Botrytis cinerea TE description
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Botrytis cinerea strains infecting grapevine and tomato display contrasted repertoires of accessory chromosomes, transposons and

small RNAs.
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» Sequences of panTE consensus are available at :
https://bioinfo.bioger.inrae.fr/portal/data-browser/public/botrytis/genomes/cinerea/Vv3/PanTE_Botrytis-cinerea.fasta <€
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