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Figure S1. Polarization curves and power density. 
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Figure S2.  Cyclic Voltametry curves. CVs of MFC4d and Ctrl MFC 
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Figure S3. Normalized spectral abundance factor (NSAF) for each protein sequence in A: 

MFC4d and B: CtrlMFC  
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Table S1. Functional Gene Structure. The relative abundance of functional gene and the difference 

between proportion are represented for Ctrl MFC and MFC4d samples in function of SEED 

classification. The error bar are the 95 % confidence interval and were calculated with STAMP 

software. 
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Figure S4.  Functional Proteins Structure. The relative abundance of proteins and the difference 

between proportion are represented for Ctrl MFC and MFC4d samples in function of SEED 

classification. The error bar are the 95 % confidence interval and were calculated with STAMP 

software. 
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Figure S5. Pili function in microbial fuel cell communities. Proportion of sequences annotated as 

pili and difference between proportion of CtrlMFC and MFC4d in A:metagenomic data and 

B:metaproteomic data. Error bars are the 95 % confidence interval and were calculated with 

STAMP software. 
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Figure S6. Cytochrome function in microbial fuel cell communities. Proportion of sequences 

annotated as cytochrome c and difference between proportion of CtrlMFC and MFC4d in 

A:metagenomic data and B:metaproteomic data. Error bars are the 95 % confidence interval and 

were calculated with STAMP software. 


