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What is PhytoBacExplorer? What will | be able to do, using PhytoBacExplorer?

e We are developing PhytoBacExplorer, a new web-based phylogenomics system dedicated to plant-pathogenic bacteria. UserS WI” be able to: upload their own SequenCing data, Scan metagenomlc data fOr CIOSGSt matCheS,
o We will provide curation to ensure rich, consistent, and high-quality data and metadata including geographic information, or use .the PhytOBaCEXplorer WithOUt submitting owWn data. Data can be Submitted privately for

host ranges, and genes underlying pathogenicity.
» PhytoBacExplorer is based on the EnteroBase system, which is widely used by the medical bacteriology community. immediate analysis before publicatign via existing pu blic repOSitOrieS.
e [t will inherit many useful features from EnteroBase, including processing of raw data, identification of the shared "core"

genome in a population, identification of the phylogenetic (ancestry) tree based on core genomes, and powerful interactive

. . . @ phytobacexplorer.warwick.ac.uk/ms_tree?tree_id=87
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We are still in the first year of a five-yea project. New tools are  Here, we uploaded data from newly sequenced strains to find
in early stages of development. where they fall in the phylogeny of previously sequenced strains.
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between 9am and 12 noon (UK time): https://zoom.us/j/8852150277
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