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pallium development

regulation of cartilage development

regulation of chondrocyte differentiation

epidermal growth factor receptor signaling pathway
regulation of protein metabolic process

sensory system development

visual system development

eye development

ERBB signaling pathway

iron ion homeostasis

proteolysis involved in cellular protein catabolic process
ubiquitin-dependent protein catabolic process
proteasomal protein catabolic process

RNA polymerase I, holoenzyme

mitochondrial inner membrane

protein-DNA complex

RNA polymerase Il transcription factor complex
ribonuclease activity

DNA-binding transcription repressor activity

protein serine/threonine Kinase activity

catalytic activity, acting on a protein

phosphoprotein binding

SMAD binding

proximal promoter DNA-binding transcription repressor activity
protein dimerization activity

kinase activity

protein Kinase activity

phosphotransferase activity, alcohol group as acceptor
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