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Schematic representation of the GABA metabolic pathway GAD:
b co (| pyruvate e  NAD NADH, H* glutamate decarboxylase
\ v I » o \ ' GABA-AT (gatA);
\ ,"/ | L X ; \\ p / oA GABA aminotrassferase
Glutamate ——~» GABA — (7) = CABA = >~ = SSA = Syccinaty SSA;
GAD T GABA-AT SSADH Grce succinic semialcehyde
\ (gatA] o
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dehydrogenase
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