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[bookmark: _GoBack]Additional file 2.  Redesign of lysine-binding site for a wide physiological range of detection of lysine and an enhanced response. Predicted structures of different binding site variants in LAOBP. Mutated residues are shown in yellow: Y14A, R77L, F52A, S72A and D161I.	Comment by Author: Is this a homology model?
Answer. It is not a homology model.  This structure has been retreived from PDB (Protein Data Bank) : PDB ID - 2LAO. The yellow regions highlighted in the structure shows the amino acids which have been mutated
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