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  CBGP, INRAE, CIRAD, IRD, Montpellier SupAgro, Univ. Montpellier, Montferrier-sur-Lez, France (jean-claude.streito@inrae.fr); 2 AgroParisTech, Paris, France INTRODUCTION https://arthemisdb.supagro.inra.fr/ ◼Sequences generated with a highthroughput approach involving two PCR steps to target COI and index samples followed by Illumina sequencing. identification for 80% of the species, but we observed issues for the remaining 20%.◼ Philaenus spumarius and P. tesselatus share the same COI but are also hardly distinguishable morphologically => possible synonyms ?◼ It was also difficult to cross validate morphological and molecular results for some species within the genera Neophilaenus and Aphrophora?ISSUES AND CONCLUSIONIdentification of most of the vectors of Xf in Europe is possible using morphological characters and DNA barcoding.But more work has to be conducted to clarify the taxonomic status of some speciesCan we rely on DNA barcoding and morphology to identify vectors of Xf ?