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Biological process

GO:0043171 peptide catabolic process
GO:0019252 starch biosynthetic process
GO:0006629 lipid metabolic process

G0:0009658 chloroplast organization
G0:0005975 carbohydrate metabolic process
GO:0016125 sterol metabolic process
GO:0071555 cell wall organization

GO:0006508 proteclysis

G0O:0042545 cell wall modification

G0O:0005978 %I%cogen biosynthetic process
GO:0006281 DNA repair

G0O:0009793 embryo development ending in seed dormancy
GO:0042744 hydrogen peroxide catabolic process
GO:0009414 response to water deprivation
GO:0006979 response to oxidative sress
G0:0009664 plant-type cell wall organization
G0O:0098542 defense response to other organism
GO:0098656 anion transmembrane transport
GO:0007018 microtubule-based movement
G0:0044550 secondary metabolite biosynthetic process
G0:0045493 xylan catabolic process
G0:0031222 arabinan catabolic process
GO:0010268 brassinosteroid homeostasis
GO:0016485 protein rocessinig

G0O:0071554 cell wall organization or bicgenesis

16132 brassinosteroid biosynthetfic process

G 31122 cytoplasmic microtubule organization
GO:0045490 pectin catabolic process

GO:0006013 mannose metabolic process

G0O:0007076 mitotic chromasome condensation
GO:0008033 tRNA processing

G0:0007030 Golgi organization

GO:0000710 meiotic mismatch repair

GO:0006418 tRNA aminoacylation for protein translation
GO:0006898 receptor-mediated endocytosis

GO:0006606 protein import into nucleus

G0:0006952 defense response

G0O:0051603 proteolysis involved in cellular protein catabolic process
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Molecular function

GO:-0016866 intramolecular transferase activity
09044 xylan 1.4-beta-xylosidase activity
70573 metallodipeptidase activity

46666 alpha-L-arabinofuranosidase activity

15116 sulfate transmembrane transporter activity

08271 secondary active sulfate ransmembrane transporter activity
16413 O-acetyltransferase activity
04222 matalioen oﬁ%ﬁ;ﬂi asé‘acﬁvﬂy
04185 serine-type carboxypeptidasé activity
45330 aspartyl esterase activity
04497 monoaxygenase activity
04674 protein serine/threonine kinase activity
08810 cellulase activity

00155 phosphorelay sensor Kinase activity
20037 heme binding

08171 O-methyltransferase activity
05506 iron ion hinding
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- 22857 transmembrane transporter activity

| F ic activity ] )

| : ductase activity, acting on paired donors, with
incorporation or reduction of malecular ox

00016674 oxidoreducizse actvity, acting on CH-OH group of donors
004553 hgdrola_se activity, h

ralyzing O-gl compounds
00049 tRNA hinding vzng O-glycosy P

50660 flavin adenine dinucleotide binding
30246 carbohydrate binding

16788 ré%_drolase activity, acting on ester bands
03924 GTFase activity

05247 voltage-gated chloride channel activity
04791 thioredoxin-disulfide reductase activity
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05524 ATF binding
04672 protein kinase activity
08270 zinc ion binding
43631 ADP \dem?
-0042626 ATPase aciivity, coupled to transmembrane movement of substan
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Cellular component

GO:0005618 cell wall

G0O:0005887 integral companent of plasma membrane
GO:0005774 vacuolar membrane

G0O:0009505 plant-type cell wall

G0:0043231 intracellular membrane-bounded organelle
GO:0005768 endosome

0009705 plant-type vacuole membrane

005764 lysosome

006777 peroxisome

G0O:0005615 extracellular space

GO:0031982 vesicle

G0O:0032040 small-subunit processome

G0O:0005789 endoplasmic reticulum membrane
G0O:0005871 kinesin complex

G0O:0005802 trans-Golgi network

G0:0005886 plasma membrane

G0O:0016021 integral component of membrane
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Pathway

wvil0460 Cyanoamino acid metabolism

wvi00280 Valine, leucine and isoleucine degradation
vvil0073 Cutin, suberine and wax biosynthesis
Wvi0G20 F'Yruvate metabolism

wvil0260 Glycine, serine and threonine metabolism
vvi00562 Inositol phosphate metabolism

wvi00860 Porphyrin and chlorophyll metabolism
vvi00053 Ascorbate and aldarate metabolism
wvil0410 beta-Alanine metabolism

wvil0760 Nicotinate and nicofinamide metabolism
wvil0940 Phenylpropanaid biosynthesis

wvil3013 RNAtransport

wvi00330 Arginine and proline metabolism
vvi00380 Tryptophan metabolism

vvil0040 Pentose and glucuronate interconversions
vvil790 Folate biosynthesis

w0591 Linoleic acid metabolism

wvil0071 Fatty acid degradation

vvil3008 Ribosome biogenesis in eukaryotes
wvil3450 Non-homaologous end-joining

vvil3440 Homologous recombination

wvil3430 Mismatch repair

wi02010 ABC transporters

wil0340 Histidine metabolism

wvi00909 Sesquiterpenoid and triterpenoid biosynthesis
vvi00130 Ubiquinone and other terpenaid-quinone biosynthesis
wvil0062 Fatty acid elongation

wvil0510 N-Glycan biosynthesis

wvil0966 Glucosinolate biosynthesis

vvi00564 Glycerophospholipid metabolism
vvil563 Glycosy?phospha idylinositol GP1)-anchar biosynthesis
vvi04626 Plant-pathogen interaction

wvil4070 Phosphatidylinositol signaling system
wvil0310 Lysine degradation

wvi00661 Glycerolipid metabalism

wvil0500 Starch and sucrose metabolism

vvil1110 Biosynthesis of secondary metabolites
vvil1100 Metabolic pathways
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