Microglia: Group A
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Microglial state overlap: IRM N 72HPI
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Microglia: Group B
b cotranslational protein targeting to membrane
SRP-dependent cotranslational protein targeting to membrane
protein targeting to ER
nuclear-transcribed mRNA catabolic process, nonsense-mediated decay
viral gene expression
viral transcription
nuclear-transcribed mRNA catabolic process
peptide biosynthetic process
rRNA metabolic process
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