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Metagenomics exploration of the gut microbiome in irritable bowel syndrome

••

  stratified cross validation (resampled 10 times) Fitting a LASSO model : the LASSO hyperparameter optimized into a nested 5-fold CV Trained LASSO applied on CV test Model evaluation: AUC, sensitivity, … Towards a gut microbial signature for IBS A subset of 144 samples were subjected to whole metagenomics sequencing (MetaGenoPolis) -Solid 35 bases • Mapping against the 3.9M MetaHIT genes catalog annotated by Nielsen et al. -Bowtie1 (csfasta) parsed in Meteor -3 mismatch allowed • Genes clustered into Metagenomics species (MGS) -MGS associated with small genes clusters (dependencies) Convert abundance matrix to presence/absence • Partition around medoids to detect samples clusters -Cluster validity using silhouette coefficient -Cluster stability assessed with Jaccard coef. through resampling (partition max = 75%)
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