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GO:0003735:structural constituent of ribosome
GO:0006412:translation
GO:0008152:metabolic process
GO:0016021:integral to membrane
GO:0016023:cytoplasmic membrane−bounded vesicle
GO:0016758:transferase activity, transferring hexosyl groups
GO:0009651:response to salt stress
GO:0020037:heme binding
GO:0031012:extracellular matrix
GO:0009817:defense response to fungus, incompatible interaction
GO:0055114:oxidation reduction
GO:0048046:apoplast
GO:0005506:iron ion binding
GO:0009055:electron carrier activity
GO:0030145:manganese ion binding
GO:0006468:protein amino acid phosphorylation
GO:0004674:protein serine/threonine kinase activity
GO:0005524:ATP binding
GO:0005886:plasma membrane
GO:0000151:ubiquitin ligase complex
GO:0005509:calcium ion binding
GO:0005829:cytosol
GO:0006886:intracellular protein transport
GO:0005794:Golgi apparatus
GO:0006888:ER to Golgi vesicle−mediated transport
GO:0006891:intra−Golgi vesicle−mediated transport
GO:0046686:response to cadmium ion
GO:0009570:chloroplast stroma
GO:0010027:thylakoid membrane organization
GO:0009941:chloroplast envelope
GO:0009535:chloroplast thylakoid membrane
GO:0006364:rRNA processing
GO:0009658:chloroplast organization
GO:0009507:chloroplast
GO:0042793:transcription from plastid promoter
GO:0010207:photosystem II assembly
GO:0009902:chloroplast relocation
GO:0016556:mRNA modification
GO:0000023:maltose metabolic process
GO:0006098:pentose−phosphate shunt
GO:0019252:starch biosynthetic process
GO:0016226:iron−sulfur cluster assembly
GO:0009220:pyrimidine ribonucleotide biosynthetic process
GO:0015995:chlorophyll biosynthetic process
GO:0045893:positive regulation of transcription, DNA−dependent
GO:0009793:embryonic development ending in seed dormancy
GO:0035304:regulation of protein amino acid dephosphorylation
GO:0009543:chloroplast thylakoid lumen
GO:0043085:positive regulation of catalytic activity
GO:0003723:RNA binding
GO:0045036:protein targeting to chloroplast
GO:0016117:carotenoid biosynthetic process
GO:0006399:tRNA metabolic process
GO:0009773:photosynthetic electron transport in photosystem I
GO:0005840:ribosome
GO:0001510:RNA methylation
GO:0006655:phosphatidylglycerol biosynthetic process
GO:0009508:plastid chromosome
GO:0006261:DNA−dependent DNA replication
GO:0034660:ncRNA metabolic process
GO:0010103:stomatal complex morphogenesis
GO:0009579:thylakoid
GO:0003684:damaged DNA binding
GO:0042254:ribosome biogenesis
GO:0009534:chloroplast thylakoid
GO:0006281:DNA repair
GO:0005730:nucleolus
GO:0022625:cytosolic large ribosomal subunit
GO:0000166:nucleotide binding
GO:0005634:nucleus
GO:0006511:ubiquitin−dependent protein catabolic process
GO:0009853:photorespiration
GO:0080129:proteasome core complex assembly
GO:0051788:response to misfolded protein
GO:0005774:vacuolar membrane
GO:0005783:endoplasmic reticulum
GO:0005747:mitochondrial respiratory chain complex I
GO:0022627:cytosolic small ribosomal subunit
GO:0006094:gluconeogenesis
GO:0006623:protein targeting to vacuole
GO:0006635:fatty acid beta−oxidation
GO:0006486:protein amino acid glycosylation
GO:0043531:ADP binding


