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SI Figure 7. Sequence alignment of apple domains and A4 dimer interface. 

(a) Amino acid sequence alignment of FXI apple domains. The hydrophobic doublets involved 
in dimer formation (red boxes) are unique to the A4 domain. The blue box shows residues in the 
flexible loop that adopts multiple conformations. Proline residues at the beginning of this 
sequence and typical turn sequence –GXGX– (bold) are only observed in A4 domain. In other 
domains, the proline residues are involved in β-turns close to the apex of the loop.  

(b) Dimer interface of FXI A4. Only one of the two monomers is shown with the dimer interface 
facing up. In this view, the 2-fold symmetry axis of the dimer lies vertically across the center of 
the molecule so that residues in the left half of the interface interact with residues in the right half 
of the other monomer. 
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