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Regulation of the aromatic compounds metabolism in
Betaproteobacteria
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hard to degrade. The goal of our study was
to investigate the regulation of genes T ™
involved in the metabolism of aromatic T

compounds In Befaproteobacteria using g e
methods of comparative genomics.
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Table 1. Composition of the aromatic metabolism regulons in Betaproteobacteria paboTe

Figure 4. Scheme of the regulatory interactions of the aromatic
metabolism franscription factors in  Betaproteobacteria. Red:
inferactions identified in this study
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