
	Primer Name
	Forward Primer(5'→3')
	Reverse Primer(5'→3')

	dpr (+16 to -403)
	GGGGTACCCGAGTGTGTTTGTCATAATA
	CCGGAGCTCGTTATAAAATGGTTTTGGAA

	dpr A (+16 to -84)
	CgAgTgTgTTTgTCA
	TTAACCCTTTCTTAT 

	dpr B (-34 to -134)
	AgAATggAgAgggAA 
	CTAATCATCCAATTA 

	dpr C (-84 to -184)
	ggACCTAATCCTATT 
	TAATCATTgTAgAAT 

	dpr D (-134 to -234)
	ACACTTAATTAgAAT 
	CTATCATACTTATTT 

	dpr E (-184 to -284)
	AggAAAgATTgCAAg 
	ACAgTAAAAAAgATg 

	dpr F (-234 to -334)
	CTTTTTTTAgTATAT
	gTCTgTTTACTTAgC 

	dpr G (-284 to -403)
	TTACTACTTTATTTT 
	gTTATAAAATggTTT 


Table S2. Primers for PCR-generated dpr promoter DNA fragments 

Figures S1. Size-exclusion chromatographic profile of the recombinant 6xHis-tagged PerR protein.  Elution volumes of standard molecular weight markers (black) and purified 6xHis-tagged PerR (red).
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Figure S2. Zinc finger motif and regulatory site of PerR structure.  Superposition of GAS PerR-Zn-Zn (magenta; PDB code 4LMY) and PerR-Zn-Ni (green; PDB code 4I7H) at zinc-finger motif (left) and metal-bound regulatory site (right).  Zn/Ni ion is colored in yellow.


[image: image2]
Figure S3. Crystal structures of GAS PerR-Zn-Zn and B. subtilis PerR-Zn-Mn. Superposition of GAS PerR-Zn-Zn (magenta; PDB code 4LMY) and B. subtilis PerR-Zn-Mn (cyan; PDB code 3F8N).
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Figure S4. Small-angle X-ray scattering data of the PerR-DNA complex.  Experimental scattering profiles of (A) 1:1, (B) 2:1, and (C) 4:1, PerR:DNA ratio.  Insets show the Guinier plot with linear fit and the corresponding radius of gyration (Rg) values.  (D) P(r) functions of 1:1 (red), 2:1 (blue), and 4:1 (green), PerR:DNA ratios.  P(r) functions are normalized to unity of their maxima.  The maximal distance estimated from P(r) functions is ~125 Å for all ratios.  Distinct disappearing of r ~60 Å P(r) maxima for the 2:1 and 4:1 ratios indicates dynamic protein-DNA assembly as shown in the Figure S5.  
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Figure S5. Minimal ensemble analysis of PerR-DNA complex mixtures.  Ensemble fit (blue) versus PerR-30bpDNA model fit (red) by FoXS-MES for (A) 1:1, (B) 2:1, and (C) 4:1, PerR:DNA ratio.  Residual calculated as I(q)experimental/I(q)model is shown below the scattering curves.  Chi value (χ) versus ensemble size is shown in histogram.  The selected ensemble size from four input species (unbound DNA, protein, partial complex, complex) for each PerR:DNA ratio by MES is colored in blue in histogram and the selected species are represented in cartoon. 
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