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Model simulations were performed to calculate steady-state
SCFA concentrations and their influx into host tissues.

The adult human gut houses a microbial community
which contains a large number of bacteria species. It is
well-known that the actual composition of this
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compositions. Though, accumulation of acetate can found
only at specific conditions when bacterial community
consists only from Bacteroidetes.

 Profiles of various SCFAs influx into host tissues are
strongly dependent upon bacterial composition ratios.

experimental data published by
Mahowald et al.,, 2009, who
measured SCFAs and MCT-1 for
three bacterial composition
ratios: (1) B:1, F:0; (2) B:0O, F:1 (3)
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(B), which process the fermentation of

polysaccharides to endpoint short chain fatty acids :
(acetate, butyrate, propionate). CO nc I usions

 Intake of the dietary glycans is non-limiting and

permanent. A mechanistic model establishing a relationship between human gut microbial community and host tissues

. Short chain fatty acids are transported to gut was developed. Based on the analysis of the model behaviour, we found that butyrate concentration in the
enterocytes via MCT-1 colon may be used as a sensitive biomarker, because only this SCFA accumulates at steady state over a

« Expression of MCT-1 is regulated by butyrate sufficiently broad range vs. community compositions. Influx of total SCFAs is determined not only by the
concentration gualitative composition of bacterial community (B/F ratio), but also quantitatively (level of colonization).

* Butyrate is mainly consumed by enterocytes. Integration to the model and analysis of microbiomics data about gut microbial community obtained for the
Acetate and propionate are commonly passed to the 197 individuals shows that there are weak but statistically significant correlation between overall SCFA
blood and consumed by other tissues. influx to the host tissues and BMI.
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