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Oral presentation Theme: 2-Variability of viruses and epidemiology

Application of High-Throughput Sequencing Technologies by Illumina enabled the first identification of Physostegia chlorotic mottle alphanucleorhabdovirus (PhCMoV) in 2018. Subsequently, PhCMoV was detected in Germany and Serbia on tomatoes showing severe fruit mottling and ripening anomalies. Multiple detections of PhCMoV have been made recently in Europe and pre-published datasharing resulted in an international collaboration across seven laboratories which allow to characterize the geographical distribution, genomic diversity, host range and symptoms associated with PhCMoV. The different independent studies converged toward the identification of the virus in eight European countries and confirmed the presence of the virus in historical samples from 2002. In addition, new natural host plants belonging in total to seven plant families have been identified, underlining the large diversity of host plants for PhCMoV. Mechanical inoculations of some isolates confirmed the infectivity of the virus on a new laboratory host range and phylogenetic analyzes based on 28 full genome sequences underlined the genome stability of the virus in its ecosystem throughout location, host range and time. Finally, current experiments have been initiated to better characterize the virus along four aspects: to assess the impact of the infection time on yield in a controlled glasshouse; to identify the vector; to detect plants that can serve as overwintering reservoirs; and to compare the incidence of the virus in different production systems in Belgium. Overall, this study aims to assess the risk associated with the virus and to find agronomic practices that could mitigate the impact of the virus on crops.