Rapeseed-based diet modulates the imputed functions of gut microbiome in growing-finishing pigs 
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[bookmark: _GoBack]Figure S1. Bacterial compositions in ileum, caecum and colon of CON- and RSF-fed pigs based on the calculated distances in the weighted UniFrac matrix. Samples were grouped by color based on the gut location and feed type. i, ileum; ca, caecum; co, colon.
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