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Data Point Sequence

Ka (10" M)

Intensity (10%)

AAGGTTA
AACGTTA
ATGGAAT
CAGGTTA
TACGATT
AAGGTCA

HEHOoOQ® =

3.59
1.62
1.17
0.95
0.73
0.65

11.6
4.71
3.16
2.39
0.86
0.79

Supplementary Table 1. CSI fluorescent intensities and corresponding binding affinities Kas
determined from nuclease protection assays for the siz sequences spanning the range of the

PA2 CSI data.
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Supplementary Figure 1. CSI fluorescent intensities versus binding affinities Ka for six
sequences spanning the range of the PA2 CSI data. Similar linear correlations are observed
for PA1 [1] and Nkz-2.5 (data not shown).



Supplementary Figure 2. Chemical structures of polyamides 1 (PA1) and 2 (PA2).
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