
 

S2 Fig. Multiple sequence alignment of the cofactor-free HPO and the α/β 

hydrolases. The conserved residues include the GYR and DRRG motifs, the catalytic 

triad (S98-D228-H257), and the residues (HG, D-G-G-S and G-S-G-G) for structure 

arrangement and stabilization. 


