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Global Summary

%DE = 0.06

# genes with fdr < 0.2  = 871  ( 115 + / 756  −)

# genes with fdr < 0.1  = 461  ( 43 + / 418  −)

# genes with fdr < 0.05  = 288  ( 16 + / 272  −)

# genes with fdr < 0.01 = 176  ( 6 + / 170  −)

# genes in genesets = 16360

<FC> = 0

<t−score> = −0.25

<p−value> = 0.28

<fdr> = 0.94
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Rank
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ATP binding cassette subfamily A member 8 [Source:HGNC Symbol;Acc:HGNC:38]

carbonic anhydrase 2 [Source:HGNC Symbol;Acc:HGNC:1373]

golgin A8 family member A [Source:HGNC Symbol;Acc:HGNC:31972]

vexin [Source:HGNC Symbol;Acc:HGNC:28498]

poly(A) specific ribonuclease subunit PAN2 [Source:HGNC Symbol;Acc:HGNC:20074]

vexin [Source:HGNC Symbol;Acc:HGNC:28498]

solute carrier family 25 member 27 [Source:HGNC Symbol;Acc:HGNC:21065]

ribulose−5−phosphate−3−epimerase [Source:HGNC Symbol;Acc:HGNC:10293]

phospholipase C epsilon 1 [Source:HGNC Symbol;Acc:HGNC:17175]

hyaluronan and proteoglycan link protein 1 [Source:HGNC Symbol;Acc:HGNC:2380]

transmembrane protein 144 [Source:HGNC Symbol;Acc:HGNC:25633]

phosphodiesterase 4B [Source:HGNC Symbol;Acc:HGNC:8781]

heterogeneous nuclear ribonucleoprotein A2/B1 [Source:HGNC Symbol;Acc:HGNC:5033]

ferric chelate reductase 1 like [Source:HGNC Symbol;Acc:HGNC:1362]

discs large MAGUK scaffold protein 1 [Source:HGNC Symbol;Acc:HGNC:2900]

RAS p21 protein activator 2 [Source:HGNC Symbol;Acc:HGNC:9872]

zinc finger protein 711 [Source:HGNC Symbol;Acc:HGNC:13128]
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Global Geneset Analysis

Rank GSZ p−value #all Geneset
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SRP−dependent cotranslational protein targeting to membrane

keratinization
nuclear−transcribed mRNA catabolic process, nonsense−mediated decay

viral transcription

hydrogen peroxide catabolic process

cytokine activity

cornification
negative regulation of transcription by RNA polymerase II

chemokine−mediated signaling pathway

regulation of signaling receptor activity

mitochondrial electron transport, NADH to ubiquinone

translation
lymphocyte chemotaxis

translational initiation
immune system process

cellular oxidant detoxification
nucleosome disassembly

chemokine activity

embryonic digestive tract morphogenesis

rRNA processing

Underexpressed
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−11.55
−10.04
−9.02
−7.18
−6.08
−5.89
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cytoplasm

membrane
cytosol
Golgi apparatus
plasma membrane
catalytic activity
cell cycle
protein transport
non−motile cilium assembly
lipid metabolic process
cilium assembly
DNA repair
cell projection organization
intracellular signal transduction

cell division
transmembrane transport
cellular response to DNA damage stimulus
phosphorylation
Golgi organization
regulation of GTPase activity


