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GO term

nucleus -
plant-type cell wall -
apoplast -

Golgi membrane -
cytoplasm -
DNA-binding transcription factor activity -
sequence-specific DNA binding -
DNA binding -

metal ion binding -

chromatin binding -
trehalose-phosphatase activity -
chaperone binding -

response to heat -

response to stress -

trehalose biosynthetic process -
response to water deprivation -
heat acclimation -

response to gibberellin -

leaf development -

response to abscisic acid -

Top20 of GO enrichment
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Amino sugar and nucleolide sugar metabalism - ©

AGE-RAGE signafing pathway in diabatic complications -

Cyanocamino acid melabolism -
Glyoxyiate and dicarbox ylate metabolism 4
Sulfur relay system

Regulation of sutophagy -

Citrate cycle (TCA cycha) -

Parphyrin and chlorophyll metabalism -
Fravenoid biosynthesis -

Fructoss and mannoss melabolism
Sesquitarpenoid and iriterpenoid biosynthesis -
Carotenoid biosyrthesis -
Fatty acid metabolism 4

Fatty acid biosynthesis L
1 fatty acids - -
Thiamine metabolism -

Biosynihesis of

Photasynihesis - antenna proleins -
Starch and sucrose metabaolism -
Tryplophan metabalism - o

Plant hormone signal transduction - .
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