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The pathogen’s virulence effectors will subvert metabolic responses and 

diminish the host’s defense molecules on ’s T3Es 
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um artigo submetido à revista “Microorganisms –

”, do MDPI, edição especial “Plant Pathogen Bacteria”, informando todos os resultados 
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infestation. As for the new RSSC isolates from Brazil’s Northern and Northeastern regions,

Brazil’s



infecting solanaceous hosts due to the optimal environmental conditions found in Brazil’s

these isolates’ taxonomy, proving their potential for solving complicated bacterial species
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