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IPMorama promotes a variety-centric integrated pest management (IPM) strategy by strengthening the link between
resistance breeding, pathogen dynamics, and sustainable crop deployment. A key objective is the development of potato
germplasm with well-defined and durable late blight resistance profiles that can be integrated into commercially relevant

production systems. Within this framework, a foundation breeding population is being developed to introduce and combine
late blight resistance (R) genes into modern potato processing backgrounds.

Goal: genomic + MAS supported recurrent selection for stacking R-genes in processing varieties
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