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Supplemental Figure 1. (A) Final lean mass and (B) muscle weights (TA = tibialis anterior, VL
= vastus lateralis, GAS = gastrocnemius, SOL = soleus). (C) Cumulative food intake. Data are
meansts.e.m (n=9-10/group). Data were analysed using one-way ANOVA for A and B and

according to two-way ANOVA for C followed by Tukey post hoc test. *P < 0.05;
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9  Supplemental Figure 2. Pearson correlation between mRNA colonic expression of (A) Mucl,
10  (B) Muci13 and (C) Fut2 and body weight gain/fat mass gain (n=9-10/group).
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12
13  Supplemental Figure 3. (A-D) Bar graphs showing grouped taxonomic profiles of the gut

14  bacteria at a phylum level: (A,B) relative and absolute abundance in the cecum, before and
15 atthe end of the treatment; (C,D) relative and absolute abundance in the feces, at the end
16  of the treatment. (n= 9-10/group).
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19  Supplemental Figure 4. Functional annotation clustering performed with DAVID, showing
20  annotation clustering, enrichment scores and terms significantly up/down-regulated by HFD
21  and HFD+2’FL in mice. Only annotation clusters with enrichment scores > 1.3 (corresponding
22 to P-values <0.05) are shown. Terms that changed in an opposite way in HFD-fed mice

23 compared to HFD+2’FL mice are highlighted in bold and red/blue.
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25  Supplemental Figure 5. Functional annotation clustering performed with DAVID, showing
26  annotation clustering, enrichment scores and terms significantly upregulated in obese human
27  subjects compared to normal ones. Only annotation clusters with enrichment scores > 1.3
28  (corresponding to P-values <0.05) are shown. Terms that are similar to those enriched in HFD-

29 fed mice are in red and some of the terms related to metabolism are highlighted in light red.
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32  Supplemental Figure 6. Short-chain fatty acids (SCFAs) content in the cecal content. (A)
33  acetate, (B) propionate, (C) isobutyrate, (D) butyrate, (E) 2-methylbutyrate, (F) isovalerate,
34  (G) valerate. Data are meansts.e.m (n= 11-12/group). Data were analysed using one-way
35 ANOVA followed by Tukey post hoc test. *P < 0.05; **P < 0.01; ***P < 0.001; ****P < 0.0001.
36
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37
38 Supplemental Figure 7. In-gel fluorescent ABP labelling. (A) 1 uM for alpha-L-fucosidase

39 labeling (JJB38
40 1) and (B) 0.5 uM for alpha-D-galactosidase (TB474) and their relative Coomassie Brilliant
41  Blue (CBB) staining (n=9-10/group).
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