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Metage2Metabo: metabolic complementarity applied to genomes of large-scale microbiotas for the identification of keystone species

de niveau recherche, publiés ou non, émanant des établissements d'enseignement et de recherche français ou étrangers, des laboratoires publics ou privés.

→ Enumeration of all minimal communities with m2m-analysis to study putative associations of microbial metabolisms

• Graph compression enables representing up to millions of minimal communities for metabolic groups of targets.

→ dealing with high combinatorics

• Identification of microbial groups with similar roles in communities, that follow phyla decomposition → more informative than providing a single community solution

•

  Fig. 1: flexibility of m2m's global workflow. The metacom command can run the workflow using existing metabolic networks (SBML)

  Fig. 2: Comparison of GSMNs from both datasets
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Enumeration of minimal comunities and their phyla composition for groups of target metabolites. KS = keystone species, ES = essential symbionts, AS = alternative symbionts Fig. 4: Power graph analysis (graph compression) of the association of genomes in the predicted communities, coloured by phylum. In the non-compressed graphs, two nodes (microbes) were linked if they were found together in at least one minimal community.