
MPI−198
Global Summary

%DE = 0.05

# genes with fdr < 0.2  = 633  ( 314 + / 319  −)

# genes with fdr < 0.1  = 492  ( 249 + / 243  −)

# genes with fdr < 0.05  = 411  ( 216 + / 195  −)

# genes with fdr < 0.01 = 269  ( 146 + / 123  −)

# genes in genesets = 13152

<FC> = 0

<t−score> = 0.13

<p−value> = 0.24

<fdr> = 0.95
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T cell leukemia/lymphoma 1A [Source:HGNC Symbol;Acc:HGNC:11648]

ribosomal protein S4, Y−linked 1 [Source:HGNC Symbol;Acc:HGNC:10425]

suppression of tumorigenicity 14 [Source:HGNC Symbol;Acc:HGNC:11344]

collagen type I alpha 1 chain [Source:HGNC Symbol;Acc:HGNC:2197]

translocation associated membrane protein 2 [Source:HGNC Symbol;Acc:HGNC:16855]

C−X−C motif chemokine ligand 8 [Source:HGNC Symbol;Acc:HGNC:6025]

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

neutrophil cytosolic factor 1 [Source:HGNC Symbol;Acc:HGNC:7660]

TNF receptor superfamily member 17 [Source:HGNC Symbol;Acc:HGNC:11913]

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

HOP homeobox [Source:HGNC Symbol;Acc:HGNC:24961]

mitogen−activated protein kinase kinase kinase kinase 1 [Source:HGNC Symbol;Acc:HGNC:6863]

X−C motif chemokine ligand 2 [Source:HGNC Symbol;Acc:HGNC:10646]

immunoglobulin lambda constant 2 [Source:HGNC Symbol;Acc:HGNC:5856]

immunoglobulin lambda constant 2 [Source:HGNC Symbol;Acc:HGNC:5856]

ribosomal protein S2 pseudogene 46 [Source:HGNC Symbol;Acc:HGNC:35839]

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

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

mitogen−activated protein kinase kinase kinase kinase 1 [Source:HGNC Symbol;Acc:HGNC:6863]
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Global Geneset Analysis

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

Cancer

BP

Melanoma

GSEA C2

Glioma

MF
Reference Signatures

Lymphoma

HM

BP

GSEA C2
Lymphoma

Lymphoma

GSEA C2

GSEA C2

HM

HM

Chr

Lembcke_TCGA−expr_kmeans_E_CIMP.H_UP_Cluster4_DN

WIRTH_EBV B−cells

SPANG_BCL6−index2

immune response

Tirosh_T−cell specific genes−melanoma

WALLACE_PROSTATE_CANCER_RACE_UP

ScoV_0.999_Sturm_E4_Mesenchymal_RTK I 'PDGFRA'_DN

chemokine activity

WIRTH_Immune system

Sha_DLBCL UP

HALLMARK_TNFA_SIGNALING_VIA_NFKB

T cell costimulation

SMID_BREAST_CANCER_NORMAL_LIKE_UP

Victora_Light zone signature

Care_Polarized immune response

VILIMAS_NOTCH1_TARGETS_UP

LINDSTEDT_DENDRITIC_CELL_MATURATION_A

HALLMARK_INTERFERON_GAMMA_RESPONSE

HALLMARK_ALLOGRAFT_REJECTION

Chr 12
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−9.31
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−8.85
−8.45
−7.93
−7.87
−7.84
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−7.77
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Reference Signatures

Chromatin states
Chromatin states
Chromatin states
Chromatin states

5_Tx_Neuronal_Progenitor

RUNNE_GENDER_EFFECT_UP
Chaussabel_1,1_Plasma Cells

4_Tx_ESC_Endoderm
5_Tx_Fibroblasts
Overlap_fetal_midbrain_HetRpts

4_Tx_ESC_Mesoderm
5_Tx_Skeletal_Muscle
5_Tx_Melanocytes

6_EnhG_Skeletal_Muscle
6_EnhG_ESC_Mesoderm
nucleic acid binding

ANASTASSIOU_CANCER_MESENCHYMAL_TRANSITION_SIGNATURE
Overlap_fetal_midbrain_Quies

6_EnhG_Fibroblasts
Chaussabel_3,8_Enzymes
5_Tx_MSC_Adipocyte
6_EnhG_Melanocytes

TxWk_Colon
4_TxTrans_Fibroblasts


