Figure S6. Schematic representation of the Ss-IrpB operator structure in the case of
absence of ISC1078. The relative position of the insertion site is shown. Box1, Box2 and
Box3 are the main operator sites (Peeters et al., 2004) whereas Box4 and Box5 are auxiliary
operator sites (Nguyen Duc et al., 2013). The relative position of the newly identified Box6 is
given, as is its center-to-center-distance to Box3 and its sequence (inset). The genomic

region spanned by the 486-bp DNA fragment tested in EMSA (Fig. 2) is also indicated.
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