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Ligands bound in the binding site are crystallization artifacts and usurped from the crystallization

solution.
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Figure S1a: Ligplus map of the interactions of acetate and nitrate atoms in the binding cavities of

4xfk and 7jfn, respectively.


mailto:graham.chakafana@hamptonu.edu
mailto:Oluwatoyin.a.asojo@dartmouth.edu

These ligands have well-ordered electron density maps, as shown below.
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Figure S1b Acetate in the binding cavity of PDB entry 4xfk. Image generated with pdb viewer and
2Fo-F map electron density contoured at 1.6c
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Figure S1c: Nitrate in the binding cavity of PDB entry 7jfn. Image generated with pdb viewer and
2Fo-F map electron density contoured at 1.74c



S2. DynDom Analysis
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4XFK(A) : AEPLKIALVETLSGPQASTGLLYRAAVLYQLGKINEAGGFNGEKIQILEYDNQGGPVGAADRVKAAIADGAQIIVQGSS:

7JFN(A) : AEPLKIALVETLSGPQASTGLLYRAAVLYQLGKINEAGGFNGEKIQILEYDNQGGPVGAADRVKAAIADGAQIIVQGSS!
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7JFN(A) : FYHFRFSPNAAIRFKTVAQGMKDKGILGERAYSINQNYSWGVDVENTVVANAKEIGYEVVDKTLHEVNKIQDFSPYVAK
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The conformational plasticity is more evident in the movie than in stillimages.



