%AIAc QfA TAch T@Bl

nfuA CAATAGTT ACTACTCTTGTCH--TTATAA
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Figure S2. Global IscR ChIP-seq analysis fails to identify predicted IscR Type I sites. (A) Known E.
coli IscR type | binding sites were used to generate a IscR type | binding motif using MEME-suite tools.
The Y. pseudotuberculosis IP2666 genome was scanned for IscR type | sites using FIMO specifically
upstream of the nfuA, iscRSUA, erpA, and DN756_20960_cysE promoters. The predicted sequences
were aligned to the E. coli consensus IscR type | binding motif. (B) IscR ChlP-seq plots illustrating read
coverage of IscR-binding peaks assigned to the promoter of nfuA, iscRSUA, erpA, and
DN756_20960_cysE from all three replicates combined. Dashed lines correspond to the zenith of the
predicted 29 bp IscR type | motifs.




