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VX, PRV EE ORI I % FH.O R BE E % 3% Mqo, L-Lactate:quinone oxidoreductase
(L-Ldh), Succinate dehydrogenase (Sdh), 33 NADH E&{kE% 3% Mdh,
NAD—dependent Lactate dehydrogenase (LdhA) OIEM: FR-N RS- (K 1). —
#57C, NADH dehydrogenase (NDH-2)DIEMEIL, BIkEE Al BETEN2 -7 (K 1).
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