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Global Summary

%DE = 0.05

# genes with fdr < 0.2  = 542  ( 295 + / 247  −)

# genes with fdr < 0.1  = 358  ( 193 + / 165  −)

# genes with fdr < 0.05  = 315  ( 173 + / 142  −)

# genes with fdr < 0.01 = 188  ( 101 + / 87  −)

# genes in genesets = 13152

<FC> = 0

<t−score> = 0.11

<p−value> = 0.26

<fdr> = 0.95
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eukaryotic translation initiation factor 5A [Source:HGNC Symbol;Acc:HGNC:3300]

glycoprotein nmb [Source:HGNC Symbol;Acc:HGNC:4462]

capping actin protein, gelsolin like [Source:HGNC Symbol;Acc:HGNC:1474]

matrix metallopeptidase 9 [Source:HGNC Symbol;Acc:HGNC:7176]

apolipoprotein C1 [Source:HGNC Symbol;Acc:HGNC:607]

leukocyte immunoglobulin like receptor A3 [Source:HGNC Symbol;Acc:HGNC:6604]

C−C motif chemokine ligand 18 [Source:HGNC Symbol;Acc:HGNC:10616]

insulin like growth factor binding protein 3 [Source:HGNC Symbol;Acc:HGNC:5472]

apolipoprotein E [Source:HGNC Symbol;Acc:HGNC:613]

apolipoprotein C1 [Source:HGNC Symbol;Acc:HGNC:607]

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

immunoglobulin kappa variable 4−1 [Source:HGNC Symbol;Acc:HGNC:5834]

phospholipase A2 group IID [Source:HGNC Symbol;Acc:HGNC:9033]

transient receptor potential cation channel subfamily M member 4 [Source:HGNC Symbol;Acc:HGNC:17993]

C−C motif chemokine ligand 18 [Source:HGNC Symbol;Acc:HGNC:10616]

ADAM like decysin 1 [Source:HGNC Symbol;Acc:HGNC:16299]

fibronectin 1 [Source:HGNC Symbol;Acc:HGNC:3778]

apolipoprotein E [Source:HGNC Symbol;Acc:HGNC:613]

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

apolipoprotein E [Source:HGNC Symbol;Acc:HGNC:613]
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Global Geneset Analysis

Rank GSZ p−value #all Geneset
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