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Global Summary

%DE = 0.04

# genes with fdr < 0.2  = 535  ( 322 + / 213  −)

# genes with fdr < 0.1  = 373  ( 235 + / 138  −)

# genes with fdr < 0.05  = 290  ( 189 + / 101  −)

# genes with fdr < 0.01 = 221  ( 145 + / 76  −)

# genes in genesets = 13152

<FC> = 0

<t−score> = 0.14

<p−value> = 0.26

<fdr> = 0.96
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Global Genelist

Rank
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log(FC)
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T cell leukemia/lymphoma 1A [Source:HGNC Symbol;Acc:HGNC:11648]

phosphofructokinase, platelet [Source:HGNC Symbol;Acc:HGNC:8878]

retention in endoplasmic reticulum sorting receptor 1 [Source:HGNC Symbol;Acc:HGNC:30309]

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

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

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

acetylserotonin O−methyltransferase [Source:HGNC Symbol;Acc:HGNC:750]

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

immunoglobulin heavy constant delta [Source:HGNC Symbol;Acc:HGNC:5480]

immunoglobulin lambda constant 2 [Source:HGNC Symbol;Acc:HGNC:5856]

glycine amidinotransferase [Source:HGNC Symbol;Acc:HGNC:4175]

actin, gamma 2, smooth muscle, enteric [Source:HGNC Symbol;Acc:HGNC:145]

tumor protein p53 [Source:HGNC Symbol;Acc:HGNC:11998]

immunoglobulin heavy constant alpha 2 (A2m marker) [Source:HGNC Symbol;Acc:HGNC:5479]

GDP−mannose 4,6−dehydratase [Source:HGNC Symbol;Acc:HGNC:4369]

protein tyrosine phosphatase, receptor type R [Source:HGNC Symbol;Acc:HGNC:9680]

MET proto−oncogene, receptor tyrosine kinase [Source:HGNC Symbol;Acc:HGNC:7029]

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

early growth response 4 [Source:HGNC Symbol;Acc:HGNC:3241]
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Global Geneset Analysis

Rank GSZ p−value #all Geneset
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186
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Lymphoma

Lymphoma

Cancer

GSEA C2
Lymphoma

Lymphoma

Lymphoma

GSEA C2

Chromatin states
Lymphoma

Chromatin states

Chromatin states
Lymphoma

Chromatin states

Chromatin states

Cancer

Chromatin states

Chromatin states

Chromatin states

Chromatin states

Sha_DLBCL UP

Aukema_BCL2 DN_BCL6 UP

SPANG_BCL6−index2

BASSO_CD40_SIGNALING_UP

Victora_Light zone signature

DAVE_NFkB BL DN

BENTINK_mBL DOWN

HUMMEL_BURKITTS_LYMPHOMA_DN

HSC_2_TssAFlnk

MASCQUE_mBL DOWN

monocytes peripheral blood_2_TssAFlnk

natural killer cells peripheral blood_7_Enh

SPANG_CD40 6hrs DN

HSC_7_Enh

monocytes peripheral blood_7_Enh

SPANG_LPS−index2

7_Enh_MSC_Adipocyte

Bcells peripheral blood_7_Enh

5_TxWk_ESC_Mesoderm

7_Enh_Melanocytes

Underexpressed
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−10.44
−8.84
−7.92
−7.91
−7.85
−7.79
−7.76
−7.73
−7.07
−6.98
−6.96
−6.95
−6.92
−6.86
−6.67
−6.65
−6.3
−6.27
−6.24
−6.04

NULL
NULL
NULL
NULL
NULL
NULL
NULL
NULL
NULL
NULL
NULL
NULL
NULL
NULL
NULL
NULL
NULL
NULL
NULL
NULL

44
52
32
36
70
25

42
16
57
263
62
161
9
40
88
60

21
16
113
61

MF
BP
Reference Signatures

GSEA C2
CC
BP
GSEA C2
MF
GSEA C2
Lymphoma

GSEA C2
BP
GSEA C2
GSEA C2
GSEA C2
GSEA C2
BP
GSEA C2
BP
GSEA C2

antigen binding
complement activation, classical pathway

Chaussabel_1,1_Plasma Cells

REACTOME_PACKAGING_OF_TELOMERE_ENDS

nucleosome
antibacterial humoral response

REACTOME_RNA_POL_I_PROMOTER_OPENING
immunoglobulin receptor binding

REACTOME_MEIOTIC_SYNAPSIS
SPANG_CD40 6hrs UP
REACTOME_MEIOTIC_RECOMBINATION
adaptive immune response

RUNNE_GENDER_EFFECT_UP
FARMER_BREAST_CANCER_CLUSTER_1
REACTOME_MEIOSIS
REACTOME_AMYLOIDS
phagocytosis, recognition

BOWIE_RESPONSE_TO_TAMOXIFEN
regulation of immune response

REACTOME_TELOMERE_MAINTENANCE


