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Global Summary

%DE = 0.06

# genes with fdr < 0.2  = 741  ( 407 + / 334  −)

# genes with fdr < 0.1  = 497  ( 281 + / 216  −)

# genes with fdr < 0.05  = 426  ( 245 + / 181  −)

# genes with fdr < 0.01 = 222  ( 128 + / 94  −)

# genes in genesets = 13152

<FC> = 0

<t−score> = −0.04

<p−value> = 0.25

<fdr> = 0.94
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nucleosome assembly protein 1 like 3 [Source:HGNC Symbol;Acc:HGNC:7639]

B cell linker [Source:HGNC Symbol;Acc:HGNC:14211]

MAGE family member A3 [Source:HGNC Symbol;Acc:HGNC:6801]

major histocompatibility complex, class II, DQ alpha 1 [Source:HGNC Symbol;Acc:HGNC:4942]

MAGE family member A3 [Source:HGNC Symbol;Acc:HGNC:6801]

major histocompatibility complex, class II, DR beta 4 [Source:HGNC Symbol;Acc:HGNC:4952]

chitinase 1 [Source:HGNC Symbol;Acc:HGNC:1936]

cannabinoid receptor 1 [Source:HGNC Symbol;Acc:HGNC:2159]

hemoglobin subunit beta [Source:HGNC Symbol;Acc:HGNC:4827]

cannabinoid receptor 1 [Source:HGNC Symbol;Acc:HGNC:2159]

MAGE family member B1 [Source:HGNC Symbol;Acc:HGNC:6808]

MAGE family member B2 [Source:HGNC Symbol;Acc:HGNC:6809]

clusterin [Source:HGNC Symbol;Acc:HGNC:2095]

C−X−C motif chemokine ligand 9 [Source:HGNC Symbol;Acc:HGNC:7098]

reticulophagy regulator 1 [Source:HGNC Symbol;Acc:HGNC:25964]

GLI pathogenesis related 1 [Source:HGNC Symbol;Acc:HGNC:17001]

potassium two pore domain channel subfamily K member 12 [Source:HGNC Symbol;Acc:HGNC:6274]

WD repeat domain 41 [Source:HGNC Symbol;Acc:HGNC:25601]

prostaglandin D2 synthase [Source:HGNC Symbol;Acc:HGNC:9592]

major histocompatibility complex, class II, DQ alpha 2 [Source:HGNC Symbol;Acc:HGNC:4943]
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Global Geneset Analysis

Rank GSZ p−value #all Geneset
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Lembcke_TCGA−expr_kmeans_E_CIMP.H_UP_Cluster4_DN

WIRTH_EBV B−cells

LENZ_Stromal signature 1

WALLACE_PROSTATE_CANCER_RACE_UP

PICCALUGA_ANGIOIMMUNOBLASTIC_LYMPHOMA_UP

Pentrack_CRC_TCGA_corr_J_msi−h_UP_mss_DN

ScoV_0.999_Sturm_E4_Mesenchymal_RTK I 'PDGFRA'_DN

TCGA_melanoma_immune_high

Monti_Host_response_cluster

7_Enh_ESC_Endoderm

SCHUETZ_BREAST_CANCER_DUCTAL_INVASIVE_UP

Lembcke_Colonic Inflammation

7_Enh_ESC_Mesoderm

RUTELLA_RESPONSE_TO_HGF_VS_CSF2RB_AND_IL4_UP

SPANG_BCL6−index2

WIRTH_Immune system

Tirosh_T−cell specific genes−melanoma

natural killer cells peripheral blood_3_TxFlnk

HALLMARK_INTERFERON_GAMMA_RESPONSE

SANA_RESPONSE_TO_IFNG_UP
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WILLSCHER_GBM_Verhaak−CL_up ( C)
Gerber_wt/wt_melanoma−cells−SpotA

ROSTY_CERVICAL_CANCER_PROLIFERATION_CLUSTER
SOTIRIOU_BREAST_CANCER_GRADE_1_VS_3_UP
KOBAYASHI_EGFR_SIGNALING_24HR_DN
CAIRO_HEPATOBLASTOMA_CLASSES_UP
PUJANA_CHEK2_PCC_NETWORK
MANALO_HYPOXIA_DN
GOBERT_OLIGODENDROCYTE_DIFFERENTIATION_UP
MARSON_BOUND_BY_E2F4_UNSTIMULATED
GRAHAM_CML_DIVIDING_VS_NORMAL_QUIESCENT_UP
PUJANA_BRCA1_PCC_NETWORK
GRAHAM_NORMAL_QUIESCENT_VS_NORMAL_DIVIDING_DN
KINSEY_TARGETS_OF_EWSR1_FLII_FUSION_UP
SHEDDEN_LUNG_CANCER_POOR_SURVIVAL_A6
DUTERTRE_ESTRADIOL_RESPONSE_24HR_UP
LEE_BMP2_TARGETS_DN
WHITEFORD_PEDIATRIC_CANCER_MARKERS
Tirosh_core cycling genes in low− and high−proliferation melanoma

WONG_EMBRYONIC_STEM_CELL_CORE


