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Hands-on session |l - Metabolights Study Semantic Curation - Part 07

First part of Session

Group 1
Publication and terms identified in - Hands-on session |

Complete the following table according to the different sections present in a MetabolLights Study
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Group 2

Use this preprint to identify terms - https://www.medrxiv.org/content/10.1101/2025.10.16.25338140v1

Complete the following table according to the different sections present in a MetabolLights Study
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Second part of Session (Time-permitting)

Compare results with the submissions present in Metabolights
Suggest changes/ improvements as required - i.e. missing terms, missing characteristics, alternative ontology terms (Part 02), etc.
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	Dietary bioactives increase gut microbiome diversity and alter host and microbial metabolite profiles 

