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Table S1: Docking score for FAB binding to F-actin. The highest docking score corresponds to the binding site on F-actin shown in Figure 2 of the main article.
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[bookmark: _GoBack]Figure S1: Center-of-mass distance between each helix and nearby F-actin residues. Center-of-mass was calculated using Cα atoms only. Nearby F-actin residues were those with an initial Cα-Cα distance of 12 Å from FAB.
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Summary of the Top 10 Models
Rank 1 2 3 4 5 6 7 8 9 10
Docking Score | -180.89 -176.90 -174.50 -170.62 -169.47 -167.75 -167.69 -166.98 -163.78 -161.14
Confidence Score 0.6497  0.6313  0.6201 0.6017  0.5961 0.5878 0.5875  0.5841 0.5685 0.5555
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