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FIGURE S1. Phylogenetic analysis of TILhpH. (A) Phylogenetic tree of proline racemase superfamily.
The number on each branch indicates the bootstrap value. Proteins with black, white and gray-colored
circles in T3LHyp dehydratase subfamily are from mammalians, bacteria, and archaea (discovered in
this study), respectively. (B) Partial multiple sequence alignment of deduced amino acid sequences.
Catalytic cysteine and/or threonine residues are shown as white letters in black boxes. Gray-shaded
letters indicate highly conserved amino acid residues.
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