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BP: cell-cell signal. involved in cell fate commitment
BP: sprouting angiogenesis
BP: regulation of vasculature development
MF: integrin binding
| i\ BP: gliogenesis
Illl BP: regulation of osteoblast differentiation
| BP: re?ulatlon of lipid biosynthetic process

BP: cellular modified amino acid metabolic process
CC cell cortex
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BP: photoreceptor cell differentiation
BP: eye photoreceptor cell development
CC: primary cilium
CC: photoreceptor outer segment
CC: photoreceptor inner segment
BP: phototransduction
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\i MF: MHC protein complex binding

BP: purine nucleoside monophosphate metabolic process
BP: inorganic cation transmembrane transport
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CC: myelin sheath

[URNNR BP: neurotransmitter secretion
BP: axon cargo transport
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