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Oxidative phosphorylation:
NADH2u10m : 5 h_m + nadh_m + q10_m ->4 h_c + nad_m + q10h2_m
ETF : etfox_m + fadh2_m -> etfrd_m + fad_m
EFTQ : etfrd_m + q10_m -> etfox + q10h2_m
CYORu10m : 2 ficytC_m + 2 h_m + q10h2_m -> 2 focytC_m + 4 h_c + q10_m
CYOOm3 : 4 focytC_m +7.92h_m +02_m ->4 ficytC_m+4 h_c+1.96 h2o_m + 0.02 02s_m
ATPS4m :adp_m+4 h_c+pi_m->atp_m+3h_m+h20_m
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Supplementary Figure S3: Reconstructed metabolic reaction network.
Reactions considered in this model are given in Supplementary Table S1. Reaction names are
based on the BiGG database.



