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Fig. S2 Redundancy is more likely to evolve if there are more segregating binding site alleles. (A) Ex-
pected number of exact matches to canonical binding sequences of different lengths n in promoters of dif-
ferent lengths (L). (B) Expected number of matches to an 8-bp canonical binding sequence allowing for
different numbers of mismatches (m) in promoters of different L. The value of m models different levels of
TF promiscuity. In (A) and (B) values are means and 95% confidence intervals (CI) of 10 independent sets of
104 random sequences with the same average GC-content as yeast intergenic regions (except for n=8, m=0
and L≤200, where 60 sets of sequences were used). Dashed lines mark an expected number of 2 binding
sites. (C) Number of redundant genotypes and (D) total equilibrium frequency of redundant genotypes for
different numbers of segregating binding sites (K). For K=2, the model is that shown in Fig. 2. See Fig. S3
for K=3.
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