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(b) Principal Coordinate Analysis (OTUs and PICRUS)
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LEfSe analysis cladogram illustrating unique metagenomic metabolism-related functional
features, as predicted by PICRUSt, that are significantly over- or under-represented (or
differentially abundant) in ObOb and DbDb mice, DIO mice, as well as in NC and LF control
mice.
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LEfSe analysis illustrating the LDA scores of unique metagenomic metabolism-related
functional features, as predicted by PICRUSt, that are significantly over- or under-
represented (or differentially abundant) in ObOb and DbDb mice, DIO mice, as well as in
NC and LF control mice.
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Su | Fie. 5 Color heat-map depicting the overall spearman correlation of bacterial taxa with the
ppl. FIE. PICRUSt-curated metagenomic functions altogether in ObOb, DbDb, DIO, NC and LF
mice.
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Significant associations with correlation >0.7 and p-value <0.01 (FDR)
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Suppl. Fig. 7
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