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Fig. S1. Multiple sequence alignment of cyAbrBs from 12 cyanobacterial genomes. The sequences were
aligned using the CLUSTALW program (ver. 1.83) at the DNA Database of Japan (DDBJ)
(http://clustalw.ddbj.nig.ac.jp/top-j.html) and formatted using the BOXSHADE (ver. 3.21) program
(http://www.ch.embnet.org/software/BOX_form.html). The predicted secondary structure of the AbrB-like
DNA-binding domain (Coles et al. 2005) is shown below the sequences.



