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Supporting Figure 1: Quantitative DNase 1 footprinting titratioii with ImPyBImPy-y-
PyPyBImPy-B-Dp (1) on the 292-bp restriction fragmént from the plasmid pSES 19-1:
lane 1, A reaction; lane 2, DNase I control; lanes 3-12, 10 pM, 20 pM, -50 pM, 100 pM,
200 pM, 500 pM, 1 nM, 2 nM, 5 nM, and 10 nM 1; lane 13, intact DNA. The four
putative binding sites are shown on the right of the autoradiograms. All reactions contain
a 15 kepm restriction fragment, 10 mM TriseHCl (pH 7.0), 10 mM KCI, 10 mM MgCl,,

and 5 mM CaCl,.

Supporting Figure 2: Quantitative DNase I footprinting titration with‘ ImPyBImPy-y-
PyPy’IsImPy-B-Dp (4) on the 292-bp restriction fragment from the plasmid pSES 19-1: -
lane 1, A reaction; lane 2, DNase I control; lanes 3-12, 10 pM 20 pM, 50 pM, 100 pM,
200 pM, 500 pM. 1 nM, 2 nM, 5 nM, and 10. nM 4; lane 13, intact DNA. The four
putative binding sites are shown on the right of the autoradiograms. All reactions contain
a 15 kepm restriction fragment, l(i mM Tris*HCI (pH 7.0), 10 mM KCl, 10 mM MgCl,,

“and 5 mM CaCl,.

Supporting Figure 3: Quantitative DNase I footprinting titration with ImPyAalmPy-y-
PyPyBImPy-B-Dp (5) on the 292-bp restriction fragment from the plasmid pSES 19-1:

lane 1, A reaction; lane 2, DNase I control; lanes 3-11, 100 pM, 200 pM,'SOO pPM, 1 nM,




© 2000 American Chemical Society, J. Am. Chem. Soc., Floreancing ja000509u Supporting Ian Page 2

2 nM, 5.nM, 10 nM, 20 nM, and 50 nM nM $§. The four putative binding sites are shown
on the right of the autoradiograms. All reactions contain a 15 kcpm restriction fragment,

10 mM Tris*HCI (pH 7.0), 10 mM KCl, 10 mM MgCl,, and 5 mM CaCl,.

Supporting Figure 4: Quantitative DNase I footprinting titration with ImPyFbImPy-y-
PyPyBImPy-B-Dp (6) on the 292-bp restriction fragment from the plasmid pSES 19->1:
lane 1, A reaction; lane 2, DNase I control; lanes 3-12, 100 pM, 200 pM, SOO pM, 1 nM,
2 nM, 5 nM, 10 nM, 20 nM,ASO nM, and 100 nM 6; llane 13, intact DNA. The four
putative binding sites are shown on the right of the autoradiograms. All reactions contain
a 15 kcpm restriction fragment, 10 mM Tris*HCl (pH 7.0), 10 mM KCI, 10 mM MgCL,,

and 5 mM CaCl,.

Supporting Figure 5: (a) MPE-Fe(II) footprintihg titration of 2 and affinity cleaving
study of 2E on the 292-bp 5’-’P-labeled restriction fragment froﬁ the .plasmid pSES 19-
1: lane 1, intact DNA; lane 2, A reaction; lane 3, MPE control; lanes 4-6, 100 PM, 1 nM,
| and 10 nM 2; lanes 7-9, 100 pPM, 1 nM, and 10 nM 2E. The sequences 5’-TGCTGTA-3’
and 5’-TGCAGTA-3’ are shown at the right of the autoradiogram.‘All reaétions contain a
15 kepm restriction fragment, 20 mM HEPES buffer (pH 7.0), and 10 mM NaCl. (b)

Results from MPE<Fe(1l) footprinting titration of 2. Bold sequences represent binding
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sites determined by the published model. Bar heights are proportional to the relative
protection from cleavage at each band. (c) Results from the affinity cleaving study of 2E.
Bold sequences represent binding sites determined by the published model. Line heights

are proportional to the relative cleavage at each band.
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| nM ImPyIsImPy-y-PyPyBImPy-B-Dp (2)

5'—TCCACGTAATGCAGTATGGCCCACGTAATGCCGTATGGCCCACGTAATGCTGTATGGCCCACGT—3'
3’—AGGTGCATTACGTCATACCGGGTGCATTACGGCATACCGGGTGCATTACGACATACCGGQTGCA—5‘
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