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Proteins in the Pyruvate Dehydrogenase Complex

E, = Pyruvate dehydrogenase (Pyruvate decarboxylase)
E, = Dihydrolipoyl acetyltransferase
E; = Dihydrolipoyl dehydrogenase
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Pyruvate Dehydrogenase Complex
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Tricarboxylic Acid (TCA) Cycle
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Citrate Synthase
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Anaplerotic reactions
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