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Global Summary

%DE = 0.04

# genes with fdr < 0.2  = 469  ( 268 + / 201  −)

# genes with fdr < 0.1  = 353  ( 204 + / 149  −)

# genes with fdr < 0.05  = 249  ( 141 + / 108  −)

# genes with fdr < 0.01 = 144  ( 81 + / 63  −)

# genes in genesets = 13152

<FC> = 0

<t−score> = 0.2

<p−value> = 0.28

<fdr> = 0.96
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Global Genelist
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T cell leukemia/lymphoma 1A [Source:HGNC Symbol;Acc:HGNC:11648]

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

ribosomal protein S4, Y−linked 1 [Source:HGNC Symbol;Acc:HGNC:10425]

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

TSC22 domain family member 3 [Source:HGNC Symbol;Acc:HGNC:3051]

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

family with sequence similarity 30 member A [Source:HGNC Symbol;Acc:HGNC:19955]

major histocompatibility complex, class II, DR beta 4 [Source:HGNC Symbol;Acc:HGNC:4952]

activated leukocyte cell adhesion molecule [Source:HGNC Symbol;Acc:HGNC:400]

signal transducing adaptor family member 1 [Source:HGNC Symbol;Acc:HGNC:24133]

CD38 molecule [Source:HGNC Symbol;Acc:HGNC:1667]

H1 histone family member X [Source:HGNC Symbol;Acc:HGNC:4722]

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

dipeptidyl peptidase 4 [Source:HGNC Symbol;Acc:HGNC:3009]

CD70 molecule [Source:HGNC Symbol;Acc:HGNC:11937]

transmembrane protein 106C [Source:HGNC Symbol;Acc:HGNC:28775]

serine protease 21 [Source:HGNC Symbol;Acc:HGNC:9485]

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

Rank GSZ p−value #all Geneset
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