Description of Additional Supplementary Files

File name: Supplementary Movie 1-3.

Description: PIP2 binding to Kv7.2 in the open state. Starting from the unbound form, three
independent 500-ns MD simulations captured binding of PIP2 to R353, which acts as an initial anchor
point, after which the lipid forms contacts with the other residues in Site-O1 (the interface of the S2-
S3 and AB linkers).

File name: Supplementary Movie 4.

Description: PIP2-induced conformational changes in the intracellular helices A and B of Kv7.2
channels. Large-scale conformational changes in the cytoplasmic helices A and B, which are induced
by the presence of anionic lipids in the membrane, in turn facilitate the movement of PIP2 along
Helix-B, ultimately leading to its binding to Site-O4 (the interface of S4, the S4-S5 linker, S6, and pre-
Helix-A).



