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Our pilot study is part of a larger project (called Mallaurie)
including 100+ samples, with a larger honey diversity (different
geographical origins and plant species, different A. mellifera
subspecies, Fig. 2). Thanks to this larger diversity, we will perform a Do not
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To know more or continue to follow the project:

Thibault Leroy
thibault.leroy@inrae.fr
Yy @TiBoleroylnEn




