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Elugidation of Rennal Metabolic Regulation Mechanisms by Transcription Factor
MondoA
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We extensively investigated the metabolic control mechanism of transcription

factor MondoA in renal constituent cells. Examination of the renal tissue distribution of MondoA
protein revealed significant staining in the cortex, with lower staining observed in the medulla and
glomeruli. Evaluation of Podocyte-specific MondoA-deficient mice (KO mice) did not show significant
histological changes in young, aged, or diabetic models; however, changes were observed in
glycolytic metabolism intermediates such as Pyruvate and Lactate in isolated glomeruli. Evaluation
of tubular cells in similar models did not reveal histological changes, but there was a significant
decrease in autophagic flux and changes in glycolytic metabolism intermediates. This was crucial for
tubular protection during ischemia-reperfusion injury.
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