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[bookmark: _GoBack]SI Fig …….: Shown in the left panel are Sirt3 proteins and their backbone per-residue RMSD values for the cofactor binding loop region computed over all atoms with reference to crystal structure of a Sirt3 intermediate complex (4BVG). The right panel shows RMSD values for Sirt2 proteins calculated with reference to crystal structure of a Sirt2 intermediate complex (3D81). Residues (155-178) correspond to the co-factor binding loop region and residues (162-170) form a short alpha helix when bound to co-factors. Unresolved loop regions in Sirtt2 complex are not plotted in the figure.
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