A

G0:0044281 small molecule metabolic process
G0:0043436 oxoacid metabolic process

G0:0019752 carboxylic acid metabolic process
G0:0044283 small molecule biosynthetic process
G0:0006082 organic acid metabolic process
G0:0008610 lipid biosynthetic process

G0:0006629 lipid metabolic process

G0:0032787 monocarboxylic acid metabolic process
(G0:0006633 fatty acid biosynthetic process
G0:0016053 organic acid biosynthetic process
G0:0046394 carboxylic acid biosynthetic process
G0:0072330 monocarboxylic acid biosynthetic process
G0:0006695 cholesterol biosynthetic process
GO:1902653 secondary alcohol biosynthetic process
G0:0044255 cellular lipid metabolic process
G0:1901615 organic hydroxy compound metabolic process

GOterm

GO:0044711 single-organism biosynthetic process
G0:0051186 cofactor metabolic process
G0:0016126 sterol biosynthetic process

Top 20 of GO Enrichment
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G0:0005783 endoplasmic reticulum
G0:0044432 endoplasmic reticulum part

G0:0005789 endoplasmic reticulum membrane:
G0:0042175 nuclear outer membrane-endoplasmic
reticulum membrane network

G0:0012505 endomembrane system

G0:0031090 organelle membrane
G0:0098588 bounding membrane of organelle
G0:0005739 mitochondrion

G0:0045178 basal part of cell

G0:0009925 basal plasma membrane

G0:0044429 mitochondrial part
G0:0030176 integral component of
endoplasmic reticulum membrane
G0:0016020 membrane

G0:0031966 mitochondrial membrane
G0:0005740 mitochondrial envelope
G0:0044425 membrane part
G0:0005905 coated pit

G0:0031301 integral component of organelle membrane

GOterm
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GOterm

G0:0048037 cofactor binding

G0:0052689 carboxylic ester hydrolase activity
G0:0016491 oxidoreductase activity

G0:0080030 methyl indole-3-acetate esterase activity
GO0:0080031 methyl salicylate esterase activity
G0:0080032 methyl jasmonate esterase activity
G0:0050253 retinyl-palmitate esterase activity

G0:0033293 monocarboxylic acid binding
G0:0016616 oxidoreductase activity, acting on the

H-OH group of donors, NAD or NADP as acceptar
60:0016717 oxidoreductase activiy, Scise oh Baed ISR Wi S aton Sy

of donors resulting in the reduction of molecu(gaé%)slgg&g)éw%ng(liecclé\%secfc\((at&r
- xidoreductase activity,
acting on CH-OH group of donors

G0:0003868 4-hydroxyphenylpyruvate dioxygenase activity
GO0:0050662 coenzyme binding

G0:1901681 sulfur compound binding

GO0:0016289 CoA hydrolase activity

G0:0008127 quercetin 2,3-dioxygenase activity
G0:0016290 palmitoyl-CoA hydrolase activity

GO0:0016853 isomerase activity

G0:0016790 thiolester hydrolase activity

Fatty acid metabolism
Steroid biosynthesis

Steroid hormone biosynthesis
Drug metabolism - other enzymes

Citrate cycle (TCA cycle)

Ubiguinone and other terpenoid-q
Maturity onset diabetes of the young

Biosynthesis of unsaturated fatty acids

Retinol metabolism

Fatty acid biosynthesis

Pathway

PPAR signaling pathway
Glucagon signaling pathway

Pentose and glucuronate interconversions
Ascorbate and aldarate metabolism

Fatty acid elongation

Porphyrin and chlorophyll metabolism
Pyruvate metabolism

ABC transporters:

Fatty acid degradation

Top 20 of GO Enrichment
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