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Supplementary Fig 2. Crystal structure of tryptophan repressor in E.coli, PDB: 6ENI. The two
monomer subunits of the symmetric dimer are shown as cartoon diagrams, chain A in cyan and
chain B in pink. Two molecules of indol-3-acetic acid (IAC) is bound at chain A and chain B, the
1,2-ethanediol (EDO) is bound at chain A only. The DNA binding motif (DBS) involved in the
protein-DNA (operator binding) interactions is shown in orange and is present in chain A and B.
The putative ligand binding sites for IAC and EDO are shown in blue. The reference sequence of
E.coli TrpR 6eni with the LBS (blue), DBS (orange) and residues involved in dimerization (bold)
are shown as well. Each molecule of the ligand IAC has LBS on chain A and chain B,
respectively.



