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Table S1. Screening of inhibitor by docking and binding conformation

Figure S1. Molecular interface around K644.



Figure S2. Binding conformation of inhibitors. vWF A1domain is shown as a Surf structure 

and the key amino acid residues are in red. The inhibitors are shown as a CPK structure in cyan.

Figure S3. Time courses of dmin, EC and ELJ between vWF A1 domain and GPIbα.



Figure S4. Fluorescence spectra of EGEPWDGD (a), EWEYWDDD (b), EAEPWDPD (c).

Figure S5. Dissolution of I16 in PRP.


