Figure S7.
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1 :Assumed binding site of sertraline on VDAC1
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B Alignment parameters
N LEN 262
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on;b@" QC (%) 91.0
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Aligned Il 0 TC C4) 2.8
Unaligned [ . Score 202.6
Alpha 261
carbons
RMSD Back | 57
(global) bone
Heavy 3.50
VDAC1 (human) All 3.50
Vdac2 (zebrafish) Il Sl (%) 72.5

Interactions

[] carbon Hydrogen Bond [1 Alkyl
[ Pi-Cation [] Pi-Alkyl
[] Pi-Donor Hydrogen Bond




