Figure S1: Sequence conservation of regulators correlates with
the number of genes that they regulate
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We plot the conservation (the BLAST bit score between E. coli and S. oneidensis MR-1, as a
percentage of the self score), versus the number of genes that the TF regulates. Only evolutionary
orthologs, as identified by PhIGs (P.S. Dehal and J.L. Boore, BMC Bioinformatics 7:201), are
shown. The correlation between conservation and the number of genes regulated is statistically
significant (Spearman p = 0.48, P < 0.002; Pearson r = 0.49, P < 0.002). Two of the most strongly
conserved non-global regulators have other functions that may explain their conservation: pepA is
a peptidase and a site-specific recombinase, and dnaA regulates the initiation of DNA replication.





