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This document contains:
1. Fis binding sequences used in EMSA experiments - Fig. 1
2. Graphs of Fis binding rates. information - Fig. 2

Computation of Ky values

See reference [1] for definitions of symbols, methods ane@tjuations used. The competitor
EMSA experiments were repeated three times with differentgetitor concentration€g). Kp,,
andRy were simultaneouly adjusted to fit two criteria. First, Keof the Hin-180 oligo was
made to match the published value of Hin-Dg 20~° M [2]. Second, thé{p,, constant was
made to match the computé&g of thecon oligo. The top and bottom bands (Figure 5) were
guantitated using the ImageQuant program (Molecular Dyosyisunnyvale, CA). Th&pS

were computed using the method given in [1] and the avekage and standard deviations were
computed from the three values.

Additional supplementary files are:
e Fis-koff-raw-data.xIs - The raw SPR data.

e Fis-kd-raw-data.xls - The raw EMSA data.
e Fis-kon-koff-kd-ri.xls - Combination of SPR and EMSA dag@aphed in Fig. 2.
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Sequences used for EMSA Experinents
# R (bits) Name  Sequence

1 -30.6 anti-con
CTGACCCCGEGT CAGGCGAAGCCT GACCCGGEGEGTCAG

3 4.9 cin-336
GICTAACTTCCATACGCGAAGCGTATGGAAGI TAGAC

2 5.4 hi n- 1096
GAACAAAT CCCAGT CGCGAAGCGACTGEGATTTGITC

4 6.6 | acP- 560
GCTCACTCATTAGECGCGAAGCGCCTAATGAGT GAGC

6 8.2 ndhl | - 188
GCCTATCTTTTCAGCGCGAAGCCCTGAAAAGATAGEC

7 8.2 conp- ndhl | - 188
GCTGAAAAGATAGGCGCGAAGCGCCTATCTTTTCAGC

9 10.1 fis-333
GGTCAAAGT TTGECCGCGAAGCGECCAAACTTTGACC

8 10. 2 tgt-1824
GCTAAAAAATTCATCGOGAAGCGATGAATTTTTTAGC

5 10. 4 hi n- 180
GGTCACAATTTGCACGCGAAGCGT GCAAATTGT GACC

10 10.9 t hr U- 87
GGTCACATTTTATGCGCGAAGCGCATAAAATGTGACC

11 12. 7 ndhl - 137
GCTCAAATAATAAACGCGAAGCGT TTATTATTTGAGC

12 12.8 mut - con
GGTTAAATGT TAACCGCGAAGCGGTTAACATTTAACC

13 14.9 con
GGTTAAATTTTAACCGCGAAGCGGTTAAAATTTAACC

Figure 1. Fis binding sequences used in EMSA experiments.
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Figure 2: Fis binding rates versus information.
The axes of each rate graph always covers 10 powers of 2 sthéhslbpes of the regression lines
can be compared,; values were averaged for each oligo. The anti-con oligoattgd at O bits
as a square but was not included in the regressions.



