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Glycosphingolipid biosynthesis − ganglio series
Fatty acid metabolism

Protein processing in endoplasmic reticulum
Fanconi anemia pathway

Non−homologous end−joining
FoxO signaling pathway

Ribosome
Endocrine resistance

Cell cycle
Prostate cancer

Non−alcoholic fatty liver disease (NAFLD)
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Viral carcinogenesis
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Apoptosis

Oxidative phosphorylation
DNA replication

Spliceosome
Thermogenesis

Fatty acid biosynthesis
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