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Fig. 3. Schematic representation, generated by SVG mapping, of the pSYSX (A) and pSYSM (B) large plasmids of Synechocystis, represented by the two curved line for the sake of clarity. Each colored line indicates the sequence homology (at least 95%) between the corresponding genes. Each gene is represented by a black triangle pointing into the direction of their transcription, and its expression is indicated with up-regulated (red circle), down-regulated (green circle), or not affected (grey circle) in the DabrB2 mutant as compared to the WT strain (FC > 2; p-value < 0.01%).

