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6−phosphofructokinase activity
bounding membrane of organelle

carbohydrate kinase activity
catabolic process

catalytic activity0 acting on RNA
cellular catabolic process

cellular macromolecule catabolic process
cellular protein catabolic process

channel activity
cysteine−type endopeptidase inhibitor activity

cysteine−type peptidase activity
defense response

defense response to fungus
defense response to other organism

electron transport chain
endonuclease activity

endonuclease activity0 active with either ribo− or deoxyribonucleic acids
endopeptidase inhibitor activity
endopeptidase regulator activity

endoribonuclease activity
endoribonuclease activity0 producing 5q−phosphomonoesters

enzyme inhibitor activity
enzyme regulator activity

extracellular region
extrinsic component of membrane

hydrolase activity0 acting on ester bonds
interspecies interaction between organisms

macromolecule catabolic process
mitochondrial outer membrane

modification−dependent macromolecule catabolic process
modification−dependent protein catabolic process

nuclease activity
organelle outer membrane

organic substance catabolic process
organonitrogen compound catabolic process

outer membrane
oxidoreductase complex

passive transmembrane transporter activity
peptidase activity

peptidase inhibitor activity
peptidase regulator activity
phosphofructokinase activity

photosynthesis
photosynthesis0 light reaction

photosynthetic electron transport chain
photosynthetic membrane

photosystem
photosystem II

photosystem II oxygen evolving complex
polygalacturonase activity
protein catabolic process

proteolysis
proteolysis involved in cellular protein catabolic process

response to biotic stimulus
response to chemical

response to endogenous stimulus
response to external biotic stimulus

response to external stimulus
response to fungus

response to hormone
response to organic substance
response to other organism

ribonuclease activity
RNA−DNA hybrid ribonuclease activity

thylakoid
thylakoid membrane

ubiquitin−dependent protein catabolic process
ubiquitin−like protein ligase binding

ubiquitin protein ligase binding
whole membrane
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