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Pathways

Glycolipid biosynthesis

Chondroitin sulfate degradation | (Bacterial) -

CMP-legionaminate biosynthesis Il -

Dermatan sulfate degradation | (Bacterial) -

Thiamine diphosphate salvage -

Pyruvate fermentation - acetoin | -

Pyruvate fermentation - acetoin -

Starch degradation Il -

Zwittermicin A biosynthesis -
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