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Figure S3. Conservation of IscR binding sites in Y. pseudotuberculosis (IP2666, IP32953), Y. pestis
(C092), and Y. enterocolitica (8081). (A) Distance of the identified IscR binding site in Y.
pseudotuberculosis (IP2666) from the start codon of each transcription unit member of the IscR regulon is
plotted versus the distance of the predicted IscR binding site from the start codon of the identified
ortholog in Y. pseudotuberculosis (IP32953), Y. pestis (C092), or Y. enterocolitica (8081). (B) The logio
FIMO p-value of the identified IscR binding site in Y. pseudotuberculosis (IP2666) is plotted versus the
logio FIMO p-value of the predicted IscR binding site upstream of identified orthologs in Y.
pseudotuberculosis (IP32953), Y. pestis (C0O92), or Y. enterocolitica (8081).



