Figure S1. Oxidative phosphorylation pathways of the KEGG pathway annotation analysis of the differentially expressed proteins.
The parts marked in red are proteins annotated to a node (enzyme) on the pathway. Arrows indicate the mode of action. Small
circles represent small molecules in the pathway.
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Figure S2. Cellular compartment enrichment analysis. Differentially expressed proteins were mainly located in the mitochon-
drion, mitochondrial matrix, mitochondrial intermembrane, mitochondrial intermembrane space, mitochondrial inner membrane,
mitochondrial outer membrane and mitochondrial respiratory chain complex I.
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Figure S3. Biological process enrichment analysis. Respiratory electron transport chain, tricarboxylic acid cycle, mitochondrial
electron transport NADH to ubiquinone and mitochondrial ATP synthesis coupled proton transport are included.
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Figure S4. Molecular function enrichment analysis. NADH dehydrogenase activity, NADH dehydrogenase (ubiquinone) activity,

NADH dehydrogenase (quinone) activity, oxidoreductase activity acting on NADH or NADPH, and quinone or similar compound
as acceptor were significantly enriched.
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