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2. Molecular diversity was impacted differently depending on the yeast species. Simultaneous presence of H. valbyensis and A. indonesiensis induced a loss of molecular diversity. 

Metabolomics analysis highlights metabolites exchanges as
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  peptides and fatty acids, involved in the yeast-yeast interaction. 4. The presence of H.valbyensis affected positively the growth of B.bruxellensis and also A.indonesiensis. With the presence of A.indonesiensis in the trio coculture, yeast metabolites previously mentioned were either consumed or not produced, echoing the disappearance of growth benefits brought by H. valbyensis.Key metabolites involved in the mutualistic interactions occuring between kombucha microorganisms have been uncovered, calling for further targeted investigations.

  Brettanomyces bruxellensis HV = Hanseniaspora valbyensis SC = Saccharomyces cerevisiae AI = Acetobacter indonesiensis AP = Acetobacter papayae KS = Komagataeibacter saccharivorans View publication stats