
Table S1. Composition of the three purified diets used in this study.

Product #

gm% kcal% gm% kcal% gm% kcal%

Protein 17 20 18 20 17 20

Carbohydrate 59 70 70 70 58 70

Corn Starch 42 50 39 44 40 46

Fat 4 10 4 10 4 10

Total 100 100 100

kcal/gm 3.37 3.53 3.47

Ingredient gm kcal gm kcal gm kcal

Casein 200 800 200 800 200 800

L-Cystine 3 12 3 12 3 12

Corn Starch 506.2 2025 450 1800 468.7 1875

Corn Starch, Hi-Maize 260 0 0 0 0 0 0

Maltodextrin 10 125 500 125 500 125 500

Sucrose 68.8 275 68.8 275 68.8 275

Cellulose, BW200 200 0 50 0 50 0

Inulin, Orafti HP 0 0 150 225 0 0

Pectin, Tic Gums 1400 0 0 0 0 0 0

Psyllium 0 0 0 0 150 150

Lard 20 180 20 180 20 180

Soybean Oil 25 225 25 225 25 225

Mineral Mix S10026 10 0 10 0 10 0

Dicalcium Phosphate 13 0 13 0 13 0

Calcium Carbonate 5.5 0 5.5 0 5.5 0

Potassium Citrate, 1 H2O 16.5 0 16.5 0 16.5 0

Vitamin Mix V10001 10 40 10 40 10 40

Choline Bitartrate 2 0 2 0 2 0

Yellow Dye #5, FD&C 0 0 0.05 0 0.01 0

Red Dye #40, FD&C 0 0 0 0 0 0

Blue Dye #1, FD&C 0.05 0 0 0 0.04 0

Total 1205.05 4057 1148.85 4057 1167.55 4057

gm

Total Fiber 200.0 200.0 200.0

Insoluble Fiber 200.0 50.0 147.5

Soluble Fiber 0.0 150.0 39.0

gm%

Total Fiber 16.6 17.4 17.1

Insoluble Fiber 16.6 4.4 12.6

Soluble Fiber 0.0 13.1 3.3

200 g Cellulose 50 Cell + 150 Inulin 50 Cell + 150 Psyllium

10 kcal% Fat 10 kcal% Fat 10 kcal% Fat

D13081109 D19021101 D19021103



Table S2. Composition of the MBRA medium used for the in vitro experiment

Quantity Reagent

1 g Tryptone

2 g Proteose peptone

2 g Yeast extract

100 mg Arabinogalactan

150 mg Maltose

150 mg D-cellobiose

400 mg Sodium chloride

10 mg Magnesium sulfate heptahydrate

10 mg Calcium  chloride dihydrate

40 mg Potassium phosphate dibasic

40 mg Potassium phosphate monobasic

5 mg Hemin

For BRM medium. To 975 mL of distilled water, add:

Quantity Reagent

25 mL Distilled water 

1 mg Vitamin K3

40 mg D-glucose

200 mg Inulin

2 g Sodium bicarbonate

For sugar suspension. To 975 mL of distilled water, add:



Figure S1. Presentation of the MBRA system and schematic outline of the experimental plan used.
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Figure S2. Efficacy of the MBRA system to reproduce inter-individual variations in microbiota composition. 
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Figure S2. Efficacy of the MBRA system to reproduce inter-individual variations in microbiota composition. 
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Figure S3. Inter-individual variations in fibres-induced metabolomic alterations.  
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Figure S4. Inter-individual variations in fibres-induced metabolomic alterations.
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DTDPRHAMSYN-PWY: dTDP-&beta;-L-rhamnose biosynthesis

ARO-PWY: chorismate biosynthesis I

PWY-6163: chorismate biosynthesis from 3-dehydroquinate

PWY-8131: 5'-deoxyadenosine degradation II

COBALSYN-PWY: superpathway of adenosylcobalamin salvage from cobinamide I

PWY-7013: (S)-propane-1,2-diol degradation

PWY-8134: bile acid 7&beta;-dehydroxylation

LACTOSECAT-PWY: lactose and galactose degradation I

PWY-5384: sucrose degradation IV (sucrose phosphorylase)

PWY-621: sucrose degradation III (sucrose invertase)

PWY-7345: superpathway of anaerobic sucrose degradation

PWY-5989: stearate biosynthesis II (bacteria and plants)

P108-PWY: pyruvate fermentation to propanoate I

FASYN-ELONG-PWY: fatty acid elongation -- saturated

PWY-7664: oleate biosynthesis IV (anaerobic)

PWY-6282: palmitoleate biosynthesis I (from (5Z)-dodec-5-enoate)

PWY0-862: (5Z)-dodecenoate biosynthesis I

GLYOXYLATE-BYPASS: glyoxylate cycle

PWY-6317: D-galactose degradation I (Leloir pathway)

PWY-5030: L-histidine degradation III

ARGININE-SYN4-PWY: L-ornithine biosynthesis II

SER-GLYSYN-PWY: superpathway of L-serine and glycine biosynthesis I

PWY-6731: starch degradation III
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Figure S5. Inter-individual variations in metagenomic and metatranscriptomic based on the fibre sensitivity status.
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Figure S6. Schematic representation of the experimental design used for the mice experiment.
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Figure S7. Impact of fibres consumption on intestinal microbiota bacterial load of over time. 
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Figure S8. Microbiota composition is differentially impacted by fibres treatment in mice colonized by fibres-resistant

and fibres-sensitive donors.
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Figure S9. Taxonomic analysis of mice gut microbiota transplanted with Donor 1 and Donor 2 at day 19, prior to DSS

exposure
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Figure S10. Microbiota pro-inflammatory potential is differentially impacted by fibres treatment in mice colonized by

fibres-resistant and fibres-sensitive donors. c
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Figure S11. Inter-individual variations in fibres-induced body weight modulation.
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