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Figure S1: Amino acid sequence alignment of the T6-loop from multiple bacterial species
using Clustal Omega. The T6-loop region (red box) consensus sequence was seen to be
conserved within the Gram-negative y-proteobacteria (pink) and Gram-positive firmicutes
(cyan). The Gram-negative Leptospira interrogans has the same consensus sequence as the
firmicutes. DS 4.5 identified the T6-loop as a possible binding site in all analysed FtsZ
structures except in B. subtilis and P. aeruginosa FtsZ, suggesting the potential of this site as
a target for broad-spectrum antibiotics.
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Figure S2: Comparison of the accessible binding sites of various GDP-bound FtsZ structures. The available binding sites as identified by Discovery Studio 4.5 are shown as red spheres. The locations of the spheres
cover similar areas of the protein, but their sizes differ between the different FtsZ structures, especially in the area of the interdomain cleft (arrow 1). GDP was kept in the NBD; hence no sphere is shown in its binding

pocket. See text for explanation of arrows 2-6.





