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Global Summary

%DE = 0.05

# genes with fdr < 0.2  = 534  ( 273 + / 261  −)

# genes with fdr < 0.1  = 371  ( 190 + / 181  −)

# genes with fdr < 0.05  = 306  ( 149 + / 157  −)

# genes with fdr < 0.01 = 190  ( 90 + / 100  −)

# genes in genesets = 13152

<FC> = 0

<t−score> = 0.17

<p−value> = 0.26

<fdr> = 0.95
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Regulated Metagenes
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Global Genelist
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sorbitol dehydrogenase 2, pseudogene [Source:HGNC Symbol;Acc:HGNC:49919]

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

interferon regulatory factor 4 [Source:HGNC Symbol;Acc:HGNC:6119]

cochlin [Source:HGNC Symbol;Acc:HGNC:2180]

serine peptidase inhibitor, Kazal type 2 [Source:HGNC Symbol;Acc:HGNC:11245]

tumor protein, translationally−controlled 1 [Source:HGNC Symbol;Acc:HGNC:12022]

immunoglobulin heavy constant mu [Source:HGNC Symbol;Acc:HGNC:5541]

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

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

immunoglobulin heavy constant mu [Source:HGNC Symbol;Acc:HGNC:5541]

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

5−hydroxytryptamine receptor 3A [Source:HGNC Symbol;Acc:HGNC:5297]

stromal antigen 3 [Source:HGNC Symbol;Acc:HGNC:11356]

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

histone cluster 2 H2A family member a3 [Source:HGNC Symbol;Acc:HGNC:4736]

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

5−hydroxytryptamine receptor 3A [Source:HGNC Symbol;Acc:HGNC:5297]

tropomyosin 2 [Source:HGNC Symbol;Acc:HGNC:12011]

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

Rank GSZ p−value #all Geneset
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Reference Signatures

Colon Cancer

GSEA C2
Lymphoma

GSEA C2
Reference Signatures

Chromatin states
Lymphoma

Chromatin states

Chromatin states

GSEA C2
Lymphoma

Reference Signatures

GSEA C2

Chromatin states
Lymphoma

Melanoma

GSEA C2
Lymphoma

Chromatin states

WIRTH_Immune system

Lembcke_TCGA−expr_kmeans_E_CIMP.H_UP_Cluster4_DN

PUJANA_BRCA1_PCC_NETWORK

HOPP_Active_promoter

WIELAND_UP_BY_HBV_INFECTION

WIRTH_GC B−cells

Tcells peripheral blood_1_TssA

HOPP_Txn_transition

monocytes peripheral blood_2_TssAFlnk

monocytes peripheral blood_1_TssA

KEGG_SYSTEMIC_LUPUS_ERYTHEMATOSUS

HOPP_Txn_elongation

PROTEINATLAS_lymph node

PUJANA_CHEK2_PCC_NETWORK

monocytes peripheral blood_6_EnhG

HOPP_Weak_promoter

TCGA_melanoma_immune_high

PUJANA_ATM_PCC_NETWORK

Victora_Dark zone signature

Tcells peripheral blood_2_TssAFlnk

Underexpressed
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−13.42
−12.45
−11.43
−11.38

−11.22
−10.91
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3150
2197
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monocytes peripheral blood_12_EnhBiv

monocytes peripheral blood_13_ReprPC
monocytes peripheral blood_11_BivFlnk

monocytes peripheral blood_14_ReprPCWk
Tcells peripheral blood_11_BivFlnk
Tregulatory cells peripheral blood_11_BivFlnk
Tcells peripheral blood_12_EnhBiv
natural killer cells peripheral blood_13_ReprPC
Bcells peripheral blood_12_EnhBiv
Tregulatory cells peripheral blood_13_ReprPC
Thelper cells peripheral blood_13_ReprPC
Bcells peripheral blood_11_BivFlnk
natural killer cells peripheral blood_12_EnhBiv
Tregulatory cells peripheral blood_12_EnhBiv

Bcells peripheral blood_13_ReprPC
natural killer cells peripheral blood_14_ReprPCWk
Tcells peripheral blood_13_ReprPC
Thelper cells peripheral blood_11_BivFlnk
Tcells peripheral blood_14_ReprPCWk
HSC_14_ReprPCWk


