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Figure S1. The composition of gut microbiota developed in the colonic fermentation model during
stabilization period. A) Microbial composition at the family level developed in the inoculating bioreactor
over 28 days from immobilized fecal microbiota. The stool samples donated by a third donor (Female, 25
yrs.). B) Microbial composition developed in the inoculating bioreactor over the stabilization period for
the 2 donors employed in the current study. Families with abundance >1% are presented while others
are grouped together (Others).
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Figure S2. Relative abundances of gut microbiota Families developed in different bioreactors of colonic
fermentation model over 48 hours. Samples are named as Donor-Replicate-Bioreactor-Hours post
treatment. CR; no treatment control bioreactor, ER1; test formula treated bioreactor, ER2; MC-cellulose

treated bioreactor.



R a: g_ Collinsella

W b: f_Corobacteriaceae
R c:o_Coriobactenales
. dg_

W e g_Bacillus

R f: g_ Lactobacillus

EEE g:f_Lactobacillaceae
R h: o_Lactobacillales
W i f_Erysipelotrichaceae
W | o_Erysipelotrichales

B)

Streptophyta

: g__Bacillus

: 1_Baclllaceae

Em f:o_Bacilales

W g: g__Eubacterium_
ER h: {_Erysipelotrichaceae
R i: o_ Erysipelotrichales

)

Figure S3: Cladograms showing the taxonomic relations between significantly differential that are
enriched after the test formula treatment as compared to no-treatment control(A) and MC-cellulose
control. The analyses and the figure construction were done by linear discriminant effect size analysis
(LEfSe).



