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chordate embryonic development
modification-dependent protein binding
transcription factor binding
hydrolase activity, acting on ester bonds
positive regulation of protein phosphorylation
regulation of autophagy
protein homodimerization activity
phospholipid metabolic process
DNA damage response
Membrane Trafficking
organelle localization
protein domain specific binding
regulation of stem cell proliferation
enzyme activator activity
mitotic cell cycle process
Golgi membrane
positive regulation of cell death
regulation of cellular response to stress
intracellular protein transport
Angiopoietin-like protein 8 regulatory pathway

RNA biosynthetic process
positive regulation of catabolic process
regulation of supramolecular fiber organization
protein domain specific binding
negative regulation of protein modification process
Golgi membrane
regulation of protein catabolic process
regulation of protein-containing complex assembly
regulation of cellular response to stress
transcription factor binding
negative regulation of cellular component organization
embryo development ending in birth or egg hatching
kinase binding
blood vessel development
lipid biosynthetic process
cell leading edge
membrane organization
MAPK signaling pathway
protein modification by small protein conjugation
Cellular responses to stress

mitochondrial membrane
molecular adaptor activity
hemopoiesis
Golgi membrane
regulation of cellular response to stress
regulation of proteasomal protein catabolic process
kinase binding
transcription factor binding
positive regulation of catabolic process
endocytosis
mitochondrion organization
peroxisome
GTP binding
DNA-templated transcription
acyltransferase activity
Protein localization
regulation of response to endoplasmic reticulum stress
membrane organization
perinuclear region of cytoplasm
transcription regulator complex

enzyme activator activity
embryo development ending in birth or egg hatching
transcription factor binding
Ubiquitin mediated proteolysis
amide metabolic process
regulation of cellular response to stress
protein heterotetramerization
Malignant pleural mesothelioma
lipid biosynthetic process
Signaling by Receptor Tyrosine Kinases
regulation of protein-containing complex assembly
mRNA metabolic process
C1q complex
early endosome
cellular response to nitrogen compound
nucleoside-triphosphatase regulator activity
vacuolar membrane
cellular component disassembly
TGF-beta signaling pathway
response to endoplasmic reticulum stress
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