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Metabolite correlations
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Conclusion:

- The most important drivers of microbiota
composition were the disease location,
treatment, disease activity (flare vs remission)
and history of surgery

- The decrease in microbiota diversity was
stronger in CD than in UC

- In parallel to a decreased amount of
Faecalibacterium in IBD, there is also a
decrease in the diversity of Faecalibacterium
strains

- There are many correlations between
metabolites and microbial abundance
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