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Supplementary figures: (1A) Schematic representation of modeling, and simulation workflow. (1B) Library of antagonists tested in this study. (2A) Sequence alignment
of V,R, LPA,, LPA,, LPA;, and LPA; (all human) showing positive charged residues are conserved in similar or proximal residues in EL1 (black bar). (2B) Superimposed

3D structures depicting similar orientation of positively charged amino acid.
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