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Title: Reproducibility and background analyses of 16SrRNA gene and corresponding qPCR
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Figure sup 1. Champion et al
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Title: Reproducibility and background analyses of 16SrRNA gene
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Legend: two sets of sequencing were to identify potential
experimental contaminants. Indexe of Beta diversity analysis
(A-D) and gPCR (E) analyses. Read pair counts (F) and
Rarefaction curve (G) of all individual samples for the three
groups FO, F1, F2.
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Title: Group comparisons and statistical differences observed between the FO and F1 groups at the phylum taxonomic level.
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Title: Group comparisons and statistical differences observed between the FO, F1, F2 groups at the family taxonomic level.
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Alpha diversity measure
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Title: Indexes of alpha diversity of 16S rRNA gene in liver tissue
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Title: Indexes of beta diversity of 16S rRNA gene in liver tissue
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Title: Linear discriminant analysis effect size of the F1 F2 of patients
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Legend: A: taxonomic differences between F1 and F2
Analysis scores of the F2 patients
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Title: Linear discriminant analysis effect size of the FO F2 of patients
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