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Global Summary

%DE = 0.07

# genes with fdr < 0.2  = 851  ( 436 + / 415  −)

# genes with fdr < 0.1  = 629  ( 312 + / 317  −)

# genes with fdr < 0.05  = 481  ( 234 + / 247  −)

# genes with fdr < 0.01 = 295  ( 135 + / 160  −)

# genes in genesets = 13152

<FC> = 0

<t−score> = −0.16

<p−value> = 0.23

<fdr> = 0.93
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Global Genelist

Rank
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glutamate−ammonia ligase [Source:HGNC Symbol;Acc:HGNC:4341]

insulin like growth factor binding protein 7 [Source:HGNC Symbol;Acc:HGNC:5476]

mitogen−activated protein kinase−activated protein kinase 2 [Source:HGNC Symbol;Acc:HGNC:6887]

ADAM like decysin 1 [Source:HGNC Symbol;Acc:HGNC:16299]

cytochrome b5 type A [Source:HGNC Symbol;Acc:HGNC:2570]

cytochrome b5 type A [Source:HGNC Symbol;Acc:HGNC:2570]

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

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

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

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

spermidine/spermine N1−acetyltransferase 1 [Source:HGNC Symbol;Acc:HGNC:10540]

eukaryotic translation initiation factor 2D [Source:HGNC Symbol;Acc:HGNC:6583]

transmembrane protein 176A [Source:HGNC Symbol;Acc:HGNC:24930]

Fc fragment of IgM receptor [Source:HGNC Symbol;Acc:HGNC:14315]

C−C motif chemokine ligand 19 [Source:HGNC Symbol;Acc:HGNC:10617]

interferon stimulated exonuclease gene 20 [Source:HGNC Symbol;Acc:HGNC:6130]

CD46 molecule [Source:HGNC Symbol;Acc:HGNC:6953]

phospholipase A2 group IID [Source:HGNC Symbol;Acc:HGNC:9033]

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

Rank GSZ p−value #all Geneset
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Chromatin states
Lymphoma

Colon Cancer
Reference Signatures

MF

Chr

Colon Cancer

MF

Chr

Chromatin states

Chromatin states

Chromatin states

Chromatin states

Chromatin states
Lymphoma

Chromatin states

Chromatin states

BP

BP

HOPP_Txn_elongation

Bcells peripheral blood_4_Tx

HOPP_Txn_transition

LaPointe_mucosa−position_kmeans_E_transverse colon_UP_transverse colon_DN

Chaussabel_3,8_Enzymes

nucleic acid binding

Chr 3
LaPointe_mucosa−position_kmeans_F_cecum colon_transverse colon_UP_

DNA binding

Chr 14
HSC_8_ZNF_Rpts

Bcells peripheral blood_8_ZNF_Rpts

Bcells peripheral blood_6_EnhG

natural killer cells peripheral blood_4_Tx

Thelper cells peripheral blood_8_ZNF_Rpts

HOPP_Active_promoter

T CD8+ naive cells peripheral blood_4_Tx

Thelper cells peripheral blood_4_Tx

transcription, DNA−templated

regulation of transcription, DNA−templated
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−23.04
−20.98
−15.26
−14.39
−13.51
−13.12
−12.6
−12.59
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1611
132

247
196
223
178
67
261

GSEA C2
Lymphoma
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Reference Signatures

CC
CC
CC
Colon Cancer
GSEA C2
HM
GSEA C2
HM
GSEA C2
GSEA C2

PICCALUGA_ANGIOIMMUNOBLASTIC_LYMPHOMA_UP
LENZ_Stromal signature 1

SCHUETZ_BREAST_CANCER_DUCTAL_INVASIVE_UP
RUTELLA_RESPONSE_TO_HGF_UP
RUTELLA_RESPONSE_TO_HGF_VS_CSF2RB_AND_IL4_UP
Tirosh_expression higher in CAFs than in T−cells
ScoV_0.999_Sturm_E4_Mesenchymal_RTK I 'PDGFRA'_DN

REN_ALVEOLAR_RHABDOMYOSARCOMA_DN
Tirosh_CAF−cell specific genes

WIRTH_EBV B−cells
extracellular space

extracellular exosome
extracellular region

Marisa_CRC−cluster−a
BOQUEST_STEM_CELL_UP
HALLMARK_EPITHELIAL_MESENCHYMAL_TRANSITION
MCLACHLAN_DENTAL_CARIES_UP
HALLMARK_COMPLEMENT
NAKAYAMA_SOFT_TISSUE_TUMORS_PCA1_UP
POOLA_INVASIVE_BREAST_CANCER_UP


