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Supplementary Fig. 1. Promoter region used for affinity analysis.
[bookmark: _GoBack] (A) The regions of XRE-WT and xynF1_upsteram_1 in xynF1Blue and red sequences indicate the regions of xynF1_upstream_1 and XRE-WT, respectively. Lower cases indicate mutation sites to derive from the designed primer. (B) The regions of egl-242, egl-363 and egl-617 are derived from promoter of AO090023000787. Blue, red and green sequences indicate the regions of egl-242, egl-363 and egl-617, respectively. (C) The regions of abf-680 and abf-837 are derived from promoter of AO090701000885. Blue and red sequences indicate the regions of of abf-680 and abf-837, respectively. AoXlnR binding motifs are shaded. Asterisks indicate the summit position of the detected peaks from the selection round 3 in gSELEX. Italic characters indicate possible AoXlnR binding sites.
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