SUPPLEMENTAL MATERIAL

Zhou et al., https://doi.org/10.1085/jgp.201711845

Video 1. Animation (view from the cytosol) of interpolated movement between metal-free and liganded
aSlo1 structures (Hite et al., 2017; Tao et al., 2017). Side chains are replaced with alanines, and red residues
correspond to positions homologous to those modified by MTSET in mSlo1 (mA313, mA316, mS317). Only
S5-pore helix-S6 are shown.

Video 2. Side-view animation of interpolated movement between metal-free and liganded aSlo1 struc-
tures. Front subunit is removed.

Video 3. Animation (view from the cytosol) of interpolated movement between closed and open Kv1.2
based on two published structural models from Pathak et al. (2007), with the structures aligned based on
selectivity filter and pore helix. Side chains are replaced with alanines, and red residues correspond to posi-
tions homologous to those modified by MTSET in mSlo1.

Video 4. Side-view animation of interpolated movement between closed and open Kv1.2 model struc-
tures. Front subunit is removed.
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