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Global Summary

%DE = 0.07

# genes with fdr < 0.2  = 697  ( 364 + / 333  −)

# genes with fdr < 0.1  = 460  ( 248 + / 212  −)

# genes with fdr < 0.05  = 364  ( 201 + / 163  −)

# genes with fdr < 0.01 = 189  ( 97 + / 92  −)

# genes in genesets = 13152

<FC> = 0

<t−score> = −0.37

<p−value> = 0.24

<fdr> = 0.93
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Regulated Metagenes
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Global Genelist
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T cell leukemia/lymphoma 1A [Source:HGNC Symbol;Acc:HGNC:11648]

thioredoxin interacting protein [Source:HGNC Symbol;Acc:HGNC:16952]

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

LCK proto−oncogene, Src family tyrosine kinase [Source:HGNC Symbol;Acc:HGNC:6524]

CD19 molecule [Source:HGNC Symbol;Acc:HGNC:1633]

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

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

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

breast carcinoma amplified sequence 4 [Source:HGNC Symbol;Acc:HGNC:14367]

matrix metallopeptidase 3 [Source:HGNC Symbol;Acc:HGNC:7173]

tryptophanyl−tRNA synthetase [Source:HGNC Symbol;Acc:HGNC:12729]

heterogeneous nuclear ribonucleoprotein A3 [Source:HGNC Symbol;Acc:HGNC:24941]

insulin like growth factor 2 mRNA binding protein 3 [Source:HGNC Symbol;Acc:HGNC:28868]

selenoprotein P [Source:HGNC Symbol;Acc:HGNC:10751]

joining chain of multimeric IgA and IgM [Source:HGNC Symbol;Acc:HGNC:5713]

MAF bZIP transcription factor B [Source:HGNC Symbol;Acc:HGNC:6408]

cysteine and glycine rich protein 3 [Source:HGNC Symbol;Acc:HGNC:2472]

matrix metallopeptidase 1 [Source:HGNC Symbol;Acc:HGNC:7155]

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

anaphase promoting complex subunit 15 [Source:HGNC Symbol;Acc:HGNC:24531]
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Global Geneset Analysis

Rank GSZ p−value #all Geneset

Overexpressed

1
2
3
4
5
6
7
8
9
10
11
12
13
14
15
16
17
18
19
20

15.29

14.18

12.06

11.68

11.02

10.96

10.58

10.09

9.97

9.95

9.81

9.33

9.33

8.83

8.78

8.78

8.78

8.59

8.27

8.23

NULL

NULL

NULL

NULL

NULL

NULL

NULL

NULL

NULL

NULL

NULL

NULL

NULL

NULL

NULL

NULL

NULL

NULL

NULL

NULL

47

2704

83

2203

194

38

833

2507

2380

3803

31

548

27

16

49

585

61

85

3724

41

GSEA C2

Chromatin states
Reference Signatures

Chromatin states

HM

BP

Chr

Chromatin states

Chromatin states

Chromatin states

GSEA C2

Chr

GSEA C2
Reference Signatures

GSEA C2

Chr

GSEA C2
Lymphoma
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RICKMAN_HEAD_AND_NECK_CANCER_F

4_TxTrans_Fibroblasts

WIRTH_Muscle

EnhA_Colon

HALLMARK_MYOGENESIS

muscle filament sliding

Chr 19
Mid_Frontal_Lobe_ReprPC

TxEnhG1_Colon

6_EnhG_Fibroblasts

CHEMELLO_SOLEUS_VS_EDL_MYOFIBERS_UP

Chr 16

REACTOME_STRIATED_MUSCLE_CONTRACTION

WIRTH_Hippocampus

EBAUER_MYOGENIC_TARGETS_OF_PAX3_FOXO1_FUSION

Chr 7

KUNINGER_IGF1_VS_PDGFB_TARGETS_UP

Sha_DLBCL UP

Tcells peripheral blood_12_EnhBiv

structural constituent of muscle
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