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Hemileia vastatrix (Hv) causing coffee leaf rust, remains the major threat to Arabica coffee production worldwide. Under the constant risk of new Hv pathotypes emerging under a strong selective
pressure, a better understanding of the adaptive genetic variation of Hv populations is needed. Since genes involved in coffee-rust interaction are expected to evolve under strong selection, this study
aimed at the analysis of expression differences in putative candidate genes (CGs) under positive selection that could provide insights on the pathogen virulence evolution.
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Our study revealed differential expression of CGs under positive selection associated to the and Hv741
infection process in coffee rust pathotypes. Largest differences of expression were detected at
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