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GO:1905870 positive regulation of 3'−UTR−mediated mRNA stabilization
GO:0051450 myoblast proliferation
GO:0032395 MHC class II receptor activity
GO:0051045 negative regulation of membrane protein ectodomain proteolysis
GO:0007162 negative regulation of cell adhesion
GO:0038061 non−canonical NF−kappaB signal transduction
GO:0038191 neuropilin binding
GO:0008138 protein tyrosine/serine/threonine phosphatase activity
GO:0048771 tissue remodeling
GO:0014898 cardiac muscle hypertrophy in response to stress
GO:0070578 RISC−loading complex
GO:0008278 cohesin complex
GO:0038156 interleukin−3−mediated signaling pathway
GO:0007172 signal complex assembly
GO:0070212 protein poly−ADP−ribosylation
GO:1903573 negative regulation of response to endoplasmic reticulum stress
GO:0035455 response to interferon−alpha
GO:0035456 response to interferon−beta
GO:1903672 positive regulation of sprouting angiogenesis
GO:0045071 negative regulation of viral genome replication
GO:0006826 iron ion transport
GO:0070106 interleukin−27−mediated signaling pathway
GO:0051715 cytolysis in another organism
GO:0014003 oligodendrocyte development
GO:0008540 proteasome regulatory particle, base subcomplex
GO:0101019 nucleolar exosome (RNase complex)
GO:0022624 proteasome accessory complex
GO:0036402 proteasome−activating activity
GO:0008541 proteasome regulatory particle, lid subcomplex
GO:0019773 proteasome core complex, alpha−subunit complex
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