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mitotic cell cycle, GO:0000278

RNA splicing, GO:0008380

nucleocytoplasmic transport, GO:0006913

microtubule-based movement, GO:0007018

DNA replication, GO:0006260

tRNA metabolic process, GO:0006399

unfolded protein binding, GO:0051082

DNA-directed RNA polymerase activity, GO:0003899

helicase activity, GO:0004386

ubiquitin-dependent protein catabolic process, GO:0006511

mitochondrial envelope, GO:0005740

transcription coactivator activity, GO:0003713

cell junction, GO:0030054

chromatin, GO:0000785

blood vessel development, GO:0001568

phosphoinositide binding, GO:0035091

secretory pathway, GO:0045045

copper ion binding, GO:0005507

lymphocyte activation, GO:0046649

GTPase activator activity, GO:0005096

SH3/SH2 adaptor activity, GO:0005070

hematopoietin/IFN-class cytokine receptor activity, GO:0004896

UDP-glycosyltransferase activity, GO:0008194

antigen processing and presentation, GO:0019882

positive regulation of signal transduction, GO:0009967

response to virus, GO:0009615
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