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Figure S1. SAXS-based reconstruction of the PON2 wild type structure. The semi-transparent envelope in (A)
represents the low resolution model of PON2, where the homology 3D structural model has been docked (B)
[modified from ref. 49 of main text].
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Figure S2. Superposition of the wildtype (blue) and double mutant A148G_ S311C (red) showing small
differences all alongthe structure toward the active site but with not prominent effects.





