
MPI−041
Global Summary

%DE = 0.05

# genes with fdr < 0.2  = 648  ( 140 + / 508  −)

# genes with fdr < 0.1  = 474  ( 92 + / 382  −)

# genes with fdr < 0.05  = 364  ( 58 + / 306  −)

# genes with fdr < 0.01 = 219  ( 20 + / 199  −)

# genes in genesets = 13152

<FC> = 0

<t−score> = −0.69

<p−value> = 0.25

<fdr> = 0.95
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actin beta [Source:HGNC Symbol;Acc:HGNC:132]

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

coatomer protein complex subunit epsilon [Source:HGNC Symbol;Acc:HGNC:2234]

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

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

mitochondrial ribosomal protein S12 [Source:HGNC Symbol;Acc:HGNC:10380]

eukaryotic translation initiation factor 2 subunit gamma B [Source:HGNC Symbol;Acc:HGNC:43863]

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

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

transgelin 2 [Source:HGNC Symbol;Acc:HGNC:11554]

RNA polymerase II subunit E [Source:HGNC Symbol;Acc:HGNC:9192]

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

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

major histocompatibility complex, class II, DQ beta 1 [Source:HGNC Symbol;Acc:HGNC:4944]

non−POU domain containing octamer binding [Source:HGNC Symbol;Acc:HGNC:7871]

polypyrimidine tract binding protein 1 [Source:HGNC Symbol;Acc:HGNC:9583]

Sec61 translocon alpha 1 subunit [Source:HGNC Symbol;Acc:HGNC:18276]

MYC proto−oncogene, bHLH transcription factor [Source:HGNC Symbol;Acc:HGNC:7553]

LSM4 homolog, U6 small nuclear RNA and mRNA degradation associated [Source:HGNC Symbol;Acc:HGNC:17259]

block of proliferation 1 [Source:HGNC Symbol;Acc:HGNC:15519]
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Global Geneset Analysis
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RICKMAN_HEAD_AND_NECK_CANCER_F

Bcells peripheral blood_15_Quies

HOPP_Repressed

Thelper cells peripheral blood_14_ReprPCWk

natural killer cells peripheral blood_15_Quies
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9_Het_ESC_Endoderm

natural killer cells peripheral blood_14_ReprPCWk

Tregulatory cells peripheral blood_14_ReprPCWk
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Tregulatory cells peripheral blood_13_ReprPC
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