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Figure S1. BLASTp of Est2L (a) and Est4L (b). Est2L was matched to two domains of a CzcO superfamily domain 
(10-419 amino acid residues) and an acetylesterase superfamily (573-811 amino acid residues). 
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Figure S2. Multiple sequence alignments of a CzcO domain of Est2L (a), an acetylesterase domain of Est2L (b), and 
Est4L (c) using the Clustal W method in DNA/MAN. Completely and highly conserved sequence(s) in the 
alignments are shown in black and pink boxes, respectively. Marks with star represent catalytic residues. 
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