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Abstract

The ability to provide a fast, inexpensive and reliable diagnostic for any given viral infection
is a key parameter in efforts to fight and control these ubiquitous pathogens. The recent
developments of high-throughput sequencing (also called Next Generation Sequencing -
NGS) technologies and bioinformatics have drastically changed the research on viral
pathogens. It is now raising a growing interest for virus diagnostics. This review provides a
snapshot vision on the current use and impact of high throughput sequencing approaches in
plant virus characterization. More specifically, this presentation highlights the potential of
these new technologies and their interplay with current protocols in the future of molecular
diagnostic of plant viruses. The current limitations that will need to be addressed for a wider
adoption of high-throughput sequencing in plant virus diagnostics are thoroughly discussed.
This paradigm change gave rise to the COST Action 1407 which is currently launched. This
Action, its objectives and expected impacts will be presented.



