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Supplement Figure S1. Sequence comparison of MinD of different

bacteria (A) and their similarity percentage analysis (B) using Clustal Omaga

software. MinD conserves well and there is about 43% identity between

B. subtilis and P. aeruginosa.
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Supplement Figure S2. Sequence comparison of MinC of different
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bacteria (A) and their similarity percentage analysis (B) using Clustal Omaga

software. MinC shares only about 23% identity between B. subtilis and

P. aeruginosa.
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Supplement Figure S3. SDS-PAGE analysis of co-sedimentation of BsMinC and BsMinD
proteins. After centrifugation at 50,000 rpm at 20 minutes, no protein were observed in the
pellet for BsMinC and BsMinD alone. For the mixture of BsMinC and BsMinD with ATP, the
ratio of MinC and MinD of the pellet is 1:1. The concentration of BsMinC and BsMinD is 10
MM and ATP is 1 mM.



