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Global Summary

%DE = 0.04

# genes with fdr < 0.2  = 441  ( 240 + / 201  −)

# genes with fdr < 0.1  = 329  ( 184 + / 145  −)

# genes with fdr < 0.05  = 264  ( 149 + / 115  −)

# genes with fdr < 0.01 = 181  ( 106 + / 75  −)

# genes in genesets = 13152

<FC> = 0

<t−score> = 0.11

<p−value> = 0.27

<fdr> = 0.96
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Global Genelist
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eukaryotic translation initiation factor 5A [Source:HGNC Symbol;Acc:HGNC:3300]

CD163 molecule [Source:HGNC Symbol;Acc:HGNC:1631]

HLF, PAR bZIP transcription factor [Source:HGNC Symbol;Acc:HGNC:4977]

keratin 13 [Source:HGNC Symbol;Acc:HGNC:6415]

keratin 6A [Source:HGNC Symbol;Acc:HGNC:6443]

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

regulator of G protein signaling 13 [Source:HGNC Symbol;Acc:HGNC:9995]

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

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

lysine demethylase 4B [Source:HGNC Symbol;Acc:HGNC:29136]

small proline rich protein 1A [Source:HGNC Symbol;Acc:HGNC:11259]

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

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

keratin 6A [Source:HGNC Symbol;Acc:HGNC:6443]

CD163 molecule [Source:HGNC Symbol;Acc:HGNC:1631]

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

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

keratin 4 [Source:HGNC Symbol;Acc:HGNC:6441]

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

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

Rank GSZ p−value #all Geneset
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Reference Signatures
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Chromatin states

GSEA C2

BP
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Chromatin states
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Chromatin states

BP

CC

GSEA C2

Colon Cancer

Chromatin states

Chromatin states

MF

GSEA C2

Chromatin states

GSEA C2
Lymphoma

WIRTH_Mucosa

cornification

8_EnhP_Fibroblasts

JAEGER_METASTASIS_DN

keratinization
antigen binding

10_ReprPC_Fibroblasts

8_EnhP_Skeletal_Muscle

EnhA_Colon

complement activation, classical pathway

keratin filament

HUPER_BREAST_BASAL_VS_LUMINAL_UP

Lembcke_TCGA−expr_kmeans_H_CIMP.H_UP_Cluster3_DN

EnhP_Colon

Mid_Frontal_Lobe_ReprPC

immunoglobulin receptor binding

ONDER_CDH1_TARGETS_2_DN

10_ReprPC_Skeletal_Muscle

BOSCO_EPITHELIAL_DIFFERENTIATION_MODULE

Sha_DLBCL UP
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−15.82
−12.81

−12.7
−12.55
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−11.73
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7225
5529
6099
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Overlap_fetal_midbrain_ReprPC
HOPP_Txn_elongation

HSC_4_Tx
15_Quies_Fibroblasts
monocytes peripheral blood_1_TssA

2_TssA_Fibroblasts
natural killer cells peripheral blood_1_TssA
HSC_8_ZNF_Rpts

HSC_1_TssA
monocytes peripheral blood_5_TxWk
monocytes peripheral blood_4_Tx

HOPP_Weak_promoter

2_TssA_Skeletal_Muscle
Tcells peripheral blood_1_TssA
T CD8+ naive cells peripheral blood_4_Tx
8_ZNF_Rpts_ESC_Endoderm

1_TssA_ESC_Endoderm
HSC_5_TxWk
natural killer cells peripheral blood_4_Tx
Tcells peripheral blood_5_TxWk


