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Figure S1. Structural comparison of EcALLase-BL21 and BsHYDase. Ribbon diagrams of 

EcALLase-BL21 and BsHYDase tetramers. The monomers are colored differently. Two zinc 

ions in the active site are presented as black spheres. The structure of these two cyclic 

amidohydrolases has a classic TIM barrel fold and similar active site. However, their substrate 

specificities do not overlap. 


