
Glycosaminoglycan degradation

Butanoate metabolism

Nicotinate and nicotinamide metabolism

Thiamine metabolism

Glycosylphosphatidylinositol (GPI)−anchor biosynthesis

Carotenoid biosynthesis

Various types of N−glycan biosynthesis

Arginine biosynthesis

Lysine degradation

Circadian rhythm − plant

Ubiquinone and other terpenoid−quinone biosynthesis

N−Glycan biosynthesis

beta−Alanine metabolism

Fatty acid degradation

DNA replication

Porphyrin and chlorophyll metabolism

Alanine, aspartate and glutamate metabolism

Pentose phosphate pathway

Glycine, serine and threonine metabolism

Glycerolipid metabolism

Peroxisome

Glycerophospholipid metabolism

Purine metabolism

RNA degradation

Glycolysis / Gluconeogenesis

mRNA surveillance pathway

Endocytosis

Spliceosome

Biosynthesis of amino acids

Carbon metabolism
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Transcriptome TRPN KEGG

purine NTP−dependent helicase activity

ATP−dependent helicase activity

catalytic activity, acting on DNA

oxidoreductase activity, acting on the CH−OH group of donors, NAD or NADP as acceptor

transferase activity, transferring acyl groups other than amino−acyl groups

oxidoreductase activity, acting on CH−OH group of donors

helicase activity

nucleotidyltransferase activity

ATPase activity, coupled to movement of substances

ATPase activity, coupled to transmembrane movement of substances

ligase activity

UDP−glycosyltransferase activity

P−P−bond−hydrolysis−driven transmembrane transporter activity

primary active transmembrane transporter activity

isomerase activity

catalytic activity, acting on RNA

phosphatase activity

transferase activity, transferring hexosyl groups

peptidase activity, acting on L−amino acid peptides

phosphoric ester hydrolase activity

structural constituent of ribosome

protein serine/threonine kinase activity

ATPase activity, coupled

peptidase activity

structural molecule activity

active transmembrane transporter activity

ATPase activity

ATP binding

adenyl ribonucleotide binding

adenyl nucleotide binding
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Transcriptome TRPN MF

isopenten methylerythritol 4−phosphate pathway

isopentenyl diphosphate metabolic process

isopentenyl diphosphate biosynthetic process

ncRNA processing

histone modification

ribose phosphate biosynthetic process

ribonucleotide biosynthetic process

regulation of gene expression, epigenetic

glyceraldehyde−3−phosphate metabolic process

nicotinamide nucleotide metabolic process

ncRNA metabolic process

glucan metabolic process

cellular glucan metabolic process

pyridine nucleotide metabolic process

phospholipid biosynthetic process

pyridine−containing compound metabolic process

gene silencing

mitotic cell cycle

peptidyl−amino acid modification

plastid organization

phospholipid metabolic process

covalent chromatin modification

oxidoreduction coenzyme metabolic process

pyruvate metabolic process

ribonucleotide metabolic process

cellular aldehyde metabolic process

nucleotide biosynthetic process

nucleoside phosphate biosynthetic process

establishment of protein localization to organelle

protein localization to organelle
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Transcriptome TRPN BP

Cul4−RING E3 ubiquitin ligase complex

nucleoplasm part

nucleoplasm

cullin−RING ubiquitin ligase complex

ubiquitin ligase complex

trans−Golgi network

mitochondrial envelope

Golgi subcompartment

Golgi apparatus part

organelle inner membrane

transferase complex

mitochondrial part

nucleolus

endosome

intracellular vesicle

cytoplasmic vesicle

chloroplast thylakoid membrane

vesicle

plastid thylakoid membrane

thylakoid membrane

photosynthetic membrane

membrane protein complex

ribosome

thylakoid part

ribonucleoprotein complex

plastid thylakoid

chloroplast thylakoid

nuclear lumen

vacuolar membrane

vacuolar part
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