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Fig.1. Schematic representation, generated by SVG mapping, of the global Synechocystis metabolism showing the genes (indicated as circles), which are either 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%). The main metabolic pathways are indicated by the following letters: (a) Embden-Meyerhof glycolytic pathway. (b) Pyruvate degradation. (c) Pentose phosphate synthesis and carbon dioxide fixation. (d) Tricarboxylic acid cycle. (e) Nitrogen pathway. (f) Sulfur pathway. (g) Glycogen pathway. (h) Hydrogen metabolism.

