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Supplementary Figure S3. Protein stability prediction (CUPSAT) implicates a destabilizing effect of the mutation in yeast VMA5. 

Thermal protein stability was predicted (http://cupsat.tu-bs.de/index.jsp) for the three states of VMA5 reported by Zhao et al. (Nature 521:241-245, 2015).15 CUPSAT predicts stabilization of 

state 1 (A) and destabilization of state 2 (B) and state 3 (C). These results suggest a fixation of the protein in state 1 preventing the dynamic movement that is most likely necessary for the 

stability of the active ATPase (Zhao et al. Nature 521:241-245, 2015).15   
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