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Figure S1: NMR secondary Ho chemical shift analysis of synthetic Tf2. Chemical shifts of the H

proton of each residue (except those highlighted in bold) were determined by sequential assignment of
2D-NOESY and TOCSY spectra and compared to random coil values [1]. Positive secondary H
chemical shifts indicate  -strand structure, whereas negative values indicate  -helical structure.
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Figure S2: Activity of Tf2 on other channel parameters of hNav1.9_C4. (A) Effect of Tf2 (1 uM) (blue
circles) on current density, compared to buffer control (0.1% BSA) (white circles). (B) Effect of Tf2 (1 uM)
(blue circles) on voltage-dependence of fast inactivation (n = 8-12), compared to buffer control (0.1%
BSA) (white circles) (C) Effect of T2 (1 pM) (blue circles) on the current decay of deactivation (1 = 6-12),
compared to buffer control (0.1% BSA) (white circles). Data are presented as mean + SEM.
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