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Figure S1. Amino acid sequence alignment of G2E6, G3C9, and HuPON1. Protein sequences were aligned using CLUSTAL W
(Larkin M.A., Blackshields G., Brown N.P., Chenna R., McGettigan P.A., McWilliam H., Valentin F., Wallace .M., Wilm A., Lopez
R., Thompson J.D., Gibson T.J. and Higgins D.G. (2007) ClustalW and ClustalX version 2. Bioinformatics 23, 2947-2948.) using
G2ES6 as the reference sequence. Amino acid residues that are conserved amino acids between G2E6 and either HuPON1 or G3C9 are

indicated by ‘~* symbol. Residues with atoms within 5 A of the phosphate ion in the G2E6 crystal are highlighted in yellow.



