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A. Amino acid comparison of MocR TFs in WH6

B. Protein alignment of GvgR and RS27900
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C. Mapping of reads from WT and ∆gvgR strains to the RS27900
regulon
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Supplemental Figure 1. Comparison of GvgR and the MocR RS27900. (A) Amino acid comparison between
MocR's in WH6. (B) Protein alignment of the two most similar MocR's GvgR and RS27900. Black residues are
identical. Amino acids circled in red are conserved PLP-binding residues. (C) Mapping of sequencing reads
from wild type WH6 and ∆gvgR strains to the RS27900 regulon. Arrowheads on the genes point to direction of
transcription. Green = reads map to sense strand and red = reads map to anti-sense strand. From CLC
Genomics Workbench.


