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Figure S1. Calculated expected values of competition for proTWT (wt, red), prothrombin 100% closed 
(blue) and prothrombin 100% open (black). The ligand (L) exists in equilibrium between closed (Lc) 
and open (Lo) states defined by the isomerization constant K (10-fold bias toward the closed state in 
proTWT). In scheme 1 (left), the simplest scenario, the antibody (A) interacts with the open form (Lo) 
to form the reversible complex ALo. This reaction is defined by the dissociation constant Ko. In 
scheme B (right), a more realistic scenario, the antibody (A) interacts with both closed (Lo) and open 
(Lo) forms with different dissociation constants, Kc and Ko. Both models are fully consistent with the 
experimental data in figure 2 supporting a conformational-dependent mechanism of ligand recognition 
for aPS/PT.  


