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Global Summary

%DE = 0.08

# genes with fdr < 0.2  = 673  ( 169 + / 504  −)

# genes with fdr < 0.1  = 543  ( 124 + / 419  −)

# genes with fdr < 0.05  = 361  ( 71 + / 290  −)

# genes with fdr < 0.01 = 219  ( 38 + / 181  −)

# genes in genesets = 13152

<FC> = 0

<t−score> = −0.23

<p−value> = 0.24

<fdr> = 0.92
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Global Genelist
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tryptophanyl−tRNA synthetase [Source:HGNC Symbol;Acc:HGNC:12729]

guanylate binding protein 1 [Source:HGNC Symbol;Acc:HGNC:4182]

Src like adaptor [Source:HGNC Symbol;Acc:HGNC:10902]

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

clusterin [Source:HGNC Symbol;Acc:HGNC:2095]

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

immunoglobulin lambda variable 3−19 [Source:HGNC Symbol;Acc:HGNC:5903]

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

minichromosome maintenance complex component 3 associated protein [Source:HGNC Symbol;Acc:HGNC:6946]

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

basic leucine zipper ATF−like transcription factor [Source:HGNC Symbol;Acc:HGNC:958]

C−X−C motif chemokine ligand 8 [Source:HGNC Symbol;Acc:HGNC:6025]

complement C1q B chain [Source:HGNC Symbol;Acc:HGNC:1242]

signal transducer and activator of transcription 1 [Source:HGNC Symbol;Acc:HGNC:11362]

acetyl−CoA acyltransferase 2 [Source:HGNC Symbol;Acc:HGNC:83]

granzyme K [Source:HGNC Symbol;Acc:HGNC:4711]

jade family PHD finger 2 [Source:HGNC Symbol;Acc:HGNC:22984]

siah E3 ubiquitin protein ligase 2 [Source:HGNC Symbol;Acc:HGNC:10858]

interferon regulatory factor 4 [Source:HGNC Symbol;Acc:HGNC:6119]
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Global Geneset Analysis

Rank GSZ p−value #all Geneset
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Bcells peripheral blood_13_ReprPC

monocytes peripheral blood_13_ReprPC
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