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| [ Residues of DasR or NagR involved in the binding of potential effectors GlcN-6-P and GlcNAc-6-P

S5 Fig. Sequence alignment of DasR-EBD from S. coelicolor and NagR-EBD from B. subtilis.
The sequence alignment was performed with CLUSTAL OMEGA [59] using the canonical protein
sequences of entries Q9K492 and 034817 from the UniProt database [19]. Secondary structure
elements refer to the topology of DasR and are marked with (h) or (s) for a-helices and B-strands,
respectively. For a detailed classification, the familiar nomenclature og and Pg is used. Residues of
DasR or NagR involved in effector binding (as identified with LIGPLOT+ [46]) are highlighted by a
blue-coloured background. If these amino acids are fully conserved in both transcription factors, they
are additionally displayed in bold red letters. In general, fully conserved residues in both sequences

are marked with an asterisk (*), while the conservation between groups of strongly and weakly similar

properties is labelled with a colon () and a period (.), respectively.
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