
group 3

Global Summary

%DE = 0.56

# genes with fdr < 0.2  = 19699  ( 9225 + / 10474  −)

# genes with fdr < 0.1  = 12760  ( 6595 + / 6165  −)

# genes with fdr < 0.05  = 7576  ( 4402 + / 3174  −)

# genes with fdr < 0.01 = 1394  ( 1021 + / 373  −)

# genes in genesets = 16360

<FC> = 0

<t−score> = 0.01

<p−value> = 0.09

<fdr> = 0.44
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Global Genelist

Rank
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mitochondrial amidoxime reducing component 2 [Source:HGNC Symbol;Acc:HGNC:26064]

copine 8 [Source:HGNC Symbol;Acc:HGNC:23498]

family with sequence similarity 110 member C [Source:HGNC Symbol;Acc:HGNC:33340]

G protein−coupled receptor 39 [Source:HGNC Symbol;Acc:HGNC:4496]

24−dehydrocholesterol reductase [Source:HGNC Symbol;Acc:HGNC:2859]

aristaless related homeobox [Source:HGNC Symbol;Acc:HGNC:18060]

potassium calcium−activated channel subfamily M regulatory beta subunit 2 [Source:HGNC Symbol;Acc:HGNC:6286]

family with sequence similarity 102 member B [Source:HGNC Symbol;Acc:HGNC:27637]

cerebellin 4 precursor [Source:HGNC Symbol;Acc:HGNC:16231]

kelch like family member 26 [Source:HGNC Symbol;Acc:HGNC:25623]

KIAA1217 [Source:HGNC Symbol;Acc:HGNC:25428]

leucine rich repeat containing 2 [Source:HGNC Symbol;Acc:HGNC:14676]

ubiquitin protein ligase E3 component n−recognin 3 [Source:HGNC Symbol;Acc:HGNC:30467]

PHD finger protein 21B [Source:HGNC Symbol;Acc:HGNC:25161]

solute carrier family 26 member 4 [Source:HGNC Symbol;Acc:HGNC:8818]

neuralized E3 ubiquitin protein ligase 1 [Source:HGNC Symbol;Acc:HGNC:7761]

AHNAK nucleoprotein 2 [Source:HGNC Symbol;Acc:HGNC:20125]
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Global Geneset Analysis

Rank GSZ p−value #all Geneset

Overexpressed
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synapse

membrane
plasma membrane

chemical synaptic transmission

postsynaptic membrane

ion transport

nervous system development

neurotransmitter secretion
synaptic vesicle exocytosis

postsynapse

presynapse

signal transduction

transmembrane transport

regulation of exocytosis

exocytosis

glutamate secretion

regulation of ion transmembrane transport

potassium ion transport

long−term synaptic potentiation

protein localization to plasma membrane

Underexpressed
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−8.69
−8.5
−8.36
−8.34
−8.16
−7.89
−7.84
−7.63
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−7.12
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viral transcription

translational initiation
translation
mRNA splicing, via spliceosome
SRP−dependent cotranslational protein targeting to membrane
nuclear−transcribed mRNA catabolic process, nonsense−mediated decay
DNA−binding transcription factor activity, RNA polymerase II−specific
regulation of transcription, DNA−templated
regulation of transcription by RNA polymerase II
DNA repair
rRNA processing
DNA replication
RNA splicing
mRNA processing
cellular response to DNA damage stimulus
chromatin organization
cell cycle
positive regulation of transcription by RNA polymerase II
ribosome biogenesis
immune system process


