Supplementary data

Fig. S1. Binding site of the divalent cation. 2FoFc map (blue) contoured at 2.0 g, omit map (green) contoured at
6.0 0.
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Fig. S2. Structural alignment of TtoA with all known eight stranded [3-barrel proteins. B-strands are highlighted
in gray, helices in dark gray. The numbering of the secondary structure elements of TtoA is shown at the top; S
indicates B-strands and H a-helices. | marks sequence areas not resolved in the X-ray structure.



Fig. S3. Structure of TtoA (grey) compared to the structures of OmpA (cyan), OmpX (green), OmpW (pink),
NspA (red), PagL (yellow), PagP (blue).



