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Figure S1. Structural stability of the selectivity filter. Analysis of root-mean-square deviation (RMSD) of the backbone of residues
forming the selectivity filter of AtTPC1 in the presence of 0.15 M KCl (black) and 0.15 M NaCl (blue).
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Figure S2. Sequence comparison of TPCls from different species. Shown are the regions around AtTPC1-D269 and AtTPC1-E637.

Sequence data are from [9].
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Figure S3. Per-residue TopScore of the filter regions in the AtTPC1 crystal structure of the closed configuration (black) and in the
model of the open configuration (red). TopScore [55] provides a meta quality assessment of the protein structure at the global and
per-residue level by estimating the error in a scale from 0 to 1. There is only a moderate increase in the estimated error between the
crystal closed configuration and the modelled open configuration. The largest differences are observed for the selectivity filter
residues in the second domain of AtTPCI. These residues are located in the vicinity of the IIS6 helix, which is the helix responsible
for channel opening.



