Description of bacterial communities through metabarcoding of 16S ribosomal RNA (16S rRNA) gene is an approach increasingly used for human, environmental and food samples. However, various factors, and in particular the DNA extraction phase, can affect the accuracy and the reliability of the results. In this study, the impact of different DNA extraction protocols on DNA quantification, 16S amplification and data analysis on different food samples was evaluated. Four commercial DNA extraction kits were evaluated to obtain a 16S rRNA amplicon of ~440 bp. Only one extraction protocol allowed DNA extraction from all food sources with an appropriate DNA concentration, successful 16S amplification, and identification of a greater genus diversity and richness  
