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Figure S1. The protein–protein interaction networks were analyzed using the STRING database. (A) 
Most of differentially expressed proteins identified. (B)The differentially expressed proteins located 
in mitochondria. The representative networks were profiled according to GO and PANTHER 
biological processes, molecular functions or KEGG pathways, and were integrated with the STRING 
database. The interactions among proteins that are strongly supported by previous work are linked 
by blue lines. The gene names of corresponding proteins are displayed in the networks. The red balls 
represent proteins that participated in the mitochondrial membrane signal recognition and membrane 
transport, the central blue balls represent proteins involved in the mitochondrial electron transport 
chain coupling oxidation and phosphorylation, and the yellow balls represent proteins that 
participated in amino acid metabolism and played arole asa calcium-sensing receptor. 


