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Evaluation of the performances of any analysis software used for Next Generation Sequencing IS required
INn medical diagnosis through the Norma NF EN ISO 15189 (Schlaberg et al, 2017).

To satisfy these requirements different datasets were created In silico to simulate real sequences
produced by an experimental protocol. It allow to evaluate the performance of the analysis software of our

project of shotgun metagenomic.

» Create a software able to simulate sequences like the experimental protocol
» Evaluate specifics performances of MetaMIC®, analysis software of shotgun metagenomic
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