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GO ID description short label H. sapiens A. thaliana

GO:0003743 translation initiation
factor activity IF activity 48 36

GO:0005840 ribosome Ribosome 36 14

GO:0006413 translational initiation Initiation 52 17

GO:0006414 translational elongation Elongation 14 9

GO:0006415 translational termination Termination 6 12

GO:0008380 RNA splicing Splicing 174 69

GO:0016301 kinase activity Kinase 58 372

GO:0043130 ubiquitin binding Ubg. binding 92 36

GO:0080008 Cul4-RING E3 ubiquitin
ligase complex SCF complex 29 118
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