ALL_CANONICAL_PATHWAYS

REACTOME_IMMUNE_SYSTEM

REACTOME_CLASS_|I_MHC_MEDIATED_ANTIGEN_PROCESSING_PRESENTATION

REACTOME_ADAPTIVE_IMMUNE_SYSTEM

REACTOME_ANTIGEN_PROCESSING_UBIQUITINATION_PROTEASOME_DEGRADATION

REACTOME_ER_PHAGOSOME_PATHWAY

REACTOME_DOWNSTREAM_SIGNALING_EVENTS _OF B_CELL_RECEPTOR_BCR

BIOCARTA_PROTEASOME_PATHWAY

REACTOME_ACTIVATION_OF _NF_KAPPAB_IN_B_CELLS

REACTOME_SIGNALING_BY_ILS

REACTOME_CDK_MEDIATED_PHOSPHORYLATION_AND_REMOVAL_OF_CDC6

REACTOME_SIGNALING_BY WNT

|

|

|

|

|

|

|

|

|

|

|

REACTOME_SIGNALING_BY_THE_B_CELL_RECEPTOR_BCR |

REACTOME_HIV_INFECTION |

REACTOME_SCF_BETA TRCP_MEDIATED DEGRADATION OF EMI1 |

REACTOME_P53_DEPENDENT_G1_DNA_DAMAGE_RESPONSE |

ST_TUMOR_NECROSIS_FACTOR_PATHWAY |

PID_MET_PATHWAY |

KEGG_PROTEASOME |

REACTOME_REGULATION_OF ORNITHINE_DECARBOXYLASE_ODC |
REACTOME_ANTIGEN_PROCESSING_CROSS_PRESENTATION | |

|

|

|

|

|

|

|

|

|

|

|

|

|

|

|

|

|

|

|

|

REACTOME_SULFUR_AMINO_ACID_METABOLISM |
KEGG_AMINOACYL_TRNA BIOSYNTHESIS |

REACTOME_DNA_STRAND_ELONGATION

|

KEGG_PYRUVATE_METABOLISM |
REACTOME_GLYCEROPHOSPHOLIPID_BIOSYNTHESIS |
|
|
|

REACTOME_BRANCHED_CHAIN_AMINO_ACID_CATABOLISM
KEGG_BASE_EXCISION_REPAIR
REACTOME_METABOLISM_OF_LIPIDS_AND_LIPOPROTEINS
REACTOME_INFLUENZA_VIRAL_RNA_ TRANSCRIPTION_AND_REPLICATION |
KEGG_PEROXISOME |

KEGG_PYRIMIDINE_ METABOLISM |

"RANSPORT_ATP_SYNTHESIS_BY_ CHEMIOSMOTIC_COUPLING_AND HEAT PRODUCTION_BY_UNCOUPLING_PROTEINS |
KEGG_DNA_REPLICATION |

REACTOME_3 UTR_MEDIATED TRANSLATIONAL_REGULATION |
KEGG_BUTANOATE_METABOLISM |
REACTOME_PEPTIDE_CHAIN_ELONGATION |

KEGG_RIBOSOME |

KEGG_PROPANOATE_METABOLISM |
REACTOME_TCA_CYCLE_AND_RESPIRATORY_ ELECTRON_TRANSPORT |
KEGG_VALINE_LEUCINE_AND_ISOLEUCINE_DEGRADATION |




MORF_RAB1A
GCM_MYST?2
MODULE_522
MODULE_3
MODULE_91
MODULE_28
GCM_MAP4K4
MORF_RAC1
MORF_RAB5A
GCM_CRKL
GCM_MLL
GCM_RAB10
MODULE_75
MODULE_239
MODULE_46
MODULE_86
MORF_RAD21
GCM_RAN
MODULE_5
MORF_PPP6C
MODULE_16
GNF2_CD33
GNF2_TNFRSF1B
MODULE_151
GNF2_FOS
MODULE_93
GNF2_PCNA
MODULE_184
MORF_AATF
GNF2_CKS2
MORF_PRKDC
MORF_DEAF1
GNF2_FEN1
GNF2_HCK
GNF2_EIF3S6
GNF2_RRM1
GNF2_SMC4L1
GNF2_RFC4
GNF2_CASP1
MODULE_15

ALL_COMPUTATIONAL




BUYTAERT PHOTODYNAMIC_THERAPY_ STRESS_UP
DACOSTA_UV_RESPONSE_VIA_ERCC3_DN
ZHANG_RESPONSE_TO_IKK_INHIBITOR_AND_TNF_UP
ZHOU_INFLAMMATORY RESPONSE_LIVE_UP
KRIEG_HYPOXIA_NOT_VIA_KDM3A
SPIELMAN_LYMPHOBLAST_EUROPEAN_VS_ASIAN_DN
KOINUMA_TARGETS_OF_SMAD2_OR_SMAD3
FOSTER_TOLERANT _MACROPHAGE_DN
PILON_KLF1_TARGETS DN
NUYTTEN_EZH2_TARGETS_UP
PHONG_TNF_RESPONSE_NOT VIA P38
DIAZ_CHRONIC_MEYLOGENOUS_LEUKEMIA_UP
KRIGE_RESPONSE_TO_TOSEDOSTAT 24HR_UP
DACOSTA_UV_RESPONSE_VIA_ERCC3_COMMON_DN
CHEN_HOXA5_TARGETS_9HR_UP
SENESE_HDAC1_TARGETS_UP
ZWANG_CLASS_3_TRANSIENTLY_INDUCED_ BY_EGF
RUTELLA RESPONSE_TO CSF2RB_AND_IL4_UP
SCHLOSSER_SERUM_RESPONSE_DN
KIM_WT1_TARGETS_UP
WONG_MITOCHONDRIA_GENE_MODULE
MARSON_BOUND_BY_E2F4_UNSTIMULATED
THEILGAARD _NEUTROPHIL_AT_SKIN_WOUND_DN
CHEN_METABOLIC_SYNDROM_NETWORK
DAIRKEE_TERT_TARGETS_UP
MARTENS_TRETINOIN_RESPONSE_DN
RHEIN_ALL_GLUCOCORTICOID_THERAPY DN
DUTERTRE_ESTRADIOL_RESPONSE_24HR_UP
WANG_RESPONSE_TO_GSK3_INHIBITOR_SB216763_UP
ZHOU_INFLAMMATORY RESPONSE_FIMA_DN
NUYTTEN_EZH2_TARGETS DN
CAIRO_HEPATOBLASTOMA_CLASSES_UP
MOOTHA_HUMAN_MITODB_6_2002
MOOTHA_MITOCHONDRIA

MANALO_HYPOXIA_DN

BUYTAERT PHOTODYNAMIC_THERAPY STRESS_DN
ZHOU_INFLAMMATORY RESPONSE_LIVE_DN
GOBERT_OLIGODENDROCYTE_DIFFERENTIATION_UP
KRIGE_RESPONSE_TO_TOSEDOSTAT 6HR_DN
KRIGE_RESPONSE_TO_TOSEDOSTAT 24HR_DN

ALL_CURATED




GO_GOLGI_APPARATUS

GO_GOLGI_APPARATUS_PART

GO_GOLGI_MEMBRANE
GO_POSITIVE_REGULATION_OF_PROTEIN_METABOLIC_PROCESS
GO_CELLULAR_RESPONSE_TO_STRESS
GO_POSITIVE_REGULATION_OF_CELL_COMMUNICATION
GO_REGULATION_OF RESPONSE_TO_STRESS
GO_REGULATION_OF PROTEIN_MODIFICATION_PROCESS
GO_PROTEIN_MODIFICATION_BY_SMALL_PROTEIN_CONJUGATION_OR_REMOVAL
GO_CELLULAR_RESPONSE_TO_ORGANIC_SUBSTANCE
GO_POSITIVE_REGULATION_OF _RESPONSE_TO_STIMULUS
GO_RESPONSE_TO_ENDOPLASMIC_RETICULUM_STRESS
GO_IMMUNE_SYSTEM_PROCESS
GO_INTRACELLULAR_SIGNAL_TRANSDUCTION
GO_ENZYME_BINDING

GO_NEGATIVE_REGULATION_OF RESPONSE_TO_STIMULUS
GO_ENDOMEMBRANE_SYSTEM_ORGANIZATION
GO_REGULATION_OF CATABOLIC_PROCESS
GO_REGULATION_OF INTRACELLULAR_SIGNAL_TRANSDUCTION
GO_VESICLE_MEDIATED_TRANSPORT
GO_LIPID_METABOLIC_PROCESS
GO_COFACTOR_METABOLIC_PROCESS
GO_CELLULAR_AMIDE_METABOLIC_PROCESS
GO_PEPTIDE_METABOLIC_PROCESS
GO_AMIDE_BIOSYNTHETIC_PROCESS
GO_RRNA_METABOLIC_PROCESS
GO_RIBONUCLEOPROTEIN_COMPLEX_BIOGENESIS
GO_ENVELOPE
GO_SINGLE_ORGANISM_BIOSYNTHETIC_PROCESS
GO_ORGANONITROGEN_COMPOUND_BIOSYNTHETIC_PROCESS
GO_ORGANELLE_INNER_MEMBRANE
GO_MITOCHONDRIAL_ENVELOPE
GO_ORGANONITROGEN_COMPOUND_METABOLIC_PROCESS
GO_RIBOSOME_BIOGENESIS
GO_NCRNA_METABOLIC_PROCESS

GO_NCRNA_PROCESSING
GO_SMALL_MOLECULE_METABOLIC_PROCESS
GO_MITOCHONDRIAL_MATRIX

GO_MITOCHONDRIAL_PART

GO_MITOCHONDRION

ALL GO




GSE30971_CTRL_VS_LPS_STIM_MACROPHAGE_WBP7 KO _4H_UP
GSE9988_LOW_LPS_VS_CTRL_TREATED _MONOCYTE_UP
GSE30971_CTRL_VS_LPS_STIM_MACROPHAGE_WBP7 KO 2H_UP
GSE30971_WBP7_HET_VS_KO_MACROPHAGE_2H_LPS_STIM_DN
GSE36888 UNTREATED_VS_IL2_ TREATED TCELL_17H_DN
GSE9988_LPS VS VEHICLE_TREATED MONOCYTE_UP
GSE9988_LOW_LPS_VS_VEHICLE_TREATED_MONOCYTE_UP
GSE30971_CTRL_VS_LPS_STIM_MACROPHAGE_WBP7_HET 2H_UP
GSE9988 ANTI_TREM1_VS_LOW_LPS MONOCYTE_DN
GSE9988_LPS VS CTRL_TREATED_MONOCYTE_UP
GSE41176_UNSTIM_VS_ANTI_IGM_STIM_BCELL_1H_UP
GSE9988_ANTI_TREM1_VS_LPS_MONOCYTE_DN

GSE30971_WBP7 _HET VS KO _MACROPHAGE_DN
GSE41176_UNSTIM_VS_ANTI_IGM_STIM_BCELL_3H_UP
GSE36888_UNTREATED_VS_IL2_TREATED STAT5 AB_KNOCKIN_TCELL_2H_UP
GSE22886_DAY1_VS_DAY7 MONOCYTE_IN_CULTURE_UP
GSE9988_ANTI_TREM1_VS_ANTI_TREM1_AND_LPS MONOCYTE_DN
GSE37416_OH_VS_6H_F_TULARENSIS_LVS NEUTROPHIL_DN
GSE36888_UNTREATED VS_IL2_ TREATED TCELL_6H_UP

GSE9960_ HEALTHY_VS_GRAM_NEG_SEPSIS_PBMC_DN

GSE2770 TGFB_AND_IL4_VS_IL12 TREATED ACT CD4 TCELL_48H_UP
GSE2706_2H_VS_8H_R848 AND_LPS_STIM_DC_UP
GSE2770_TGFB_AND_IL4_VS_IL4 TREATED ACT_CD4 TCELL_48H_DN
GSE2770 TGFB_AND IL4 VS_TGFB_AND IL12 TREATED ACT_CD4 TCELL_48H_DN
GSE45382_UNTREATED_VS_TGFB_TREATED _MACROPHAGES_UP
GSE11864 CSF1_IFNG_VS CSF1_IFNG_PAM3CYS_IN_MAC_UP
GSE42724_NAIVE_BCELL_VS_PLASMABLAST_DN
GSE22886_CTRL_VS_LPS_24H DC_UP

GSE2770 IL12_AND _TGFB_ACT_VS_ACT CD4 TCELL 2H DN
GSE42088 2H_VS_24H_LEISHMANIA_INF_DC_UP

GSE9960 HEALTHY VS _GRAM_NEG_SEPSIS_PBMC_UP
GSE22886_DAY1_VS_DAY7 MONOCYTE_IN_CULTURE_DN
GSE30971_CTRL_VS_LPS_STIM_MACROPHAGE_WBP7_HET_4H_DN
GSE30971_WBP7_HET VS KO MACROPHAGE_4H_LPS STIM_DN
GSE22886_DAY0_VS_DAY1l MONOCYTE_IN_CULTURE_UP
GSE30971_CTRL_VS_LPS_STIM_MACROPHAGE_WBP7 KO _2H DN
GSE30971_CTRL_VS_LPS_STIM_MACROPHAGE_WBP7_HET_2H_DN
GSE41176_UNSTIM_VS_ANTI_IGM_STIM_BCELL_3H_DN

GSE36888 STAT5 _AB_KNOCKIN_VS WT TCELL_IL2 TREATED 2H_UP
GSE36888_UNTREATED_VS_IL2_TREATED TCELL_17H_UP

ALL_IMMUNOLOGIC_SIGNATURES
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ALL_MOTIF

SCGGAAGY_V$ELK1 02

GCACTTT,MIR-17-5P,MIR-20A,MIR-106A,MIR-106B,MIR-20B,MIR-519D

GGGCGGR_V$SP1 Q6

CAGTATT,MIR-200B,MIR-200C,MIR-429

TGAATGT,MIR-181A,MIR-181B,MIR-181C,MIR-181D

TTTGCAC,MIR-19A,MIR-19B

TGTTTAC,MIR-30A-5P,MIR-30C,MIR-30D,MIR-30B,MIR-30E-5P

CAGTGTT,MIR-141,MIR-200A

MGGAAGTG_V$GABP_B

GGGAGGRR_V$MAZ_ Q6

GTGACGY_VS$E4F1_Q6

RCGCANGCGY_V$NRF1_Q6

GTGCCTT,MIR-506

AACTTT_UNKNOWN

TGCACTT,MIR-519C,MIR-519B,MIR-519A

TTGGGAG,MIR-150

CTTTGT_VS$LEF1 Q2

TGCCTTA,MIR-124A

MIR-302A,MIR-302B,MIR-302C,MIR-302D,MIR-372,MIR-373,MIR-520E,MIR-520A,MIR-526B,MIR-520B,MIR-520C,MIR-520D

CTTTGTA/MIR-524

V$E2F1_Q6 01 |

VSMYC_Q2 |

V$E2F_Q3 01 |

V$NFY_Q6_01 |

V$E2F1 Q4 01 |
V$MYCMAX_01 |

V$E2F_Q6 |

V$E2F4DP1_01 |

V$E2F_Q4 |

V$E2F1DP2_01 |

V$E2F 02 |

V$E2F1_Q6 |

V$E2F4DP2_01 |
V$E2F1DP1_01 |

V$E2F_Q4 01 |
V$E2F1DP1RB_01 |
ACTAYRNNNCCCR_UNKNOWN |
V$E2F1_Q3 |
SGCGSSAAA_VS$E2F1DP2 01 |
CACGTG_V$MYC_Q2 |




STK33_NOMO_UP
EGFR_UP.V1_UP
STK33_UP
BMI1_DN_MEL18_DN.V1_UP
CSR_EARLY_UP.V1_UP
TGFB_UP.V1_UP
MEL18_DN.V1_UP
TBK1.DF_UP
BMI1_DN.V1_UP
TBK1.DF_DN
IL2_UP.V1_UP
STK33_SKM_UP

EIF4E_DN

PIGF_UP.V1_UP
E2F1_UP.V1 DN
RELA_DN.V1_UP
RB_P130_DN.V1_DN
KRAS.DF.V1_UP
IL15_UP.V1_UP
CAMP_UP.V1_DN
ESC_J1_UP_LATE.V1 DN
KRAS.LUNG.BREAST_UP.V1_DN
PRC2_EED_UP.V1 DN
E2F3_UP.V1_UP
ESC_V6.5_UP_LATE.V1 DN
KRAS.600.LUNG.BREAST _UP.V1 DN
KRAS.300_UP.V1_DN
AKT_UP_MTOR_DN.V1 DN
MTOR_UP.N4.V1_DN
RB_DN.V1_UP

RPS14 DN.V1_DN
EIF4E_UP
RB_P107_DN.V1_UP
RPS14 DN.V1_UP
KRAS.600_UP.V1_DN
STK33_DN
HOXA9_DN.V1_UP
STK33_NOMO_DN
SIRNA_EIF4AGI_UP
MYC_UP.V1_UP

ALL_ONCOGENIC_SIGNATURES




BIOCARTA_PROTEASOME_PATHWAY
BIOCARTA_ARAP_PATHWAY
BIOCARTA_RELA_PATHWAY

BIOCARTA_HIVNEF_PATHWAY
BIOCARTA_NFKB_PATHWAY
BIOCARTA_TNFR2_PATHWAY
BIOCARTA_IL1R_PATHWAY
BIOCARTA_IL6_PATHWAY
BIOCARTA_STRESS_PATHWAY
BIOCARTA_MET_PATHWAY
BIOCARTA_NTHI_PATHWAY
BIOCARTA_MAPK_PATHWAY
BIOCARTA_41BB_PATHWAY
BIOCARTA_KERATINOCYTE_PATHWAY
BIOCARTA_CDC42RAC_PATHWAY
BIOCARTA_WNT_PATHWAY
BIOCARTA_DEATH_PATHWAY
BIOCARTA_ACTINY_PATHWAY
BIOCARTA_RAS_PATHWAY

BIOCARTA_CERAMIDE_PATHWAY

BIOCARTA




MORF_RAB1A
GCM_MYST2
GCM_MAP4K4
MORF_RAC1
MORF_RAB5A
GCM_CRKL
GCM_MLL
GCM_RAB10
GCM_RAN
GCM_ZNF198
MORF_PSMC2
MORF_RAD21
MORF_PPP6C
GCM_BMPR2
MORF_PRKAR1A
GCM_NF2
GNF2_DDX5
GCM_NCAM1
GNF2_XRCC5
GCM_UBE2N
MORF_EIF3S2
GNF2_CARD15
GNF2_CCNA2
GNF2_CD33
MORF_RAD23A
GNF2_TNFRSF1B
MORF_BUB3
GNF2_PCNA
MORF_AATF
GNF2_FOS
GNF2_CKS2
MORF_PRKDC
MORF_DEAF1
GNF2_EIF3S6
GNF2_HCK
GNF2_FEN1
GNF2_SMC4L1
GNF2_RRM1
GNF2_RFC4
GNF2_CASP1

CANCER_GENE_NEIGHBORHOODS




MODULE_3
MODULE_522
MODULE_91
MODULE_28
MODULE_239
MODULE_86
MODULE_75
MODULE_5
MODULE_46
MODULE_223
MODULE_8
MODULE_159
MODULE_123
MODULE_182
MODULE_45
MODULE_121
MODULE_323
MODULE_73
MODULE_87
MODULE_261
MODULE_305
MODULE_40
MODULE_23
MODULE_484
MODULE_430
MODULE_221
MODULE_54
MODULE_19
MODULE_114
MODULE_308
MODULE_212
MODULE_53
MODULE_152
MODULE_421
MODULE_397
MODULE_16
MODULE_184
MODULE_151
MODULE_93
MODULE_15

CANCER_MODULES




CHEMICAL_AND_GENETIC_PERTERBATIONS

BUYTAERT_PHOTODYNAMIC_THERAPY_STRESS_UP

|

DACOSTA_UV_RESPONSE_VIA ERCC3_DN |

ZHANG_RESPONSE_TO_IKK_INHIBITOR_AND_TNF_UP |

ZHOU_INFLAMMATORY_RESPONSE_LIVE_UP |

SPIELMAN_LYMPHOBLAST EUROPEAN_VS_ASIAN_DN |

PILON_KLF1_TARGETS DN |

KOINUMA_TARGETS_OF SMAD2_OR_SMAD3 |

NUYTTEN_EZH2_ TARGETS_UP |

KRIEG_HYPOXIA NOT_VIA_KDM3A |

PHONG_TNF_RESPONSE_NOT VIA P38 |

FOSTER_TOLERANT_MACROPHAGE_DN |

DIAZ_CHRONIC_MEYLOGENOUS_LEUKEMIA UP |

KRIGE_RESPONSE_TO_TOSEDOSTAT 24HR_UP |

SCHLOSSER_SERUM_RESPONSE_DN |

ZWANG_CLASS 3 TRANSIENTLY_INDUCED BY_EGF |

CHEN_HOXA5 TARGETS 9HR_UP |

SENESE_HDAC1_TARGETS UP |

DACOSTA_UV_RESPONSE_VIA ERCC3_COMMON_DN |

MITSIADES_RESPONSE_TO_APLIDIN_UP |
KIM_WT1_TARGETS_UP | |

|

|

|

|

|

|

|

|

|

|

|

|

|

|

|

|

|

|

|

|

THEILGAARD _NEUTROPHIL_AT_SKIN_WOUND_DN
DAIRKEE_TERT_TARGETS_UP
WONG_MITOCHONDRIA_GENE_MODULE
FEVR_CTNNB1_TARGETS DN
CHEN_METABOLIC_SYNDROM_NETWORK |
MARTENS_TRETINOIN_RESPONSE_DN |
RHEIN_ALL_GLUCOCORTICOID_THERAPY DN |
DUTERTRE_ESTRADIOL_RESPONSE_24HR_UP |
WANG_RESPONSE_TO GSK3_INHIBITOR_SB216763_UP |
NUYTTEN_EZH2_TARGETS_DN |
ZHOU_INFLAMMATORY_ RESPONSE_FIMA_DN |
CAIRO_HEPATOBLASTOMA_CLASSES_UP |
MOOTHA_HUMAN_MITODB_6_2002 [
MOOTHA_MITOCHONDRIA |

MANALO_HYPOXIA_DN [

BUYTAERT _PHOTODYNAMIC_THERAPY_ STRESS_DN |
ZHOU_INFLAMMATORY RESPONSE_LIVE_DN |
GOBERT_OLIGODENDROCYTE_DIFFERENTIATION_UP |
KRIGE_RESPONSE_TO TOSEDOSTAT 6HR DN |
KRIGE_RESPONSE_TO_TOSEDOSTAT 24HR DN |




GO_POSITIVE_REGULATION_OF_PROTEIN_METABOLIC_PROCESS
GO_POSITIVE_REGULATION_OF_CELL_COMMUNICATION
GO_REGULATION_OF RESPONSE_TO_STRESS
GO_CELLULAR_RESPONSE_TO_STRESS
GO_PROTEIN_MODIFICATION_BY_SMALL_PROTEIN_CONJUGATION_OR_REMOVAL
GO_REGULATION_OF PROTEIN_MODIFICATION_PROCESS
GO_RESPONSE_TO_ENDOPLASMIC_RETICULUM_STRESS
GO_POSITIVE_REGULATION_OF RESPONSE_TO_STIMULUS
GO_CELLULAR_RESPONSE_TO ORGANIC_SUBSTANCE
GO_IMMUNE_SYSTEM_PROCESS
GO_NEGATIVE_REGULATION_OF RESPONSE_TO_STIMULUS
GO_INTRACELLULAR_SIGNAL_TRANSDUCTION
GO_PROTEIN_UBIQUITINATION

GO_REGULATION_OF CATABOLIC_PROCESS
GO_POSITIVE_REGULATION_OF_PROTEIN_MODIFICATION_PROCESS
GO_ESTABLISHMENT _OF LOCALIZATION_IN_CELL
GO_ENDOMEMBRANE_SYSTEM_ORGANIZATION
GO_REGULATION_OF TRANSCRIPTION_FROM_RNA_POLYMERASE_Il_PROMOTER
GO_REGULATION_OF INTRACELLULAR_SIGNAL_TRANSDUCTION
GO_POSITIVE_REGULATION_OF_MOLECULAR_FUNCTION
GO_ORGANIC_ACID_CATABOLIC_PROCESS
GO_TRNA_METABOLIC_PROCESS
GO_CELLULAR_LIPID_METABOLIC_PROCESS
GO_OXIDATION_REDUCTION_PROCESS
GO_ORGANIC_ACID_METABOLIC_PROCESS
GO_ORGANOPHOSPHATE_METABOLIC_PROCESS
GO_LIPID_METABOLIC_PROCESS
GO_COFACTOR_METABOLIC_PROCESS
GO_CELLULAR_AMIDE_METABOLIC_PROCESS
GO_PEPTIDE_METABOLIC_PROCESS
GO_AMIDE_BIOSYNTHETIC_PROCESS
GO_RRNA_METABOLIC_PROCESS
GO_RIBONUCLEOPROTEIN_COMPLEX_BIOGENESIS
GO_SINGLE_ORGANISM_BIOSYNTHETIC_PROCESS
GO_ORGANONITROGEN_COMPOUND_BIOSYNTHETIC_PROCESS
GO_ORGANONITROGEN_COMPOUND_METABOLIC_PROCESS
GO_RIBOSOME_BIOGENESIS

GO_NCRNA_METABOLIC_PROCESS

GO_NCRNA_PROCESSING
GO_SMALL_MOLECULE_METABOLIC_PROCESS

GO_BIOLOGAL_PROCESSES




GO_CELLULAR_COMPONENT

GO_GOLGI_APPARATUS |
GO_GOLGI_APPARATUS_PART |
GO_GOLGI_MEMBRANE |
GO_ENDOPLASMIC_RETICULUM |
GO_NUCLEOPLASM_PART |
GO_ENDOPLASMIC_RETICULUM_PART |
GO_NUCLEAR_OUTER_MEMBRANE_ENDOPLASMIC_RETICULUM_MEMBRANE_NETWORK |
GO_ORGANELLE_SUBCOMPARTMENT |
GO_INTRACELLULAR_VESICLE |
GO_CELL_SUBSTRATE_JUNCTION |
GO_TRANSFERASE_COMPLEX |
GO_CATALYTIC_COMPLEX |
GO_ENDOSOME |
GO_MEDIATOR_COMPLEX |
GO_NUCLEAR_BODY |

GO_VACUOLE |
GO_PROTEASOME_COMPLEX |
GO_ENDOPLASMIC_RETICULUM_GOLGI_INTERMEDIATE_COMPARTMENT |
GO_ANCHORING_JUNCTION |
GO_VACUOLAR_MEMBRANE |
GO_RIBONUCLEOPROTEIN_COMPLEX | |
|

|

|

|

|

|

|

|

|

|

|

|

|

|

|

|

|

|

|

GO_INNER_MITOCHONDRIAL. MEMBRANE_PROTEIN_COMPLEX
GO_SMALL_SUBUNIT_PROCESSOME
GO_MITOCHONDRIAL_PROTEIN_COMPLEX
GO_MICROBODY_LUMEN
GO_LARGE_RIBOSOMAL_SUBUNIT |
GO_MITOCHONDRIAL_MEMBRANE_PART |
GO_ORGANELLAR_RIBOSOME |
GO_NUCLEOLAR_PART |
GO_CYTOSOLIC_RIBOSOME |
GO_NUCLEOLUS |

GO_PRERIBOSOME |
GO_RIBOSOMAL_SUBUNIT [

GO_RIBOSOME |

GO_ENVELOPE [
GO_ORGANELLE_INNER_MEMBRANE [
GO_MITOCHONDRIAL_ENVELOPE |
GO_MITOCHONDRIAL_MATRIX |
GO_MITOCHONDRIAL_PART |
GO_MITOCHONDRION |




GO_MOLECULAR_FUNCTION

GO_ENZYME_BINDING

GO_UBIQUITIN_LIKE_PROTEIN_TRANSFERASE_ACTIVITY

GO_UBIQUITIN_LIKE_PROTEIN_LIGASE_BINDING

GO _UBIQUITIN_LIKE_PROTEIN_LIGASE_ACTIVITY

GO_KINASE_ACTIVITY

GO_RECEPTOR_BINDING

GO_PROTEIN_KINASE_ACTIVITY

GO_RIBONUCLEOTIDE_BINDING

|

|

|

|

|

|

|

|

GO_CYTOKINE_RECEPTOR_BINDING |

GO_TRANSCRIPTION_FACTOR_BINDING |

GO_UBIQUITIN_LIKE_PROTEIN_BINDING |

GO_TRANSCRIPTION_FACTOR_ACTIVITY_PROTEIN_BINDING |

GO_PROTEIN_SERINE_THREONINE_KINASE_ACTIVITY |

GO_GDP_BINDING |

GO_TRANSFERASE_ACTIVITY_TRANSFERRING_PHOSPHORUS_CONTAINING_GROUPS |

GO_PROTEASE_BINDING |

GO_CYTOKINE_ACTIVITY |

GO_GTPASE_ACTIVITY |

GO_POLY_A_RNA BINDING |
GO_ENZYME_REGULATOR_ACTIVITY | |

|

|

|

|

|

|

|

|

|

|

|

|

|

|

|

|

|

|

|

|

GO_OXIDOREDUCTASE_ACTIVITY_ACTING_ON_CH_OH_GROUP_OF DONORS |
GO_OXIDOREDUCTASE_ACTIVITY_ACTING_ON_THE_CH_OH_GROUP_OF_DONORS_NAD_OR_NADP_AS_ACCEPTOR |
GO_MONOOXYGENASE_ACTIVITY |

GO_NUCLEOTIDYLTRANSFERASE_ACTIVITY |
GO_LIGASE_ACTIVITY_FORMING_CARBON_OXYGEN_BONDS |
GO_SNORNA_BINDING [
GO_S_ADENOSYLMETHIONINE_DEPENDENT_METHYLTRANSFERASE_ACTIVITY |
GO_PROTEIN_DISULFIDE_OXIDOREDUCTASE_ACTIVITY |

GO_NAD_BINDING |

GO_RNA_BINDING [
GO_OXIDOREDUCTASE_ACTIVITY_ACTING_ON_THE_CH_CH_GROUP_OF DONORS |
GO_TRANSFERASE_ACTIVITY_TRANSFERRING_ONE_CARBON_GROUPS |
GO_HYDROLASE_ACTIVITY_ACTING_ON_ESTER_BONDS |

GO_RRNA_BINDING |

GO_4_IRON_4_SULFUR_CLUSTER_BINDING |

GO_METAL_CLUSTER_BINDING [

GO_STRUCTURAL_CONSTITUENT_OF RIBOSOME |

GO_COFACTOR_BINDING |

GO _COENZYME_BINDING |

GO_OXIDOREDUCTASE_ACTIVITY |




HALLMARK_TNFA_SIGNALING_VIA NFKB
HALLMARK_INFLAMMATORY RESPONSE
HALLMARK_HYPOXIA
HALLMARK_IL2_STAT5_SIGNALING
HALLMARK_EPITHELIAL_ MESENCHYMAL_TRANSITION
HALLMARK_TGF_BETA_SIGNALING
HALLMARK_PROTEIN_SECRETION
HALLMARK_IL6_JAK_STAT3 SIGNALING
HALLMARK_COMPLEMENT
HALLMARK_INTERFERON_GAMMA_RESPONSE
HALLMARK_MTORC1_SIGNALING
HALLMARK_ANDROGEN_RESPONSE
HALLMARK_MITOTIC_SPINDLE
HALLMARK_GLYCOLYSIS
HALLMARK_UNFOLDED_PROTEIN_RESPONSE
HALLMARK_APOPTOSIS
HALLMARK_P53_PATHWAY
HALLMARK_PI3K_AKT_MTOR_SIGNALING
HALLMARK_UV_RESPONSE_UP
HALLMARK_UV_RESPONSE_DN
HALLMARK_REACTIVE_OXIGEN_SPECIES_PATHWAY
HALLMARK_INTERFERON_ALPHA RESPONSE
HALLMARK_MYC_TARGETS_V1
HALLMARK_PEROXISOME
HALLMARK_BILE_ACID_METABOLISM
HALLMARK_ADIPOGENESIS
HALLMARK_E2F TARGETS
HALLMARK_FATTY_ACID_METABOLISM
HALLMARK_OXIDATIVE_PHOSPHORYLATION
HALLMARK_MYC_TARGETS_V?2

HALLMARK

Hﬂmﬂﬂﬂﬂﬂﬂ
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KEGG_PROTEASOME

KEGG_ENDOCYTOSIS

KEGG_UBIQUITIN_MEDIATED PROTEOLYSIS
KEGG_CYTOKINE_CYTOKINE_RECEPTOR_INTERACTION
KEGG_JAK_STAT SIGNALING_PATHWAY
KEGG_PATHWAYS_IN_CANCER
KEGG_RENAL_CELL_CARCINOMA
KEGG_NEUROTROPHIN_SIGNALING_PATHWAY
KEGG_APOPTOSIS
KEGG_MAPK_SIGNALING_PATHWAY
KEGG_TOLL_LIKE_ RECEPTOR_SIGNALING_PATHWAY
KEGG_FC_GAMMA_R_MEDIATED _PHAGOCYTOSIS
KEGG_FOCAL_ADHESION
KEGG_PROSTATE_CANCER
KEGG_NOD_LIKE_RECEPTOR_SIGNALING_PATHWAY
KEGG_SPLICEOSOME
KEGG_LEISHMANIA_INFECTION
KEGG_ENDOMETRIAL_CANCER
KEGG_CHEMOKINE_SIGNALING _PATHWAY
KEGG_SMALL_CELL_LUNG_CANCER
KEGG_ABC_TRANSPORTERS
KEGG_TASTE_TRANSDUCTION

KEGG_LYSOSOME
KEGG_NUCLEOTIDE_EXCISION_REPAIR
KEGG_FATTY_ACID_METABOLISM
KEGG_ALZHEIMERS_DISEASE
KEGG_OLFACTORY_TRANSDUCTION
KEGG_METABOLISM_OF_XENOBIOTICS_BY_CYTOCHROME_P450
KEGG_OXIDATIVE_ PHOSPHORYLATION
KEGG_CITRATE_CYCLE_TCA_CYCLE
KEGG_AMINOACYL_TRNA_BIOSYNTHESIS
KEGG_PYRUVATE_METABOLISM
KEGG_PEROXISOME
KEGG_BASE_EXCISION_REPAIR
KEGG_PYRIMIDINE_METABOLISM
KEGG_DNA_REPLICATION
KEGG_BUTANOATE_METABOLISM

KEGG_RIBOSOME
KEGG_PROPANOATE_METABOLISM
KEGG_VALINE_LEUCINE_AND_ISOLEUCINE_DEGRADATION

KEGG




MICRORNA_TARGETS

CAGTATT,MIR-200B,MIR-200C,MIR-429

GCACTTT,MIR-17-5PMIR-20A,MIR-106A,MIR-106B,MIR-20B,MIR-519D

TGAATGT,MIR-181A,MIR-181B,MIR-181C,MIR-181D

TGTTTAC,MIR-30A-5P,MIR-30C,MIR-30D,MIR-30B,MIR-30E-5P

TTTGCAC,MIR-19A,MIR-19B

CAGTGTT,MIR-141,MIR-200A

TGCACTT,MIR-519C,MIR-519B,MIR-519A

GTGCCTT,MIR-506

TGCCTTA,MIR-124A

TTGGGAG,MIR-150

MIR-302A,MIR-302B,MIR-302C,MIR-302D,MIR-372,MIR-373,MIR-520E,MIR-520A,MIR-526B,MIR-520B,MIR-520C,MIR-520D

CTTTGTA,MIR-524

ATTCTTT,MIR-186

TGCTGCT,MIR-15A,MIR-16,MIR-15B,MIR-195,MIR-424 ,MIR-497

GTGCCAA MIR-96

CTACTGT,MIR-199A

TAGCTTT,MIR-9

ACACTAC,MIR-142-3P

AATGTGA,MIR-23A,MIR-23B

ACTGTGAMIR-27A,MIR-27B




CHR3Q28

CHR20Q11

CHR14Q22

CHR5Q31

CHR2Q12

CHR4Q21

CHR1P22

CHR11Q24

CHR19P13

CHR16P12

CHR2P22

CHR16P13

POSITIONAL




REACTOME_IMMUNE_SYSTEM
REACTOME_CLASS_|_MHC_MEDIATED_ANTIGEN_PROCESSING_PRESENTATION
REACTOME_ADAPTIVE_IMMUNE_SYSTEM
REACTOME_ANTIGEN_PROCESSING_UBIQUITINATION_PROTEASOME_DEGRADATION
REACTOME_ER_PHAGOSOME_PATHWAY
REACTOME_DOWNSTREAM_SIGNALING_EVENTS _OF B_CELL_RECEPTOR_BCR
REACTOME_ACTIVATION_OF_NF_KAPPAB_IN_B_CELLS
REACTOME_SIGNALING_BY_ILS

REACTOME_CDK_MEDIATED PHOSPHORYLATION_AND_ REMOVAL_OF CDC6
REACTOME_HIV_INFECTION

REACTOME_SCF _BETA _TRCP_MEDIATED DEGRADATION_OF EMI1
REACTOME_SIGNALING_BY_THE_B_CELL_RECEPTOR_BCR
REACTOME_SIGNALING_BY _WNT

REACTOME_P53 DEPENDENT_G1_DNA DAMAGE_RESPONSE
REACTOME_ANTIGEN_PROCESSING_CROSS_PRESENTATION
REACTOME_GENERIC_TRANSCRIPTION_PATHWAY
REACTOME_REGULATION_OF_ORNITHINE_DECARBOXYLASE_ODC
REACTOME_VIF_MEDIATED DEGRADATION_OF APOBEC3G
REACTOME_SCFSKP2_MEDIATED DEGRADATION OF P27 P21
REACTOME_IL1_SIGNALING
REACTOME_PYRUVATE_METABOLISM_AND_CITRIC_ACID_TCA_CYCLE
REACTOME_RESPIRATORY ELECTRON_TRANSPORT
REACTOME_INFLUENZA_LIFE_CYCLE

REACTOME_ACTIVATION_OF THE_PRE_REPLICATIVE_COMPLEX
REACTOME_G2_M_CHECKPOINTS

REACTOME_PHOSPHOLIPID_METABOLISM

REACTOME_DNA_REPAIR

REACTOME_TRANSLATION

REACTOME_TRNA_AMINOACYLATION

REACTOME_MITOTIC_PROMETAPHASE
REACTOME_SULFUR_AMINO_ACID_METABOLISM
REACTOME_DNA_STRAND_ELONGATION
REACTOME_GLYCEROPHOSPHOLIPID_BIOSYNTHESIS
REACTOME_METABOLISM_OF LIPIDS_AND_LIPOPROTEINS
REACTOME_INFLUENZA_VIRAL_RNA_TRANSCRIPTION_AND_REPLICATION
REACTOME_BRANCHED_CHAIN_AMINO_ACID_CATABOLISM
'RANSPORT_ATP_SYNTHESIS_BY_CHEMIOSMOTIC_COUPLING_AND_HEAT_PRODUCTION_BY_UNCOUPLING_PROTEINS_
REACTOME_3 UTR_MEDIATED _TRANSLATIONAL_REGULATION
REACTOME_PEPTIDE_CHAIN_ELONGATION
REACTOME_TCA_CYCLE_AND_RESPIRATORY_ELECTRON_TRANSPORT

REACTOME




SCGGAAGY_V$ELK1 02
GGGCGGR_V$SP1_Q6
MGGAAGTG_V$GABP_B
GGGAGGRR_V$MAZ_Q6
GTGACGY_V$E4F1_Q6
AACTTT_UNKNOWN
RCGCANGCGY_V$NRF1_Q6
CTTTGT_VS$LEF1_Q2
TGANTCA_V$APL C
VS$E4F1_Q6
GCCATNTTG_V$YY1 Q6
V$ATF6_01
V$CEBPB_02
V$CREB_Q2
RYTTCCTG_VS$ETS2 B
V$NRF2_01

V$XBP1_01

V$YY1 01
V$NFKAPPAB_01
GGGTGGRR_V$PAX4_03
V$E2F Q3 01
V$MYC_Q2
V$E2F1 Q4 01
V$E2F1_Q6_01
V$MYCMAX_01
V$NFY_Q6_01
V$E2F4DP1_01

V$E2F 02

V$E2F Q4

V$E2F_Q6
V$E2F1DP2_01
V$E2F4DP2_01
V$E2F1DP1RB_01
V$E2F1DP1_01
V$E2F1_Q6
V$E2F Q4 _01
V$E2F1_Q3
ACTAYRNNNCCCR_UNKNOWN
SGCGSSAAA V$E2F1DP2_01
CACGTG_V$MYC_Q2

TRANSCRIPTION_FACTOR_TARGETS




