GO biological processes

‘de novo' IMP biosynthetic process (G0:0006189)
“de novo’ protein folding (GO:0006458)

actin cytoskeleton organization (GO:0030036)

alcohol metabolic process (GO:0006066)

ATP metabolic process (GO:0046034)

base conversion or substitution editing (GO:0016553)
carbohydrate derivative metabolic process (GO:1901135)
carbohydrate derivative transport (GO:1901264)
carbohydrate transport (GO:0008643)

cell cycle (G0:0007049)

cell cycle process (G0:0022402)

celldivision (GO:0051301)

cell wall macromolecle biosynthetic process (G0:0044038)
cel wall organization (GO:0071555)

cellular amide metabolic process (GO:0043603)

celular carbohydrate metabolic process (GO:0044262)
cellular ketone metabolic process (GO:0042180)

celular localization (GO:0051641)

cellular metabolic compound saivage (GO:0043094)

cellular monovalent inorganic cation homeostasis (GO:0030004)
cellular respiration (GO:0045333)

celular response to hypoxia (GO:0071456)

cellularization (GO:0007349)

chromosome segregation (GO:0007059)

clathrin coat assembly (GO:0048268)

coenzyme metabolic process (GO:0006732)

cytoplasmic translation (GO:0002181)

cytoskeleton organization (GO:0007010)

developmental cell growth (G0:0048588)

‘embryo sac cellularization (GO:0009558)

endomembrane system organization (GO:0010256)
endoplasmic reticulum unfolded protein response (GO:0030968)
endosomal transport (GO:0016197)

establishment of protein localization to extracellular region (GO:0035592)
export from cell (G0:0140352)

external encapsulating structure organization (GO:0045229)
gene expression (GO:0010467)

generation of precursor metabolites and energy (GO:0006091)
glycosylation (GO:0070085)

Golgi organization (GO:0007030)

Golgi vesicle transport (G0:0048193)

intracellular transport (G0:0046907)

fon transmembrane transport (GO:0034220)

lipid droplet organization (GO:0034389)

macromolecule methylation (GO:0043414)

maintenance of location (GO:0051235)

malate metabolic process (GO:0006108)

meiosis Il cell cycle process (GO:0061983)

meiotic nuclear division (GO:0140013)

membrane docking (GO:0022406)

membrane fusion (GO:0061025)

microgametogenesis (GO:0055046)

microtubule-based movement (GO:0007018)
microtubule-based process (G0:0007017)

mitochondrial gene expression (GO:0140053)

mitochondrial RNA metabolic process (GO:0000959)
mitochondrial RNA modification (GO:1900864)
monocarboxylic acid metabolic process (GO:0032787)
movement of cell or subcellular component (GO:0006928)
mRNA modification (GO:0016556)

multi-multcellular organism process (GO:0044706)

NCRNA metabolic process (GO:0034660)

NCRNA processing (GO:0034470)

negative regulation of chromosome separation (GO-1905819)
neurotransmitter metabolic process (GO:0042133)

nucleic acid phosphodiester bond hydrolysis (GO:0090305)

small process (GO:0055086)
nucleotide-sugar biosynthetic process (GO:0009226)
nucleotide-sugar metabolic process (GO:0009225)
one-carbon metabolic process (GO:0006730)

organelle fusion (G0:0048284)

organelle localization by membrane tethering (GO:0140056)
organophosphate ester transport (GO:0015748)
organophosphate metabolic process (GO:0019637)

pectin biosynthetic process (GO:0045489)

peplide transport (GO:0015833)

peptidyl-cysteine modification (GO:0018198)

pepiidyl-serine phosphorylation (GO:0018105)
photorespiration (GO:0009853)

photosynthesis, ight harvesting in photosystem | (GO:0009768)
pollen germination (GO:0009846)

polyol metabolic process (GO:0019751)

positve regulation of GTPase activity (GO:0043547)

P 0:0010499)
protein import (GO:0017038)

protein localizaion (GO:0008104)

protein localization to chioroplast (GO:0072598)

protein localization to extracellular region (GO:0071692)

protein maturation (GO-0051604)

protein processing (GO:0016485)

protein refolding (G0:0042026)

protein targeting to chioroplast (G0:0045036)

proton-transporting two-sector ATPase complex assembly (GO:0070071)
pteridine-containing compound metabolic process (GO:0042558)

P g compound 0:0072521

regulation of chromosome segregation (GO:0051983)
regulation of chromosome separation (GO11905818)
regulation of molecular function (GO:0065009)

regulation of neurotransiter evels (GO:0001505)
regulation of phosphorus metabolic process (GO:0051174)
regulation of polien tube growth (GO:0080092)

regulation of protein metabolic process (GO:0051246)
regulation of protein phosphorylation (GO:0001932)
regulation of transferase activty (GO:0051338)

response to cadmium ion (GO:0046686)

response to endoplasmic reficulum stress (GO:0034976)
hythmic process (GO:0048511)

ibonucleoprotein complex subunit organization (GO0071826)
ribosome biogenesis (GO:0042254)

RNA modification (G0:0009451)

RNA phosphodiester bond hyrolysis (GO:0090501)

RNA processing (GO:0006396)

TRNA metabolic process (GO:0016072)

small molecule catabolic process (G0:0044282)

small molecule metabolic process (GO:0044281)
syneytium formation (G0:0006949)

translational elongation (G0:0006414)

Vacuolar transport (G0:0007034)

vesicle organization (GO:0016050)

vesicle-mediated transport (GO:0016192)
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