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Proteomics-based identification of differentially abundant proteins reveals adaptation mechanisms of Xanthomonas citri subsp. citri during Citrus sinensis infection.
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[bookmark: _GoBack]Supplemental Figure 2. Energy metabolism of Xac highlighting a set of proteins down-regulated in infectious conditions. Three out of five related tyrosine metabolism proteins (yellow background) were negatively regulated, so does all the pyruvate dehydrogenase complex (blue background) and three enzymes involved in the tricarboxylic acid cycle (orange background). The black arrows highlight the genes encoding the respective proteins down-regulated in infectious conditions, some of which apparently all composing a repressed operon.
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