CYCLE_CHECKPOINTS 8.57E-05 0.00180701 -0.4137944 -1.6123292 376 248 Cenpf,Cenpe,UCCA425_2 CP

REACTOME_SIGNALING_BY_RHO_GTPASES 8.50E-05 0.00180701 -0.3931847 -1.5639681 368 304 Prc1,Cenpf,CenCCA425_2 CP

REACTOME_TRANSCRIPTIONAL_REGULATION_BY_RUNX3 8.64E-05 0.00180701 0.54328579 1.82410569 464 88 Ccnd1,Myc,PsmCCA425_2 CP

REACTOME_HOMOLOGOUS_DNA_PAIRING_AND_STRAND_EXCHANGE 8.73E-05 0.0018078 -0.6683053 -1.9768634 410 40 Rad50,Rad51,BCCA425_2 CP

REACTOME_HEDGEHOG_OFF_STATE 9.55E-05 0.00194352 0.53547172 1.81006529 514 92 Psmb3,Psmc2,TCCA425_2 CP

REACTOME_KINESINS 9.56E-05 0.00194352 -0.6810705 -1.9830644 450 37 Kif20b,Cenpe,KCCA425_2 CP

REACTOME_INTEGRIN_CELL_SURFACE_INTERACTIONS 0.00011476 0.00231033 -0.6549745 -1.9561958 539 42 Thbs1,Fn1,Col3CCA425_2 CP

NABA_MATRISOME_ASSOCIATED 0.00011591 0.00231164 -0.4277818 -1.6350887 514 208 Cst3,Cst3,Cst3CCA425_2 CP

KEGG_ECM_RECEPTOR_INTERACTION 0.0001171 0.00231374 -0.6547118 -1.9554111 550 42 Thbs1,Hmmr,FCCA425_2 CP

KEGG_HUNTINGTONS_DISEASE 0.00012045 0.00235819 0.46990433 1.6980537 659 149 Uqcrq,Slc25a5CCA425_2 CP

PID_ERBB_NETWORK_PATHWAY 0.00012304 0.00238695 0.91201043 1.84907887 636 8 Hbegf,Areg,HsCCA425_2 CP

REACTOME_HDR_THROUGH_HOMOLOGOUS_RECOMBINATION_HRR 0.00013752 0.00264388 -0.5827118 -1.8815284 640 64 Rad50,Rad51,BCCA425_2 CP

REACTOME_MRNA_CAPPING 0.00014229 0.00271112 0.70804685 1.94135136 748 29 Polr2h,Gtf2h1,PCCA425_2 CP

REACTOME_COLLAGEN_FORMATION 0.00016163 0.00303211 -0.6187457 -1.9108894 757 50 Col3a1,P4ha1,CCCA425_2 CP

REACTOME_NONSENSE_MEDIATED_DECAY_NMD 0.0001634 0.00303211 -0.4989397 -1.7586701 747 111 Rps27,Rpl37a,RCCA425_2 CP

REACTOME_ORC1_REMOVAL_FROM_CHROMATIN 0.00016329 0.00303211 0.57620867 1.84224373 871 65 Orc2,Psmb3,PsCCA425_2 CP

KEGG_SPLICEOSOME 0.00018548 0.00341219 0.48907653 1.7176612 1007 120 Snrpd3,Snrpf,LCCA425_2 CP

REACTOME_ASSEMBLY_OF_THE_PRE_REPLICATIVE_COMPLEX 0.00019357 0.00353051 0.57735052 1.83616119 1032 63 Orc2,Psmb3,PsCCA425_2 CP

REACTOME_PERK_REGULATES_GENE_EXPRESSION 0.00020231 0.00365873 0.71249594 1.9241002 1063 27 Asns,Eif2s2,AtCCA425_2 CP

REACTOME_INFLUENZA_INFECTION 0.00022012 0.00394738 -0.4598499 -1.6833972 995 146 Rps27,Rpl37a,RCCA425_2 CP

KEGG_PARKINSONS_DISEASE 0.00022727 0.00404163 0.50407568 1.7374985 1229 105 Uqcrq,Slc25a5CCA425_2 CP

REACTOME_BETA_CATENIN_INDEPENDENT_WNT_SIGNALING 0.00023736 0.00418609 0.49595335 1.72312212 1286 111 Calm1,Prkg2,MCCA425_2 CP

REACTOME_METABOLISM_OF_CARBOHYDRATES 0.00027574 0.00482324 -0.4189944 -1.5970632 1226 203 Gpi1,Ogn,HmmCCA425_2 CP

REACTOME_SIGNALING_BY_NOTCH4 0.00028949 0.00501224 0.55451155 1.79503573 1548 70 Psmb3,Psmc2,PCCA425_2 CP

REACTOME_UB_SPECIFIC_PROCESSING_PROTEASES 0.00029125 0.00501224 0.45316027 1.64435276 1597 154 Myc,Psmb3,PsCCA425_2 CP

REACTOME_DISEASES_OF_SIGNAL_TRANSDUCTION 0.00029669 0.00506513 0.3886808 1.51432865 1676 295 Hbegf,Areg,CaCCA425_2 CP

PID_FANCONI_PATHWAY 0.00030002 0.00508137 -0.6309691 -1.8931203 1410 43 Hes1,Rad50,BlCCA425_2 CP

REACTOME_METABOLISM_OF_NUCLEOTIDES 0.00032401 0.00544432 0.54102001 1.77504553 1736 76 Nme1,Gart,CtpCCA425_2 CP

REACTOME_FOLDING_OF_ACTIN_BY_CCT_TRIC 0.00036014 0.00600424 0.87809107 1.83371508 1868 9 Actb,Cct6a,CctCCA425_2 CP

REACTOME_HOMOLOGY_DIRECTED_REPAIR 0.00037504 0.00616471 -0.4908147 -1.7184293 1719 106 Ccna2,Clspn,RaCCA425_2 CP

REACTOME_RNA_POLYMERASE_II_TRANSCRIPTION_TERMINATION 0.00037554 0.00616471 0.56236528 1.79334624 2004 64 Snrpd3,Snrpf,FCCA425_2 CP

REACTOME_ANTIGEN_PROCESSING_CROSS_PRESENTATION 0.00038172 0.00617116 0.52271657 1.74564541 2052 85 Psmb3,Psmc2,PCCA425_2 CP

REACTOME_RHO_GTPASE_EFFECTORS 0.00037931 0.00617116 -0.4059765 -1.5623515 1679 221 Prc1,Cenpf,CenCCA425_2 CP

REACTOME_SHC1_EVENTS_IN_EGFR_SIGNALING 0.00042333 0.00679239 0.84497068 1.85442185 2203 11 Hbegf,Areg,EreCCA425_2 CP

REACTOME_G1_S_DNA_DAMAGE_CHECKPOINTS 0.00047294 0.0075317 0.56530142 1.78796034 2521 61 Psmb3,Psmc2,PCCA425_2 CP

REACTOME_MITOTIC_METAPHASE_AND_ANAPHASE 0.00048347 0.00764247 -0.4246872 -1.5948669 2165 179 Cenpf,Cenpe,UCCA425_2 CP

KEGG_DNA_REPLICATION 0.00048912 0.00767311 -0.6545673 -1.8844219 2308 35 Lig1,Mcm7,RnCCA425_2 CP

REACTOME_IRON_UPTAKE_AND_TRANSPORT 0.0004926 0.00767311 -0.6284637 -1.8680977 2318 41 Cp,Ftl1,Fth1,ACCA425_2 CP

PID_INTEGRIN1_PATHWAY 0.00056412 0.00872349 -0.6376892 -1.8668291 2658 38 Thbs1,Fn1,Col3CCA425_2 CP

REACTOME_FGFR2_MUTANT_RECEPTOR_ACTIVATION 0.00058019 0.00888965 0.75810777 1.87133004 3038 18 Polr2h,Polr2f,GCCA425_2 CP

REACTOME_SIGNALING_BY_FGFR2_IIIA_TM 0.0005832 0.00888965 0.76755719 1.86958007 3051 17 Polr2h,Polr2f,GCCA425_2 CP

REACTOME_DEUBIQUITINATION 0.00059684 0.00903303 0.40595526 1.53680138 3325 222 Actb,Myc,PsmCCA425_2 CP

REACTOME_CDK_MEDIATED_PHOSPHORYLATION_AND_REMOVAL_OF_CDC6 0.00064553 0.00963329 0.54777282 1.75574547 3447 66 Psmb3,Psmc2,PCCA425_2 CP

REACTOME_SIGNALING_BY_NOTCH 0.00064493 0.00963329 0.43940233 1.59819535 3540 157 Ccnd1,Jun,MycCCA425_2 CP

REACTOME_MHC_CLASS_II_ANTIGEN_PRESENTATION 0.00066552 0.00986258 -0.5117143 -1.7290925 3076 84 Cenpe,Kif23,KiCCA425_2 CP

REACTOME_INFECTIOUS_DISEASE 0.0006968 0.01018476 0.36996143 1.45683206 3962 331 Hbegf,Ran,Slc2CCA425_2 CP

REACTOME_TRANSCRIPTIONAL_REGULATION_BY_E2F6 0.00069251 0.01018476 -0.6516449 -1.8648138 3270 34 Ezh2,Rad51,CbCCA425_2 CP

REACTOME_INTERLEUKIN_12_SIGNALING 0.00072107 0.01046783 0.63346098 1.82566174 3809 37 Taldo1,Anxa2,MCCA425_2 CP

REACTOME_CONDENSATION_OF_PROMETAPHASE_CHROMOSOMES 0.00075161 0.01083742 -0.8399967 -1.8551273 3602 11 Smc4,Smc2,NcCCA425_2 CP

REACTOME_CRISTAE_FORMATION 0.0007812 0.0111884 0.68912662 1.8460755 4107 26 Atp5b,Hspa9,ACCA425_2 CP

REACTOME_FORMATION_OF_THE_EARLY_ELONGATION_COMPLEX 0.00082319 0.01171128 0.6486906 1.82694285 4340 33 Polr2h,Gtf2h1,PCCA425_2 CP

KEGG_FRUCTOSE_AND_MANNOSE_METABOLISM 0.00088539 0.01203458 -0.6916041 -1.8688914 4197 26 Aldoa,Aldoc,TpCCA425_2 CP

KEGG_VALINE_LEUCINE_AND_ISOLEUCINE_BIOSYNTHESIS 0.00088195 0.01203458 0.85970782 1.79532539 4576 9 Lars,Iars,Bcat1CCA425_2 CP

REACTOME_MRNA_SPLICING_MINOR_PATHWAY 0.00088357 0.01203458 0.57870334 1.77298221 4693 51 Snrpd3,Snrpf,ZCCA425_2 CP

REACTOME_PROCESSING_OF_DNA_DOUBLE_STRAND_BREAK_ENDS 0.00086269 0.01203458 -0.5359652 -1.7487557 4013 68 Ccna2,Clspn,RaCCA425_2 CP

REACTOME_PROTEIN_LOCALIZATION 0.00085714 0.01203458 0.44508088 1.59855668 4687 142 Hspd1,Chchd4,ACCA425_2 CP

REACTOME_TRANSLESION_SYNTHESIS_BY_POLK 0.00086934 0.01203458 -0.764694 -1.876058 4143 17 Rfc3,Pcna,UbaCCA425_2 CP

REACTOME_UPTAKE_AND_ACTIONS_OF_BACTERIAL_TOXINS 0.0008708 0.01203458 0.73083474 1.84787204 4564 20 Hbegf,Calm1,HCCA425_2 CP

REACTOME_BINDING_AND_UPTAKE_OF_LIGANDS_BY_SCAVENGER_RECEPTORS 0.00089119 0.01203669 -0.7365357 -1.8764971 4239 20 Col3a1,Col1a1CCA425_2 CP

BIOCARTA_EIF_PATHWAY 0.00090475 0.01214296 0.76695554 1.8418463 4731 16 Eif2s2,Eif2s1,ECCA425_2 CP

REACTOME_AURKA_ACTIVATION_BY_TPX2 0.00092256 0.01223467 -0.5281496 -1.7358862 4286 71 Hmmr,Tpx2,TuCCA425_2 CP

REACTOME_PROGRAMMED_CELL_DEATH 0.00092305 0.01223467 0.44475706 1.59591067 5046 141 Cycs,Ywhag,PsCCA425_2 CP

PID_MYC_ACTIV_PATHWAY 0.00092881 0.01223509 0.53379137 1.72385742 4967 69 Fosl1,Nme1,HCCA425_2 CP

REACTOME_NCAM_SIGNALING_FOR_NEURITE_OUT_GROWTH 0.0009844 0.01288784 -0.63313 -1.833182 4644 36 Col3a1,Col6a1CCA425_2 CP

REACTOME_CROSSLINKING_OF_COLLAGEN_FIBRILS 0.00099816 0.01298824 -0.8063806 -1.8556418 4774 13 Col1a1,Col1a2CCA425_2 CP

REACTOME_GRB2_EVENTS_IN_ERBB2_SIGNALING 0.00105007 0.01358089 0.82449723 1.80948961 5466 11 Hbegf,Ereg,KraCCA425_2 CP

REACTOME_G1_S_SPECIFIC_TRANSCRIPTION 0.00105692 0.01358717 -0.6741634 -1.8514876 5007 28 Cdk1,Pcna,TymCCA425_2 CP

REACTOME_CELLULAR_RESPONSE_TO_HYPOXIA 0.00112771 0.01432455 0.53801878 1.72014373 6021 65 Psmb3,Psmc2,PCCA425_2 CP

REACTOME_TELOMERE_C_STRAND_LAGGING_STRAND_SYNTHESIS 0.00112152 0.01432455 -0.7069073 -1.8589402 5324 23 Lig1,Rfc3,PcnaCCA425_2 CP

REACTOME_GLUTATHIONE_SYNTHESIS_AND_RECYCLING 0.00114844 0.01450158 0.8895032 1.74421739 5930 7 Chac1,Ggct,GcCCA425_2 CP

PID_AVB3_INTEGRIN_PATHWAY 0.00117334 0.01472881 -0.5580265 -1.7595026 5486 56 Fn1,Cdkn1b,CoCCA425_2 CP

REACTOME_METABOLISM_OF_NON_CODING_RNA 0.00118664 0.01480873 0.56889779 1.74917141 6307 52 Snrpd3,Snrpf,CCCA425_2 CP

REACTOME_TRNA_MODIFICATION_IN_THE_NUCLEUS_AND_CYTOSOL 0.00127323 0.01579694 0.6075667 1.77804359 6734 40 Eprs,Nsun2,TpCCA425_2 CP

REACTOME_SUMOYLATION 0.00135918 0.01666947 -0.4249474 -1.5637397 6137 152 Top2a,Incenp,BCCA425_2 CP

REACTOME_TCF_DEPENDENT_SIGNALING_IN_RESPONSE_TO_WNT 0.00135575 0.01666947 0.43454262 1.56622666 7422 146 Myc,Dkk2,PsmCCA425_2 CP

KEGG_PURINE_METABOLISM 0.00138308 0.01686572 0.47273098 1.6272577 7483 104 Nme1,Gart,PoCCA425_2 CP

PID_INTEGRIN3_PATHWAY 0.00140792 0.01707097 -0.6605291 -1.8278473 6667 29 Thbs1,Fn1,PdgCCA425_2 CP

KEGG_CITRATE_CYCLE_TCA_CYCLE 0.0014234 0.01716117 0.668062 1.80410603 7485 27 Mdh2,Sdhb,DlaCCA425_2 CP

REACTOME_NON_INTEGRIN_MEMBRANE_ECM_INTERACTIONS 0.00145731 0.0174714 -0.6094372 -1.7935598 6866 39 Thbs1,Fn1,Col3CCA425_2 CP

REACTOME_ACTIVATION_OF_THE_PRE_REPLICATIVE_COMPLEX 0.00155481 0.01844002 -0.6360091 -1.8087965 7348 33 Gmnn,Mcm7,DCCA425_2 CP

REACTOME_MITOCHONDRIAL_BIOGENESIS 0.00155539 0.01844002 0.4993141 1.65819158 8357 82 Calm1,Cycs,AtCCA425_2 CP

REACTOME_SHC1_EVENTS_IN_ERBB2_SIGNALING 0.00161524 0.01904375 0.75245395 1.8070207 8447 16 Hbegf,Ereg,KraCCA425_2 CP

REACTOME_CITRIC_ACID_CYCLE_TCA_CYCLE 0.00162859 0.0190461 0.69860742 1.80464408 8548 22 Mdh2,Sdhb,SuCCA425_2 CP

REACTOME_RESOLUTION_OF_D_LOOP_STRUCTURES_THROUGH_SYNTHESIS_DEPENDENT_STRAND_ANNEALING_SDSA 0.00163329 0.0190461 -0.6893812 -1.830168 7749 24 Rad50,Rad51,BCCA425_2 CP

REACTOME_LAGGING_STRAND_SYNTHESIS 0.00165752 0.01915058 -0.7292923 -1.8362347 7889 19 Lig1,Rfc3,PcnaCCA425_2 CP

REACTOME_RECOGNITION_OF_DNA_DAMAGE_BY_PCNA_CONTAINING_REPLICATION_COMPLEX 0.0016602 0.01915058 -0.6505696 -1.8133183 7857 30 Rfc3,Pcna,UbaCCA425_2 CP

BIOCARTA_SM_PATHWAY 0.00168158 0.01929301 0.77352994 1.79974484 8781 14 Snrpd3,Snrpf,SCCA425_2 CP

REACTOME_FORMATION_OF_HIV_ELONGATION_COMPLEX_IN_THE_ABSENCE_OF_HIV_TAT 0.00172513 0.01968676 0.59615293 1.75318796 9129 41 Tcea1,Polr2h,GCCA425_2 CP

REACTOME_ATF4_ACTIVATES_GENES_IN_RESPONSE_TO_ENDOPLASMIC_RETICULUM_STRESS 0.00173813 0.01972962 0.69692739 1.80030421 9123 22 Asns,Atf4,ExosCCA425_2 CP

PID_ATR_PATHWAY 0.00190068 0.02146055 -0.6112627 -1.7798061 8963 37 Ccna2,Clspn,MCCA425_2 CP

REACTOME_THE_PHOTOTRANSDUCTION_CASCADE 0.0019174 0.02153538 0.79550623 1.78338227 9992 12 Calm1,Metap1CCA425_2 CP

REACTOME_GAP_FILLING_DNA_REPAIR_SYNTHESIS_AND_LIGATION_IN_GG_NER 0.00194609 0.02162993 -0.6772012 -1.8143312 9230 25 Lig1,Rfc3,PcnaCCA425_2 CP

REACTOME_INSULIN_RECEPTOR_RECYCLING 0.00194053 0.02162993 -0.7340509 -1.8250364 9240 18 Atp6v1d,Atp6vCCA425_2 CP

REACTOME_DNA_DOUBLE_STRAND_BREAK_REPAIR 0.0019945 0.02205316 -0.4326948 -1.5643411 9063 133 Ccna2,Clspn,RaCCA425_2 CP

REACTOME_GLYCOLYSIS 0.00201891 0.02220803 -0.531902 -1.7031015 9422 61 Gpi1,Aldoa,EnCCA425_2 CP

REACTOME_REGULATION_OF_ACTIN_DYNAMICS_FOR_PHAGOCYTIC_CUP_FORMATION 0.00219935 0.02406874 0.56930601 1.71824887 11667 47 Actb,Hsp90aa1CCA425_2 CP

REACTOME_FGFR2_ALTERNATIVE_SPLICING 0.00223274 0.02430955 0.67529786 1.77812632 11732 24 Hnrnpm,Polr2hCCA425_2 CP

REACTOME_GLYCOSAMINOGLYCAN_METABOLISM 0.00224794 0.02435079 -0.4953578 -1.6538772 10418 78 Ogn,Hmmr,OmCCA425_2 CP

REACTOME_SWITCHING_OF_ORIGINS_TO_A_POST_REPLICATIVE_STATE 0.00230186 0.02480892 0.48793508 1.6265107 12375 84 Orc2,Psmb3,PsCCA425_2 CP

BIOCARTA_MSP_PATHWAY 0.00236789 0.02513971 0.99891295 1.33177391 11839 1 Csf1 CCA425_2 CP

PID_E2F_PATHWAY 0.00235824 0.02513971 -0.5210242 -1.6823444 10991 64 Cdkn1b,Cdk1,CCCA425_2 CP

REACTOME_RESOLUTION_OF_D_LOOP_STRUCTURES 0.00236763 0.02513971 -0.634648 -1.7813298 11201 31 Rad50,Rad51,BCCA425_2 CP

REACTOME_PTK6_PROMOTES_HIF1A_STABILIZATION 0.00241022 0.02546237 0.96703158 1.54641591 12222 3 Hbegf,Lrrk2 CCA425_2 CP

REACTOME_REGULATION_OF_PLK1_ACTIVITY_AT_G2_M_TRANSITION 0.00243417 0.02558873 -0.4804292 -1.6293566 11244 86 Tubb5,Cdk1,PpCCA425_2 CP

REACTOME_ELASTIC_FIBRE_FORMATION 0.00255896 0.02676871 -0.6378769 -1.7779404 12111 30 Fn1,Efemp1,ItCCA425_2 CP

REACTOME_GOLGI_TO_ER_RETROGRADE_TRANSPORT 0.00261195 0.02718974 -0.4527154 -1.5850369 11978 106 Kif20b,Cenpe,KCCA425_2 CP

REACTOME_GLUCONEOGENESIS 0.00266911 0.0276499 -0.6749702 -1.7919096 12664 24 Gpi1,Aldoa,EnCCA425_2 CP

REACTOME_HDMS_DEMETHYLATE_HISTONES 0.00274971 0.02834725 -0.6891131 -1.7940701 13062 22 Kdm3a,Arid5bCCA425_2 CP

REACTOME_ASSEMBLY_OF_COLLAGEN_FIBRILS_AND_OTHER_MULTIMERIC_STRUCTURES 0.00290553 0.02944644 -0.6232897 -1.7612696 13740 32 Col3a1,Col6a1CCA425_2 CP

REACTOME_NEDDYLATION 0.00291153 0.02944644 0.39710342 1.4757478 16102 188 Psmb3,Psmc2,PCCA425_2 CP

REACTOME_PROCESSING_OF_CAPPED_INTRONLESS_PRE_MRNA 0.00290821 0.02944644 0.64865163 1.7516882 15294 27 Snrpd3,Snrpf,FCCA425_2 CP

REACTOME_SYNDECAN_INTERACTIONS 0.00288351 0.02944644 -0.6799887 -1.788153 13690 23 Thbs1,Fn1,Col3CCA425_2 CP

REACTOME_TRANSCRIPTION_OF_THE_HIV_GENOME 0.00293381 0.02953189 0.52201713 1.65568039 15650 62 Tcea1,Taf10,PCCA425_2 CP

REACTOME_RNA_POLYMERASE_I_TRANSCRIPTION_TERMINATION 0.00299345 0.02999076 0.63056728 1.74133859 15765 30 Polr2h,TwistnbCCA425_2 CP

REACTOME_COMPLEX_I_BIOGENESIS 0.00311321 0.03104478 0.53975732 1.67086129 16560 54 Ndufaf4,NdufaCCA425_2 CP

REACTOME_TRANSFERRIN_ENDOCYTOSIS_AND_RECYCLING 0.00313316 0.03109848 -0.6930444 -1.7853757 14895 21 Atp6v1d,McolnCCA425_2 CP

REACTOME_SIGNALING_BY_HEDGEHOG 0.00317543 0.03137211 0.441551 1.54720183 17247 118 Psmb3,Psmc2,TCCA425_2 CP

BIOCARTA_EPHA4_PATHWAY 0.00333473 0.03264367 0.88628561 1.67202134 17164 6 Selp,Itgb1,RapCCA425_2 CP

REACTOME_PHOSPHORYLATION_OF_EMI1 0.00332203 0.03264367 -0.8922422 -1.6939284 16120 6 Cdk1,Cdc20,CcCCA425_2 CP

REACTOME_EGFR_TRANSACTIVATION_BY_GASTRIN 0.00335857 0.03272685 0.86392589 1.69406312 17344 7 Hbegf,Kras,NraCCA425_2 CP

REACTOME_HDR_THROUGH_SINGLE_STRAND_ANNEALING_SSA 0.00348197 0.03377512 -0.5984387 -1.7327358 16429 36 Rad50,Rad51,BCCA425_2 CP

REACTOME_ABORTIVE_ELONGATION_OF_HIV_1_TRANSCRIPT_IN_THE_ABSENCE_OF_TAT 0.0036255 0.03500822 0.66826368 1.74313795 19040 23 Polr2h,Polr2f,GCCA425_2 CP

REACTOME_DISEASES_OF_GLYCOSYLATION 0.00364556 0.03504334 -0.4668287 -1.5917246 16821 89 Thbs1,Ogn,CtsCCA425_2 CP

REACTOME_DISEASES_ASSOCIATED_WITH_GLYCOSAMINOGLYCAN_METABOLISM 0.00399532 0.03823327 -0.6359313 -1.7464888 18930 28 Ogn,Omd,HexbCCA425_2 CP

REACTOME_APC_C:CDC20_MEDIATED_DEGRADATION_OF_CYCLIN_B 0.00406231 0.03869985 -0.6691389 -1.7596214 19287 23 Ube2c,Cdk1,CdCCA425_2 CP

REACTOME_ASSOCIATION_OF_TRIC_CCT_WITH_TARGET_PROTEINS_DURING_BIOSYNTHESIS 0.00408035 0.03869985 0.59268092 1.69884023 21549 36 Nop56,Cct6a,CCCA425_2 CP

REACTOME_RNA_POLYMERASE_III_TRANSCRIPTION_INITIATION_FROM_TYPE_1_PROMOTER 0.00412413 0.03894203 0.6322249 1.72071677 21699 28 Polr3d,Crcp,PoCCA425_2 CP

REACTOME_INTRACELLULAR_SIGNALING_BY_SECOND_MESSENGERS 0.00418258 0.03931991 0.37306508 1.41957382 23360 233 Hbegf,Areg,JunCCA425_2 CP

BIOCARTA_MTA3_PATHWAY 0.00421322 0.03943425 -0.7795406 -1.7590268 20173 12 Aldoa,Gapdh,TCCA425_2 CP

REACTOME_APC_C:CDH1_MEDIATED_DEGRADATION_OF_CDC20_AND_OTHER_APC_C:CDH1_TARGETED_PROTEINS_IN_LATE_MITOSIS_EARLY_G1 0.00434448 0.04030925 0.50174942 1.61234767 23214 67 Psmb3,Psmc2,PCCA425_2 CP

REACTOME_SHC1_EVENTS_IN_ERBB4_SIGNALING 0.00433486 0.04030925 0.80114508 1.71730398 22533 10 Hbegf,Ereg,KraCCA425_2 CP

REACTOME_SUMOYLATION_OF_DNA_REPLICATION_PROTEINS 0.00437495 0.0404162 -0.5560905 -1.683173 20554 45 Top2a,Incenp,BCCA425_2 CP

REACTOME_REGULATION_OF_TP53_ACTIVITY 0.0044132 0.04041962 -0.4088401 -1.4939552 19980 144 Tpx2,Cdk1,CcnCCA425_2 CP
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REACTOME_REGULATION_OF_TP53_ACTIVITY_THROUGH_PHOSPHORYLATION 0.00439554 0.04041962 -0.4679846 -1.5842716 20314 85 Tpx2,Ccna2,RaCCA425_2 CP

REACTOME_ACTIVATION_OF_ATR_IN_RESPONSE_TO_REPLICATION_STRESS 0.00454665 0.04146393 -0.585854 -1.7058238 21442 37 Clspn,Mcm7,RCCA425_2 CP

REACTOME_ROS_AND_RNS_PRODUCTION_IN_PHAGOCYTES 0.00466244 0.0423389 -0.716869 -1.758727 22224 17 Atp6v1d,Atp6vCCA425_2 CP

REACTOME_GAB1_SIGNALOSOME 0.00471914 0.0426722 0.75550399 1.72665698 24615 13 Hbegf,Areg,EreCCA425_2 CP

KEGG_ARACHIDONIC_ACID_METABOLISM 0.0048449 0.04325948 0.75471359 1.72485057 25271 13 Ptgs2,Pla2g12CCA425_2 CP

KEGG_SYSTEMIC_LUPUS_ERYTHEMATOSUS 0.00481418 0.04325948 0.63353517 1.7108661 25318 27 Actn4,Snrpd3,HCCA425_2 CP

REACTOME_MITOCHONDRIAL_CALCIUM_ION_TRANSPORT 0.00484385 0.04325948 0.682513 1.72569339 25392 20 Parl,Letm1,StoCCA425_2 CP

REACTOME_ANCHORING_FIBRIL_FORMATION 0.00493283 0.04386105 -0.8216004 -1.7265101 23728 9 Col1a1,Col1a2CCA425_2 CP

KEGG_CELL_CYCLE 0.0049734 0.04403832 -0.4269875 -1.5184396 22719 118 Cdkn1b,Cdk1,CCCA425_2 CP

REACTOME_SUMOYLATION_OF_INTRACELLULAR_RECEPTORS 0.00499776 0.04407115 -0.695363 -1.7508066 23789 19 Thra,Nr3c1,PiaCCA425_2 CP

BIOCARTA_PEPI_PATHWAY 0.00511787 0.04494457 -0.9586279 -1.5378328 25225 3 Grn,Slpi CCA425_2 CP

REACTOME_INTERCONVERSION_OF_NUCLEOTIDE_DI_AND_TRIPHOSPHATES 0.00526192 0.04602026 0.64300119 1.70801121 27659 25 Nme1,Ctps,TxnCCA425_2 CP

REACTOME_SIGNALING_BY_WNT 0.00555676 0.04840052 0.37719254 1.41860564 30884 209 Calm1,Prkg2,MCCA425_2 CP

REACTOME_DISORDERS_OF_TRANSMEMBRANE_TRANSPORTERS 0.00562039 0.04872649 0.43768414 1.51669934 30450 109 Psmb3,Psmc2,RCCA425_2 CP

REACTOME_MITOCHONDRIAL_TRNA_AMINOACYLATION 0.00563985 0.04872649 0.66943411 1.71134506 29584 21 Gars,Tars2,KarCCA425_2 CP

REACTOME_CHROMOSOME_MAINTENANCE 0.00566813 0.04877333 -0.4844022 -1.5921 26338 71 Hjurp,Lig1,MisCCA425_2 CP

REACTOME_INTRINSIC_PATHWAY_OF_FIBRIN_CLOT_FORMATION 0.00583316 0.04999181 0.98045874 1.44276592 29371 2 C1qbp,Prcp CCA425_2 CP

HALLMARK_G2M_CHECKPOINT 2.24E-07 1.87E-06 -0.5627075 -2.1284468 0 190 Top2a,Nusap1CCA425_2 H

HALLMARK_HYPOXIA 2.21E-07 1.87E-06 -0.6252242 -2.282444 0 143 Cp,Gpi1,Fos,AlCCA425_2 H

HALLMARK_MITOTIC_SPINDLE 2.23E-07 1.87E-06 -0.6335096 -2.3886726 0 185 Top2a,Nusap1CCA425_2 H

HALLMARK_MYC_TARGETS_V1 1.80E-07 1.87E-06 0.67491393 2.52457087 0 199 Ddx21,Nolc1,NCCA425_2 H

HALLMARK_MYC_TARGETS_V2 1.88E-07 1.87E-06 0.77662392 2.43514104 0 58 Nolc1,Nop56,HCCA425_2 H

HALLMARK_UNFOLDED_PROTEIN_RESPONSE 1.85E-07 1.87E-06 0.60861435 2.10359132 0 107 Asns,Nolc1,NoCCA425_2 H

HALLMARK_EPITHELIAL_MESENCHYMAL_TRANSITION 6.58E-07 4.70E-06 -0.5492371 -1.9667995 2 124 Mgp,Postn,ThbCCA425_2 H

HALLMARK_MTORC1_SIGNALING 1.27E-06 7.91E-06 0.48880064 1.81776895 6 189 Asns,Psph,CacCCA425_2 H

HALLMARK_OXIDATIVE_PHOSPHORYLATION 1.45E-06 8.03E-06 0.4866115 1.81389405 7 193 Uqcrq,Slc25a5CCA425_2 H

HALLMARK_E2F_TARGETS 2.24E-06 1.12E-05 -0.4806952 -1.8249051 9 196 Top2a,Hmmr,SCCA425_2 H

HALLMARK_ALLOGRAFT_REJECTION 9.11E-05 0.00041421 0.5460519 1.82358552 489 85 Rars,Csf1,NmeCCA425_2 H

HALLMARK_GLYCOLYSIS 0.0001602 0.00066749 -0.4547965 -1.6790768 722 156 Hmmr,Aldoa,ECCA425_2 H

HALLMARK_COAGULATION 0.00034013 0.0013082 -0.56998 -1.8301208 1586 62 Thbs1,Fn1,LamCCA425_2 H

HALLMARK_INFLAMMATORY_RESPONSE 0.00102576 0.00366342 0.49746624 1.6731742 5523 89 Hbegf,Rgs16,CCCA425_2 H

HALLMARK_UV_RESPONSE_DN 0.00237954 0.00793179 -0.4413914 -1.5715381 10868 119 Cdkn1b,Col3a1CCA425_2 H

HALLMARK_ADIPOGENESIS 0.00290793 0.00908729 0.4095564 1.49768636 15986 164 Uqcrq,Ghitm,SCCA425_2 H

HALLMARK_TGF_BETA_SIGNALING 0.00657939 0.01935114 -0.5283325 -1.631402 30855 50 Thbs1,Junb,Id3CCA425_2 H

HALLMARK_MYOGENESIS 0.01083892 0.03010811 -0.4219412 -1.4730921 49741 104 Col3a1,Col1a1CCA425_2 H

HALLMARK_APOPTOSIS 0.01422458 0.03743311 -0.3996735 -1.4263646 64933 121 Top2a,Cdkn1b,TCCA425_2 H

HALLMARK_KRAS_SIGNALING_UP 0.0185269 0.04631724 0.4112586 1.41960672 100303 106 Hbegf,Rgs16,PCCA425_2 H

KEGG_CELL_CYCLE 1.20E-07 8.02E-06 0.75548644 2.215461 0 118 Cdc20,Ccnb2,PCCA425_3 CP

KEGG_DNA_REPLICATION 1.44E-07 8.02E-06 0.87406466 2.18040126 0 36 Lig1,Pcna,McmCCA425_3 CP

KEGG_SPLICEOSOME 1.20E-07 8.02E-06 0.70259436 2.0639876 0 120 Lsm3,Lsm4,SrsCCA425_3 CP

PID_ATR_PATHWAY 1.44E-07 8.02E-06 0.85346616 2.13848965 0 37 Ccna2,Rad51,MCCA425_3 CP

PID_AURORA_B_PATHWAY 1.45E-07 8.02E-06 0.89063006 2.20104101 0 34 Birc5,Smc4,KifCCA425_3 CP

PID_PLK1_PATHWAY 1.40E-07 8.02E-06 0.86041819 2.20843372 0 43 Cenpe,Prc1,TpCCA425_3 CP

REACTOME_ACTIVATION_OF_ATR_IN_RESPONSE_TO_REPLICATION_STRESS 1.44E-07 8.02E-06 0.86702215 2.17245628 0 37 Dbf4,Mcm7,ClCCA425_3 CP

REACTOME_ACTIVATION_OF_THE_PRE_REPLICATIVE_COMPLEX 1.46E-07 8.02E-06 0.89264666 2.19511215 0 33 Dbf4,Gmnn,MCCA425_3 CP

REACTOME_ANCHORING_OF_THE_BASAL_BODY_TO_THE_PLASMA_MEMBRANE 1.25E-07 8.02E-06 0.73507484 2.09626519 0 92 Cdk1,Ckap5,TuCCA425_3 CP

REACTOME_AURKA_ACTIVATION_BY_TPX2 1.30E-07 8.02E-06 0.8033838 2.21758009 0 71 Hmmr,Tpx2,CdCCA425_3 CP

REACTOME_CELL_CYCLE_CHECKPOINTS 1.08E-07 8.02E-06 0.74108469 2.31688487 0 252 Cenpe,Cenpf,UCCA425_3 CP

REACTOME_CELL_CYCLE_MITOTIC 1.03E-07 8.02E-06 0.76660842 2.46764059 0 463 Top2a,Cenpe,CCCA425_3 CP

REACTOME_CENTROSOME_MATURATION 1.28E-07 8.02E-06 0.75559449 2.11469151 0 79 Cdk1,Ckap5,TuCCA425_3 CP

REACTOME_CILIUM_ASSEMBLY 1.14E-07 8.02E-06 0.63822277 1.94065573 0 173 Cdk1,Tuba1b,CCCA425_3 CP

REACTOME_COPI_DEPENDENT_GOLGI_TO_ER_RETROGRADE_TRAFFIC 1.29E-07 8.02E-06 0.75129169 2.09231985 0 76 Cenpe,Kif20b,KCCA425_3 CP

REACTOME_DNA_REPLICATION 1.20E-07 8.02E-06 0.761475 2.2388739 0 121 Ube2c,Ccna2,LCCA425_3 CP

REACTOME_DNA_REPLICATION_PRE_INITIATION 1.28E-07 8.02E-06 0.74053468 2.07581222 0 80 Dbf4,Gmnn,MCCA425_3 CP

REACTOME_DNA_STRAND_ELONGATION 1.47E-07 8.02E-06 0.90506779 2.21402224 0 32 Lig1,Pcna,McmCCA425_3 CP

REACTOME_FACTORS_INVOLVED_IN_MEGAKARYOCYTE_DEVELOPMENT_AND_PLATELET_PRODUCTION 1.23E-07 8.02E-06 0.73174943 2.11203112 0 102 Cenpe,Kif20b,KCCA425_3 CP

REACTOME_HDR_THROUGH_HOMOLOGOUS_RECOMBINATION_HRR 1.32E-07 8.02E-06 0.77020289 2.10504381 0 66 Pcna,Rad51,BlCCA425_3 CP

REACTOME_HIV_INFECTION 1.11E-07 8.02E-06 0.60312993 1.8568413 0 202 Lig1,Ranbp1,RCCA425_3 CP

REACTOME_KINESINS 1.43E-07 8.02E-06 0.89660687 2.25643285 0 38 Cenpe,Kif20b,KCCA425_3 CP

REACTOME_M_PHASE 1.06E-07 8.02E-06 0.74237911 2.35436099 0 324 Cenpe,Cenpf,UCCA425_3 CP

REACTOME_MITOTIC_G1_G1_S_PHASES 1.17E-07 8.02E-06 0.73194062 2.18669948 0 142 Top2a,Cks1b,CCCA425_3 CP

REACTOME_MITOTIC_G2_G2_M_PHASES 1.13E-07 8.02E-06 0.7235492 2.20832858 0 181 Cenpf,Hmmr,TCCA425_3 CP

REACTOME_MITOTIC_METAPHASE_AND_ANAPHASE 1.13E-07 8.02E-06 0.79536379 2.42527606 0 179 Cenpe,Cenpf,UCCA425_3 CP

REACTOME_MITOTIC_PROMETAPHASE 1.13E-07 8.02E-06 0.82890324 2.52872532 0 180 Cenpe,Cenpf,BCCA425_3 CP

REACTOME_MITOTIC_SPINDLE_CHECKPOINT 1.22E-07 8.02E-06 0.83426309 2.41321201 0 104 Cenpe,Cenpf,UCCA425_3 CP

REACTOME_MRNA_SPLICING 1.13E-07 8.02E-06 0.6820008 2.08428501 0 184 Lsm3,Lsm4,HnCCA425_3 CP

REACTOME_PROCESSING_OF_CAPPED_INTRON_CONTAINING_PRE_MRNA 1.09E-07 8.02E-06 0.69657781 2.16721846 0 234 Ndc1,Lsm3,LsmCCA425_3 CP

REACTOME_RECRUITMENT_OF_NUMA_TO_MITOTIC_CENTROSOMES 1.27E-07 8.02E-06 0.77137659 2.1723028 0 83 Cdk1,Tuba1b,CCCA425_3 CP

REACTOME_REGULATION_OF_PLK1_ACTIVITY_AT_G2_M_TRANSITION 1.26E-07 8.02E-06 0.75356787 2.13149994 0 86 Ccnb2,Cdk1,CkCCA425_3 CP

REACTOME_REGULATION_OF_TP53_ACTIVITY_THROUGH_PHOSPHORYLATION 1.26E-07 8.02E-06 0.72923974 2.06268674 0 86 Tpx2,Ccna2,AuCCA425_3 CP

REACTOME_RESOLUTION_OF_SISTER_CHROMATID_COHESION 1.22E-07 8.02E-06 0.85738171 2.49052784 0 108 Cenpe,Cenpf,BCCA425_3 CP

REACTOME_RHO_GTPASE_EFFECTORS 1.10E-07 8.02E-06 0.69480081 2.15590208 0 225 Cenpe,Cenpf,PCCA425_3 CP

REACTOME_RHO_GTPASES_ACTIVATE_FORMINS 1.20E-07 8.02E-06 0.82258458 2.41433057 0 119 Cenpe,Cenpf,BCCA425_3 CP

REACTOME_S_PHASE 1.16E-07 8.02E-06 0.74871904 2.25100535 0 152 Ube2c,Cks1b,CCCA425_3 CP

REACTOME_SIGNALING_BY_RHO_GTPASES 1.06E-07 8.02E-06 0.65320408 2.06682714 0 310 Cenpe,Cenpf,PCCA425_3 CP

REACTOME_SUMOYLATION 1.16E-07 8.02E-06 0.6793535 2.04245956 0 152 Top2a,Birc5,InCCA425_3 CP

REACTOME_CONDENSATION_OF_PROMETAPHASE_CHROMOSOMES 1.69E-07 8.99E-06 0.97500562 1.96166916 0 11 Smc4,Smc2,NcCCA425_3 CP

REACTOME_DNA_REPAIR 2.14E-07 1.10E-05 0.57926097 1.82370533 1 283 Ccna2,Lig1,PcnCCA425_3 CP

REACTOME_ORGANELLE_BIOGENESIS_AND_MAINTENANCE 2.16E-07 1.10E-05 0.58655772 1.83512558 1 255 Cdk1,Tuba1b,CCCA425_3 CP

REACTOME_METALLOTHIONEINS_BIND_METALS 2.42E-07 1.18E-05 -0.9721105 -2.1174045 0 10 Mt1,Mt1,Mt1,MCCA425_3 CP

REACTOME_RESPONSE_TO_METAL_IONS 2.49E-07 1.18E-05 -0.9530131 -2.1753757 0 12 Mt1,Mt1,Mt1,MCCA425_3 CP

REACTOME_SCAVENGING_BY_CLASS_A_RECEPTORS 2.49E-07 1.18E-05 -0.9372206 -2.1393274 0 12 Col1a1,Col1a2CCA425_3 CP

REACTOME_REGULATION_OF_MITOTIC_CELL_CYCLE 2.55E-07 1.18E-05 0.73661107 2.06481384 1 80 Ube2c,Cdc20,PCCA425_3 CP

REACTOME_HOMOLOGOUS_DNA_PAIRING_AND_STRAND_EXCHANGE 2.82E-07 1.25E-05 0.81401 2.08157647 1 42 Rad51,Blm,RaCCA425_3 CP

REACTOME_SUMOYLATION_OF_DNA_REPLICATION_PROTEINS 2.79E-07 1.25E-05 0.80402183 2.07831088 1 45 Top2a,Birc5,InCCA425_3 CP

PID_INTEGRIN1_PATHWAY 3.32E-07 1.33E-05 -0.7764667 -2.3199286 0 38 Fn1,Thbs1,Col1CCA425_3 CP

REACTOME_ASSEMBLY_OF_COLLAGEN_FIBRILS_AND_OTHER_MULTIMERIC_STRUCTURES 3.14E-07 1.33E-05 -0.8443136 -2.4326558 0 32 Col1a1,Col6a1CCA425_3 CP

REACTOME_COLLAGEN_BIOSYNTHESIS_AND_MODIFYING_ENZYMES 3.29E-07 1.33E-05 -0.8385214 -2.4915881 0 37 Col1a1,P4ha1,PCCA425_3 CP

REACTOME_COLLAGEN_DEGRADATION 3.08E-07 1.33E-05 -0.8365764 -2.3764553 0 30 Col1a1,Col6a1CCA425_3 CP

REACTOME_ECM_PROTEOGLYCANS 3.44E-07 1.33E-05 -0.8275959 -2.5236522 0 42 Fn1,Col1a1,CoCCA425_3 CP

REACTOME_INTEGRIN_CELL_SURFACE_INTERACTIONS 3.44E-07 1.33E-05 -0.7928817 -2.4177955 0 42 Fn1,Thbs1,Col1CCA425_3 CP

REACTOME_NON_INTEGRIN_MEMBRANE_ECM_INTERACTIONS 3.35E-07 1.33E-05 -0.7748141 -2.3275358 0 39 Fn1,Thbs1,Col1CCA425_3 CP

NABA_ECM_GLYCOPROTEINS 3.75E-07 1.40E-05 -0.8018262 -2.5500136 0 52 Fn1,Postn,ThbCCA425_3 CP

REACTOME_COLLAGEN_FORMATION 3.69E-07 1.40E-05 -0.8174268 -2.5799821 0 50 Col1a1,P4ha1,PCCA425_3 CP

REACTOME_DEGRADATION_OF_THE_EXTRACELLULAR_MATRIX 4.14E-07 1.52E-05 -0.7671095 -2.5421784 0 65 Fn1,Col1a1,BsCCA425_3 CP

KEGG_RIBOSOME 4.72E-07 1.64E-05 -0.7519822 -2.5976143 0 83 Rps27,Rps28,RCCA425_3 CP

NABA_CORE_MATRISOME 4.66E-07 1.64E-05 -0.8153939 -2.8053756 0 81 Ogn,Fn1,PostnCCA425_3 CP

NABA_ECM_REGULATORS 4.76E-07 1.64E-05 -0.7397687 -2.5603419 0 84 Timp3,P4ha1,PCCA425_3 CP

REACTOME_G2_M_CHECKPOINTS 4.70E-07 1.64E-05 0.64502474 1.92038853 3 137 Ccnb2,Cdk1,DbCCA425_3 CP

REACTOME_NONSENSE_MEDIATED_DECAY_NMD_INDEPENDENT_OF_THE_EXON_JUNCTION_COMPLEX_EJC 5.00E-07 1.69E-05 -0.7186766 -2.519042 0 91 Rps27,Rps28,RCCA425_3 CP

KEGG_LYSOSOME 5.24E-07 1.74E-05 -0.6981466 -2.4752245 0 98 Npc2,Lamp2,CCCA425_3 CP

NABA_COLLAGENS 5.40E-07 1.74E-05 -0.8781537 -2.2164284 1 18 Col1a1,Col6a1CCA425_3 CP

REACTOME_COLLAGEN_CHAIN_TRIMERIZATION 5.40E-07 1.74E-05 -0.8781537 -2.2164284 1 18 Col1a1,Col6a1CCA425_3 CP

REACTOME_SELENOAMINO_ACID_METABOLISM 5.52E-07 1.75E-05 -0.6033712 -2.1643107 0 106 Rps27,Rps28,RCCA425_3 CP

REACTOME_SRP_DEPENDENT_COTRANSLATIONAL_PROTEIN_TARGETING_TO_MEMBRANE 5.60E-07 1.75E-05 -0.7110388 -2.5576796 0 108 Rps27,Rps28,RCCA425_3 CP

REACTOME_NONSENSE_MEDIATED_DECAY_NMD 5.71E-07 1.76E-05 -0.618052 -2.2318151 0 111 Rps27,Rps28,RCCA425_3 CP

REACTOME_EUKARYOTIC_TRANSLATION_INITIATION 5.86E-07 1.78E-05 -0.6157561 -2.2347068 0 115 Rps27,Rps28,RCCA425_3 CP

REACTOME_EXTENSION_OF_TELOMERES 5.95E-07 1.79E-05 0.86268991 2.07545301 3 29 Lig1,Pcna,PolaCCA425_3 CP

KEGG_FOCAL_ADHESION 6.64E-07 1.97E-05 -0.5301118 -1.9669593 0 135 Fn1,Thbs1,Col1CCA425_3 CP

REACTOME_EXTRACELLULAR_MATRIX_ORGANIZATION 7.37E-07 2.10E-05 -0.7297431 -2.7489613 0 152 Fn1,Thbs1,Col1CCA425_3 CP

REACTOME_GOLGI_TO_ER_RETROGRADE_TRANSPORT 7.32E-07 2.10E-05 0.6869573 1.99342484 5 107 Cenpe,Kif20b,KCCA425_3 CP

REACTOME_PLATELET_ACTIVATION_SIGNALING_AND_AGGREGATION 7.29E-07 2.10E-05 -0.5366061 -2.017972 0 150 Fn1,Aldoa,TimCCA425_3 CP

KEGG_OOCYTE_MEIOSIS 7.53E-07 2.11E-05 0.70221879 1.99461841 5 89 Cdc20,Ccnb2,PCCA425_3 CP

REACTOME_LAGGING_STRAND_SYNTHESIS 7.83E-07 2.17E-05 0.90789471 2.04501509 4 20 Lig1,Pcna,PolaCCA425_3 CP

REACTOME_REGULATION_OF_INSULIN_LIKE_GROWTH_FACTOR_IGF_TRANSPORT_AND_UPTAKE_BY_INSULIN_LIKE_GROWTH_FACTOR_BINDING_PROTEINS_IGFBPS 8.04E-07 2.20E-05 -0.6903072 -2.2615456 1 61 Fn1,Cp,Cst3,SpCCA425_3 CP

PID_FOXM1_PATHWAY 8.65E-07 2.30E-05 0.82772569 2.0648062 5 36 Cenpf,Birc5,CeCCA425_3 CP

REACTOME_RESOLUTION_OF_ABASIC_SITES_AP_SITES 8.62E-07 2.30E-05 0.82391499 2.0644447 5 37 Lig1,Pcna,Rfc4CCA425_3 CP

REACTOME_ACTIVATION_OF_APC_C_AND_APC_C:CDC20_MEDIATED_DEGRADATION_OF_MITOTIC_PROTEINS 9.12E-07 2.35E-05 0.72323444 1.99253772 6 70 Ube2c,Cdc20,PCCA425_3 CP

REACTOME_DISEASES_ASSOCIATED_WITH_GLYCOSAMINOGLYCAN_METABOLISM 9.06E-07 2.35E-05 -0.8032554 -2.2473308 2 28 Ogn,Omd,GpcCCA425_3 CP

REACTOME_SIGNALING_BY_ROBO_RECEPTORS 9.16E-07 2.35E-05 -0.4763185 -1.8420221 0 189 Rps27,Rps28,RCCA425_3 CP

REACTOME_DISEASES_OF_GLYCOSYLATION 9.72E-07 2.47E-05 -0.6131193 -2.1337488 1 87 Ogn,Thbs1,OmCCA425_3 CP

REACTOME_TRANSPORT_OF_MATURE_TRANSCRIPT_TO_CYTOPLASM 1.02E-06 2.56E-05 0.71328451 1.99942654 7 80 Ndc1,Nup85,SCCA425_3 CP

NABA_MATRISOME_ASSOCIATED 1.05E-06 2.60E-05 -0.5923896 -2.3211497 0 213 Timp3,P4ha1,PCCA425_3 CP

PID_SYNDECAN_1_PATHWAY 1.18E-06 2.90E-05 -0.8091722 -2.2267043 3 26 Col1a1,Bsg,CoCCA425_3 CP

REACTOME_REGULATION_OF_EXPRESSION_OF_SLITS_AND_ROBOS 1.47E-06 3.57E-05 -0.5057537 -1.9051873 1 152 Rps27,Rps28,RCCA425_3 CP

REACTOME_TELOMERE_C_STRAND_LAGGING_STRAND_SYNTHESIS 1.53E-06 3.66E-05 0.87739977 2.04225038 9 24 Lig1,Pcna,PolaCCA425_3 CP

NABA_MATRISOME 1.64E-06 3.85E-05 -0.6822726 -2.760371 0 294 Ogn,Fn1,PostnCCA425_3 CP

REACTOME_SWITCHING_OF_ORIGINS_TO_A_POST_REPLICATIVE_STATE 1.65E-06 3.85E-05 0.70028338 1.97502838 12 84 Ube2c,Ccna2,MCCA425_3 CP

REACTOME_SIGNALING_BY_RECEPTOR_TYROSINE_KINASES 1.83E-06 4.23E-05 -0.4325395 -1.7607364 0 315 Fn1,Thbs1,Col1CCA425_3 CP

REACTOME_HOST_INTERACTIONS_OF_HIV_FACTORS 2.06E-06 4.71E-05 0.65671524 1.9170874 16 113 Ranbp1,RangaCCA425_3 CP

REACTOME_DNA_DOUBLE_STRAND_BREAK_REPAIR 2.11E-06 4.79E-05 0.62962715 1.87587468 17 138 Ccna2,Pcna,RaCCA425_3 CP

REACTOME_TRNA_PROCESSING 2.33E-06 5.23E-05 0.66979825 1.93322289 18 102 Ndc1,Ran,NupCCA425_3 CP

REACTOME_CHROMOSOME_MAINTENANCE 2.44E-06 5.42E-05 0.71039811 1.97843272 18 76 Cenpa,Lig1,HjuCCA425_3 CP

PID_E2F_PATHWAY 2.91E-06 6.39E-05 0.72574745 1.97522268 21 64 Cdk1,Ccna2,RaCCA425_3 CP

PID_HIF1_TFPATHWAY 3.02E-06 6.57E-05 -0.681029 -2.1738095 7 53 Aldoa,Cp,Bnip3CCA425_3 CP

REACTOME_G1_S_SPECIFIC_TRANSCRIPTION 3.29E-06 7.08E-05 0.85103141 2.03511936 21 28 Cdk1,Pcna,Tk1CCA425_3 CP

KEGG_PYRIMIDINE_METABOLISM 3.79E-06 8.08E-05 0.68934853 1.94703936 29 85 Tk1,Rrm2,TymCCA425_3 CP

REACTOME_HDR_THROUGH_SINGLE_STRAND_ANNEALING_SSA 3.88E-06 8.18E-05 0.80540776 2.01807202 26 37 Rad51,Blm,ToCCA425_3 CP

REACTOME_METABOLISM_OF_NON_CODING_RNA 4.09E-06 8.55E-05 0.7540883 1.99227168 29 52 Ndc1,Nup85,SCCA425_3 CP

REACTOME_TRNA_PROCESSING_IN_THE_NUCLEUS 4.18E-06 8.65E-05 0.73971641 1.97550686 30 56 Ndc1,Ran,NupCCA425_3 CP

REACTOME_RESPONSE_TO_ELEVATED_PLATELET_CYTOSOLIC_CA2PLUS 4.46E-06 9.14E-05 -0.5995727 -2.0366739 9 75 Fn1,Aldoa,TimCCA425_3 CP

REACTOME_REGULATION_OF_TP53_ACTIVITY 5.13E-06 0.00010412 0.61471312 1.83893231 43 144 Tpx2,Cdk1,CcnCCA425_3 CP

PID_AURORA_A_PATHWAY 5.48E-06 0.00011011 0.83658079 2.02440992 36 30 Tpx2,Birc5,CenCCA425_3 CP

REACTOME_AXON_GUIDANCE 5.53E-06 0.00011016 -0.3871759 -1.6057083 1 395 Col6a1,Col6a2CCA425_3 CP

REACTOME_RESOLUTION_OF_AP_SITES_VIA_THE_MULTIPLE_NUCLEOTIDE_PATCH_REPLACEMENT_PATHWAY 6.07E-06 0.00011987 0.85613659 2.0072151 39 25 Lig1,Pcna,Rfc4CCA425_3 CP

REACTOME_ELASTIC_FIBRE_FORMATION 6.47E-06 0.00012653 -0.7621605 -2.1650629 20 30 Fn1,Fbn1,Lox,TCCA425_3 CP

REACTOME_NCAM1_INTERACTIONS 8.31E-06 0.0001609 -0.824708 -2.1348254 29 20 Col6a1,Col6a2CCA425_3 CP

REACTOME_G0_AND_EARLY_G1 9.82E-06 0.00018849 0.84292539 1.98996878 64 26 Top2a,Cdk1,CcCCA425_3 CP

REACTOME_SYNDECAN_INTERACTIONS 1.00E-05 0.00019071 -0.7994217 -2.1388924 34 23 Fn1,Thbs1,Col1CCA425_3 CP

REACTOME_CYCLIN_A_B1_B2_ASSOCIATED_EVENTS_DURING_G2_M_TRANSITION 1.08E-05 0.00020453 0.85357593 1.98679762 70 24 Ccnb2,Cdk1,CcCCA425_3 CP

REACTOME_THE_ROLE_OF_GTSE1_IN_G2_M_PROGRESSION_AFTER_G2_CHECKPOINT 1.13E-05 0.00021044 0.7144512 1.94023492 84 63 Ccnb2,Cdk1,TuCCA425_3 CP

PID_ATM_PATHWAY 1.33E-05 0.00024736 0.80965082 1.98060848 90 32 Blm,Smc1a,H2CCA425_3 CP

REACTOME_RESOLUTION_OF_D_LOOP_STRUCTURES 1.43E-05 0.00026287 0.80476945 1.97901283 97 33 Rad51,Blm,RaCCA425_3 CP

REACTOME_MHC_CLASS_II_ANTIGEN_PRESENTATION 1.58E-05 0.00028824 0.67232348 1.8961723 124 84 Cenpe,Kif23,TuCCA425_3 CP

REACTOME_NUCLEAR_ENVELOPE_BREAKDOWN 1.70E-05 0.00030728 0.74033983 1.94457085 123 50 Ccnb2,Cdk1,CcCCA425_3 CP

REACTOME_APC_C:CDH1_MEDIATED_DEGRADATION_OF_CDC20_AND_OTHER_APC_C:CDH1_TARGETED_PROTEINS_IN_LATE_MITOSIS_EARLY_G1 1.81E-05 0.00032422 0.69858496 1.91318249 137 67 Ube2c,Cdc20,PCCA425_3 CP

KEGG_HOMOLOGOUS_RECOMBINATION 1.94E-05 0.00034428 0.82946894 1.97102418 128 27 Rad51,Blm,RaCCA425_3 CP

REACTOME_PCNA_DEPENDENT_LONG_PATCH_BASE_EXCISION_REPAIR 2.16E-05 0.00038085 0.86172855 1.95811015 138 21 Lig1,Pcna,Rfc4CCA425_3 CP

REACTOME_POLO_LIKE_KINASE_MEDIATED_EVENTS 2.56E-05 0.00044759 0.89283908 1.92958 158 16 Cenpf,Ccnb2,CCCA425_3 CP

REACTOME_HOMOLOGY_DIRECTED_REPAIR 2.92E-05 0.00050623 0.62543336 1.82223667 240 111 Ccna2,Pcna,RaCCA425_3 CP

PID_AVB3_INTEGRIN_PATHWAY 2.98E-05 0.00050767 -0.6268853 -2.0216928 76 56 Fn1,Col1a1,CoCCA425_3 CP

REACTOME_TRANSCRIPTIONAL_REGULATION_BY_TP53 2.98E-05 0.00050767 0.50558628 1.60263501 281 321 Tpx2,Birc5,CdkCCA425_3 CP

BIOCARTA_RANMS_PATHWAY 3.24E-05 0.00054359 0.9398337 1.85615775 189 10 Tpx2,Kif15,RanCCA425_3 CP

PID_INTEGRIN3_PATHWAY 3.23E-05 0.00054359 -0.741007 -2.0892282 105 29 Fn1,Thbs1,Col1CCA425_3 CP

REACTOME_HIV_LIFE_CYCLE 3.46E-05 0.00057496 0.60032196 1.78338021 293 134 Lig1,Ranbp1,RCCA425_3 CP

REACTOME_TRNA_AMINOACYLATION 3.48E-05 0.00057496 0.75674583 1.93514123 246 42 Nars,Lars,VarsCCA425_3 CP

KEGG_NUCLEOTIDE_EXCISION_REPAIR 3.58E-05 0.00058264 0.74888519 1.92904505 255 44 Lig1,Pcna,Rfc4CCA425_3 CP

REACTOME_PROCESSIVE_SYNTHESIS_ON_THE_LAGGING_STRAND 3.57E-05 0.00058264 0.89775367 1.91666761 219 15 Lig1,Pcna,PolaCCA425_3 CP

REACTOME_AMYLOID_FIBER_FORMATION 3.74E-05 0.0005991 -0.6530732 -2.0366028 103 47 Hist1h2bc,HistCCA425_3 CP

REACTOME_ORC1_REMOVAL_FROM_CHROMATIN 3.72E-05 0.0005991 0.6927634 1.88947015 281 65 Ccna2,Mcm7,OCCA425_3 CP

PID_FANCONI_PATHWAY 3.82E-05 0.00060732 0.75166172 1.92928869 271 43 Usp1,Blm,TopCCA425_3 CP

REACTOME_CROSSLINKING_OF_COLLAGEN_FIBRILS 4.02E-05 0.00063525 -0.871452 -2.0296051 158 13 Col1a1,Col1a2CCA425_3 CP

REACTOME_INSULIN_RECEPTOR_RECYCLING 4.27E-05 0.00066893 -0.8173976 -2.0630823 157 18 Atp6v1f,Atp6vCCA425_3 CP

REACTOME_MRNA_SPLICING_MINOR_PATHWAY 4.91E-05 0.00076396 0.72259271 1.90357666 358 51 Snrpd1,Snrpb,SCCA425_3 CP

REACTOME_INTERACTIONS_OF_REV_WITH_HOST_CELLULAR_PROTEINS 5.22E-05 0.00080605 0.77269125 1.92751984 361 36 Ranbp1,RangaCCA425_3 CP

PID_HIF2PATHWAY 5.35E-05 0.00082016 -0.7429847 -2.0619919 178 27 Vegfa,Bhlhe40CCA425_3 CP

REACTOME_LEADING_STRAND_SYNTHESIS 5.59E-05 0.00085063 0.90072852 1.89806419 340 14 Pcna,Pola1,PriCCA425_3 CP

KEGG_MISMATCH_REPAIR 5.84E-05 0.00088245 0.83469508 1.92821791 379 23 Lig1,Pcna,Rfc4CCA425_3 CP

KEGG_PROGESTERONE_MEDIATED_OOCYTE_MATURATION 6.22E-05 0.00092988 0.68161329 1.86670297 473 67 Ccnb2,Cdk1,CcCCA425_3 CP

REACTOME_SIGNALING_BY_PDGF 6.24E-05 0.00092988 -0.6551587 -2.0165307 177 44 Thbs1,Col6a1,PCCA425_3 CP

REACTOME_MET_ACTIVATES_PTK2_SIGNALING 6.62E-05 0.00097945 -0.8181611 -2.0365637 247 17 Fn1,Col1a1,CoCCA425_3 CP

REACTOME_BINDING_AND_UPTAKE_OF_LIGANDS_BY_SCAVENGER_RECEPTORS 6.75E-05 0.00099274 -0.7917189 -2.0494305 243 20 Col1a1,Col1a2CCA425_3 CP

REACTOME_RESOLUTION_OF_D_LOOP_STRUCTURES_THROUGH_SYNTHESIS_DEPENDENT_STRAND_ANNEALING_SDSA 6.90E-05 0.00100754 0.81603909 1.92649592 456 26 Rad51,Blm,RaCCA425_3 CP

REACTOME_RNA_POLYMERASE_II_TRANSCRIPTION_TERMINATION 7.03E-05 0.00101893 0.6859165 1.86681721 531 64 Srsf3,Ddx39,SnCCA425_3 CP

REACTOME_MOLECULES_ASSOCIATED_WITH_ELASTIC_FIBRES 7.12E-05 0.00102568 -0.7587435 -2.050047 245 24 Fn1,Fbn1,TgfbCCA425_3 CP

KEGG_AMINOACYL_TRNA_BIOSYNTHESIS 7.18E-05 0.00102748 0.74868951 1.90731343 507 41 Nars,Lars,VarsCCA425_3 CP

PID_GLYPICAN_1PATHWAY 7.74E-05 0.00109993 -0.7977041 -2.0396759 282 19 Vegfa,Flt1,GpcCCA425_3 CP

REACTOME_INTRA_GOLGI_AND_RETROGRADE_GOLGI_TO_ER_TRAFFIC 8.21E-05 0.00115868 0.56032985 1.70131414 720 170 Cenpe,Kif20b,KCCA425_3 CP

NABA_BASEMENT_MEMBRANES 9.69E-05 0.00135817 -0.8116391 -2.0203292 362 17 Col6a1,Col6a2CCA425_3 CP

PID_MYC_ACTIV_PATHWAY 0.00010095 0.00140603 0.67015037 1.84269554 772 69 Birc5,Tk1,CcnbCCA425_3 CP

REACTOME_E2F_MEDIATED_REGULATION_OF_DNA_REPLICATION 0.0001042 0.00143264 0.83246653 1.90768527 673 22 Cdk1,Ccnb1,PoCCA425_3 CP

REACTOME_UNWINDING_OF_DNA 0.00010366 0.00143264 0.90907465 1.8601932 620 12 Mcm7,Gins2,MCCA425_3 CP

REACTOME_GLOBAL_GENOME_NUCLEOTIDE_EXCISION_REPAIR_GG_NER 0.00010584 0.00144579 0.64278936 1.81287641 835 84 Lig1,Pcna,Rfc4CCA425_3 CP

REACTOME_KERATAN_SULFATE_KERATIN_METABOLISM 0.00010787 0.00146419 -0.7660069 -2.0283758 380 22 Ogn,Omd,ChstCCA425_3 CP

REACTOME_NEUTROPHIL_DEGRANULATION 0.00011403 0.00153796 -0.373579 -1.5084481 71 288 Aldoa,Gpi1,NpCCA425_3 CP

REACTOME_TRANSPORT_OF_MATURE_MRNAS_DERIVED_FROM_INTRONLESS_TRANSCRIPTS 0.00011766 0.00157695 0.73730124 1.88541776 834 42 Ndc1,Nup85,NCCA425_3 CP

REACTOME_NUCLEAR_PORE_COMPLEX_NPC_DISASSEMBLY 0.0001316 0.00175278 0.76201646 1.89217474 908 35 Ccnb2,Cdk1,CcCCA425_3 CP

REACTOME_ASSEMBLY_OF_THE_PRE_REPLICATIVE_COMPLEX 0.00013456 0.00178104 0.6781807 1.84173512 1015 63 Gmnn,Mcm7,OCCA425_3 CP

REACTOME_ROS_AND_RNS_PRODUCTION_IN_PHAGOCYTES 0.0001386 0.00182325 -0.816234 -2.0018267 525 16 Atp6v1f,Atp6vCCA425_3 CP

REACTOME_INTERACTIONS_OF_VPR_WITH_HOST_CELLULAR_PROTEINS 0.00014174 0.00185301 0.76053244 1.88848976 978 35 Slc25a5,Ndc1,BCCA425_3 CP

REACTOME_IMMUNOREGULATORY_INTERACTIONS_BETWEEN_A_LYMPHOID_AND_A_NON_LYMPHOID_CELL 0.00016691 0.00215563 -0.7076366 -1.9951423 546 29 Col1a1,Col1a2CCA425_3 CP

REACTOME_TRANSCRIPTION_OF_E2F_TARGETS_UNDER_NEGATIVE_CONTROL_BY_DREAM_COMPLEX 0.00016644 0.00215563 0.84559364 1.8867835 1055 19 Top2a,Pcna,LinCCA425_3 CP

REACTOME_CYCLIN_A:CDK2_ASSOCIATED_EVENTS_AT_S_PHASE_ENTRY 0.00017015 0.00217118 0.64265539 1.79860746 1330 79 Cks1b,Ccna2,CCCA425_3 CP

REACTOME_IRON_UPTAKE_AND_TRANSPORT 0.00017003 0.00217118 -0.6466246 -1.9622464 497 41 Cp,Fth1,Ftl1,ACCA425_3 CP

REACTOME_SUMOYLATION_OF_DNA_DAMAGE_RESPONSE_AND_REPAIR_PROTEINS 0.00017408 0.0022081 0.65298619 1.80909717 1344 73 Rad21,Ndc1,BCCA425_3 CP

KEGG_FRUCTOSE_AND_MANNOSE_METABOLISM 0.00018709 0.00233152 -0.71806 -1.9928188 625 27 Aldoa,Aldoc,TpCCA425_3 CP

REACTOME_NUCLEOTIDE_EXCISION_REPAIR 0.00018613 0.00233152 0.59970671 1.74556693 1532 110 Lig1,Pcna,Rfc4CCA425_3 CP

REACTOME_TRANSPORT_OF_THE_SLBP_DEPENDANT_MATURE_MRNA 0.00018531 0.00233152 0.75571254 1.87652137 1279 35 Ndc1,Nup85,NCCA425_3 CP

REACTOME_TRANSCRIPTIONAL_REGULATION_BY_E2F6 0.00018973 0.0023382 0.75955333 1.87710712 1304 34 Ezh2,Rad51,RrCCA425_3 CP

REACTOME_VIRAL_MESSENGER_RNA_SYNTHESIS 0.00018982 0.0023382 0.72527832 1.86157047 1351 43 Ndc1,Nup85,NCCA425_3 CP

REACTOME_INFLUENZA_INFECTION 0.0002134 0.00261348 -0.4401641 -1.6496443 299 146 Rps27,Rps28,RCCA425_3 CP

REACTOME_INTERCONVERSION_OF_NUCLEOTIDE_DI_AND_TRIPHOSPHATES 0.00021946 0.00267237 0.80189047 1.8800349 1444 25 Rrm2,Tyms,RrCCA425_3 CP

REACTOME_MITOTIC_PROPHASE 0.00022443 0.00270549 0.61341686 1.75815614 1809 96 Smc4,Smc2,CcCCA425_3 CP

REACTOME_RECOGNITION_OF_DNA_DAMAGE_BY_PCNA_CONTAINING_REPLICATION_COMPLEX 0.00022472 0.00270549 0.77470567 1.87468068 1517 30 Pcna,Usp1,RfcCCA425_3 CP

REACTOME_CYTOSOLIC_TRNA_AMINOACYLATION 0.00023768 0.00284549 0.80626298 1.8766712 1555 24 Nars,Lars,VarsCCA425_3 CP

REACTOME_FORMATION_OF_TUBULIN_FOLDING_INTERMEDIATES_BY_CCT_TRIC 0.00023932 0.00284913 0.8628133 1.86468909 1484 16 Tuba1b,Tubb4CCA425_3 CP

REACTOME_CARBOXYTERMINAL_POST_TRANSLATIONAL_MODIFICATIONS_OF_TUBULIN 0.00024227 0.00286816 0.8184906 1.87565795 1566 22 Tuba1b,Tubb4CCA425_3 CP

KEGG_BASE_EXCISION_REPAIR 0.00025186 0.00295248 0.76298795 1.86645943 1716 32 Lig1,Pcna,HmgCCA425_3 CP

REACTOME_NUCLEAR_IMPORT_OF_REV_PROTEIN 0.00025216 0.00295248 0.75891911 1.86626201 1726 33 Ndc1,Ran,NupCCA425_3 CP

KEGG_ECM_RECEPTOR_INTERACTION 0.00029621 0.00344933 -0.6297346 -1.9202982 859 42 Fn1,Thbs1,Col1CCA425_3 CP

KEGG_PURINE_METABOLISM 0.00029796 0.00345088 0.59764931 1.730652 2436 105 Rrm2,Pola1,RrCCA425_3 CP

BIOCARTA_RB_PATHWAY 0.00033667 0.00383662 0.89188331 1.82501543 2016 12 Cdk1,Cdc25c,CCCA425_3 CP

REACTOME_CDK_MEDIATED_PHOSPHORYLATION_AND_REMOVAL_OF_CDC6 0.00033559 0.00383662 0.65548416 1.79150572 2551 66 Ube2c,Ccna2,CCCA425_3 CP

REACTOME_METABOLISM_OF_NUCLEOTIDES 0.00033397 0.00383662 0.63644834 1.77248531 2596 76 Tk1,Rrm2,TymCCA425_3 CP

REACTOME_MITOCHONDRIAL_TRANSLATION 0.00034712 0.00393461 0.61154582 1.7439887 2780 92 Mrpl13,Mrpl42CCA425_3 CP

BIOCARTA_MCM_PATHWAY 0.00035371 0.00398811 0.83969848 1.85493782 2227 18 Mcm7,Orc6,MCCA425_3 CP

REACTOME_GAP_FILLING_DNA_REPAIR_SYNTHESIS_AND_LIGATION_IN_GG_NER 0.00036009 0.00403874 0.79281453 1.85875633 2370 25 Lig1,Pcna,Rfc4CCA425_3 CP

PID_BARD1_PATHWAY 0.00036607 0.00408429 0.77091088 1.8546517 2460 29 Pcna,Rad51,ToCCA425_3 CP

PID_P73PATHWAY 0.00036977 0.00410179 0.66686526 1.79868414 2770 60 Cdk1,Ccna2,BuCCA425_3 CP

REACTOME_A_TETRASACCHARIDE_LINKER_SEQUENCE_IS_REQUIRED_FOR_GAG_SYNTHESIS 0.00037149 0.00410179 -0.7848104 -1.9535471 1391 17 Gpc1,Sdc3,SdcCCA425_3 CP

REACTOME_HDACS_DEACETYLATE_HISTONES 0.00040099 0.00440474 -0.5795371 -1.856398 1053 54 Hist1h2bc,HistCCA425_3 CP

REACTOME_DEFECTIVE_B4GALT7_CAUSES_EDS_PROGEROID_TYPE 0.00042117 0.00460258 -0.8271172 -1.9263497 1663 13 Gpc1,Sdc3,SdcCCA425_3 CP

REACTOME_TP53_REGULATES_TRANSCRIPTION_OF_GENES_INVOLVED_IN_G2_CELL_CYCLE_ARREST 0.00043004 0.00467557 0.84385666 1.84447388 2688 17 Cdk1,Pcna,AurCCA425_3 CP

REACTOME_KERATAN_SULFATE_BIOSYNTHESIS 0.00043714 0.00472867 -0.7809337 -1.9438973 1637 17 Ogn,Omd,ChstCCA425_3 CP

REACTOME_RECYCLING_PATHWAY_OF_L1 0.00044691 0.00480994 0.74385196 1.83830385 3073 34 Tuba1b,Kif4,KiCCA425_3 CP

REACTOME_EXPORT_OF_VIRAL_RIBONUCLEOPROTEINS_FROM_NUCLEUS 0.00048261 0.00516808 0.75539437 1.8380408 3274 31 Ndc1,Ran,NupCCA425_3 CP

REACTOME_HOST_INTERACTIONS_WITH_INFLUENZA_FACTORS 0.00055549 0.00591879 0.71921113 1.81755228 3897 39 Ndc1,Nup85,KCCA425_3 CP

REACTOME_MET_PROMOTES_CELL_MOTILITY 0.00056516 0.00599178 -0.6924644 -1.9217837 1890 27 Fn1,Col1a1,CoCCA425_3 CP

REACTOME_REGULATION_OF_HSF1_MEDIATED_HEAT_SHOCK_RESPONSE 0.00057614 0.00607802 0.63712679 1.75530797 4421 70 Ndc1,Nup85,NCCA425_3 CP

REACTOME_DNA_DAMAGE_BYPASS 0.00059366 0.00623195 0.70705804 1.80808021 4212 42 Pcna,Usp1,RfcCCA425_3 CP

REACTOME_INHIBITION_OF_THE_PROTEOLYTIC_ACTIVITY_OF_APC_C_REQUIRED_FOR_THE_ONSET_OF_ANAPHASE_BY_MITOTIC_SPINDLE_CHECKPOINT_COMPONENTS 0.00061774 0.00645293 0.81386527 1.83321561 3945 20 Ube2c,Cdc20,BCCA425_3 CP

REACTOME_NCAM_SIGNALING_FOR_NEURITE_OUT_GROWTH 0.00062579 0.00650521 -0.6385026 -1.8862951 1917 36 Col6a1,Col6a2CCA425_3 CP

REACTOME_PLASMA_LIPOPROTEIN_ASSEMBLY_REMODELING_AND_CLEARANCE 0.00066222 0.00685048 -0.6192715 -1.8699342 1956 40 Npc2,P4hb,CltcCCA425_3 CP

REACTOME_PHOSPHORYLATION_OF_EMI1 0.00069675 0.00717285 0.95130015 1.69741492 3870 6 Cdc20,Cdk1,CcCCA425_3 CP

REACTOME_TRANSCRIPTION_COUPLED_NUCLEOTIDE_EXCISION_REPAIR_TC_NER 0.00070357 0.00720818 0.61900618 1.729642 5492 78 Lig1,Pcna,Rfc4CCA425_3 CP

KEGG_VIBRIO_CHOLERAE_INFECTION 0.00072621 0.00740457 -0.6125696 -1.858903 2126 41 Ero1l,Atp6v1f,ACCA425_3 CP

REACTOME_DUAL_INCISION_IN_GG_NER 0.00075222 0.00763321 0.70561601 1.79758216 5318 41 Pcna,Rfc4,Rfc5CCA425_3 CP

REACTOME_DEFECTIVE_EXT2_CAUSES_EXOSTOSES_2 0.00075981 0.00767371 -0.8402541 -1.8757962 3092 11 Gpc1,Sdc3,SdcCCA425_3 CP

KEGG_GLYCOLYSIS_GLUCONEOGENESIS 0.00078249 0.00786552 -0.6280414 -1.8661664 2376 37 Aldoa,Gpi1,EnCCA425_3 CP

BIOCARTA_DNAFRAGMENT_PATHWAY 0.00079134 0.00791716 0.92301243 1.7443418 4527 8 Top2a,Hmgb2,HCCA425_3 CP

REACTOME_MITOTIC_TELOPHASE_CYTOKINESIS 0.00080492 0.00801531 0.86614329 1.79987198 4868 13 Kif23,Rad21,PlCCA425_3 CP

REACTOME_SUMOYLATION_OF_SUMOYLATION_PROTEINS 0.00086315 0.00855519 0.72966437 1.80324163 5936 34 Ndc1,Nup85,NCCA425_3 CP

REACTOME_ASSEMBLY_AND_CELL_SURFACE_PRESENTATION_OF_NMDA_RECEPTORS 0.00092852 0.00916058 0.82801946 1.80985746 5805 17 Tuba1b,Tubb4CCA425_3 CP

REACTOME_CELLULAR_RESPONSES_TO_STRESS 0.00098256 0.00964904 0.46127467 1.46611836 9351 339 Ube2c,Ccna2,TCCA425_3 CP

BIOCARTA_VITCB_PATHWAY 0.00099348 0.0097115 -0.8998922 -1.7859364 4328 7 P4hb,Col4a1,SCCA425_3 CP

REACTOME_PROCESSIVE_SYNTHESIS_ON_THE_C_STRAND_OF_THE_TELOMERE 0.00100282 0.00975806 0.88290944 1.77637562 5945 11 Lig1,Pcna,Rpa2CCA425_3 CP

NABA_PROTEOGLYCANS 0.0010116 0.00979877 -0.8334084 -1.8605138 4117 11 Ogn,Omd,AspnCCA425_3 CP

REACTOME_RUNX2_REGULATES_OSTEOBLAST_DIFFERENTIATION 0.00103814 0.01001033 -0.7604274 -1.8928532 3889 17 Col1a1,Hes1,MCCA425_3 CP

REACTOME_DEFECTIVE_TPR_MAY_CONFER_SUSCEPTIBILITY_TOWARDS_THYROID_PAPILLARY_CARCINOMA_TPC 0.00105701 0.01014636 0.74803254 1.79961115 7105 29 Ndc1,Nup85,NCCA425_3 CP

REACTOME_MITOCHONDRIAL_PROTEIN_IMPORT 0.00108392 0.01035799 0.64252134 1.73709018 8143 61 Hspd1,Tomm7CCA425_3 CP

REACTOME_PHOSPHORYLATION_OF_THE_APC_C 0.0011206 0.01066075 0.80821819 1.8033872 7109 19 Ube2c,Cdk1,CcCCA425_3 CP

PID_SYNDECAN_4_PATHWAY 0.00112896 0.01069253 -0.7293215 -1.8879096 4077 20 Fn1,Thbs1,FgfCCA425_3 CP

PID_IL6_7_PATHWAY 0.00118411 0.01116525 -0.6083618 -1.8275143 3531 39 Junb,Fos,Pik3rCCA425_3 CP

REACTOME_ACTIVATION_OF_THE_MRNA_UPON_BINDING_OF_THE_CAP_BINDING_COMPLEX_AND_EIFS_AND_SUBSEQUENT_BINDING_TO_43S 0.00123177 0.01156342 -0.5352393 -1.7482734 3086 60 Rps27,Rps28,RCCA425_3 CP

REACTOME_SIGNALING_BY_MET 0.00124317 0.01161924 -0.5404291 -1.7543249 3164 58 Fn1,Col1a1,CoCCA425_3 CP

REACTOME_TRANSLESION_SYNTHESIS_BY_POLH 0.00126405 0.01176281 0.82101896 1.79455601 7903 17 Pcna,Rfc4,Rfc5CCA425_3 CP

REACTOME_ACTIVATION_OF_AMPK_DOWNSTREAM_OF_NMDARS 0.00126993 0.01176621 0.8294317 1.79254567 7879 16 Tuba1b,Tubb4CCA425_3 CP

BIOCARTA_EFP_PATHWAY 0.00128106 0.01181791 0.84700501 1.7848551 7816 14 Ccnb2,Cdk1,CcCCA425_3 CP

REACTOME_SUMOYLATION_OF_CHROMATIN_ORGANIZATION_PROTEINS 0.00130598 0.01199591 0.64760074 1.73393471 9708 57 Ndc1,Nup85,NCCA425_3 CP

REACTOME_MISMATCH_REPAIR 0.00132668 0.01213369 0.83679765 1.78652898 8164 15 Lig1,Pcna,Rpa2CCA425_3 CP

KEGG_RNA_DEGRADATION 0.00134273 0.012228 0.65941688 1.7421535 9842 52 Lsm3,Lsm4,ExCCA425_3 CP

REACTOME_ANCHORING_FIBRIL_FORMATION 0.00135345 0.01227316 -0.8573898 -1.8172941 5688 9 Col1a1,Col1a2CCA425_3 CP

PID_INTEGRIN_A9B1_PATHWAY 0.00137018 0.01237225 -0.7859943 -1.8650788 5340 14 Fn1,Spp1,VegfCCA425_3 CP

REACTOME_ACTIVATION_OF_NIMA_KINASES_NEK9_NEK6_NEK7 0.00144489 0.01299178 0.92650384 1.70499743 8152 7 Ccnb2,Cdk1,CcCCA425_3 CP

REACTOME_SUMOYLATION_OF_UBIQUITINYLATION_PROTEINS 0.00147002 0.01316228 0.70109098 1.76439057 10275 38 Ndc1,Nup85,NCCA425_3 CP

REACTOME_TP53_REGULATES_TRANSCRIPTION_OF_CELL_CYCLE_GENES 0.0015481 0.01380334 0.67597229 1.74731646 11101 45 Cdk1,Ccna2,PcCCA425_3 CP

REACTOME_RHO_GTPASES_ACTIVATE_IQGAPS 0.00159233 0.01413856 0.79992309 1.78487825 10102 19 Tuba1b,Tubb4CCA425_3 CP

REACTOME_TERMINATION_OF_TRANSLESION_DNA_SYNTHESIS 0.00162697 0.0143862 0.74300774 1.77679627 10882 28 Pcna,Rfc4,Rfc5CCA425_3 CP

KEGG_PATHOGENIC_ESCHERICHIA_COLI_INFECTION 0.00168672 0.01485287 0.69400794 1.75386012 11835 39 Tuba1b,Tubb5CCA425_3 CP

REACTOME_GLUCONEOGENESIS 0.00174466 0.01529986 -0.6837557 -1.8474376 6024 24 Aldoa,Gpi1,EnCCA425_3 CP

REACTOME_COOPERATION_OF_PREFOLDIN_AND_TRIC_CCT_IN_ACTIN_AND_TUBULIN_FOLDING 0.00184568 0.01611944 0.76882634 1.77605542 12011 23 Tuba1b,Tubb4CCA425_3 CP

REACTOME_HSP90_CHAPERONE_CYCLE_FOR_STEROID_HORMONE_RECEPTORS_SHR 0.00187022 0.01626713 0.69911232 1.75173258 13020 37 Tuba1b,Tubb4CCA425_3 CP

REACTOME_ION_CHANNEL_TRANSPORT 0.00191415 0.01658154 -0.4800118 -1.6482569 4138 80 Sgk1,Atp6v1f,ACCA425_3 CP

REACTOME_ESTABLISHMENT_OF_SISTER_CHROMATID_COHESION 0.00195654 0.01688008 0.88083586 1.7396379 11474 10 Rad21,Esco2,SCCA425_3 CP

BIOCARTA_NPC_PATHWAY 0.00200223 0.01706703 0.88030485 1.73858914 11742 10 Rangap1,Ran,KCCA425_3 CP

REACTOME_GLYCOSPHINGOLIPID_METABOLISM 0.00199456 0.01706703 -0.6399167 -1.8178058 6471 30 Psap,Ctsa,NeuCCA425_3 CP

REACTOME_NF_KB_IS_ACTIVATED_AND_SIGNALS_SURVIVAL 0.001992 0.01706703 -0.8014138 -1.8293307 7985 12 Sqstm1,NfkbiaCCA425_3 CP

REACTOME_KERATAN_SULFATE_DEGRADATION 0.00205836 0.01747556 -0.8464635 -1.794135 8651 9 Ogn,Omd,GnsCCA425_3 CP

REACTOME_CELL_SURFACE_INTERACTIONS_AT_THE_VASCULAR_WALL 0.00215912 0.0182583 -0.5102839 -1.6863585 5248 64 Fn1,Col1a1,BsCCA425_3 CP

REACTOME_HDR_THROUGH_MMEJ_ALT_NHEJ 0.00217922 0.01835537 0.87844727 1.73492046 12780 10 Rbbp8,Rad50,PCCA425_3 CP

REACTOME_SCF_SKP2_MEDIATED_DEGRADATION_OF_P27_P21 0.00226713 0.01902071 0.63919784 1.70260068 16760 55 Cks1b,Ccna2,CCCA425_3 CP

KEGG_PENTOSE_PHOSPHATE_PATHWAY 0.00228339 0.01908201 -0.7084034 -1.8337613 8247 20 Aldoa,Gpi1,AldCCA425_3 CP

REACTOME_HEDGEHOG_OFF_STATE 0.00229399 0.0190957 0.57238249 1.63442595 18410 93 Tuba1b,Tubb4CCA425_3 CP

BIOCARTA_NPP1_PATHWAY 0.00232971 0.01931754 -0.9012599 -1.7180935 10353 6 Spp1,Col4a1,CCCA425_3 CP

REACTOME_APC_CDC20_MEDIATED_DEGRADATION_OF_NEK2A 0.00237319 0.01960178 0.75010205 1.75861676 15625 25 Ube2c,Cdc20,BCCA425_3 CP

REACTOME_DUAL_INCISION_IN_TC_NER 0.00245089 0.02016547 0.61558083 1.67895936 18594 65 Pcna,Rfc4,Rfc5CCA425_3 CP

BIOCARTA_ATRBRCA_PATHWAY 0.00252052 0.02057945 0.76074757 1.75739275 16403 23 Rad51,Brca2,RCCA425_3 CP

REACTOME_PROTEIN_FOLDING 0.00251604 0.02057945 0.59984541 1.66187072 19439 73 Tuba1b,Tubb4CCA425_3 CP

KEGG_ONE_CARBON_POOL_BY_FOLATE 0.00256708 0.02087953 0.82073508 1.75223605 15798 15 Tyms,Mthfd2,DCCA425_3 CP

KEGG_GALACTOSE_METABOLISM 0.00263405 0.02133263 -0.7134928 -1.8243533 9627 19 Gaa,Pfkl,B4gaCCA425_3 CP

PID_LYMPH_ANGIOGENESIS_PATHWAY 0.0026428 0.02133263 -0.7133796 -1.8240639 9659 19 Fn1,Col1a1,CoCCA425_3 CP

REACTOME_CELLULAR_RESPONSE_TO_HEAT_STRESS 0.00269807 0.02169655 0.57382046 1.62990917 21505 89 Ndc1,Nup85,HCCA425_3 CP

REACTOME_METABOLISM_OF_AMINO_ACIDS_AND_DERIVATIVES 0.00276596 0.02209122 -0.3426037 -1.3683037 2076 256 Rps27,Rps28,RCCA425_3 CP

REACTOME_SUMOYLATION_OF_RNA_BINDING_PROTEINS 0.00276788 0.02209122 0.65855489 1.70802093 19914 46 Ndc1,Nop58,NCCA425_3 CP

REACTOME_G2_M_DNA_DAMAGE_CHECKPOINT 0.00278374 0.02213486 0.60467523 1.66266023 21315 69 Cdk1,Ccnb1,BlmCCA425_3 CP

REACTOME_RUNX2_REGULATES_BONE_DEVELOPMENT 0.00282566 0.02238472 -0.6846356 -1.8129059 9979 22 Col1a1,Hes1,MCCA425_3 CP

REACTOME_TRANSCRIPTION_OF_E2F_TARGETS_UNDER_NEGATIVE_CONTROL_BY_P107_RBL1_AND_P130_RBL2_IN_COMPLEX_WITH_HDAC1 0.00283785 0.022398 0.80936509 1.74917825 17608 16 Cdk1,Ccna2,LinCCA425_3 CP

BIOCARTA_RECK_PATHWAY 0.00291092 0.02288995 -0.9189377 -1.6706683 13211 5 Timp3,Timp2,MCCA425_3 CP

REACTOME_CONVERSION_FROM_APC_C:CDC20_TO_APC_C:CDH1_IN_LATE_ANAPHASE 0.00292807 0.02294014 0.7841024 1.74957733 18577 19 Ube2c,Cdc20,FCCA425_3 CP

BIOCARTA_PTC1_PATHWAY 0.00293898 0.02294129 0.87144868 1.72109835 17236 10 Cdk1,Ccnb1,CdCCA425_3 CP

REACTOME_TRANSPORT_OF_BILE_SALTS_AND_ORGANIC_ACIDS_METAL_IONS_AND_AMINE_COMPOUNDS 0.003051 0.02372874 -0.6597335 -1.7992952 10420 25 Cp,Bsg,Slc5a3,SCCA425_3 CP

PID_INTEGRIN5_PATHWAY 0.00306433 0.02374575 -0.7883509 -1.7995129 12284 12 Fn1,Fbn1,Itgb5CCA425_3 CP

REACTOME_ANTIVIRAL_MECHANISM_BY_IFN_STIMULATED_GENES 0.00318706 0.02460731 0.60316497 1.65520692 24347 68 Ndc1,Nup85,KCCA425_3 CP

REACTOME_PEPTIDE_HORMONE_METABOLISM 0.0031987 0.02460803 -0.5985827 -1.7578889 9892 35 Ero1l,Pla2g7,CCCA425_3 CP

REACTOME_TRANSLESION_SYNTHESIS_BY_Y_FAMILY_DNA_POLYMERASES_BYPASSES_LESIONS_ON_DNA_TEMPLATE 0.00333852 0.02559129 0.70029671 1.72210337 22864 33 Pcna,Rfc4,Rfc5CCA425_3 CP

REACTOME_DNA_REPLICATION_INITIATION 0.00338698 0.02586974 0.89516489 1.69171453 19379 8 Pola1,Prim1,PoCCA425_3 CP

BIOCARTA_G2_PATHWAY 0.00340111 0.02588487 0.75240416 1.73811876 22134 23 Cdk1,Ccnb1,PlkCCA425_3 CP

REACTOME_E2F_ENABLED_INHIBITION_OF_PRE_REPLICATION_COMPLEX_FORMATION 0.00341505 0.02589847 0.88073389 1.70370924 19795 9 Cdk1,Ccnb1,OrCCA425_3 CP

REACTOME_POST_CHAPERONIN_TUBULIN_FOLDING_PATHWAY 0.00349706 0.02642636 0.82209794 1.73236955 21338 14 Tuba1b,Tubb4CCA425_3 CP

REACTOME_METABOLISM_OF_FAT_SOLUBLE_VITAMINS 0.00354112 0.02666474 -0.6692875 -1.7907119 12364 23 Lrp1,Gpc1,SdcCCA425_3 CP

NABA_ECM_AFFILIATED 0.00356779 0.02677099 -0.5351053 -1.6889121 9676 50 Colec12,Gpc1,GCCA425_3 CP

REACTOME_GLYCOGEN_STORAGE_DISEASES 0.00362387 0.0270964 -0.8134723 -1.7718664 14984 10 Gaa,Rps27a,UCCA425_3 CP

REACTOME_APC_C:CDC20_MEDIATED_DEGRADATION_OF_CYCLIN_B 0.00374084 0.02787316 0.74967388 1.73181158 24345 23 Ube2c,Cdc20,CCCA425_3 CP

REACTOME_GOLGI_CISTERNAE_PERICENTRIOLAR_STACK_REORGANIZATION 0.00380008 0.02821594 0.8304153 1.72562814 22986 13 Ccnb2,Cdk1,CcCCA425_3 CP

REACTOME_MRNA_DECAY_BY_5_TO_3_EXORIBONUCLEASE 0.00386906 0.02862832 0.80961136 1.72848736 23811 15 Lsm3,Lsm4,LsmCCA425_3 CP

REACTOME_G2_M_DNA_REPLICATION_CHECKPOINT 0.00398342 0.02937257 0.93983086 1.61708687 21754 5 Ccnb2,Cdk1,CcCCA425_3 CP

BIOCARTA_PEPI_PATHWAY 0.00405402 0.02968765 -0.9625201 -1.5418816 19300 3 Grn,Slpi CCA425_3 CP

REACTOME_RMTS_METHYLATE_HISTONE_ARGININES 0.00404557 0.02968765 0.64811871 1.68095378 29107 46 H2afz,H2afx,HCCA425_3 CP

REACTOME_TRAFFICKING_AND_PROCESSING_OF_ENDOSOMAL_TLR 0.00421031 0.03072658 -0.8862173 -1.6894174 18711 6 Ctsb,Ctsl,Ctsl,HCCA425_3 CP

REACTOME_O_LINKED_GLYCOSYLATION 0.00435008 0.03163831 -0.5496943 -1.6919192 12408 44 Thbs1,AdamtsCCA425_3 CP

REACTOME_RRNA_MODIFICATION_IN_THE_NUCLEUS_AND_CYTOSOL 0.00438047 0.03175098 0.62202478 1.65685762 32384 55 Nop58,Nop56,NCCA425_3 CP

REACTOME_TBC_RABGAPS 0.00451385 0.0326068 -0.5688151 -1.7087164 13463 39 Gabarap,Map1CCA425_3 CP

REACTOME_CHK1_CHK2_CDS1_MEDIATED_INACTIVATION_OF_CYCLIN_B:CDK1_COMPLEX 0.00457253 0.03274473 0.83575643 1.71016585 27393 12 Cdk1,Ccnb1,CdCCA425_3 CP

REACTOME_DISEASES_OF_CARBOHYDRATE_METABOLISM 0.00455849 0.03274473 -0.6461178 -1.7621612 15569 25 Gaa,Rps27a,GCCA425_3 CP

REACTOME_O_GLYCOSYLATION_OF_TSR_DOMAIN_CONTAINING_PROTEINS 0.00457904 0.03274473 -0.7148085 -1.7792988 17157 17 Thbs1,AdamtsCCA425_3 CP

REACTOME_INTRAFLAGELLAR_TRANSPORT 0.00466379 0.03323922 0.65005033 1.67445743 33333 44 Tuba1b,Tubb4CCA425_3 CP

PID_HDAC_CLASSII_PATHWAY 0.00468382 0.03327072 0.70409552 1.70381389 31639 30 Tuba1b,RangaCCA425_3 CP

REACTOME_EARLY_PHASE_OF_HIV_LIFE_CYCLE 0.00470615 0.03331828 0.84670673 1.70353735 27903 11 Lig1,Banf1,FenCCA425_3 CP

BIOCARTA_RAN_PATHWAY 0.00479549 0.03361574 0.93614457 1.61074419 26189 5 Ranbp1,RangaCCA425_3 CP

KEGG_CYTOKINE_CYTOKINE_RECEPTOR_INTERACTION 0.00476913 0.03361574 -0.4608176 -1.5756779 10456 78 Pdgfrb,Vegfa,FCCA425_3 CP

REACTOME_HS_GAG_BIOSYNTHESIS 0.00479272 0.03361574 -0.7028339 -1.7739276 17737 18 Gpc1,Sdc3,SdcCCA425_3 CP

KEGG_CIRCADIAN_RHYTHM_MAMMAL 0.00496927 0.03471974 -0.7726803 -1.7637429 19921 12 Bhlhe40,BhlheCCA425_3 CP

REACTOME_IRAK2_MEDIATED_ACTIVATION_OF_TAK1_COMPLEX 0.00501466 0.03488757 -0.8029906 -1.7490356 20735 10 Rps27a,Uba52CCA425_3 CP

REACTOME_NUCLEAR_RECEPTOR_TRANSCRIPTION_PATHWAY 0.00502604 0.03488757 -0.6286895 -1.7447904 16816 27 Thra,Nr3c1,NcCCA425_3 CP

PID_FGF_PATHWAY 0.00516372 0.03572691 -0.5732918 -1.7034831 15685 37 Spp1,Fos,NcamCCA425_3 CP

BIOCARTA_PLATELETAPP_PATHWAY 0.00521721 0.03598017 -0.8374679 -1.7213351 22319 8 Col4a1,App,CoCCA425_3 CP

PID_INTEGRIN_A4B1_PATHWAY 0.00536458 0.03676643 -0.6330559 -1.7420622 18129 26 Fn1,Thbs1,SppCCA425_3 CP

REACTOME_ACTIVATION_OF_MATRIX_METALLOPROTEINASES 0.00536573 0.03676643 -0.8179075 -1.7336086 22553 9 Timp2,Ctsl,MmCCA425_3 CP

BIOCARTA_CDC25_PATHWAY 0.00539173 0.03677392 0.88347986 1.66963174 30850 8 Cdk1,Cdc25c,CCCA425_3 CP

BIOCARTA_TPO_PATHWAY 0.00540133 0.03677392 -0.6890103 -1.7617531 19742 19 Fos,Pik3r1,StaCCA425_3 CP

REACTOME_TELOMERE_MAINTENANCE 0.00545426 0.03701599 0.62313048 1.64628626 39982 52 Lig1,Pcna,PolaCCA425_3 CP

REACTOME_GAP_JUNCTION_ASSEMBLY 0.00550377 0.03723342 0.83045194 1.69931153 32972 12 Tuba1b,Tubb4CCA425_3 CP

REACTOME_TRANSPORT_OF_CONNEXONS_TO_THE_PLASMA_MEMBRANE 0.00566219 0.03818395 0.86754321 1.67819292 32821 9 Tuba1b,Tubb4CCA425_3 CP

REACTOME_RAB_REGULATION_OF_TRAFFICKING 0.00571768 0.03843649 -0.4204755 -1.5019168 10551 103 Gabarap,Rin2,MCCA425_3 CP

SIG_BCR_SIGNALING_PATHWAY 0.00577919 0.03872784 -0.5787837 -1.699744 17873 35 Ppp3ca,Pik3r1,CCCA425_3 CP

REACTOME_GP1B_IX_V_ACTIVATION_SIGNALLING 0.00582732 0.03892097 -0.8542279 -1.6953105 25391 7 Col1a1,Col1a2CCA425_3 CP

REACTOME_PREFOLDIN_MEDIATED_TRANSFER_OF_SUBSTRATE_TO_CCT_TRIC 0.00584454 0.03892097 0.74250068 1.701519 37802 22 Tubb4b,Tubb6CCA425_3 CP

REACTOME_TRANSLESION_SYNTHESIS_BY_POLK 0.00587356 0.03899241 0.77953673 1.70388553 36726 17 Pcna,Rfc4,Rfc5CCA425_3 CP

REACTOME_DISEASES_ASSOCIATED_WITH_O_GLYCOSYLATION_OF_PROTEINS 0.00598537 0.03948862 -0.6292507 -1.7315908 20227 26 Thbs1,AdamtsCCA425_3 CP

REACTOME_METABOLISM_OF_CARBOHYDRATES 0.00597381 0.03948862 -0.3502641 -1.365354 6015 203 Ogn,Aldoa,GpiCCA425_3 CP

REACTOME_CHONDROITIN_SULFATE_DERMATAN_SULFATE_METABOLISM 0.00602298 0.03961411 -0.5774647 -1.6958705 18627 35 Gpc1,Sdc3,SdcCCA425_3 CP

REACTOME_PROCESSING_OF_DNA_DOUBLE_STRAND_BREAK_ENDS 0.00611284 0.03995848 0.57877264 1.60054197 47125 72 Ccna2,Clspn,BlCCA425_3 CP

REACTOME_SIGNALING_BY_NOTCH2 0.00609422 0.03995848 -0.6500605 -1.7392691 21279 23 Hes1,Rps27a,JCCA425_3 CP

PID_MYC_REPRESS_PATHWAY 0.0061628 0.04016185 -0.5213574 -1.6390534 16851 49 Zfp36l1,Col1a2CCA425_3 CP

REACTOME_PROGRAMMED_CELL_DEATH 0.00671693 0.04363955 0.50270888 1.50186124 57487 142 Hmgb2,Clspn,HCCA425_3 CP

PID_S1P_S1P1_PATHWAY 0.00679664 0.04385252 -0.7114276 -1.7447875 25792 16 Pdgfrb,Vegfa,GCCA425_3 CP

REACTOME_DEADENYLATION_DEPENDENT_MRNA_DECAY 0.00681144 0.04385252 0.61659179 1.62901129 49931 52 Lsm3,Lsm4,ExCCA425_3 CP

REACTOME_MEIOSIS 0.00678682 0.04385252 0.59213504 1.60806093 51243 63 Rad51,Rad21,HCCA425_3 CP

REACTOME_AUTOPHAGY 0.00686749 0.04408021 -0.4247142 -1.5011293 13288 96 Gabarap,LampCCA425_3 CP

REACTOME_ACTIVATION_OF_NMDA_RECEPTORS_AND_POSTSYNAPTIC_EVENTS 0.00745258 0.04769206 0.60892052 1.61760104 54936 54 Tuba1b,Tubb4CCA425_3 CP

REACTOME_NOTCH2_ACTIVATION_AND_TRANSMISSION_OF_SIGNAL_TO_THE_NUCLEUS 0.0075118 0.04792709 -0.707495 -1.7351426 28506 16 Rps27a,Jag1,UCCA425_3 CP

REACTOME_COPI_INDEPENDENT_GOLGI_TO_ER_RETROGRADE_TRAFFIC 0.00756515 0.04798015 0.65192303 1.64750537 53085 39 Tuba1b,Tubb4CCA425_3 CP

REACTOME_TRANS_GOLGI_NETWORK_VESICLE_BUDDING 0.00754545 0.04798015 -0.4733289 -1.5685982 18206 65 Fth1,Ftl1,GolgCCA425_3 CP

REACTOME_TRANSFERRIN_ENDOCYTOSIS_AND_RECYCLING 0.00762419 0.0480685 -0.6581058 -1.723675 27235 21 Atp6v1f,Atp6vCCA425_3 CP

REACTOME_VISUAL_PHOTOTRANSDUCTION 0.00760556 0.0480685 -0.5555353 -1.6598292 22889 38 Lrp1,Gpc1,SdcCCA425_3 CP

KEGG_CITRATE_CYCLE_TCA_CYCLE 0.00789101 0.04960397 0.70257988 1.66950426 52506 27 Sdhb,Mdh2,PcCCA425_3 CP

REACTOME_GLYCOGEN_SYNTHESIS 0.0079226 0.04965606 -0.7708383 -1.7208314 32250 11 Rps27a,Uba52CCA425_3 CP

REACTOME_RNA_POLYMERASE_II_TRANSCRIPTION_PRE_INITIATION_AND_PROMOTER_OPENING 0.00798005 0.04986946 0.63671953 1.63426679 56837 43 Taf5,Gtf2a2,PoCCA425_3 CP

HALLMARK_E2F_TARGETS 1.12E-07 1.41E-06 0.87765522 2.69683771 0 197 Top2a,Mki67,CCCA425_3 H

HALLMARK_G2M_CHECKPOINT 1.12E-07 1.41E-06 0.86722809 2.65734997 0 190 Top2a,Mki67,CCCA425_3 H

HALLMARK_MITOTIC_SPINDLE 1.12E-07 1.41E-06 0.75690402 2.31536609 0 186 Top2a,Cenpe,CCCA425_3 H

HALLMARK_MYC_TARGETS_V1 1.11E-07 1.41E-06 0.75412732 2.31907024 0 199 Cdc20,Ccna2,DCCA425_3 H

HALLMARK_COAGULATION 4.05E-07 4.05E-06 -0.7200119 -2.3654207 0 62 Fn1,Timp3,ThbCCA425_3 H

HALLMARK_EPITHELIAL_MESENCHYMAL_TRANSITION 6.28E-07 4.55E-06 -0.6887245 -2.531767 0 126 Fn1,Postn,TimCCA425_3 H

HALLMARK_HYPOXIA 7.06E-07 4.55E-06 -0.7498735 -2.8089265 0 145 Aldoa,Cp,Gpi1CCA425_3 H

HALLMARK_TNFA_SIGNALING_VIA_NFKB 7.28E-07 4.55E-06 -0.5497493 -2.0682889 0 150 Junb,Egr1,Ier2CCA425_3 H

HALLMARK_MYOGENESIS 1.11E-06 6.18E-06 -0.5608947 -2.0146369 1 107 Col1a1,Col6a2CCA425_3 H

HALLMARK_COMPLEMENT 4.65E-06 2.14E-05 -0.5289108 -1.9173181 7 114 Fn1,Cp,Lamp2CCA425_3 H

HALLMARK_MYC_TARGETS_V2 4.71E-06 2.14E-05 0.73957635 1.98015277 34 57 Tcof1,Plk1,NopCCA425_3 H

HALLMARK_P53_PATHWAY 6.41E-06 2.67E-05 -0.4679442 -1.7827732 7 166 Zfp36l1,Txnip,HCCA425_3 H

HALLMARK_ANGIOGENESIS 1.33E-05 4.75E-05 -0.7998896 -2.1178524 46 22 Postn,Spp1,VeCCA425_3 H

HALLMARK_DNA_REPAIR 1.31E-05 4.75E-05 0.60980507 1.81419932 110 136 Arl6ip1,Lig1,PcCCA425_3 H

HALLMARK_SPERMATOGENESIS 1.56E-05 5.19E-05 0.72383413 1.94286132 115 58 Ccnb2,Cdk1,BuCCA425_3 H

HALLMARK_IL2_STAT5_SIGNALING 3.39E-05 0.00010599 -0.4861882 -1.7872388 53 126 P4ha1,Col6a1,SCCA425_3 H

HALLMARK_UV_RESPONSE_DN 3.96E-05 0.00011653 -0.4940053 -1.8018831 65 119 Col1a1,Col1a2CCA425_3 H

HALLMARK_KRAS_SIGNALING_UP 0.00042519 0.00118108 -0.4718487 -1.6899654 774 105 Spp1,Ero1l,AnkCCA425_3 H

HALLMARK_TGF_BETA_SIGNALING 0.00111471 0.00293345 -0.5667386 -1.7886691 3021 50 Junb,Thbs1,PmCCA425_3 H

HALLMARK_MTORC1_SIGNALING 0.00138068 0.0034517 0.50697605 1.55283323 12299 189 Bub1,Aurka,RrCCA425_3 H

HALLMARK_INFLAMMATORY_RESPONSE 0.00291362 0.00693718 -0.4521143 -1.5844864 5835 91 Mmp14,Cdkn1CCA425_3 H

HALLMARK_UNFOLDED_PROTEIN_RESPONSE 0.00322957 0.00733994 0.54863482 1.59181341 26484 107 Cks1b,Banf1,LsCCA425_3 H

HALLMARK_HEDGEHOG_SIGNALING 0.00701932 0.01525939 -0.6798434 -1.7387303 25670 19 Vegfa,Nrp2,RaCCA425_3 H

HALLMARK_KRAS_SIGNALING_DN 0.00954651 0.01988856 -0.5106545 -1.5990341 26317 48 Sgk1,Btg2,TgfbCCA425_3 H

HALLMARK_INTERFERON_GAMMA_RESPONSE 0.01063508 0.02045207 -0.3962706 -1.4328079 18518 112 Txnip,Btg1,CdkCCA425_3 H

HALLMARK_PROTEIN_SECRETION 0.01038836 0.02045207 -0.4216435 -1.4751274 20947 90 Bnip3,Lamp2,CCCA425_3 H

HALLMARK_HEME_METABOLISM 0.01660179 0.03074406 -0.3591992 -1.346704 23363 146 P4ha2,Bsg,LamCCA425_3 H

HALLMARK_APOPTOSIS 0.0194431 0.03471982 -0.3739215 -1.3654933 32177 120 Timp3,Txnip,PCCA425_3 H
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