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Global Summary

%DE = 0.03

# genes with fdr < 0.2  = 167  ( 30 + / 137  −)

# genes with fdr < 0.1  = 117  ( 19 + / 98  −)

# genes with fdr < 0.05  = 71  ( 11 + / 60  −)

# genes with fdr < 0.01 = 50  ( 6 + / 44  −)

# genes in genesets = 13152

<FC> = 0

<t−score> = −0.41

<p−value> = 0.32

<fdr> = 0.97
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absent in melanoma 2 [Source:HGNC Symbol;Acc:HGNC:357]

RIO kinase 3 [Source:HGNC Symbol;Acc:HGNC:11451]

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

RB transcriptional corepressor 1 [Source:HGNC Symbol;Acc:HGNC:9884]

src kinase associated phosphoprotein 2 [Source:HGNC Symbol;Acc:HGNC:15687]

baculoviral IAP repeat containing 3 [Source:HGNC Symbol;Acc:HGNC:591]

ribosomal protein S2 pseudogene 46 [Source:HGNC Symbol;Acc:HGNC:35839]

SMG1 pseudogene 5 [Source:HGNC Symbol;Acc:HGNC:49862]

deoxycytidine kinase [Source:HGNC Symbol;Acc:HGNC:2704]

stromal antigen 2 [Source:HGNC Symbol;Acc:HGNC:11355]

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

nibrin [Source:HGNC Symbol;Acc:HGNC:7652]

bromodomain adjacent to zinc finger domain 1A [Source:HGNC Symbol;Acc:HGNC:960]

chondroitin sulfate N−acetylgalactosaminyltransferase 2 [Source:HGNC Symbol;Acc:HGNC:24292]

derlin 1 [Source:HGNC Symbol;Acc:HGNC:28454]

RAB29, member RAS oncogene family [Source:HGNC Symbol;Acc:HGNC:9789]

N(alpha)−acetyltransferase 50, NatE catalytic subunit [Source:HGNC Symbol;Acc:HGNC:29533]

guanylate cyclase activator 1A [Source:HGNC Symbol;Acc:HGNC:4678]

RecQ like helicase [Source:HGNC Symbol;Acc:HGNC:9948]
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Global Geneset Analysis

Rank GSZ p−value #all Geneset
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Chr

Chromatin states

HM

GSEA C2

Chromatin states

Chromatin states

Chromatin states

Chromatin states

4_TxTrans_Fibroblasts

Tcells peripheral blood_12_EnhBiv

Tcells peripheral blood_13_ReprPC

Bcells peripheral blood_12_EnhBiv

monocytes peripheral blood_13_ReprPC

TxEnhG1_Colon

monocytes peripheral blood_12_EnhBiv

Mid_Frontal_Lobe_ReprPC

Tregulatory cells peripheral blood_11_BivFlnk

natural killer cells peripheral blood_12_EnhBiv

Tregulatory cells peripheral blood_13_ReprPC

Tregulatory cells peripheral blood_12_EnhBiv

Chr 19

6_EnhG_Fibroblasts

HALLMARK_EPITHELIAL_MESENCHYMAL_TRANSITION

NABA_MATRISOME

Tcells peripheral blood_11_BivFlnk

EnhA_Colon

EnhP_Colon

TssP_Colon
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−18.13
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T CD8+ naive cells peripheral blood_4_Tx
Chaussabel_3,4_Protein phosphatases
HOPP_Txn_elongation

15_Quies_Fibroblasts
HOPP_Active_promoter
natural killer cells peripheral blood_4_Tx
HSC_8_ZNF_Rpts
Bcells peripheral blood_4_Tx
Tcells peripheral blood_4_Tx

HSC_4_Tx
Tregulatory cells peripheral blood_4_Tx
Thelper cells peripheral blood_4_Tx
HOPP_Weak_promoter
monocytes peripheral blood_4_Tx
Tcells peripheral blood_5_TxWk

SHEN_SMARCA2_TARGETS_UP
Overlap_fetal_midbrain_HetRpts
8_ZNF_Rpts_ESC_Endoderm
Tcells peripheral blood_1_TssA

HOPP_Weak_txn


