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Figure S1. Microbial Metabolic Activity In Terms Of SCFA Production. Average (± stdev) 

acetate (A-C; mM), propionate (D-F; mM) and butyrate (G-I; mM) production during the 

control (C1-C2; n = 3/donor) and the treatment (TR1-4; n = 3/donor) weeks in the ascending 

(AC), transverse (TC) and descending colon (DC) of the human gastro-intestinal tract for three 

donors tested. Statistically significant differences relative to the first control week are indicated 

with * (p<0.05). 
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Figure S2. Mucosal Microbial Community Composition As Assessed Via qPCR. Average 

(± stdev) (A) Bifidobacterium, (B) Lactobacillus, (C) Faecalibacterium prausnitzii and (D) 

Akkermansia muciniphila levels (16S rRNA gene copies/g) over the entire control (C; n = 

2/donor) and treatment (TR; n = 4/donor) period in the mucosal environment of the ascending 

(AC), transverse (TC) and descending colon (DC) of the human gastro-intestinal tract for three 

donors tested. For optimal observation of consistent effects over the different donors tested, 

the average of the three donors is presented (n = 6 for C; n = 12 for TR). Statistically significant 

differences between the control and treatment period are indicated with * (p<0.05).  

 

 


