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Global Summary

%DE = 0.07

# genes with fdr < 0.2  = 1018  ( 354 + / 664  −)

# genes with fdr < 0.1  = 819  ( 263 + / 556  −)

# genes with fdr < 0.05  = 641  ( 184 + / 457  −)

# genes with fdr < 0.01 = 481  ( 121 + / 360  −)

# genes in genesets = 13152

<FC> = 0

<t−score> = −0.09

<p−value> = 0.2

<fdr> = 0.93
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actin beta [Source:HGNC Symbol;Acc:HGNC:132]

DEAD−box helicase 24 [Source:HGNC Symbol;Acc:HGNC:13266]

ARP2 actin related protein 2 homolog [Source:HGNC Symbol;Acc:HGNC:169]

MCL1, BCL2 family apoptosis regulator [Source:HGNC Symbol;Acc:HGNC:6943]

acidic nuclear phosphoprotein 32 family member A [Source:HGNC Symbol;Acc:HGNC:13233]

phospholipase D family member 3 [Source:HGNC Symbol;Acc:HGNC:17158]

eukaryotic translation initiation factor 5A [Source:HGNC Symbol;Acc:HGNC:3300]

scaffold attachment factor B [Source:HGNC Symbol;Acc:HGNC:10520]

cytochrome b−245 alpha chain [Source:HGNC Symbol;Acc:HGNC:2577]

ubiquitin conjugating enzyme E2 M [Source:HGNC Symbol;Acc:HGNC:12491]

apolipoprotein E [Source:HGNC Symbol;Acc:HGNC:613]

MFNG O−fucosylpeptide 3−beta−N−acetylglucosaminyltransferase [Source:HGNC Symbol;Acc:HGNC:7038]

H1 histone family member X [Source:HGNC Symbol;Acc:HGNC:4722]

forkhead box G1 [Source:HGNC Symbol;Acc:HGNC:3811]

BLK proto−oncogene, Src family tyrosine kinase [Source:HGNC Symbol;Acc:HGNC:1057]

diacylglycerol kinase zeta [Source:HGNC Symbol;Acc:HGNC:2857]

proline rich coiled−coil 2A [Source:HGNC Symbol;Acc:HGNC:13918]

ezrin [Source:HGNC Symbol;Acc:HGNC:12691]

interleukin enhancer binding factor 3 [Source:HGNC Symbol;Acc:HGNC:6038]

squamous cell carcinoma antigen recognized by T cells 3 [Source:HGNC Symbol;Acc:HGNC:16860]
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Global Geneset Analysis
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LENZ_Stromal signature 1

SCHUETZ_BREAST_CANCER_DUCTAL_INVASIVE_UP

PICCALUGA_ANGIOIMMUNOBLASTIC_LYMPHOMA_UP

ScoV_0.999_Sturm_E4_Mesenchymal_RTK I 'PDGFRA'_DN

Chaussabel_1,1_Plasma Cells

Lembcke_Colonic Inflammation

extracellular space

Tcells peripheral blood_14_ReprPCWk

HOPP_Repressed

SMID_BREAST_CANCER_NORMAL_LIKE_UP

MCLACHLAN_DENTAL_CARIES_UP

immune response

Bcells peripheral blood_14_ReprPCWk

complement activation

Sha_DLBCL UP

SPANG_BCL6−index2

SMID_BREAST_CANCER_LUMINAL_B_DN

natural killer cells peripheral blood_14_ReprPCWk

regulation of complement activation

ScoV_0.5_Sturm_C3_Mesenchymal_DN
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