
MPI−075
Global Summary

%DE = 0.03

# genes with fdr < 0.2  = 490  ( 223 + / 267  −)

# genes with fdr < 0.1  = 352  ( 158 + / 194  −)

# genes with fdr < 0.05  = 269  ( 118 + / 151  −)

# genes with fdr < 0.01 = 176  ( 69 + / 107  −)

# genes in genesets = 13152

<FC> = 0

<t−score> = 0.11

<p−value> = 0.28

<fdr> = 0.97
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apolipoprotein C1 [Source:HGNC Symbol;Acc:HGNC:607]

C−X−C motif chemokine ligand 13 [Source:HGNC Symbol;Acc:HGNC:10639]

RAS related 2 [Source:HGNC Symbol;Acc:HGNC:17271]

RAS related 2 [Source:HGNC Symbol;Acc:HGNC:17271]

apolipoprotein C1 [Source:HGNC Symbol;Acc:HGNC:607]

immunoglobulin kappa variable 2−28 [Source:HGNC Symbol;Acc:HGNC:5783]

C−X−C motif chemokine ligand 5 [Source:HGNC Symbol;Acc:HGNC:10642]

matrix metallopeptidase 3 [Source:HGNC Symbol;Acc:HGNC:7173]

chitinase 3 like 1 [Source:HGNC Symbol;Acc:HGNC:1932]

BCL2, apoptosis regulator [Source:HGNC Symbol;Acc:HGNC:990]

transducin beta like 1 X−linked [Source:HGNC Symbol;Acc:HGNC:11585]

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

transcription factor 4 [Source:HGNC Symbol;Acc:HGNC:11634]

hemoglobin subunit alpha 2 [Source:HGNC Symbol;Acc:HGNC:4824]

C−X−C motif chemokine ligand 5 [Source:HGNC Symbol;Acc:HGNC:10642]

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

matrix metallopeptidase 1 [Source:HGNC Symbol;Acc:HGNC:7155]

TSC22 domain family member 3 [Source:HGNC Symbol;Acc:HGNC:3051]

C−X−C motif chemokine ligand 1 [Source:HGNC Symbol;Acc:HGNC:4602]
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Global Geneset Analysis

Rank GSZ p−value #all Geneset
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GSEA C2
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GSEA C2

GSEA C2
Lymphoma

GSEA C2

Chromatin states

GSEA C2

HM

GSEA C2

GSEA C2

Cancer

Chromatin states

Chromatin states

Chromatin states

PUJANA_CHEK2_PCC_NETWORK

PUJANA_BRCA1_PCC_NETWORK

KINSEY_TARGETS_OF_EWSR1_FLII_FUSION_UP

Gerber_wt/wt_melanoma−cells−SpotA

CAIRO_HEPATOBLASTOMA_CLASSES_UP

MANALO_HYPOXIA_DN

Sha_BL UP

SHEDDEN_LUNG_CANCER_POOR_SURVIVAL_A6

PUJANA_BRCA2_PCC_NETWORK

Victora_Dark zone signature

KOBAYASHI_EGFR_SIGNALING_24HR_DN

5_Tx_Neuronal_Progenitor

GOBERT_OLIGODENDROCYTE_DIFFERENTIATION_UP

HALLMARK_E2F_TARGETS

LEE_BMP2_TARGETS_DN

WONG_EMBRYONIC_STEM_CELL_CORE

SOTIRIOU_BREAST_CANCER_GRADE_1_VS_3_UP

Overlap_fetal_midbrain_K9K27me3

2_TssA_Neuronal_Progenitor

Bcells peripheral blood_1_TssA
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Cancer
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Colon Cancer
Reference Signatures

Glioma
Cancer
GSEA C2
GSEA C2
GSEA C2
Melanoma
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HM
CC
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Lymphoma

Melanoma
GSEA C2
Lymphoma

CC

SPANG_BCL6−index2
Sha_DLBCL UP
Lembcke_TCGA−expr_kmeans_E_CIMP.H_UP_Cluster4_DN

WIRTH_EBV B−cells
ScoV_0.999_Sturm_E4_Mesenchymal_RTK I 'PDGFRA'_DN

SPANG_LPS−index2
BASSO_CD40_SIGNALING_UP
WALLACE_PROSTATE_CANCER_RACE_UP
HELLER_SILENCED_BY_METHYLATION_UP
Tirosh_Macrophage specific genes−melanoma

RUTELLA_RESPONSE_TO_HGF_UP
MCLACHLAN_DENTAL_CARIES_UP
HALLMARK_INTERFERON_GAMMA_RESPONSE
integral component of membrane

WIELAND_UP_BY_HBV_INFECTION
SPANG_IL21 DN
Tirosh_expression higher in CAFs than in T−cells

HUMMEL_BURKITTS_LYMPHOMA_DN
BENTINK_mBL DOWN
plasma membrane


