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Interaction between yC87 and YR242 residues participates in energy coupling between catalysis and proton translocation in Escherichia coli ATP synthase
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Abstract Results Results Conclusions
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interaction between positions yC87 and yR242 modulates the o ne  me oo 2402 506 5 ATP synthase. ATPase activity was assayed at 25 °C, 27 °C, 30 °C, 34 °C
energy transmission in ATP synthase. This study should provide oo mo s 1o a1 09 2 50 or 37 °C. Each dot in the plot shows an individual assay, and the dashed
more information of residue interactions at the rotor and stator  egma e o me 702 2 =2 lines represent the best fit by linear regression. (A) Arrhenius analysis of
interface in order to further elucidate the energetic mechanism ot /e - — - - = yC87 mutants. (B) Arrhenius analysis of yC87K with additional yR242
ATP synthase. Table 1 and 2. DKS strain expressing WT, mutant or no ATP synthase mutants.
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Terminology until saturation. Growth yield was quantified from the turbidity of cell Fig. 5 Spatial relationship of residues located at the B and y-neck
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