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Mining anaerobic digestion data with DeepOmics and

Easy16S, user-friendly tools for environmental engineering meta-omics data

  DeepOmics16S, a bioinformatics pipe-line  on gitlab • state-of-the art bioinformatics pipe-line for 16S metabarcoding data analysis, to favour data homogeneity and comparison • snakemake workflow • in production  on gitlab https://forgemia.inra.fr/cedric.midoux/deepomics16S • by June 2022: single-end and paired-end sequences • developped by Cédric Midoux Raw e.g. against Silva, MiDAS MultiQC: Ewels et al, Bioinformatics, 2016 Cutadapt: Martin M, EMBnet. Journal, 2011 DADA2: Callahan, et al, Nature methods, 2016 FROGS: Escudié, et al, Bioinformatics, 2017 Silva: Quast, et al, Nucleic acids research, 2012 MiDAS: McIlroy, et al, Database, project (Carnot 3BCAR) is starting to pursue the development of DeepOmics and of another complementary tool, OpenSILEX EnviBIS (INRAE-LBE), driven by ontologies  Better if it meets the scientific community needs  What are your needs? Geobacter members, known to be the main electroactive microorganisms at bioanodes, were more abundant in the planar geometry which would suggest that this geometry would have an effect on the current density of an MFC Other microorganisms were identified such as Nitrosomonas and Desulfuromonas acetexigens bacteria • to capitalize on data • and help practitioners in the production of FAIR* data • to facilitate AI analyses • in the field of anaerobic digestion • Perspectives • consult potential users to better understand their needs • ensure the interoperability (or even integration) of these different tools • develop a userfriendly request module • extend DeepOmics to shotgun sequencing data *
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