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Description

GO:0060998
GO:0050773
GO:0048813
GO:0010769
GO:0008584
GO:0046546
GO:0060996
GO:0048814
GO:0016311

dendrite development
regulation of dendritic spine development

regulation of dendrite development
dendrite morphogenesis

regulation of cell morphogenesis involved in differentiation
male gonad development

development of primary male sexual characteristics
dendritic spine development

regulation of dendrite morphogenesis
dephosphorylation
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