
MPI−136
Global Summary

%DE = 0.06

# genes with fdr < 0.2  = 884  ( 600 + / 284  −)

# genes with fdr < 0.1  = 533  ( 392 + / 141  −)

# genes with fdr < 0.05  = 440  ( 321 + / 119  −)

# genes with fdr < 0.01 = 258  ( 194 + / 64  −)

# genes in genesets = 13152

<FC> = 0

<t−score> = −0.04

<p−value> = 0.24

<fdr> = 0.94
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Global Genelist
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T cell leukemia/lymphoma 1A [Source:HGNC Symbol;Acc:HGNC:11648]

eukaryotic translation initiation factor 5A [Source:HGNC Symbol;Acc:HGNC:3300]

keratin 5 [Source:HGNC Symbol;Acc:HGNC:6442]

C−C motif chemokine ligand 17 [Source:HGNC Symbol;Acc:HGNC:10615]

tissue factor pathway inhibitor 2 [Source:HGNC Symbol;Acc:HGNC:11761]

keratin 14 [Source:HGNC Symbol;Acc:HGNC:6416]

immunoglobulin heavy constant mu [Source:HGNC Symbol;Acc:HGNC:5541]

T cell leukemia/lymphoma 1A [Source:HGNC Symbol;Acc:HGNC:11648]

purinergic receptor P2X 5 [Source:HGNC Symbol;Acc:HGNC:8536]

immunoglobulin heavy constant mu [Source:HGNC Symbol;Acc:HGNC:5541]

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

5'−nucleotidase domain containing 2 [Source:HGNC Symbol;Acc:HGNC:25717]

FosB proto−oncogene, AP−1 transcription factor subunit [Source:HGNC Symbol;Acc:HGNC:3797]

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

mal, T cell differentiation protein [Source:HGNC Symbol;Acc:HGNC:6817]

major histocompatibility complex, class II, DQ beta 1 [Source:HGNC Symbol;Acc:HGNC:4944]

C−C motif chemokine ligand 22 [Source:HGNC Symbol;Acc:HGNC:10621]

fibronectin 1 [Source:HGNC Symbol;Acc:HGNC:3778]

LDL receptor related protein 4 [Source:HGNC Symbol;Acc:HGNC:6696]

interferon induced protein 44 like [Source:HGNC Symbol;Acc:HGNC:17817]
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Global Geneset Analysis

Rank GSZ p−value #all Geneset
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Colon Cancer
Reference Signatures

Glioma

GSEA C2
Lymphoma
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Colon Cancer
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Cancer

Glioma

GSEA C2

GSEA C2

GSEA C2
Reference Signatures

GSEA C2

GSEA C2

GSEA C2

Lembcke_TCGA−expr_kmeans_E_CIMP.H_UP_Cluster4_DN

WIRTH_EBV B−cells

ScoV_0.999_Sturm_E4_Mesenchymal_RTK I 'PDGFRA'_DN

WALLACE_PROSTATE_CANCER_RACE_UP

LENZ_Stromal signature 1

HALLMARK_INTERFERON_GAMMA_RESPONSE

SCHUETZ_BREAST_CANCER_DUCTAL_INVASIVE_UP

MCLACHLAN_DENTAL_CARIES_UP

RUTELLA_RESPONSE_TO_HGF_UP

Pentrack_CRC_TCGA_corr_J_msi−h_UP_mss_DN

HALLMARK_TNFA_SIGNALING_VIA_NFKB

SPANG_BCL6−index2

ScoV_0.5_Sturm_C3_Mesenchymal_DN

HELLER_SILENCED_BY_METHYLATION_UP

JAATINEN_HEMATOPOIETIC_STEM_CELL_DN

FARMER_BREAST_CANCER_CLUSTER_1

Chaussabel_3,1_Interferon−inducible

BROWNE_INTERFERON_RESPONSIVE_GENES

HECKER_IFNB1_TARGETS

FULCHER_INFLAMMATORY_RESPONSE_LECTIN_VS_LPS_DN
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137
226
439

GSEA C2
GSEA C2
GSEA C2
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HM
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Chromatin states
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CAIRO_HEPATOBLASTOMA_CLASSES_UP
PUJANA_CHEK2_PCC_NETWORK
PUJANA_BRCA1_PCC_NETWORK
Overlap_fetal_midbrain_K9K27me3

MANALO_HYPOXIA_DN
Gerber_wt/wt_melanoma−cells−SpotA
5_Tx_Neuronal_Progenitor

KINSEY_TARGETS_OF_EWSR1_FLII_FUSION_UP
Bcells peripheral blood_1_TssA

HALLMARK_E2F_TARGETS
KRIGE_RESPONSE_TO_TOSEDOSTAT_24HR_DN
2_TssA_Neuronal_Progenitor

MARSON_BOUND_BY_E2F4_UNSTIMULATED
GOBERT_OLIGODENDROCYTE_DIFFERENTIATION_UP
SOTIRIOU_BREAST_CANCER_GRADE_1_VS_3_UP
4_Tx_ESC_Endoderm
WONG_EMBRYONIC_STEM_CELL_CORE
ROSTY_CERVICAL_CANCER_PROLIFERATION_CLUSTER
ZHANG_TLX_TARGETS_60HR_DN
SHEDDEN_LUNG_CANCER_POOR_SURVIVAL_A6


