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Assessing the relevance of DNA metabarcoding compared to morphological identification 

for lake phytoplankton monitoring


Nicolosi-Gelis M.M., A. Canino, A. Bouchez, I. Domaizon, C. Laplace-Treyture, F. Rimet, B. Alric
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Microscopy: • Different from species identified by metabarcoding

• More numerous (many species have not barcode)

• Larger (small species are poorly identified)
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Congruence between assemblages identified by the two approaches



Comparison of community structure – Assigned taxonomy
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