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Figure S1- Scheme of used primers for DNA shuffling and important restrictions sites. Outer and inner primers are represented in purple and orange, respectively. Not drawn to scale. rbsB, indicates coding region for RbsB or the DT mutants.
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Figure S2 – Amino acid sequence of the DT016 variant. Nine residues mutated based on Rosetta predictions, 1st generation mutations, are highlighted in yellow. Neighboring residues targeted by site saturation mutagenesis are highlighted in blue.
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