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Figure S1. A GC skew analysis of the M. roseus genome showing the major peaks where nucleotide compositional deviations occur. In the bottom part of the figure the nucleotide sequence of predicted oriC region is shown. Open rectangles show the dnaA and dnaN genes flanking the ori site with arrows indicating the direction of transcription. Arrows show positions of the putative DnaA binding sites, predicted consensus sequence of the DnaA box is shown above.

