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Global Summary

%DE = 0.1

# genes with fdr < 0.2  = 3707  ( 1570 + / 2137  −)

# genes with fdr < 0.1  = 2846  ( 1195 + / 1651  −)

# genes with fdr < 0.05  = 2263  ( 921 + / 1342  −)

# genes with fdr < 0.01 = 1582  ( 624 + / 958  −)

# genes in genesets = 16360

<FC> = 0

<t−score> = −0.26

<p−value> = 0.17

<fdr> = 0.9
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Global Genelist

Rank
ID

log(FC)
p−value
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Metagene
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prune homolog 2 with BCH domain [Source:HGNC Symbol;Acc:HGNC:25209]

cystathionine−beta−synthase like [Source:HGNC Symbol;Acc:HGNC:51829]

long intergenic non−protein coding RNA 632 [Source:HGNC Symbol;Acc:HGNC:27865]

solute carrier family 1 member 2 [Source:HGNC Symbol;Acc:HGNC:10940]

RNA binding protein, fox−1 homolog (C. elegans) 1 (RBFOX1) pseudogene

ankyrin repeat domain 20 family member A3 [Source:HGNC Symbol;Acc:HGNC:31981]

SRY−box 4 [Source:HGNC Symbol;Acc:HGNC:11200]

cysteine dioxygenase type 1 [Source:HGNC Symbol;Acc:HGNC:1795]

doublecortin [Source:HGNC Symbol;Acc:HGNC:2714]

SRY−box 11 [Source:HGNC Symbol;Acc:HGNC:11191]

SRY−box 11 [Source:HGNC Symbol;Acc:HGNC:11191]

SRY−box 11 [Source:HGNC Symbol;Acc:HGNC:11191]

cellular retinoic acid binding protein 1 [Source:HGNC Symbol;Acc:HGNC:2338]

complement C1q like 1 [Source:HGNC Symbol;Acc:HGNC:24182]

potassium voltage−gated channel subfamily Q member 2 [Source:HGNC Symbol;Acc:HGNC:6296]

SH3 domain containing GRB2 like 2, endophilin A1 [Source:HGNC Symbol;Acc:HGNC:10831]

mesenchyme homeobox 2 [Source:HGNC Symbol;Acc:HGNC:7014]

killer cell lectin like receptor C2 [Source:HGNC Symbol;Acc:HGNC:6375]

matrix metallopeptidase 16 [Source:HGNC Symbol;Acc:HGNC:7162]

myelin−associated oligodendrocyte basic protein [Source:HGNC Symbol;Acc:HGNC:7189]
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Global Geneset Analysis

Rank GSZ p−value #all Geneset
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mitochondrion
oxidation−reduction process

oxidoreductase activity

catalytic activity

membrane
neutrophil degranulation

extracellular matrix organization

carbohydrate metabolic process

tricarboxylic acid cycle

electron transport chain

electron transfer activity

angiogenesis

glycolytic process

water transport

lipid metabolic process

glycosaminoglycan catabolic process

Golgi apparatus

positive regulation of cell−substrate adhesion

retinoid metabolic process

bicarbonate transport

Underexpressed
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−9.78
−9.18
−8.66
−8.65
−5.87
−5.8
−4.79
−4.75
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−4.67
−4.62
−4.45
−4.34

−4.27
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SRP−dependent cotranslational protein targeting to membrane

translational initiation
viral transcription
nuclear−transcribed mRNA catabolic process, nonsense−mediated decay
nervous system development
synapse

mRNA processing

translation
RNA splicing

neural tube formation
positive regulation of ossification
membrane depolarization
cellular response to brain−derived neurotrophic factor stimulus
cytoplasmic translation
synapse assembly

limb bud formation
DNA−binding transcription factor activity, RNA polymerase II−specific
chromatin organization
postsynaptic membrane
neuron projection development


