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Global Summary

%DE = 0.06

# genes with fdr < 0.2  = 661  ( 396 + / 265  −)

# genes with fdr < 0.1  = 442  ( 273 + / 169  −)

# genes with fdr < 0.05  = 342  ( 205 + / 137  −)

# genes with fdr < 0.01 = 187  ( 110 + / 77  −)

# genes in genesets = 13152

<FC> = 0

<t−score> = −0.12

<p−value> = 0.25

<fdr> = 0.94
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eukaryotic translation initiation factor 5A [Source:HGNC Symbol;Acc:HGNC:3300]

matrix metallopeptidase 7 [Source:HGNC Symbol;Acc:HGNC:7174]

CD24 molecule [Source:HGNC Symbol;Acc:HGNC:1645]

regulator of G protein signaling 13 [Source:HGNC Symbol;Acc:HGNC:9995]

nuclear pore complex−interacting protein family member A5 isoform 2  [Source:RefSeq peptide;Acc:NP_001338129]

SWI/SNF related, matrix associated, actin dependent regulator of chromatin, subfamily a, member 4 [Source:HGNC Symbol;Acc:HGNC:11100]

nuclear pore complex−interacting protein family member A5 isoform 2  [Source:RefSeq peptide;Acc:NP_001338129]

DNA ligase 1 [Source:HGNC Symbol;Acc:HGNC:6598]

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

immunoglobulin heavy constant gamma 2 (G2m marker) [Source:HGNC Symbol;Acc:HGNC:5526]

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

CD24 molecule [Source:HGNC Symbol;Acc:HGNC:1645]

paternally expressed 10 [Source:HGNC Symbol;Acc:HGNC:14005]

BCL tumor suppressor 7A [Source:HGNC Symbol;Acc:HGNC:1004]

prostaglandin D2 synthase [Source:HGNC Symbol;Acc:HGNC:9592]

C−X−C motif chemokine ligand 9 [Source:HGNC Symbol;Acc:HGNC:7098]

prostaglandin D2 synthase [Source:HGNC Symbol;Acc:HGNC:9592]

GULP, engulfment adaptor PTB domain containing 1 [Source:HGNC Symbol;Acc:HGNC:18649]

NOP2/Sun RNA methyltransferase family member 5 pseudogene 1 [Source:HGNC Symbol;Acc:HGNC:19146]
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Global Geneset Analysis
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WIRTH_EBV B−cells
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extracellular region

PICCALUGA_ANGIOIMMUNOBLASTIC_LYMPHOMA_UP
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WALLACE_PROSTATE_CANCER_RACE_UP

LENZ_Stromal signature 1
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