REACTOME_PEPTIDE_CHAIN_ELONGATION

KEGG_RIBOSOME

REACTOME_3 UTR_MEDIATED TRANSLATIONAL_REGULATION

REACTOME_TRANSLATION
REACTOME_INFLUENZA_VIRAL_RNA_TRANSCRIPTION_AND_REPLICATION
REACTOME_SRP_DEPENDENT_COTRANSLATIONAL_PROTEIN_TARGETING_TO MEMBRANE
REACTOME_NONSENSE_MEDIATED_DECAY_ENHANCED_BY_THE_EXON_JUNCTION_COMPLEX
REACTOME_INFLUENZA_LIFE_CYCLE

REACTOME_FORMATION_OF_THE_TERNARY_ COMPLEX_AND_SUBSEQUENTLY_THE_43S_COMPLEX
N_OF THE_MRNA_UPON_BINDING_OF THE_CAP_BINDING_COMPLEX_AND_EIFS_AND_SUBSEQUENT_BINDING_TO 43S
REACTOME_METABOLISM_OF PROTEINS

REACTOME_METABOLISM_OF_MRNA

REACTOME_METABOLISM_OF RNA

REACTOME_OLFACTORY_SIGNALING_PATHWAY

KEGG_OLFACTORY_TRANSDUCTION

BIOCARTA_IL1IR_PATHWAY

NABA_SECRETED_FACTORS

KEGG_SNARE_INTERACTIONS_IN_VESICULAR_TRANSPORT
KEGG_BASAL_CELL_CARCINOMA

REACTOME_MITOCHONDRIAL_PROTEIN_IMPORT

PID_ERBB1_DOWNSTREAM_PATHWAY

BIOCARTA_IL6_PATHWAY

BIOCARTA_INTEGRIN_PATHWAY

REACTOME_DNA_STRAND_ELONGATION

PID_ILK_PATHWAY

REACTOME_MITOTIC_M_M_G1_PHASES

REACTOME_GLUCOSE_METABOLISM

KEGG_FC_GAMMA_R_MEDIATED PHAGOCYTOSIS

REACTOME_METABOLISM_OF CARBOHYDRATES

PID_HIF1_TFPATHWAY

PID_CXCR4_PATHWAY

REACTOME_EXTENSION_OF_TELOMERES

PID_PDGFRB_PATHWAY

REACTOME_METABOLISM_OF_LIPIDS_AND_LIPOPROTEINS
KEGG_REGULATION_OF_ACTIN_CYTOSKELETON

BIOCARTA_CCR3_PATHWAY

REACTOME_IMMUNE_SYSTEM

REACTOME_DNA_REPLICATION

REACTOME_CELL_CYCLE

REACTOME_CELL_CYCLE_MITOTIC

ALL_CANONICAL_PATHWAYS




GNF2_EIF3S6
MORF_NPM1
MORF_TPT1
GNF2_FBL
GCM_TPT1
GNF2_ST13
MORF_ACTG1
MODULE_83
GCM_NPM1
GNF2_TPT1
GNF2_DAP3
MORF_EIF4A2
MODULE_114
MORF_EIF3S6
GNF2_GLTSCR2
MODULE_32
MODULE_151
MORF_NME2
MODULE_29
MORF_ANP32B
MODULE_38
MODULE_244
GNF2_CASP1
GNF2_S100A4
MODULE_8
MODULE_17
MODULE_44
MODULE_158
MODULE_125
GNF2_MYD88
GNF2_MSN
MODULE_5
MODULE_52
MODULE_198
MODULE_45
MODULE_252
MODULE_16
MODULE_84
MODULE_3
MODULE_54

ALL_COMPUTATIONAL




ALL_CURATED

REACTOME_3_UTR_MEDIATED_TRANSLATIONAL_REGULATION
KEGG_RIBOSOME

REACTOME_TRANSLATION

REACTOME_PEPTIDE_CHAIN_ELONGATION

REACTOME_INFLUENZA_VIRAL_RNA_TRANSCRIPTION_AND_REPLICATION

REACTOME_NONSENSE_MEDIATED DECAY_ENHANCED BY_THE_EXON_JUNCTION_COMPLEX

REACTOME_SRP_DEPENDENT_COTRANSLATIONAL_PROTEIN_TARGETING_TO_MEMBRANE

REACTOME_INFLUENZA_LIFE_CYCLE

BILANGES_SERUM_AND_RAPAMYCIN_SENSITIVE_GENES

CHNG_MULTIPLE_MYELOMA_HYPERPLOID_UP

REACTOME_FORMATION_OF THE_TERNARY_COMPLEX_AND_SUBSEQUENTLY THE_43S_COMPLEX

N_OF_THE_MRNA_UPON_BINDING_OF _THE_CAP_BINDING_COMPLEX_AND_EIFS_AND_SUBSEQUENT_BINDING_TO_43S

REACTOME_METABOLISM_OF_PROTEINS

BUYTAERT_PHOTODYNAMIC_THERAPY_STRESS_UP

OSMAN_BLADDER_CANCER_DN

HSIAO_HOUSEKEEPING_GENES

REACTOME_METABOLISM_OF_MRNA

MARTENS_TRETINOIN_RESPONSE_DN
ZHANG_RESPONSE_TO_IKK_INHIBITOR_AND_TNF_UP

KINSEY_TARGETS_OF _EWSR1_FLII_FUSION_UP |
JOHNSTONE_PARVB_TARGETS_3 DN |
REACTOME_CELL_CYCLE_MITOTIC |
MENSE_HYPOXIA_UP |
ELVIDGE_HIF1A_AND_HIF2A_TARGETS DN |
MILI_PSEUDOPODIA_HAPTOTAXIS DN |
ELVIDGE_HIF1A TARGETS DN |
MITSIADES_RESPONSE_TO_APLIDIN_DN
CASORELLI_ACUTE_PROMYELOCYTIC_LEUKEMIA_ DN
BLUM_RESPONSE_TO_SALIRASIB_DN
ELVIDGE_HYPOXIA UP
TIEN_INTESTINE_PROBIOTICS_24HR_UP |
FULCHER_INFLAMMATORY_RESPONSE_LECTIN_VS_LPS DN |
GRAESSMANN_APOPTOSIS _BY_DOXORUBICIN_DN |
PATIL_LIVER_CANCER |

VERHAAK_GLIOBLASTOMA MESENCHYMAL |
FOURNIER_ACINAR_DEVELOPMENT_LATE_2 |
CHEN_METABOLIC_SYNDROM_NETWORK |
KRIEG_HYPOXIA NOT_VIA_KDM3A |
PILON_KLF1_TARGETS DN |

|
|
|
|
|
|
|
|
|
|
|
|
|
|
|
|
|
|
|
ONKEN_UVEAL_MELANOMA_DN |
|
|
|
|
|
|
|
|
|
|
|
|
|
|
|
|
|
|
|
|




ALL GO

GO_TRANSLATIONAL_INITIATION

GO_RIBOSOME

GO_RIBOSOMAL_SUBUNIT

GO_CYTOSOLIC_RIBOSOME

GO_ESTABLISHMENT_OF_PROTEIN_LOCALIZATION_TO_ENDOPLASMIC_RETICULUM

GO_NUCLEAR_TRANSCRIBED_MRNA_CATABOLIC_PROCESS_NONSENSE_MEDIATED_DECAY

GO_STRUCTURAL_CONSTITUENT_OF_RIBOSOME

GO_PROTEIN_LOCALIZATION_TO_ENDOPLASMIC_RETICULUM

GO_AMIDE_BIOSYNTHETIC_PROCESS

GO_PEPTIDE_METABOLIC_PROCESS

GO_RIBONUCLEOPROTEIN_COMPLEX_BIOGENESIS

GO_MULTI_ORGANISM_METABOLIC_PROCESS

GO_RIBOSOME_BIOGENESIS

GO_CYTOSOLIC_LARGE_RIBOSOMAL_SUBUNIT

GO_RRNA_METABOLIC_PROCESS

GO_CELLULAR_AMIDE_METABOLIC_PROCESS

GO_RIBONUCLEOPROTEIN_COMPLEX

GO_PROTEIN_TARGETING_TO_MEMBRANE

GO_LARGE_RIBOSOMAL_SUBUNIT

GO_CYTOSOLIC_PART

GO_CYTOSKELETAL_PART [

GO_REGULATION_OF _CYTOSKELETON_ORGANIZATION |
GO_CELL_CYCLE_PROCESS |
GO_SMALL_MOLECULE_METABOLIC_PROCESS |
GO_REGULATION_OF ORGANELLE_ORGANIZATION |
GO_ENDOPLASMIC_RETICULUM |
GO_CELLULAR_RESPONSE_TO_STRESS |
GO_POSITIVE_REGULATION_OF_MOLECULAR_FUNCTION |
GO_IMMUNE_SYSTEM_PROCESS |
GO_PROTEIN_COMPLEX_BINDING |
GO_PHOSPHATE_CONTAINING_COMPOUND_METABOLIC_PROCESS |
GO_CELL_CYCLE |

GO_RIBONUCLEOTIDE_BINDING |
GO_ADENYL_NUCLEOTIDE_BINDING |
GO_CYTOSKELETON_ORGANIZATION |

GO_ENDOCYTOSIS |
GO_MACROMOLECULAR_COMPLEX_BINDING |
GO_CYTOSKELETON |

GO_ENZYME_BINDING |
GO_VESICLE_MEDIATED_TRANSPORT |




GSE9988 ANTI_TREM1_VS_ANTI_TREM1_AND_LPS MONOCYTE_DN
GSE9988_ANTI_TREM1_VS_LOW_LPS_MONOCYTE_DN
GSE9988_ANTI_TREM1_VS_LPS_MONOCYTE_DN
GSE9988_LOW_LPS_VS_VEHICLE_TREATED_MONOCYTE_UP
GSE9988_LOW_LPS_VS_CTRL_TREATED_MONOCYTE_UP

GSE9988_LPS VS VEHICLE_TREATED _MONOCYTE_UP
GSE30971_CTRL_VS_LPS_STIM_MACROPHAGE_WBP7_KO_2H_UP
GSE9988_LPS VS _CTRL_TREATED MONOCYTE_UP
GSE30971_CTRL_VS_LPS_STIM_MACROPHAGE_WBP7 KO _4H_UP
GSE30971_CTRL_VS_LPS_STIM_MACROPHAGE_WBP7_HET 2H_UP
GSE2405 OH_VS_24H_A_PHAGOCYTOPHILUM_STIM_NEUTROPHIL_UP
GSE41176_UNSTIM_VS_ANTI_IGM_STIM_BCELL_3H_UP
GSE8515_IL1_VS_IL6_4H_STIM_MAC_UP

GSE9988 ANTI_TREM1_AND LPS VS VEHICLE_TREATED MONOCYTES_UP
GSE22886_DAY1_VS_DAY7 MONOCYTE_IN_CULTURE_UP
GSE2706_UNSTIM_VS_2H_LPS_AND_R848 DC DN
GSE41176_UNSTIM_VS_ANTI_IGM_STIM_BCELL_1H_UP

GSE42088 UNINF_VS_LEISHMANIA_INF_DC_4H_DN
GSE42088_UNINF_VS_LEISHMANIA_INF_DC_2H_DN

GSE9988 ANTI_TREM1_AND_LPS_VS_CTRL_TREATED MONOCYTES_UP
GSE9988 _ANTI_TREM1_AND_LPS_VS_CTRL_TREATED_MONOCYTES_DN
GSE41176_UNSTIM_VS_ANTI_IGM_STIM_BCELL_1H_DN
GSE22886_DC_VS_MONOCYTE_UP
GSE20727_ROS_INH_VS_ROS_INH_AND_DNFB_ALLERGEN_TREATED DC_UP
GSE9988_ANTI|_TREM1_VS_VEHICLE_TREATED_MONOCYTES_DN
GSE37416_CTRL_VS_12H F_TULARENSIS_LVS_NEUTROPHIL_DN
GSE6269 HEALTHY_VS_FLU_INF_PBMC_DN
GSE30971_WBP7_HET_VS_KO_MACROPHAGE_2H_LPS_STIM_UP
GSE29618 BCELL_VS_MDC_DN
GSE9988_LOW_LPS_VS_VEHICLE_TREATED _MONOCYTE_DN
GSE37416_CTRL_VS_6H_F_TULARENSIS_LVS_NEUTROPHIL_DN
GSE30971_CTRL_VS_LPS_STIM_MACROPHAGE_WBP7_HET_4H_DN
GSE13485 PRE_VS_POST_YF17D_VACCINATION_PBMC_DN

GSE13485 CTRL_VS_DAY3_YF17D_VACCINE_PBMC_DN
GSE13485_CTRL_VS_DAY7_YF17D_VACCINE_PBMC_DN

GSE9988 ANTI_TREM1_AND LPS_VS_VEHICLE_TREATED MONOCYTES_DN
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_6H_UP
GSE9988_LPS_VS_VEHICLE_TREATED_MONOCYTE_DN

ALL_IMMUNOLOGIC_SIGNATURES




V$E2F1DP2_01

VSE2F 02

V$APL_ Q4

VSETS_Q4

V$E2F1DP1_01

V$BACH1_01
GTGCCAA,MIR-96
V$E2F4DP1_01
CTCAGGG,MIR-125B,MIR-125A
SGCGSSAAA_VS$E2F1DP2_01
VS$E2F1_Q6
GATTGGY_V$NFY_Q6_01
RYTTCCTG_VS$ETS2_B
TGCCTTA,MIR-124A
RCGCANGCGY_V$NRF1_Q6
MGGAAGTG_V$GABP_B
GGGAGGRR_V$MAZ_Q6
SCGGAAGY_VS$ELK1_ 02
GGGTGGRR_V$PAX4 03

GGGCGGR_V$SP1_Q6

ALL_MOTIF




HINATA_NFKB_IMMU_INF
CAMP_UP.V1_UP
KRAS.600.LUNG.BREAST UP.V1_UP
MTOR_UP.N4.V1_DN
KRAS.LUNG.BREAST UP.V1_UP
BMI1_DN_MEL18_DN.V1_UP
SIRNA_EIF4GI_UP
STK33_NOMO_UP
RAF_UP.V1 DN
EGFR_UP.V1_DN

AKT UP.V1_UP
RB_P130_DN.V1 DN
MEK_UP.V1 DN
NRL_DN.V1 DN

TBK1.DF_UP
GCNP_SHH_UP_LATE.V1 UP
E2F1_UP.V1_DN
PKCA_DN.V1_DN
P53_DN.V2_DN
PDGF_UP.V1_UP

HOXA9 DN.V1_UP
ESC_J1_UP_EARLY.V1 DN
RB_P107_DN.V1_UP
RB_DN.V1_UP
MYC_UP.V1_ DN
MTOR_UP.V1_UP
MTOR_UP.N4.V1_UP
KRAS.DF.V1_UP

HOXA9 DN.V1_ DN
PRC2_EED_UP.V1 DN

ALL_ONCOGENIC_SIGNATURES




BIOCARTA_IL1R_PATHWAY
BIOCARTA_MTAS3_PATHWAY
BIOCARTA_IGF1_PATHWAY
BIOCARTA_MAL_PATHWAY
BIOCARTA_CDC42RAC_PATHWAY
BIOCARTA_CXCR4_PATHWAY
BIOCARTA_IGF1R_PATHWAY
BIOCARTA_GLEEVEC_PATHWAY
BIOCARTA_PDGF_PATHWAY
BIOCARTA_TPO_PATHWAY
BIOCARTA_PYK2_PATHWAY
BIOCARTA_TNFR1_PATHWAY
BIOCARTA_BIOPEPTIDES_PATHWAY
BIOCARTA_PROTEASOME_PATHWAY
BIOCARTA_AT1R_PATHWAY
BIOCARTA_RHO_PATHWAY
BIOCARTA_ECM_PATHWAY
BIOCARTA_TFF_PATHWAY
BIOCARTA_INTEGRIN_PATHWAY
BIOCARTA_IL6_PATHWAY
BIOCARTA_CCR3_PATHWAY

BIOCARTA




GNF2_EIF3S6
MORF_NPM1
MORF_TPT1
GNF2_FBL
GCM_TPT1
GNF2_ST13
MORF_ACTG1
GCM_NPM1
GNF2_DAP3
MORF_EIF4A2
GNF2_TPT1
MORF_EIF3S6
MORF_NME2
GNF2_GLTSCR2
MORF_JUND
MORF_ANP32B
MORF_CCNI
MORF_UBE2]
GNF2_NPM1
GCM_CSNK2B
GNF2_MCL1
GNF2_PCNA
GNF2_RFC4
MORF_FANCG
MORF_EI24
GNF2_CD53
GNF2_FEN1
MORF_CCNF
MORF IKBKG
MORF_AP2M1
GNF2_FOS
GNF2_HCK
MORF_RAB1A
GNF2_RRM1
GNF2_CARD15
GNF2_STAT6
GNF2_CASP1
GNF2_S100A4
GNF2_MYD88
GNF2_MSN

CANCER_GENE_NEIGHBORHOODS




CANCER_MODULES

MODULE_83

MODULE_114

MODULE_32

MODULE_151

MODULE_29

MODULE_149

MODULE_115

MODULE_255

MODULE_179

MODULE_378

MODULE_317

MODULE_459

MODULE_300

MODULE_532

MODULE_456 [ 1
MODULE_273 ]
MODULE_81 1
MODULE_522 1
MODULE_399 1]

MODULE_126 | |

MODULE_38 | |

MODULE_212 | |

MODULE_15 | |

MODULE_98 | |

MODULE_244 | |

MODULE_8 | |

MODULE_17 | |

MODULE_158 | |

MODULE_44 | |

|

|

|

|

|

|

|

|

|

|

|
|
|
|
|
|
|
MODULE_117 |
|
|
|
|
|
|
|

MODULE_125 |
MODULE_5 |
MODULE_45 |
MODULE_198 |
MODULE_16 |

|

|

MODULE_52
MODULE_252
MODULE_84 |
MODULE 3 |
MODULE_54 |




CHEMICAL_AND_GENETIC_PERTERBATIONS

BILANGES_SERUM_AND_RAPAMYCIN_SENSITIVE_GENES

CHNG_MULTIPLE_MYELOMA_HYPERPLOID_UP

BUYTAERT_PHOTODYNAMIC_THERAPY_STRESS_UP

HSIAO_HOUSEKEEPING_GENES

|

|

|

|
OSMAN_BLADDER_CANCER_DN |
ONKEN_UVEAL_MELANOMA DN |
ZHANG_RESPONSE_TO_IKK_INHIBITOR_AND_TNF_UP |
MARTENS_TRETINOIN_RESPONSE_DN |
BLUM_RESPONSE_TO SALIRASIB_UP |
PECE_MAMMARY_STEM_CELL_UP |

MITSIADES RESPONSE_TO_APLIDIN_UP |
ZHOU_INFLAMMATORY RESPONSE_LIVE_UP |
SEKI_INFLAMMATORY_ RESPONSE_LPS_UP |
TIAN_TNF_SIGNALING_VIA NFKB |
JISON_SICKLE_CELL_DISEASE_DN |
PHONG_TNF_RESPONSE_NOT _VIA P38 |
BILANGES_SERUM_RESPONSE_TRANSLATION |
FLOTHO_PEDIATRIC_ALL_THERAPY_RESPONSE_UP |
LINDSTEDT_DENDRITIC_CELL_MATURATION_B |
ZHOU_INFLAMMATORY_RESPONSE_FIMA_UP |
DIAZ_CHRONIC_MEYLOGENOUS_LEUKEMIA_UP | |
|

|

|

|

|

|

|

|

|

|

|

|

|

|

|

|

|

|

|

MARSON_BOUND_BY_E2F4_UNSTIMULATED |
GOBERT_OLIGODENDROCYTE_DIFFERENTIATION_UP |
ELVIDGE_HIF1A_AND HIF2A_TARGETS_DN |
MILI_PSEUDOPODIA_HAPTOTAXIS_DN |
MENSE_HYPOXIA_UP |
MITSIADES_RESPONSE_TO_APLIDIN_DN |
CASORELLI_ACUTE_PROMYELOCYTIC_LEUKEMIA_DN |
ELVIDGE_HIF1A_TARGETS_DN |

ELVIDGE_HYPOXIA_UP |

PATIL_LIVER_CANCER |
BLUM_RESPONSE_TO_SALIRASIB_DN |
GRAESSMANN_APOPTOSIS_BY_DOXORUBICIN_DN |
FOURNIER_ACINAR_DEVELOPMENT_LATE 2 |
TIEN_INTESTINE_PROBIOTICS_24HR_UP |
VERHAAK_GLIOBLASTOMA MESENCHYMAL |
FULCHER_INFLAMMATORY_RESPONSE_LECTIN_VS_LPS_DN |
CHEN_METABOLIC_SYNDROM_NETWORK |
KRIEG_HYPOXIA NOT_VIA KDM3A |
PILON_KLF1_TARGETS DN |




GO_TRANSLATIONAL_INITIATION

GO_ESTABLISHMENT_OF _PROTEIN_LOCALIZATION_TO_ENDOPLASMIC_RETICULUM
GO_NUCLEAR_TRANSCRIBED_MRNA_CATABOLIC_PROCESS_NONSENSE_MEDIATED DECAY
GO_MULTI_ORGANISM_METABOLIC_PROCESS
GO_AMIDE_BIOSYNTHETIC_PROCESS

GO_RIBONUCLEOPROTEIN_ COMPLEX_BIOGENESIS
GO_PROTEIN_LOCALIZATION_TO_ENDOPLASMIC_RETICULUM
GO_RIBOSOME_BIOGENESIS

GO_PEPTIDE_METABOLIC_PROCESS
GO_CELLULAR_AMIDE_METABOLIC_PROCESS
GO_PROTEIN_TARGETING_TO_MEMBRANE
GO_RRNA_METABOLIC_PROCESS

GO_RNA_CATABOLIC_PROCESS
GO_ESTABLISHMENT _OF PROTEIN_LOCALIZATION_TO_MEMBRANE
GO_ORGANONITROGEN_COMPOUND_BIOSYNTHETIC_PROCESS
GO_NCRNA_PROCESSING

GO_RNA_PROCESSING
GO_PROTEIN_LOCALIZATION_TO_MEMBRANE
GO_ESTABLISHMENT _OF PROTEIN_LOCALIZATION_TO ORGANELLE
GO_NCRNA_METABOLIC_PROCESS

GO_REGULATION_OF CELL_MORPHOGENESIS
GO_POSITIVE_REGULATION_OF_HYDROLASE_ACTIVITY
GO_PEPTIDYL_AMINO_ACID_MODIFICATION

GO_REGULATION_OF CELLULAR_COMPONENT_BIOGENESIS
GO_RESPONSE_TO_EXTERNAL_STIMULUS

GO_REGULATION_OF HYDROLASE_ACTIVITY
GO_ACTIN_FILAMENT_BASED_PROCESS
GO_MITOTIC_CELL_CYCLE

GO_REGULATION_OF ORGANELLE_ORGANIZATION
GO_SMALL_MOLECULE_METABOLIC_PROCESS
GO_REGULATION_OF CYTOSKELETON_ORGANIZATION
GO_CELL_CYCLE_PROCESS

GO_CELLULAR _RESPONSE_TO_STRESS
GO_POSITIVE_REGULATION_OF_MOLECULAR_FUNCTION
GO_CELL_CYCLE

GO_IMMUNE_SYSTEM_PROCESS
GO_PHOSPHATE_CONTAINING_COMPOUND_METABOLIC_PROCESS
GO_ENDOCYTOSIS

GO_CYTOSKELETON_ORGANIZATION
GO_VESICLE_MEDIATED_TRANSPORT

GO_BIOLOGAL_PROCESSES




GO_CELLULAR_COMPONENT

GO_RIBOSOME

GO_RIBOSOMAL_SUBUNIT

GO_CYTOSOLIC_RIBOSOME

GO_CYTOSOLIC_LARGE_RIBOSOMAL_SUBUNIT

GO_RIBONUCLEOPROTEIN_COMPLEX

GO_LARGE_RIBOSOMAL_SUBUNIT

GO_CYTOSOLIC_PART

GO_SMALL_RIBOSOMAL_SUBUNIT

GO_ORGANELLE_INNER_MEMBRANE

GO_NUCLEOLUS

GO_MITOCHONDRIAL_PART

GO_ENVELOPE
GO_EUKARYOTIC_TRANSLATION_INITIATION_FACTOR_3_COMPLEX
GO_MITOCHONDRIAL_ENVELOPE

GO_ORGANELLAR_RIBOSOME
GO_TRANSLATION_PREINITIATION_COMPLEX

|
|
|
|
|
|
|
|
GO_CYTOSOLIC_SMALL_RIBOSOMAL_SUBUNIT |
|
|
|
|
|
|
|
|

GO_ORGANELLAR_SMALL_RIBOSOMAL_SUBUNIT 1
GO_MITOCHONDRIAL_MATRIX ]
GO_U2_SNRNP ]
GO_VACUOLE |

|
GO_LAMELLIPODIUM | |

GO_MICROTUBULE_ORGANIZING_CENTER | |

GO_ACTIN_CYTOSKELETON | |

GO_SPINDLE | |

GO_CELL_PROJECTION | |
GO_NUCLEAR_OUTER_MEMBRANE_ENDOPLASMIC_RETICULUM_MEMBRANE_NETWORK | |
GO_CENTROSOME | |

GO_ANCHORING_JUNCTION | |

GO_CATALYTIC_COMPLEX | |
|

|

|

|

|

|

|

|

|

|

GO_RUFFLE |
GO_ENDOPLASMIC_RETICULUM_PART |
GO_MICROTUBULE_CYTOSKELETON |
GO_CHROMOSOME |
GO_GOLGI_APPARATUS |
GO_CELL_LEADING_EDGE |
GO_CELL_SUBSTRATE_JUNCTION |
GO_CYTOSKELETAL_PART |
GO_ENDOPLASMIC_RETICULUM |
GO_CYTOSKELETON |




GO_MOLECULAR_FUNCTION

GO_STRUCTURAL_CONSTITUENT_OF_RIBOSOME

GO_RNA_BINDING

GO_POLY_A_RNA_BINDING

GO_STRUCTURAL_MOLECULE_ACTIVITY
GO_TRANSLATION_FACTOR_ACTIVITY_RNA_BINDING
GO_TRANSLATION_INITIATION_FACTOR_ACTIVITY
GO_OLFACTORY_RECEPTOR_ACTIVITY

|
|
|
GO_RRNA_BINDING | |
|
|
|
|

GO_RIBOSOME_BINDING ]
GO_INTERLEUKIN_1_RECEPTOR_BINDING ]
GO_RIBONUCLEOPROTEIN_COMPLEX_BINDING ]

GO_OXIDOREDUCTASE_ACTIVITY |
GO_CHROMATIN_BINDING |
GO_KINASE_ACTIVITY |
GO_HYDROLASE_ACTIVITY_ACTING_ON_ACID_ANHYDRIDES |
GO_TRANSFERASE_ACTIVITY_TRANSFERRING PHOSPHORUS_ CONTAINING_GROUPS |
GO_KINASE_BINDING |
GO_ENZYME_REGULATOR_ACTIVITY |
GO_HYDROLASE_ACTIVITY_ACTING_ON_ESTER_BONDS |
GO_ENZYME_ACTIVATOR_ACTIVITY |
GO_MOLECULAR_FUNCTION_REGULATOR |
GO_ACTIN_BINDING |
GO_IDENTICAL_PROTEIN_BINDING |
GO_NUCLEOSIDE_TRIPHOSPHATASE_REGULATOR_ACTIVITY |
GO_GTPASE_BINDING |
GO_CYTOSKELETAL_PROTEIN_BINDING |
GO_PROTEIN_COMPLEX_BINDING |
GO_RIBONUCLEOTIDE_BINDING |
GO_ADENYL_NUCLEOTIDE_BINDING |
GO_MACROMOLECULAR_COMPLEX_BINDING |
GO_ENZYME_BINDING |




HALLMARK_TNFA_SIGNALING_VIA NFKB
HALLMARK_INFLAMMATORY RESPONSE
HALLMARK_MYC_TARGETS_V1
HALLMARK_OXIDATIVE_PHOSPHORYLATION
HALLMARK_APOPTOSIS
HALLMARK_P53_PATHWAY
HALLMARK_ALLOGRAFT_REJECTION
HALLMARK_WNT_BETA_ CATENIN_SIGNALING
HALLMARK_COMPLEMENT
HALLMARK_UNFOLDED_PROTEIN_RESPONSE
HALLMARK_DNA_REPAIR
HALLMARK_APICAL_JUNCTION
HALLMARK_XENOBIOTIC_METABOLISM
HALLMARK_REACTIVE_OXIGEN_SPECIES_PATHWAY
HALLMARK_TGF_BETA_SIGNALING
HALLMARK_UV_RESPONSE_UP
HALLMARK_IL2_STAT5_SIGNALING
HALLMARK_CHOLESTEROL_HOMEOSTASIS
HALLMARK_PEROXISOME
HALLMARK_PI3K_AKT_MTOR_SIGNALING
HALLMARK_INTERFERON_GAMMA_RESPONSE
HALLMARK_G2M_CHECKPOINT
HALLMARK_ADIPOGENESIS
HALLMARK_INTERFERON_ALPHA RESPONSE
HALLMARK_E2F TARGETS
HALLMARK_GLYCOLYSIS
HALLMARK_HYPOXIA
HALLMARK_MITOTIC_SPINDLE
HALLMARK_MTORC1_SIGNALING

HALLMARK




KEGG_RIBOSOME

KEGG_OLFACTORY_TRANSDUCTION
KEGG_SNARE_INTERACTIONS_IN_VESICULAR_TRANSPORT
KEGG_BASAL_CELL_CARCINOMA
KEGG_PYRIMIDINE_METABOLISM
KEGG_PENTOSE_PHOSPHATE_PATHWAY
KEGG_LEUKOCYTE_TRANSENDOTHELIAL_MIGRATION
KEGG_STEROID_BIOSYNTHESIS

KEGG_MISMATCH_REPAIR
KEGG_PATHOGENIC_ESCHERICHIA_COLI_INFECTION
KEGG_FRUCTOSE_AND_MANNOSE_METABOLISM
KEGG_GALACTOSE_METABOLISM
KEGG_B_CELL_RECEPTOR_SIGNALING_PATHWAY
KEGG_BASE_EXCISION_REPAIR
KEGG_CHEMOKINE_SIGNALING_PATHWAY
KEGG_NEUROTROPHIN_SIGNALING_PATHWAY
KEGG_AMINO_SUGAR_AND_NUCLEOTIDE_SUGAR_METABOLISM
KEGG_INSULIN_SIGNALING_PATHWAY
KEGG_FOCAL_ADHESION
KEGG_RENAL_CELL_CARCINOMA
KEGG_PROGESTERONE_MEDIATED_OOCYTE_MATURATION
KEGG_GLYCOLYSIS_GLUCONEOGENESIS
KEGG_FC_GAMMA_R_MEDIATED PHAGOCYTOSIS
KEGG_REGULATION_OF_ACTIN_CYTOSKELETON

KEGG




MICRORNA_TARGETS

GCACCTT,MIR-18A,MIR-18B

TGCTTTG,MIR-330

CTTTGCA,MIR-527

GGCAGCT,MIR-22

CTCTGGA,MIR-520A,MIR-525

TGGTGCT,MIR-29A,MIR-29B,MIR-29C

GAGCCAG,MIR-149

CACTGCC,MIR-34A,MIR-34C,MIR-449

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

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

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

AAGCCAT,MIR-135A,MIR-135B

CAGTGTT,MIR-141,MIR-200A

CCCACAT,MIR-299-3P

TTTTGAG,MIR-373

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

GTGCCTT,MIR-506

GTGCCAA MIR-96

CTCAGGG,MIR-125B,MIR-125A

TGCCTTA,MIR-124A




CHR8P11

CHR3P21

CHR16Q12

CHR16P11

CHR11Q13

CHR19P13

CHR19Q13

POSITIONAL

|
L
P

-3.0

-2.5

-2.0

-1.5

-1.0

-0.5

0.0 -



REACTOME

REACTOME_3_UTR_MEDIATED_TRANSLATIONAL_REGULATION

REACTOME_PEPTIDE_CHAIN_ELONGATION

REACTOME_INFLUENZA_VIRAL_RNA_TRANSCRIPTION_AND_REPLICATION

REACTOME_TRANSLATION

REACTOME_NONSENSE_MEDIATED_DECAY_ENHANCED_BY_THE_EXON_JUNCTION_COMPLEX

REACTOME_SRP_DEPENDENT_COTRANSLATIONAL_PROTEIN_TARGETING_TO_MEMBRANE

REACTOME_INFLUENZA_LIFE_CYCLE

REACTOME_FORMATION_OF_THE_TERNARY_COMPLEX_AND_SUBSEQUENTLY_THE_43S_COMPLEX

N_OF_THE_MRNA_UPON_BINDING_OF_THE_CAP_BINDING_COMPLEX_AND_EIFS_AND_SUBSEQUENT_BINDING_TO_ 43S

REACTOME_METABOLISM_OF_PROTEINS

REACTOME_METABOLISM_OF_MRNA

REACTOME_METABOLISM_OF_RNA

REACTOME_OLFACTORY_SIGNALING_PATHWAY [ ]
REACTOME_MITOCHONDRIAL_PROTEIN_IMPORT [ ]
REACTOME_SEMAPHORIN_INTERACTIONS |
REACTOME_MITOTIC_PROMETAPHASE |
REACTOME_INTERFERON_ALPHA_BETA_SIGNALING |
REACTOME_CHOLESTEROL_BIOSYNTHESIS |
REACTOME_PLATELET_ACTIVATION_SIGNALING_AND_AGGREGATION |
REACTOME_GLUCONEOGENESIS |
REACTOME_S PHASE |
REACTOME_LAGGING_STRAND_SYNTHESIS |
REACTOME_INTERFERON_SIGNALING |
REACTOME_SYNTHESIS_OF_DNA |
REACTOME_MITOTIC_M_M_G1_PHASES |
REACTOME_METABOLISM_OF_CARBOHYDRATES |
REACTOME_DNA_STRAND_ELONGATION |
REACTOME_GLUCOSE_METABOLISM |
REACTOME_EXTENSION_OF_TELOMERES |
REACTOME_METABOLISM_OF_LIPIDS_AND_LIPOPROTEINS |
REACTOME_IMMUNE_SYSTEM |
REACTOME_DNA_REPLICATION |
REACTOME_CELL_CYCLE |
REACTOME_CELL_CYCLE_MITOTIC |




CGTSACG_V$PAX3_ B
V$E2F4DP2_01
V$E2F_02

V$APL_Q2

V$AP1_Q6_01
V$E2F1DP2_01
V$APL_Q4

VSETS_Q4

V$BACH1_01
V$E2F1DP1_01
V$E2F4DP1_01
SGCGSSAAA_VS$E2F1DP2_01
V$E2F1_Q6
RYTTCCTG_VS$ETS2_B
GATTGGY_V$NFY_Q6_01
RCGCANGCGY_V$NRF1_Q6
MGGAAGTG_V$GABP_B
GGGAGGRR_V$MAZ_Q6
SCGGAAGY_VS$ELK1 02
GGGTGGRR_V$PAX4 03
GGGCGGR_V$SP1_Q6

TRANSCRIPTION_FACTOR_TARGETS




