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Figure S1: The phylogenetic tree of cis-regulatory systemsin sequenced y-proteobacterial genomes for
the selection of groups of target genomes containing E. coli K12. A labeled arrow indicates the branch

points for the selection of a group of target genomes.
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The logo is for the best motif identified by MEME in each cluster.
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Figure S2: The phylogenetic tree of cis-regulatory systems in sequenced firmicutes for the selection of a
group of target genomes containing B. subtilis. The labeled arrow indicates the branch point for the

selection of the group of target genomes.
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Thelogo isfor the best motif identified by MEME in each cluster.
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Figure S3: The phylogenetic tree of cis-regulatory systems in sequenced cyano-bacteria, which can be
naturally parted into two groups of genomes from the triangle.
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Thelogo isfor the best motif identified by MEME in each cluster.




