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A computational knowledge-base elucidates the response of Staphylococcus aureus to different media 3.9 a1
types. PLoS Computational Biology, 2019, 15, e1006644. )

BOFdat: Generating biomass objective functions for genome-scale metabolic models from experimental
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Genome-scale metabolic reconstructions of multiple Salmonella strains reveal serovar-specific
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