Minimal ReplJ replicon
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Figure S4. Genomic context of different RepJ homologs. Sequences are indicated by strain designation,
genomic location and accession number. The extent of the minimal RepJ replicon (defined in Fig. 1) is
indicated above the first sequence; stem-and-loop structures in the RepJ replicon from pPsv48C are
shown as red boxes. Sequences were compared in pairs using blastn at the NCBI with default settings,
except for a word size of 7 and a gap cost of 2/2 (existence/extension) to maximize alignment. Relevant
areas were visualized using ACT; red shading connects homologous regions. In the lower sequence, cl
and cro denote genes for putative repressor cl and regulatory Cro proteins, respectively.



