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Host-Pathogen Interaction: pathogenicity determinants in Botrytis cinerea.
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Concerted efforts of the rapidly growing Botrytis community have made B. cinerea to one of the best-investigated fungal pathogens; it is becoming the model system for the study of necrotrophy. Availability of molecular methods and the genome project speeded up functional analyses in the last years. A large set of knock out mutants and the increasing use of “omics” approaches helped to improve our understanding of the complex and highly variable life-style of this pathogen; still our knowledge is limited. I will briefly discuss the results of molecular analyses of “classical” pathogenicity determinants, i.e. the candidate gene approach (cell-wall degrading enzymes, toxic metabolites, etc.); only very few true pathogenicity factors have been identified/confirmed so far by this approach. Also the status of forward genetic approaches will be briefly reviewed. A major topic will be the role of the ROS status for the interaction (as seen from the fungal side), and the impact of collaboration/cross-talk of the major signaling cascades on the early infection process. A promising approach for the identification of new pathogenicity determinants is the use of mutants lacking signaling components/transcription factors with central impact on specific steps in early pathogenesis, in combination with transcriptome and proteome analyses.

