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Origin
Type
FDR

Name

GSE10325_BCELL_VS_MYELOID_DN : 3.18e-16
GSE10325_LUPUS_BCELL_VS_LUPUS_MYELOID_DN : 5.97e-15
GNF2_ITGB2 : 6.57e-11
GNF2_CASP1 : 1.07e-10
GNF2_S100A4 : 9.43e-12
GNF2_TNFRSF1B : 2.33e-10
GNF2_PECAM1 : 5.58e-08
GSE29618_MONOCYTE_VS_PDC_DAY7_FLU_VACCINE_UP : 5.97e-15
GSE29618_MONOCYTE_VS_PDC_UP : 3.09e-11
GSE29618_BCELL_VS_MDC_DAY7_FLU_VACCINE_DN : 4.30e-10
GSE29618_BCELL_VS_MONOCYTE_DAY7_FLU_VACCINE_DN : 3.09e-11
GSE29618_PDC_VS_MDC_DAY7_FLU_VACCINE_DN : 3.09e-11
GSE29618_PDC_VS_MDC_DN : 5.86e-09
Human Leukemia_Zangrando09_1001genes (19549311-SuppTable2-MMLandPhenotype) : 4.28e-10
Human Lymphoma_VanLoo09_407genes (19797726-SuppTable1b) : 2.48e-12
Human Viral_Chetaille09_425genes (19096012-TableS3) : 9.82e-19
GSE29618_MONOCYTE_VS_MDC_UP : 5.86e-09
RUTELLA_RESPONSE_TO_HGF_VS_CSF2RB_AND_IL4_UP : 5.16e-08
Human Liver_Skawran08_551genes (18277965-TableS1b) : 1.95e-10
HOXA9_DN.V1_UP : 5.18e-08
FLECHNER_BIOPSY_KIDNEY_TRANSPLANT_REJECTED_VS_OK_UP : 1.70e-10
MODULE_45 : 8.30e-18
MODULE_84 : 2.05e-17
LINDGREN_BLADDER_CANCER_CLUSTER_2B : 2.85e-14
RODWELL_AGING_KIDNEY_UP : 1.64e-10
GSE3982_BCELL_VS_NKCELL_DN : 5.65e-09
Human Leukemia_Verhaak05_568genes (16109776-TableS1) : 1.30e-08
GSE24634_TEFF_VS_TCONV_DAY3_IN_CULTURE_DN : 1.93e-12
GSE1432_CTRL_VS_IFNG_24H_MICROGLIA_DN : 4.30e-10
GSE1432_CTRL_VS_IFNG_6H_MICROGLIA_DN : 2.06e-12
GSE24634_IL4_VS_CTRL_TREATED_NAIVE_CD4_TCELL_DAY3_DN : 3.01e-11
GSE24634_IL4_VS_CTRL_TREATED_NAIVE_CD4_TCELL_DAY5_DN : 5.65e-09
Human Viral_Urosevic07_341genes (17823660-TableS1b) : 6.69e-09
LEE_EARLY_T_LYMPHOCYTE_DN : 6.57e-11
Thymic_SP_CD4+Tcell_gt_Thymic_DP_Tcell : 3.02e-16
MODULE_171 : 1.25e-09
FULCHER_INFLAMMATORY_RESPONSE_LECTIN_VS_LPS_DN : 2.85e-19
GSE13485_CTRL_VS_DAY3_YF17D_VACCINE_PBMC_DN : 6.64e-08
GSE13485_CTRL_VS_DAY7_YF17D_VACCINE_PBMC_DN : 5.86e-09
Human Lymphoma_Tome05_357genes (16081686-SuppTable2) : 2.26e-15
Lymph_node_DLBCL : 2.06e-15
MODULE_170 : 1.38e-12
MODULE_128 : 2.36e-11
MODULE_79 : 3.00e-11
chemokine-mediated signaling pathway : 2.95e-03
cytokine-mediated signaling pathway : 4.89e-07
cellular response to cytokine stimulus : 1.62e-07
response to cytokine : 4.91e-07
response to interferon-gamma : 6.37e-04
GSE11057_NAIVE_VS_EFF_MEMORY_CD4_TCELL_DN : 4.14e-10
GSE26495_NAIVE_VS_PD1HIGH_CD8_TCELL_DN : 3.02e-16
GSE26495_NAIVE_VS_PD1LOW_CD8_TCELL_DN : 3.09e-11
Human Breast_Wang05_410genes_up_BT-BAF57cells (16135788-Table13) : 2.19e-08
WANG_SMARCE1_TARGETS_UP : 2.89e-08
platelet activating factor biosynthetic process : 6.34e-03
GNF2_ITGAL : 4.91e-08
Blood_Module-2.1_Cytotoxic_cells : 1.10e-16
Human Leukemia_Toren05_224genes (16140871-SuppTable7) : 1.68e-15
JAATINEN_HEMATOPOIETIC_STEM_CELL_DN : 6.84e-18
DEURIG_T_CELL_PROLYMPHOCYTIC_LEUKEMIA_DN : 6.06e-21
FARMER_BREAST_CANCER_CLUSTER_1 : 1.72e-10
Human Breast_Reyal08_159genes (19014521-TableS6b) : 1.57e-11
POOLA_INVASIVE_BREAST_CANCER_UP : 2.52e-12
Human Prostate_Wallace08_489genes (18245496-SuppTable2) : 7.95e-19
WALLACE_PROSTATE_CANCER_RACE_UP : 9.89e-22
MODULE_46 : 2.96e-14
MODULE_75 : 2.93e-15
Human Leukemia_Montesinos-Rongen08_12genes (17989719-SuppTableS2a) : 2.23e-09
GSE24026_PD1_LIGATION_VS_CTRL_IN_ACT_TCELL_LINE_UP : 1.06e-13
WIELAND_UP_BY_HBV_INFECTION : 1.55e-12
Human Leukemia_Li09_419genes (19755675-TableS6) : 8.98e-14
IMMUNE : 1.27e-35
SMID_BREAST_CANCER_LUMINAL_B_DN : 1.30e-08
SMID_BREAST_CANCER_NORMAL_LIKE_UP : 3.56e-20
BIOCARTA_IL12_PATHWAY : 2.01e-09
BIOCARTA_NO2IL12_PATHWAY : 2.25e-12
Human Breast_Yang08_47genes (18794102-TableS2) : 4.80e-08
MODULE_64 : 7.27e-12
Mouse Lung_Beisiegel09_262genes (19795415-Table1) : 8.02e-11
cell surface : 2.00e-03
external side of plasma membrane : 6.88e-04
side of membrane : 4.27e-04
GSE22886_CD8_TCELL_VS_BCELL_NAIVE_UP : 2.68e-20
Blood_Module-2.8_T_cells : 1.07e-10
GSE10325_CD4_TCELL_VS_BCELL_UP : 4.52e-48
GSE10325_CD4_TCELL_VS_MYELOID_UP : 7.86e-28
GSE10325_LUPUS_CD4_TCELL_VS_LUPUS_MYELOID_UP : 5.66e-15
GSE10325_LUPUS_CD4_TCELL_VS_LUPUS_BCELL_UP : 8.57e-43
GSE11057_PBMC_VS_MEM_CD4_TCELL_DN : 1.93e-12
GSE22886_NAIVE_CD4_TCELL_VS_MONOCYTE_UP : 5.27e-15
GSE22886_NAIVE_TCELL_VS_MONOCYTE_UP : 1.93e-12
GSE22886_NAIVE_CD8_TCELL_VS_MONOCYTE_UP : 3.02e-16
GSE22886_NAIVE_CD4_TCELL_VS_DC_UP : 4.79e-09
GSE22886_NAIVE_CD8_TCELL_VS_DC_UP : 5.39e-09
GSE22886_CD4_TCELL_VS_BCELL_NAIVE_UP : 1.06e-13
LEE_DIFFERENTIATING_T_LYMPHOCYTE : 3.68e-10
GSE22886_TCELL_VS_BCELL_NAIVE_UP : 6.77e-19
GSE3982_MEMORY_CD4_TCELL_VS_BCELL_UP : 2.56e-29
Human Leukemia_Kiiveri08_100genes_T-ALLParallel (18410693-TableS13) : 1.01e-08
Human Leukemia_Kiiveri08_100genes_T-ALLTree (18410693-TableS7) : 8.96e-09
Resting_panT_cell_CD4+CD8+_GNF : 5.10e-14
Human Lymphoma_Chng09_209genes (18974375-TableS2) : 2.17e-28
GSE26495_PD1HIGH_VS_PD1LOW_CD8_TCELL_UP : 4.73e-08
ZHENG_BOUND_BY_FOXP3 : 1.95e-10
alpha-beta T cell activation : 8.03e-04
alpha-beta T cell differentiation : 4.84e-03
BOYLAN_MULTIPLE_MYELOMA_C_D_DN : 8.18e-09
Mouse Bone_Boylan07_823genes (17483317-TableS5) : 1.85e-08
T_cell : 1.03e-08
T cell receptor complex : 1.51e-04
alpha-beta T cell receptor complex : 2.01e-04
T cell receptor binding : 3.42e-03
T cell costimulation : 3.77e-06
lymphocyte costimulation : 4.08e-06
T cell receptor signaling pathway : 1.62e-07
antigen receptor-mediated signaling pathway : 1.62e-06
immune response-activating cell surface receptor signaling pathway : 1.28e-06
immune response-regulating cell surface receptor signaling pathway : 3.02e-05
activation of immune response : 2.14e-05
immune response-activating signal transduction : 4.43e-06
immune response-regulating signaling pathway : 2.66e-05
positive regulation of immune response : 3.39e-07
T cell activation : 9.42e-09
lymphocyte activation : 1.62e-07
T cell differentiation : 1.56e-06
hemopoiesis : 8.04e-03
leukocyte differentiation : 2.55e-04
lymphocyte differentiation : 1.37e-05
cell activation : 1.26e-09
leukocyte activation : 2.02e-09
T cell selection : 1.16e-05
T cell differentiation in thymus : 1.28e-03
thymic T cell selection : 4.66e-04
positive regulation of T cell activation : 1.57e-09
positive regulation of lymphocyte activation : 2.98e-08
regulation of T cell activation : 9.42e-09
regulation of lymphocyte activation : 4.80e-08
positive regulation of cell activation : 2.02e-09
positive regulation of leukocyte activation : 1.57e-09
regulation of cell activation : 1.21e-07
regulation of leukocyte activation : 4.31e-08
positive regulation of immune system process : 2.02e-09
regulation of immune response : 7.57e-08
BOSCO_TH1_CYTOTOXIC_MODULE : 2.93e-09
positive regulation of alpha-beta T cell activation : 6.82e-03
positive regulation of interleukin-2 biosynthetic process : 3.15e-03
regulation of interleukin-2 biosynthetic process : 7.60e-03
positive regulation of interleukin-4 production : 2.68e-03
regulation of interleukin-2 production : 5.94e-03
regulation of alpha-beta T cell activation : 2.86e-04
regulation of alpha-beta T cell proliferation : 8.61e-03
positive regulation of T cell proliferation : 9.25e-04
positive regulation of leukocyte proliferation : 4.96e-03
positive regulation of lymphocyte proliferation : 4.40e-03
positive regulation of mononuclear cell proliferation : 4.57e-03
regulation of T cell proliferation : 1.09e-03
regulation of leukocyte proliferation : 1.27e-03
regulation of lymphocyte proliferation : 1.09e-03
regulation of mononuclear cell proliferation : 1.12e-03
regulation of interleukin-17 production : 5.89e-03
AP-2 adaptor complex binding : 1.98e-03
endocytosis : 4.96e-03
leukocyte migration : 1.24e-03
hemostasis : 2.29e-04
coagulation : 2.17e-04
blood coagulation : 2.17e-04
wound healing : 1.44e-03
regulation of body fluid levels : 1.53e-03
cytokine production : 3.73e-03
positive regulation of response to external stimulus : 4.48e-04
regulation of response to external stimulus : 3.27e-06
GOLDRATH_NAIVE_VS_MEMORY_CD8_TCELL_DN : 4.14e-10
cell activation involved in immune response : 4.24e-03
leukocyte activation involved in immune response : 4.24e-03
positive regulation of T cell migration : 7.60e-03
positive regulation of locomotion : 7.58e-03
regulation of cell migration : 5.79e-03
regulation of cell motility : 8.41e-03
immune effector process : 7.01e-05
defense response to other organism : 3.35e-03
response to biotic stimulus : 6.20e-03
response to external biotic stimulus : 4.65e-03
response to other organism : 4.65e-03
response to virus : 5.76e-04
positive regulation of intracellular signal transduction : 3.67e-03
negative regulation of cytokine production : 2.95e-03
positive regulation of cytokine production : 2.55e-04
regulation of cytokine production : 5.01e-06
regulation of defense response : 2.18e-04
regulation of immune effector process : 2.88e-03
positive regulation of transport : 1.21e-03
positive regulation of secretion : 3.10e-03
positive regulation of cytokine secretion : 3.08e-04
positive regulation of protein secretion : 2.38e-03
regulation of cytokine secretion : 2.15e-03
regulation of protein secretion : 3.11e-03
positive regulation of protein transport : 4.96e-03
regulation of establishment of protein localization : 5.82e-03
regulation of protein transport : 6.72e-03
regulation of protein localization : 6.04e-04


