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CONCLUSIONS: The use of rpoB gene for metabarcoding analysis is a promising approach to accurately explore the diversity of bacterial communities because of its best discriminating power
and the reduction of bias compared to the 16S marker. We created a database which includes 45,000 rpoB sequences covering the large diversity of available prokaryotic genomes. This database is
available from the FROGS website (http://frogs.toulouse.inra.fr/).
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