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Global Summary

%DE = 0.04

# genes with fdr < 0.2  = 532  ( 271 + / 261  −)

# genes with fdr < 0.1  = 398  ( 202 + / 196  −)

# genes with fdr < 0.05  = 322  ( 162 + / 160  −)

# genes with fdr < 0.01 = 210  ( 109 + / 101  −)

# genes in genesets = 13152

<FC> = 0

<t−score> = 0.04

<p−value> = 0.26

<fdr> = 0.96
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lymphoid restricted membrane protein [Source:HGNC Symbol;Acc:HGNC:6690]

lymphoid restricted membrane protein [Source:HGNC Symbol;Acc:HGNC:6690]

metallothionein 1G [Source:HGNC Symbol;Acc:HGNC:7399]

NFKB repressing factor [Source:HGNC Symbol;Acc:HGNC:19374]

BCL2 interacting killer [Source:HGNC Symbol;Acc:HGNC:1051]

CD180 molecule [Source:HGNC Symbol;Acc:HGNC:6726]

metallothionein 1H [Source:HGNC Symbol;Acc:HGNC:7400]

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

interleukin 12B [Source:HGNC Symbol;Acc:HGNC:5970]

metallothionein 1X [Source:HGNC Symbol;Acc:HGNC:7405]

metallothionein 1H [Source:HGNC Symbol;Acc:HGNC:7400]

metallothionein 2A [Source:HGNC Symbol;Acc:HGNC:7406]

SEL1L family member 3 [Source:HGNC Symbol;Acc:HGNC:29108]

SEL1L family member 3 [Source:HGNC Symbol;Acc:HGNC:29108]

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

signal transducing adaptor family member 1 [Source:HGNC Symbol;Acc:HGNC:24133]

BTB domain and CNC homolog 2 [Source:HGNC Symbol;Acc:HGNC:14078]

major histocompatibility complex, class II, DO beta [Source:HGNC Symbol;Acc:HGNC:4937]
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Global Geneset Analysis

Rank GSZ p−value #all Geneset
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Reference Signatures

GSEA C2

GSEA C2

Melanoma

BP

BP

GSEA C2

Glioma

Glioma

GSEA C2

GSEA C2

Melanoma

GSEA C2

GSEA C2
Lymphoma

Lymphoma

Cancer

HM

Glioma

Colon Cancer

WIRTH_EBV B−cells

RUTELLA_RESPONSE_TO_HGF_UP

PICCALUGA_ANGIOIMMUNOBLASTIC_LYMPHOMA_UP

Tirosh_Macrophage specific genes−melanoma

cellular response to zinc ion

negative regulation of growth

RUTELLA_RESPONSE_TO_HGF_VS_CSF2RB_AND_IL4_UP

ScoV_0.999_Sturm_E4_Mesenchymal_RTK I 'PDGFRA'_DN

ScoV_0.5_Sturm_C3_Mesenchymal_DN

ZHENG_RESPONSE_TO_ARSENITE_UP

VERHAAK_AML_WITH_NPM1_MUTATED_UP

Tirosh_expression higher in CAFs than in T−cells

SCHUETZ_BREAST_CANCER_DUCTAL_INVASIVE_UP

NAKAYAMA_SOFT_TISSUE_TUMORS_PCA1_UP

Monti_Host_response_cluster

Sha_DLBCL UP

SPANG_LPS−index2

HALLMARK_INFLAMMATORY_RESPONSE

WILLSCHER_GBM_Verhaak−CL & MES_up

Pentrack_CRC_TCGA_corr_J_msi−h_UP_mss_DN

Underexpressed
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−13.06
−12.57
−12.54
−11.01
−10.18
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−9.99
−9.4
−9.34
−8.71
−8.5
−8.36
−8.1
−7.81
−7.77
−7.74
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−7.55

−7.42
−7.39

NULL
NULL
NULL
NULL
NULL
NULL
NULL
NULL
NULL
NULL
NULL
NULL
NULL
NULL
NULL
NULL
NULL
NULL
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3767
56
693

24
5716
263

42
1312
275
7833
61

121
14
1527
4528
5753
3938
5601

227
4208

Chromatin states
GSEA C2
Chromatin states
Melanoma
Chromatin states
Lymphoma
Reference Signatures

GSEA C2
GSEA C2
Chromatin states
GSEA C2
GSEA C2
Lymphoma

GSEA C2
Chromatin states
Chromatin states
Chromatin states
Chromatin states
Lymphoma

Chromatin states

Bcells peripheral blood_6_EnhG

KLEIN_PRIMARY_EFFUSION_LYMPHOMA_DN
Bcells peripheral blood_3_TxFlnk
Tirosh_B−cell specific genes−melanoma
Bcells peripheral blood_4_Tx

SPANG_CD40 6hrs UP
Chaussabel_1,3_B−cells

PUJANA_ATM_PCC_NETWORK
HADDAD_B_LYMPHOCYTE_PROGENITOR
Bcells peripheral blood_1_TssA

BASSO_CD40_SIGNALING_DN
PASQUALUCCI_LYMPHOMA_BY_GC_STAGE_DN
WRIGHT_GCB UP
PUJANA_BRCA1_PCC_NETWORK
T CD8+ naive cells peripheral blood_4_Tx
Tcells peripheral blood_4_Tx
Thelper cells peripheral blood_6_EnhG
Thelper cells peripheral blood_4_Tx

SPANG_IL21 UP
Tcells peripheral blood_6_EnhG


