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NF−kappa B signaling pathway
Vascular smooth muscle contraction
T cell receptor signaling pathway
Hippo signaling pathway − multiple species
IL−17 signaling pathway
Ribosome
Th1 and Th2 cell differentiation
TNF signaling pathway
Toll−like receptor signaling pathway
B cell receptor signaling pathway
Aldosterone−regulated sodium reabsorption
Longevity regulating pathway − multiple species
Spliceosome
mRNA surveillance pathway
RNA transport
RNA degradation
Signaling pathways regulating pluripotency of stem cells
Progesterone−mediated oocyte maturation
Complement and coagulation cascades
Lysosome
Phagosome
Vitamin digestion and absorption
Collecting duct acid secretion
Ferroptosis
Cholesterol metabolism
Hematopoietic cell lineage
Protein digestion and absorption
Protein export
Proteasome
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Lipoic acid metabolism
D−Glutamine and D−glutamate metabolism
Retinol metabolism
alpha−Linolenic acid metabolism
Arachidonic acid metabolism
Linoleic acid metabolism
Glycosphingolipid biosynthesis − ganglio series
Sulfur metabolism
Glycosaminoglycan degradation
Ubiquinone and other terpenoid−quinone biosynthesis
Riboflavin metabolism
Phenylalanine metabolism
Oxidative phosphorylation
Various types of N−glycan biosynthesis
Glycosaminoglycan biosynthesis − keratan sulfate
Glutathione metabolism
Caffeine metabolism
Ether lipid metabolism
Glycerophospholipid metabolism
Biosynthesis of amino acids
Glycolysis / Gluconeogenesis
Citrate cycle (TCA cycle)
Carbon metabolism
Fatty acid degradation
Lysine degradation
Fatty acid elongation
Cysteine and methionine metabolism
2−Oxocarboxylic acid metabolism
Propanoate metabolism
One carbon pool by folate
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