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BP terms

endoplasmic reticulum to cytosol
transport
protein exit from endoplasmic reticulum
response to endoplasmic reticulum stress
ceramide metabolic process
response to topologically incorrect
protein
regulation of RNA stability
mRNA 3'−end processing
ribonucleoprotein complex localization
endomembrane system organization
proteasomal protein catabolic process
protein polyubiquitination
interleukin−1−mediated signaling pathway
regulation of hematopoietic stem cell
differentiation
cellular response to hypoxia

CC terms

cytoplasmic ubiquitin ligase complex
endoplasmic reticulum quality control
compartment
integral component of organelle membrane
signal recognition particle
rough endoplasmic reticulum membrane
ribonucleoprotein granule
nuclear speck
dendritic spine
neuron spine
site of polarized growth
proteasome complex
vesicle lumen
Sm−like protein family complex
inclusion body

MF terms

single−stranded RNA binding
mRNA 3'−UTR binding
ubiquitin−like protein ligase activity
translation regulator activity
ubiquitin−like protein ligase binding
threonine−type endopeptidase activity
polyubiquitin modification−dependent
protein binding
ADP binding
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