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Abstract
Aim: The cell matrix of plant foods has received little attention in prebiotic fiber research. We aimed to understand 
the impact of the plant cell matrix in dried chicory root on its breakdown in the human gut to explain its reported 
beneficial effects on gut and metabolic health.

Methods: We applied in vitro digestion and fermentation models together with an ex vivo gut barrier integrity
model. Plant cell matrix intactness in the upper gastrointestinal tract was investigated by scanning electron
microscopy. Colonic breakdown of inulin, and chicory root cubes and powder was assessed by gut microbiota
analysis using 16S rRNA gene amplicon sequencing and determining the kinetics of changes in pH, gas, and short-
chain fatty acid (SCFA) production. Finally, effects on gut barrier integrity were explored by exposing colonic
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biopsies to fermentation supernatants in an Ussing chamber model.

Results: The plant cell matrix of dried chicory root cubes remained intact throughout upper gastrointestinal transit. 
Dried chicory root fermentation resulted in higher final relative abundances of pectin-degrading Monoglobus and 
butyrate-producing Roseburia spp. compared to inulin and a seven-fold increase in Bifidobacterium spp. in donors 
where these species were present. Dried chicory root cubes yielded similar total SCFAs but higher final butyrate 
levels than chicory root powder or isolated inulin with less gas produced. No uniform but donor-specific effects of 
fermentation supernatants on the maintenance of gut barrier integrity were detected.

Conclusion: The intact plant cell matrix of dried chicory root affected its colonic breakdown kinetics and 
microbiota, underpinning its beneficial effect in vivo.

Keywords: Plant cell wall, chicory root, intrinsic fiber, gut health, gut microbiota, colonic fermentation, butyrate 
production

INTRODUCTION
Dietary fibers are omnipresent in human food products and play a fundamental role in maintaining human 
health. The health benefit of fibers was originally attributed to their physicochemical properties, which 
improve satiety by water-binding and regulate lipid homeostasis by binding cholesterol and bile acids[1]. 
However, research of the past two decades revealed that a large part of the beneficial effect of fibers is 
mediated by the human gastrointestinal tract microbiota. As dietary fibers are, by definition, compounds 
that cannot be broken down by human endogenous enzymes, they reach the lower gut undigested[2,3]. There, 
they are used as substrates by the human gut microbiota, a collective of fungi, protozoa, archaea, and 
predominantly bacteria that have the enzymatic machinery to break down dietary fibers and thereby 
produce a range of microbial metabolites[4]. The interaction between the gut microbiota, its metabolites, and 
the human body mediates the beneficial effect of fibers on human health beyond their physical interaction 
with the upper gastrointestinal tract. A major group of fiber-derived bacterial metabolites are short-chain 
fatty acids (SCFAs), including acetate, propionate, and butyrate, that signal to GPR receptors and may have 
local or systemic effects[5]. Notably, butyrate has been recognized to be essential for maintaining human gut 
health as it serves as fuel for colonocytes, strengthens the gut lining, and improves gut barrier function[6]. 
That has led to increasing efforts to understand how butyrate production in the human colon can be 
stimulated using dietary fibers.

Approaches to studying fiber-microbiota relationships have progressively become reductionist with a focus 
on single fibers’ molecular breakdown[7]. One particularly studied fiber is inulin, known for its prebiotic 
effect, which means it is selectively used by human gut bacteria - notably bifidobacteria - thereby conferring 
health benefits[3], contributing to a health claim for stool frequency maintenance[8]. Another well-studied 
group of fibers includes pectins that have been recognized to regulate postprandial glucose response, blood 
cholesterol levels, and satiety[9], while some of their fragments have immune-modulatory benefits (RG-I[10]). 
For the purpose of establishing such structure-function relationships and health outcomes, fibers are often 
studied in isolation, which means they have been extracted and purified from the original plant food matrix. 
It is hypothesized that these isolated fibers are mainly fermented in the proximal colon with subsequently 
low levels of SCFAs in the distal colon, which favors fermentation of residual proteins[11,12]. While these 
reductionist approaches allow us to understand how specific fibers elicit specific microbial responses, they 
ignore how fibers are commonly consumed: intrinsically present in plants foods with each their unique 
plant cell matrix[13,14]. Fibers like pectin and inulin in plant foods make up an intrinsic, complex plant cell 
network in which pectin is intertwined with hemicellulose and cellulose, forming the structure of the plant 
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cells encapsulating other non-structural fibers, such as inulin[13,14]. This complex network does not dissolve 
into its isolated compounds in the human gastrointestinal tract but rather functions as a vehicle 
transporting these fiber structures to the lower gut[15,16]. For these reasons, fibers originally present in the 
plant matrix have been termed intrinsic fibers to distinguish them from isolated fibers extracted from the 
plant cells[14].

Chicory root is a root vegetable with a plant cell matrix encapsulating particularly high amounts of inulin 
inside the plant cell vacuoles. While chicory roots are nowadays mainly used for the production of isolated 
inulin, they have long been used as both a medicinal and a culinary root vegetable[17]. In its dried form, 
chicory root consists of up to 85% fiber, 70% of which is inulin, making it an excellent source of intrinsic 
dietary fiber[17]. We hypothesize that the presence of the plant cell wall can potentially function as a physical 
barrier, shielding inulin from immediate contact with the gut microbiota, thereby impacting intrinsic fiber’s 
breakdown kinetics and location in the human gut. Food processing steps such as particle size reduction[18-22] 
or thermal treatment[19,23] have the potential to affect gut bacteria accessibility and related breakdown 
kinetics due to the induced damage of the plant cell matrix. Until now, in vitro assessments of plant food 
breakdown kinetics have focused on pectin-, starch- and lipid-containing whole foods[20,24-26] but never 
inulin-rich vegetables like chicory root. Previously, we have shown in a placebo-controlled human trial that 
the intake of dried chicory root particles dramatically modulated gut microbiota composition by stimulating 
a trophic chain involving members of Bifidobacterium spp. and Anaerostipes spp. toward butyrate 
production and improved both gut and metabolic health[27]. We attributed these changes to a slow release of 
fibers from dried chicory root particles. This would prolong the fermentation of the dried chicory root 
particles rationalizing a rather distal location of their breakdown. In humans, slow and gradual fiber 
fermentation has been hypothesized to benefit gut health by distributing fiber fermentation from the 
proximal throughout the distal colon[12]. Moreover, SCFAs delivered to the distal colon have been shown to 
confer more pronounced systemic health benefits compared to a proximal delivery[28,29].

Our aim was to assess whether the plant cell matrix of dried chicory root remains intact in the upper 
gastrointestinal tract and how its presence affects lower gut microbial composition and fermentation 
kinetics, as well as the potential effect of dried chicory root fermentation supernatants on gut barrier 
integrity. For this purpose, we executed a series of experiments using in vitro and ex vivo models for the 
upper and lower gastrointestinal tract that were primed with dried chicory root particles with two different 
degrees of cell wall intactness in the form of cubes and milled into powder [Figure 1].

METHODS
Dried chicory root
Dried chicory root was provided by WholeFiber BV (Emmeloord, the Netherlands). The product is made 
from chicory roots that have been washed, cut, and dried, producing cube-like pieces of approximately 
3 mm rib. The final product has a dry weight of 93%w/w, of which 70%w/w is native inulin, 10%w/w pectin, 
5%w/w hemicellulose and cellulose, and 4%w/w mono- and disaccharides, 5%w/w proteins, and remaining 
minerals, polyphenols, and vitamins. To assess whether dried chicory root in its structure was similar to 
fresh, unprocessed chicory root, fresh chicory root was also provided by WholeFiber BV. To study the effect 
of particle size, dried chicory root cubes were ground to a mean particle size of < 0.5 mm.

Upper gastrointestinal digestion model
To assess potential physical changes during upper gastrointestinal digestion, we mimicked digestive 
processes during the oral, gastric, and small intestinal phases using an adapted version of the INFOGEST 
protocol[30,31]. Experiments were executed in triplicate and samples were taken at the end of the oral phase 
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Figure 1. Schematic depiction of the study approach to understand how the plant cell matrix in dried chicory root cubes and powder 
affects its upper digestion and lower gut microbial fermentation kinetics and subsequent interaction with the gut barrier. An upper in 
vitro digestion model was used to assess the intactness of the plant cell matrix upon entering the lower intestine (colon), where, using an 
in vitro fecal batch fermentation model, we studied gut microbial breakdown. Finally, we investigated how the fermentation metabolites 
potentially interacted with the human colonic epithelium using an Ussing chamber. Created with BioRender.com.

(2 min) and after 30, 60, and 120 min of both the gastric and small intestinal digestion by separating the 
liquid from the solid digesta using a sieve. Liquid digesta were heat-treated and snap frozen in liquid 
nitrogen and solids were fixated in 70% ethanol for immediate image processing. We visualized the plant 
cell matrix of fresh and dried undigested and digested chicory root cubes using scanning electron 
microscopy (SEM) and light microscopy to assess structural changes. Potential leakage of pectin from the 
plant cell matrix was estimated by measuring uronic acid concentration in the gastric and small intestinal 
phase liquid digesta using an automated colorimetric m-hydroxydiphenyl assay[32] and expressing measured 
levels as a percentage of an expected total uronic acid content (5%w/w) in chicory root as determined 
according to Ramasamy et al.[33]. Potential differences between inulin from dried chicory root powder versus 
cubes leaking into digestive fluids were estimated by measuring mono-/disaccharides and fructan-oligomers 
and polymers of different chain lengths [degree of polymerization (DP)] using High Performance Anion 
Exchange Chromatography (HPAEC) according to established methods[34]. Details on the adapted 
INFOGEST method and the pectin and inulin measurements can be found in the Supplementary Materials.

Lower gastrointestinal fermentation model
To investigate the effect of the presence and intactness of the plant cell wall matrix on the lower gut 
microbial fermentation of the dried chicory root, a fecal in vitro batch fermentation experiment was 
performed at ProDigest (Gent, Belgium) using dried chicory root cubes, powder, and isolated chicory inulin 
as a comparison. For this purpose, the feces of a healthy human donor with low bifidobacteria count 
(assessed by qPCR to be < 108 16S rRNA gene copies/g corresponding to a relative abundance of < 0.01%) 
was chosen. This was done to exemplify how such a gut microbiota would respond to an intrinsic fiber 
product since high baseline bifidobacteria levels reportedly affect related fiber responses[35-38]. Experiments 
were executed in triplicate and samples were taken at baseline (t = 0 h) after 6, 24, and 48 h. Details on the 
execution of the experiment including mucin-covered beads[39] and the subsequent analysis of gut 
microbiota composition in fermentation pellets, pH and gut microbial metabolites SCFAs, lactate, 
ammonium, and branched-chain fatty acids (BCFAs) in fermentation supernatants, and gas production are 

https://oaepublishstorage.blob.core.windows.net/articlepdfpreview202404/mrr3004-SupplementaryMaterials.pdf
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given in the Supplementary Materials.

Human gut barrier function model - Ussing chamber
To explore the possible effects of fermentation products on gut barrier function, we performed an ex vivo 
Ussing chamber experiment using human colonic biopsies according to previously described methods[40]. 
Biopsies from four healthy donors (mean age 42 years) were obtained by endoscopy without prior bowel 
cleansing and exposed to fermentation supernatants from in vitro fermentation of dried chicory root cubes. 
The same donor’s feces were used to obtain fermentation supernatants for the respective colonic biopsy to 
study the individual interaction between the donor’s gut epithelium and their gut microbiota-induced fiber 
fermentation. Changes in transepithelial resistance (TER) (measure of overall gut integrity[41]) and 
paracellular permeability (assessed by Fluorescein isothiocyanate-dextran concentration; assessing passage 
between cells) in control biopsies over time were compared at 60 and 90 min to biopsies previously exposed 
(20 min) to the fermentation supernatant and biopsies stressed with sodium deoxycholate (SDC) as well as 
biopsies both exposed to the fermentation supernatant and stressed with SDC. Details on the human 
donors, the fecal in vitro batch fermentation model, and analysis of the gut microbiota composition in 
fermentation pellets, pH and gut microbial metabolites in fermentation supernatants, and gas production 
are given in the Supplementary Materials.

Statistical analysis
Data were analyzed using R version 4.2.3[42]. Normality was checked by inspecting QQ plots. Descriptive 
statistics were calculated using the rstatix package[43] and data were expressed as mean with standard error of 
the mean. While the use of statistical hypothesis testing for small sample sizes, as commonly used in in vitro 
triplicate experiments, is debatable, statistical inference was made for the purpose of understandability. 
Differences in metabolites (SCFA, BCFA, lactate, and ammonium) and other outcomes (pH, gas 
production, α-diversity) between products at each time point were tested using robust ANOVA with 
corresponding post hoc and Benjamini-Hochberg correction from the WRS2 package[44] and implemented 
in the ggstatsplot package[45]. Robust ANOVA was chosen as it can handle violations against normality and 
homoscedasticity and sample sizes were too small (triplicates) for reliable non-parametric testing 
implementing Chi-square distributions. Differences in gut integrity and permeability at each time point 
between conditions were tested using ggstatsplot within-subject ANOVA, taking into account the biopsies’ 
paired nature. Graphs were made using ggplot2[46] or Microsoft Office 365 Excel. Gut microbiota outcomes 
were analyzed as described previously[27] using the mare[47] and vegan package[48]. Multivariate community 
analysis was done on the genus level by using Principal Coordinate Analysis (PCoA) and constructing a 
principal response curve based on Bray-Curtis dissimilarity (β-diversity), as well as calculating gut bacterial 
richness (α-diversity) based on the number of detected taxa. For univariate analysis at the genus level, taxa 
counts were converted into relative abundances (%) and differential abundance testing with false discovery 
rate (fdr) correction was performed as implemented in mare[47].

RESULTS
We employed a series of complementary in vitro and ex vivo gastrointestinal models primed with dried 
chicory root cube-like particles or milled into powder as to determine the intactness of the plant cell walls, 
its impact on gut microbial fermentation kinetics and composition, and finally the effect on gut barrier 
integrity in human colonic biopsies.

Intactness of the plant cell wall in dried chicory root as assessed in an upper gastrointestinal in 
vitro digestion model
First, we set out to assess whether the plant cell matrix was still intact after drying the chicory root particles. 
Using SEM, we indeed observed that the overall plant cell structure was intact in both freshly cut chicory 
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Figure 2. Scanning electron microscopy micrographs of fresh and digested dried chicory root. (A-C) plant cell matrix of (A) fresh chicory 
root with (B) intact plant cells and (C) intracellular inulin as indicated by red arrows; (D) intact plant cell matrix of dried chicory root 
cubes after rehydration prior to upper gastrointestinal digestion; (E) plant cell matrix after gastric digestion of dried chicory root cubes; 
(F) plant cell matrix after gastric and small intestinal digestion of dried chicory roots. While the macrostructure appeared to weaken 
over time [Supplementary Figure 2], the overall structure remained visually unchanged throughout the gastric and small intestinal 
phases, with no observed holes or cracks in the plant cell walls. Note the different magnifications in panels (B) and (C).

root pieces [Figure 2A-C] and rehydrated chicory root cubes [Figure 2D]. Plant cells were open [Figure 2B] 
with a small level of damage most likely resulting from cutting the plant particles for image preparation. 
Within the plant cells, inulin was clearly visible as a crystalline structure due to precipitation in ethanol 
[Figure 2C]. Next, we hydrated the chicory root products to mimic their consumption and conducted an 
upper in vitro digestion with an oral, gastric, and small intestinal phase using the well-established 
INFOGEST procedure[30,31]. After oral and gastric digestion with a pH lowered from 3 to 2 (to mimic the 
fasted state/end of gastric digestion), the overall plant structure remained largely intact, with densely packed 
plant cells filled with inulin [Figure 2E]. Similarly, at the end of the small intestinal phase, no obvious 
damage to plant cells in the form of holes or cracks in the cell wall was observed [Figure 2F]. The same was 
confirmed by light microscopy [Supplementary Figure 1]. However, throughout the gastric and small 
intestinal phase, the macrostructure [Supplementary Figure 2] weakened overall, with plant cells appearing 
less round and robust [Figure 2E and F]. To estimate how much pectin was potentially leaking from the 
plant cell structure of the dried chicory cubes compared to the powder, we measured uronic acid content as 
a proxy for pectin in the liquid part of gastric and small intestinal digesta. Estimated based on the total 
uronic acid (UA) content in dried chicory [Supplementary Figure 3], we found that on average (mean ± 
SD), 16.71% ± 2.91% of pectin (UA: 8.36 ± 1.46 mg/g product) leaked from dried chicory root powder, which 
was slightly higher than for chicory root cubes with 10.20% ± 0.70% of pectin (UA: 5.10 ± 0.35 mg/g 
product). Throughout the small intestinal phase, the leaked pectin increased for powder to 27.56% ± 0.73% 
(UA: 13.78 ± 0.37 mg/g product), which was nearly twice as high as for chicory root cubes with 14.48% ± 
1.25% (UA: 7.24 ± 0.63 mg/g product). Besides pectin, we also investigated differences in inulin of various 
chain lengths (DP) detected in the digesta of dried chicory root powder and cubes by HPAEC 
chromatograms [Supplementary Figure 4]. We observed a consistently higher total area under the curve of 
the HPAEC chromatograms for dried chicory root powder compared to the cubes, representing all detected 
mono-/disaccharides and fructan oligomers and polymers. No changes in chain length distribution 
throughout the digestion phases were observed, but dried chicory root powder had the highest amounts of 
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fructose mono- and oligomers (DP2-5) and longer-chain inulin (> DP16) compared to dried chicory cubes.

Differences in gut microbiota response to different particle sizes of dried chicory root compared to 
inulin
Following the assessment of changes in the upper gastrointestinal tract, dried chicory root cubes and 
powder were subjected to breakdown by the gut microbiota and compared to inulin using a fecal batch 
fermentation experiment. At baseline, all samples had a similar microbiota composition as determined by 
16S rRNA gene amplicon sequence analysis [Supplementary Figure 5]. In line with the selection of a donor 
with a low bifidobacteria count, no Bifidobacterium spp. were detected at baseline [Figure 3]. Following 
inoculation, we observed a rapid increase in Escherichia-Shigella spp. in all conditions (control, dried 
chicory root cubes and powder and inulin), which was highest at 6 h, making up approximately half the 
microbial community, and decreasing to about 30% at 48 h [Supplementary Table 1]. These changes were 
not statistically significantly different between conditions [Supplementary Table 2] and likely represent a 
model-induced outgrowth of this facultative aerobic bacteria taxon.

When addressing changes in the overall microbiota composition, we observed a rapid modulation in all 
conditions within 6 h, which peaked at 24 h before leveling off at 48 h (between-sample β-diversity analysis 
based on Bray-Curtis dissimilarity, Supplementary Figure 5 and within-sample α-diversity analysis based on 
gut bacteria richness, Supplementary Figure 6). These time-dependent changes were reflected in the changes 
in relative abundance levels of individual gut microbiota members over time [Figure 3]. At the genus level, 
numerous taxa in all conditions decreased rapidly within 6 h and leveled off at 24 h of fermentation, 
resulting in the largest observed fold changes in this time period [Supplementary Table 1]. Particularly, 
Streptococcus spp. peaked at 6 h with significantly higher levels for dried chicory root cubes (14.9%) 
compared to inulin (11.8%). In addition, Parasutterella spp. increased to their highest levels at 6 h in dried 
chicory root cubes (3.3%) and powder (3.0%; Supplementary Table 1) and had still statistically significantly 
higher levels at 24 h compared to inulin [Supplementary Table 2]. A number of genera first decreased 
between 0 to 6 h but then re-increased between 6 and 24 and 48 h. Notably, bacteria from the Eubacterium 
hallii group (now also known as Anaerobutyricum spp.[49]) decreased in all conditions and were not detected 
at 6 or 24 h, but then re-increased above baseline levels at 48 h in inulin (4.5-fold) and dried chicory root 
powder (1.8-fold) and cubes (2.2-fold). Monoglobus spp. also decreased in all conditions, but re-increased 
from 6 to 48 h only for dried chicory root powder and cubes, despite reaching (slightly) lower levels than at 
baseline. The same was true for bacteria from the Eubacterium eligens group and Roseburia spp. 
[Supplementary Table 1], which were, after 48 h, significantly higher in powder and cubes due to their 
virtual absence in inulin and control fermentations [Supplementary Table 2]. Taking all increases in all taxa 
together, we observed the highest number of significantly increasing genera at 48 h for dried chicory root 
cubes, with 15 genera increasing in relative abundance compared to inulin with 12 genera increasing and 
powder and control with 11 genera [Supplementary Table 3].

The used system with mucin-covered beads also allowed for the analysis of the mucus-adhering microbiota, 
of which notably Roseburia spp. had significantly higher levels in dried chicory root powder and cubes after 
48 h of fermentation [Supplementary Figure 7 and Supplementary Table 2]. The use of mucin-covered 
beads also explains the increase in relative abundance of mucin-degrading Akkermansia spp. in control 
incubations lacking additional fermentable substrates.

Differences in pH, gas production and fermentation metabolites of different particle sizes of dried 
chicory root compared to inulin
Concomitantly, with the time-dependent development in the microbiota composition, we also observed 
changes in pH, gas production, and metabolites such as SCFAs and other organic acids produced 
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Figure 3. Microbiota composition observed during fecal batch in vitro fermentations using a donor low in Bifidobacterium spp.. Mean
relative abundance (%) of common genera (at least 1% relative abundance and 50% prevalence in all samples) detected in in vitro
fermentations over time (t = 0, 6, 24 and 48 h in the control (Control; only inoculum) and for inulin (Inulin) vs. dried chicory root powder
(Powder) or cubes (Cubes). The lower panel zooms in on the common taxa, omitting the contribution of Escherichia-Shigella spp., which
dominated the community between 0 and 6 h of fermentation.

[Figure 4]. The pH decreased in all conditions from 0 to 6 and 24 h, but then slightly re-increased at 48 h. 
Fermentation of inulin induced the largest pH decrease, especially at 6 and 24 h [Figure 4]. Consequently, 
inulin pH levels at 24 and 48 h were statistically significantly lower than those of the control, the dried 
chicory root powder and cubes [Supplementary Figure 8 and Supplementary Table 4]. Gas production 
increased rapidly and peaked at 24 h with inulin, resulting in the highest gas production between 0 and 48 h, 
which was statistically significantly higher than control and dried chicory root products [Figure 4 and 
Supplementary Table 4]. Along with pH and gas, we measured the SCFAs acetate, propionate, and butyrate. 
Butyrate started to increase between 6 and 24 h, but most butyrate was produced between 24 and 48 h for 
inulin and dried chicory root products. The highest butyrate levels were recorded at 48 h for dried chicory 
root cubes with (mean ± SE) 5.22 ± 0.21 mM, which differed statistically significantly from control (3.67 ± 
0.18 mM, P = 0.031) and inulin (4.21 ± 0.11 mM, P = 0.049). Additionally, the increase in butyrate between 
24 to 48 h was the highest for dried chicory root cubes (+3.13 ± 0.16 mM; Supplementary Table 4). 
Compared to inulin, the butyrate increase between 6 to 24 h was also statistically significantly higher for 
dried chicory root cubes (P = 0.009) and powder (P = 0.009; Supplementary Table 4). In contrast to the 
dynamics observed for butyrate, propionate increased substantially already between 0 to 6 h. At 6 h, 
propionate levels were statistically significantly highest for dried chicory root cubes but then at 24 h for 
inulin. At 48 h, propionate levels remained higher for inulin despite not differing anymore from dried 
chicory root products [Figure 4 and Supplementary Table 4]. Similar to propionate, acetate also increased 
rapidly from 6 h onwards, reaching the highest levels at 48 h, but not differing between inulin and dried 
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Figure 4. Fermentation metabolites, pH, and gas production measured during in vitro fermentation of control (Control; only inoculum), 
inulin (Inulin), and dried chicory root powder (Powder) and cubes (Cubes) at baseline (t = 0 h), 6 h, 24 h, and 48 h and the respective 
consecutive changes between each sampling period. Details on statistical testing are provided in Supplementary Table 4.

chicory root products [Supplementary Table 4]. As acetate is the most abundant SCFA, its changes also 
dominated the observed increases in total SCFAs, which were similar for inulin and dried chicory root 
products [Figure 4]. Lactate also increased rapidly between 0 and 6 h, with the highest levels at 6 h for dried 
chicory root cubes that differed statistically significantly from control, inulin, and dried chicory root 
powder. Between 6 h and 24 h, lactate was partially consumed in all conditions with the highest decrease in 
dried chicory root cubes (-1.39 ± 0.18 mM), which was statistically significantly different from inulin (-0.34 
± 0.18 mM, P = 0.003) but not dried chicory root powder (-0.72 ± 0.02 mM). At 48 h, lactate had largely 
disappeared in all conditions [Figure 4]. The production of BCFAs started from 6 h onwards and was the 
highest in the control, followed by dried chicory root powder, cubes, and inulin [Figure 4]. Yet, their levels 
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only differed statistically significantly for dried chicory root powder and not between cubes and inulin at 
any time point [Supplementary Table 4]. Finally, ammonium increased mainly between 0 and 24 h and was 
highest for control and least for inulin, concomitant with the largest decrease in pH in inulin, while dried 
chicory root cubes and powder did not differ. In summary, dried chicory root cube fermentation yielded 
similar total SCFAs but higher final butyrate levels compared to chicory root powder or isolated inulin with 
less gas produced.

Effect of fermentation supernatant produced from in vitro fermentation of dried chicory root on gut 
permeability
We continued to assess the effect of fermentation supernatants produced during the fermentation of dried 
chicory root on gut permeability in an ex vivo model using human colonic biopsies from four donors. Dried 
chicory root cubes were chosen as they were found to yield the highest butyrate levels in vitro.

Gut microbiota changes underlying the fermentation supernatants
To produce the fermentation supernatant, dried chicory root cubes were again fermented in a fecal in vitro 
batch fermentation model and compared to a negative control (control; only inoculum), but at higher 
inoculum concentration. Again, we observed an increase in Escherichia-Shigella spp., which especially 
dominated the control fermentation [Figure 5A]. We observed a similar time-dependent modulation of the 
overall microbiota composition with changes in relative abundance levels of individual taxa mostly peaking 
at 6 h and leveling off at 24 h [Supplementary Table 5, Supplementary Figures 9 and 10]. In contrast to the 
single-donor in vitro fermentation, donors for this experiment were not chosen based on a low 
bifidobacteria count, and all four donors had considerable levels of Bifidobacterium spp. present in their 
feces (mean relative abundance across all conditions of 4.3% ± 1.5%; Figure 5A and Supplementary Figure 
11). Following dried chicory root cube fermentation, we observed the highest changes at the genus level in 
Bifidobacterium spp. (6 h: P = 0.018, q = 0.216; 24 h: P = 0.081, q = 0.452; 48 h: P = 0.029, q = 0.152). 
Bifidobacterium spp. levels increased rapidly up to a third of the whole microbiota community and were 
statistically significantly higher (up to 10-fold) from control levels at 6 and 48 h (Supplementary Table 6 and 
for individual microbiota profiles, Supplementary Figure 11). Constructing a principal response curve 
[Figure 5B], which assessed the combined response over time of gut bacterial genera to the product using 
redundancy analysis on the first principal component, confirmed that relative levels in Bifidobacterium spp. 
clearly differentiated the microbial community of dried chicory root cubes from the control. Besides the 
changes in Bifidobacterium spp. levels, changes in Coprococcus spp. levels differed, too, but reached the 
highest levels in the control. We also observed several taxa decreasing in relative abundance in both 
conditions, but notably, butyrate-producing genera decreased only in the control to statistically significantly 
lower levels [Supplementary Table 5]. Butyricicoccus spp. levels fluctuated but were statistically significantly 
higher at 24 h in the dried chicory root cube fermentations and virtually absent in the control at 48 h 
[Supplementary Table 6]. Again, we observed that Roseburia spp. re-increased at 48 h for dried chicory root 
cubes but not control, while bacteria from the Eubacterium hallii/Anaerobutyricum[49] group increased only 
for cubes at 6 and 24 h but then decreased at 48 h, reaching lower levels than the control [Supplementary 
Tables 5 and 6]. The dynamics of these gut microbiota changes were in line with those observed for the 
single donor low in bifidobacteria while demonstrating the difference in gut microbiota modulation when 
Bifidobacterium spp. are present.

Changes in pH, gas production and fermentation metabolites underlying the fermentation supernatants
We determined pH, gas, and production of SCFAs to understand the changes underlying the metabolites 
present in the fermentation supernatants [Supplementary Table 7]. The pH dropped again rapidly within 
6 h, while gas production leveled off already between 6 and 24 h. Dried chicory root cubes yielded, on 
average, 12.56 ± 1.50 mM butyrate, 12.12 ± 1.97 mM propionate, and 38.60 ± 2.03 mM acetate, which were 
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Figure 5. Gut microbiota composition of in vitro fermentations (A) and (B) to produce fermentation supernatants and their effect on 
colonic biopsies during the Ussing chamber experiment (C) and (D). (A) Common genera (mean relative abundance of at least 1% and 
mean prevalence of 50% in all samples) detected in the control (Control; only inoculum) and dried chicory root cube (Cubes) in vitro 
fermentation at baseline (T = 0), 6 h, 24 h, and 48 h; (B) Principal response curve assessing the combined response of all genera over 
time [relative abundance (%)] and thereby revealing genera differentiating between dried chicory root cube and control fermentation. 
Genera driving the difference are depicted on the right scale with taxa equally present in both dried chicory root cubes and control 
having small weights and taxa deviating most having larger weights; (C) Change in transepithelial resistance after 90 min as a 
percentage of baseline (%TER) in control or stimulated colonic biopsies using either the stressor SDC, the fermentation supernatant, or 
their combination (fermentation supernatant + stressor); (D) Change in FITC-dextran concentration between 0 and 90 min expressed 
as factor of the baseline concentration (fold-Δ). Information on all time points of all four donors can be found in 
Supplementary Figure 12. TER: Transepithelial resistance; %TER: TER at 90 min expressed as a percentage of each biopsies respective 
baseline; SDC: sodium deoxycholate; FITC: fluorescein isothiocyanate-dextran; fold-Δ FITC-dextran: relative change in FITC-dextran 
concentration between 0 to 90 min expressed as factor of each biopsies respective baseline (respective level expressed as factor of its 
baseline).

up to three times higher than for the control fermentation [Supplementary Table 7]. Butyrate production 
was largest between 6 to 24 h with 8.04 ± 1.71 mM. We observed lactate to be produced at 6 h (5.83 ± 
1.70 mM) during fermentation of dried chicory root cubes, but this metabolite was completely consumed at 
24 h. Formate followed the same dynamics as lactate, while the BCFA iso-butyrate levels peaked in dried 
chicory root cubes at 24 h before decreasing again at 48 h [Supplementary Table 7]. The fermentation 
outcomes based on four different donors were similar to the previous experiment with a single donor but 
followed a faster kinetic related to the higher concentration of fecal inoculum used.

Changes in gut barrier integrity of colonic biopsies following the stimulation with fermentation supernatants
Fermentation supernatants at 48 h were used to test their effect on gut barrier integrity of human colonic 
biopsies in an ex vivo Ussing chamber model. Human colonic biopsies were stressed with SDC, a secondary 
bile acid known to increase paracellular gut permeability and thereby affect gut barrier integrity, simulating 
low-grade inflammation[50-53]. Based on the measured SCFA concentrations in the fermentation supernatant 
at 48 h, biopsies stimulated with the fermentation supernatant (dilution to 2% v/v) were on average exposed 
to 0.20 to 0.34 mM butyrate (mean ± SE: 0.2 ± 0.03 mM), 0.17 to 0.34 mM propionate (0.24 ± 0.04 mM), and 
0.74 to 0.86 mM acetate (0.77 ± 0.04 mM). In all biopsies, TER, as a measure of overall gut integrity, 
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decreased over time, with the smallest decrease after 90 min in the control biopsies (ΔTER = -2.09 ± 0.64), 
followed by the biopsies that were previously exposed to the fermentation supernatant (unstressed: ΔTER = 
-3.32 ± 0.50; stressed: ΔTER = -4.11 ± 0.55). Notably, in these exposed biopsies, the decrease in TER was 
smaller and less rapid (from 60 to 90 min) compared to the stressed biopsies without previous exposure to 
the fermentation supernatant (t = 90 min, ΔTER = -5.58 ± 1.79; Supplementary Table 8). As the baseline 
TER differed considerably between donors, we calculated the relative decrease in TER at 90 min (expressed 
as a percentage of baseline, %TER; Figure 5C). When biopsies were stressed with SDC, no uniform 
difference in %TER decrease was found between exposed and unexposed biopsies (stressor: 70.72% ± 6.77% 
vs. fermentation supernatant + stressor: 69.72% ± 5.63%). However, we observed considerable heterogeneity 
between donors in the response of unstressed biopsies exposed to the fermentation supernatant. Of these 
biopsies, for donors 2 and 4, the %TER decrease was similar or smaller when exposed to the dried chicory 
root fermentation supernatant compared to no exposure (control condition; Figure 5C). Notably, these two 
donors showed the highest increase in relative abundance of bifidobacteria.

Concomitantly, with the decrease in overall gut integrity, we also observed an increase in gut permeability 
[Supplementary Figure 12 and Supplementary Table 8] and  he terogenous  re sponses  [Figure 5D]. 
Paracellular permeability assessed by serosal FITC-dextran concentration increased in all biopsies over time 
with the least increase again in the control biopsies [Supplementary Figure 12B]. FITC-dextran 
concentration and absolute change at 90 min over baseline were highest for biopsies previously exposed to 
the fermentation supernatant (stressed and unstressed; Supplementary Table 8). However, their relative 
change in FITC-dextran concentration from 0 to 90 min (expressed as factor over baseline) was similar to 
the biopsies stimulated only with the stressor SDC [Figure 5D and Supplementary Table 8].

None of these changes in TER and FITC-dextran concentrations were found to be statistically significantly 
different between stimulations [Supplementary Table 8]. In summary, in the Ussing chamber model, 
exposure to the fermentation supernatants in the presence of the stressor SDC had no uniform effect on the 
gut barrier integrity of human colonic biopsies, as assessed by TER and paracellular permeability. However, 
TER decreased less rapidly over time when exposed to the fermentation supernatant. Considering the 
observed heterogeneity between donors, we also addressed the individual responses, and in two donors, we 
found smaller relative TER decreases when biopsies were exposed to their fermentation supernatant, 
indicating donor-specific effects on maintaining overall gut integrity [Supplementary Figure 12].

DISCUSSION
Here, we investigated how the plant cell matrix in dried chicory root impacts its breakdown in the human 
gut by assessing its intactness in the upper gastrointestinal tract and determining its microbial breakdown 
kinetics and effect on gut barrier integrity by a series of in vitro and ex vivo models. We observed that the 
plant cell matrix of cubes and powder of dried chicory root remained intact during upper gastrointestinal 
transit in the INFOGEST model. Dried chicory root rapidly modulated the microbial community, resulting 
in the highest butyrate levels for cubes, while also co-occurring with higher levels of Roseburia spp. and the 
pectin-degrader Monoglobus spp. at 48 h of fermentation. For donors with Bifidobacterium spp. present at 
baseline, we observed a seven-fold increase following dried chicory root cube fermentation compared to 
control. Using the fermentation supernatant of the dried chicory root cubes to stimulate human colonic 
biopsies in an Ussing chamber model did not uniformly prevent stressor-induced impairment. Instead, 
donor-specific differences in unstressed biopsies emerged, notably from two donors with the highest final 
bifidobacteria levels.
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The cell matrix of plant foods is a complex structure made of cellulose strengthened by hemicelluloses and 
pectin intrinsically intertwined into plant cell walls that encapsulate other non-structural carbohydrates, 
macro- and micronutrients. Dried chicory root is a food product that is particularly high in fiber due to its 
intra-cellular inulin content being part of the intrinsic plant cell matrix[13,17]. While inulin is a fiber known to 
be easily fermentable by the human gut microbiota, the presence of the plant cell wall in dried chicory root 
forms a physical barrier that gut bacteria need to open to access intracellular inulin and other cellular 
components. Consequently, the breakdown of dried chicory root differs from that of isolated inulin. Dietary 
fibers are, by definition, not digested in the upper gastrointestinal tract, but they can still be affected by the 
prolonged incubation in digestive juices and gastric and small intestinal pH changes leading to, for instance, 
the dissolution of pectin[54,55]. We observed that an estimated 15% of the total pectin leaked from the dried 
chicory root matrix during the in vitro gastric and small intestinal digestion. This was nearly twice as high 
for chicory root powder than cubes, likely due to the larger damage of the plant cell matrix induced by 
milling, breaking more plant cells open. Pectin that leaks out from plant foods is believed to be mainly 
soluble pectin from the intercellular space, which glues the plant cells together, enforcing the overall plant 
cell matrix[16,56]. Indeed, concomitant with the leakage of pectin over time, we observed an overall weakening 
of the macrostructure. Nonetheless, no obvious damage to the plant cell matrix in the form of cracks or 
holes in plant cell walls was visible, which indicates that dried chicory root cubes are likely to arrive in the 
lower gastrointestinal tract as intact particles. A weakened plant cell matrix may favor the release of 
intracellular inulin, and we observed higher amounts of fructose-monomers and fructo-oligosaccharides, 
together with longer-chain fructan-polymers, for dried chicory root powder, which we hypothesize to 
represent and relate to the higher plant cell damage. Thus, it is likely that dried chicory root cubes function 
as a delivery system of inulin and pectin that remain primarily encapsulated inside the intact plant cells to 
reach the distal parts of the colon.

This plant matrix intactness challenges the breakdown by the gut microbiota as the opening of the plant cell 
wall requires the degradation of the chemically more complex pectins and hemicelluloses. Chemical 
complexity selects for the action of specialist bacteria that have the functional machinery to access and 
metabolize diverse sugar constituents[7], and the presence of different dietary fibers slows their gut microbial 
breakdown[57-59]. Therefore, we hypothesized that the kinetics of microbiota-mediated fiber breakdown may 
differ in dried chicory roots compared to inulin.

After an initial rapid modulation in overall gut microbiota composition and a decrease in gut bacterial 
richness within six hours, distinct differences between fiber products started to emerge between 6 to 24 h 
when most of the gas and total SCFAs were produced. Inulin resulted in the largest pH decrease and highest 
gas production, with propionate production surpassing that from dried chicory root cubes and powder at 
24 h. While acetate and total SCFA production did not differ, both dried chicory root products produced 
significantly more butyrate than inulin. This was paralleled by significantly larger lactate production (up to 
6 h) and consumption (from 6 h onwards) for dried chicory root cubes compared to hardly any 
consumption between 6 to 24 h for inulin, and little changes for dried chicory root powder. Comparing 
dried chicory root particle sizes, gut bacterial richness decreased less rapidly for powder than cubes. This 
may be due to the presence of more readily available substrate as the plant cell matrix in powder is more 
damaged. Consequently, more fibers are exposed (intracellular inulin alongside pectin and hemi-/cellulose 
cell wall fibers) and more surface area is created for bacterial adherence compared to the cubes, where 
bacteria have to diffuse between the plant cells to break them down from the outside.

Between 24 and 48 h, the overall gut microbiota community composition hardly changed, but we observed 
remarkable distinctions in butyrate production and relative abundances of individual taxa. Gut bacteria 
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richness increased again at 48 h for dried chicory root cubes and powder but not inulin. This coincided with 
higher levels of the pectin-degraders Monoglobus spp. and bacteria from the Eubacterium eligens group, as 
well as the butyrate-producing Roseburia spp. in both the fermentation liquid and mucin-covered beads. 
The re-increase in gut bacteria richness and appearance of specialist bacteria suggests that the more intact 
plant cell matrix of dried chicory root results in prolonged fermentation, preventing substrate depletion at a 
later time point. Interestingly, lactate consumption and butyrate production were also highest between 24 
and 48 h, resulting in butyrate being the only SCFA to notably increase during this time period and to reach 
the highest levels for dried chicory root cubes. Increased butyrate production levels after prolonged 
fermentation have been previously reported for large wheat bran particles [18,21]. It appears that the three-
dimensional organization plays a role herein, as exemplified by alginate-entrapped starch[60] and wheat plant 
cell walls[58], leading to higher butyrate production than their extracted single fiber alone. Especially larger 
particle sizes (> 2 mm) often result in higher butyrate and lower acetate proportions[20], which is attributed 
to reaching a fermentation plateau and allowing more time for lactate/acetate-to-butyrate conversion 
through cross-feeding[20]. Lactate conversion into propionate or butyrate is limited in vitro at a more acidic 
pH (5.5 vs. 6.5)[61], but it is debatable whether the slightly lower pH in inulin (5.75) compared to dried 
chicory root (5.89) fermentations, was physiologically relevant to be the main driver of higher lactate 
consumption and butyrate production. However, we observed for dried chicory root cubes, the largest 
lactate production and consumption coincided with the largest butyrate production. This suggests that 
lactate-to-butyrate conversion could play an essential role in the breakdown of the dried chicory root cubes.

Finally, we observed a lower increase in BCFAs and ammonium for inulin compared to the dried chicory 
root products and control. This may be attributed to the significantly greater pH decrease for inulin, as the 
formation of these protein fermentation compounds is known to be less favored at lower pH[11]. In the in 
vivo situation, the production of BCFAs is linked to the availability of fiber substrate in the proximal versus 
distal colon, and inulin, due to its simple structure, is believed to be fermented more proximally[11,12]. 
Consequently, BCFA formation may still occur in vivo in the distal colon due to substrate depletion from 
inulin but not from dried chicory root as a consequence of its slower breakdown.

Butyrate produced by gut bacterial fiber fermentation can be used by colonocytes as an energy source and 
thereby potentially strengthen the colonic epithelium. Studying this interaction relies on the use of 
cultivated cell-line models (possibly combined with mimicking mucus secretion) or the removal of in vivo 
colonic tissues (yet losing the protective mucus layer). Previous studies using colonic biopsies revealed acute 
distinct effects of fiber on permeability in biopsies of healthy and/or diseased donors[62,63], but also 
considerable heterogeneity in the individual responses[63]. Here, we applied a similar acute model to study 
the interaction between the individuals’ gut microbial fiber breakdown products and their human colonic 
epithelium. To model this, we investigated whether previous exposure to dried chicory root fermentation 
supernatants could acutely counteract or diminish stressor-induced impairments in the gut barrier function 
similar to a low-grade inflammatory state. We did not observe an acute, uniform difference between human 
biopsies stressed with SDC alone and those that were previously exposed to the fermentation supernatant, 
despite a less rapid decrease in TER over time in the latter. Based on the measured SCFA concentration in 
fermentation supernatants and dilution in the Ussing chamber, we estimated butyrate concentration to be 
0.25 mM. Previous studies using sodium butyrate at a concentration of 5 and 25 mM (factor 20 to 100 
higher, representing physiological concentrations) also failed to demonstrate a protective acute effect 
against stressor-induced impairments using the mast cell degranulator Compound 48/80 (C48/80) in 
healthy donors’ biopsies[40]. It is possible that the acute exposure in this model was too short to positively 
modulate gut barrier integrity. Butyrate has a considerable history of well-reported improvements on 
human colonic function in vivo[64] and two-week in vivo exposure to butyrate using direct delivery by 
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enemas has been shown to reduce oxidative stress in the colonic mucosa[64].

In line with an expected heterogeneity in the individual responses, we observed donor-specific differences, 
which became apparent in unstressed biopsies. Notably, for two donors (donors 2 and 4), exposure to the 
dried chicory root fermentation supernatant did not compromise, but maintained overall gut integrity 
measured by TER compared to the changes observed in control biopsies (%TER change). These donors also 
had the highest final relative levels of Bifidobacterium spp. at 48 h of fermentation. Bifidobacteria can 
positively impact gut epithelium proliferation via direct interaction of their tight adherence pili with colonic 
cells in mice[65]. Moreover, bifidobacteria are known to strengthen the gut mucosa (despite being absent in 
this acute model) via the proposed interaction of the neurotransmitter GABA (γ-aminobutyric acid) and the 
SCFA acetate with goblet cells[66]. Therefore, it is possible that a beneficial effect of dried chicory root 
fermentation on gut barrier integrity in such an acute model may become more apparent by using donors 
who previously consumed the dried chicory root product. Furthermore, studying a larger number of donors 
would enhance our understanding of the overall significance of the present observation.

Understanding time-dependent digestive changes in food products relies on in vitro systems, with static 
(batch) incubations that are commonly used due to cost-effectiveness. However, these systems only model 
and do not represent human digestive processes[67]. Here, we used the standardized upper gastrointestinal in 
vitro INFOGEST model[30,31] tailored (as recommended) to our high dietary fiber product indigestible to 
human endogenous enzymes. The observed minimal structural changes supported the simplified 
incubations under anoxic, sterile conditions before in vitro fermentations. Additionally, we used simple 
fecal batch in vitro fermentations, which are common for individual and pooled microbiota response 
assessments. However, these batch fermentations are prone to known model-induced shifts in bacterial 
taxa[68], limiting in vivo generalizability. Particularly, we noticed an increase in the common fast-growing, 
aerotolerant sugar-fermenter Escherichia-Shigella spp. in the control fermentations. It remains to be 
assessed how these higher relative levels in the control would reflect in absolute numbers as we did not 
measure bacterial load. Various other studies have observed this Enterobacteriaceae overgrowth[69-74], which 
reflects the model’s limitations including the nature of the inoculum (low bacterial cell numbers favoring 
Escherichia-Shigella spp.)[69] and potential residual or re-entering oxygen. It is unlikely that the 4% mono-/
disaccharides naturally present in the dried chicory root products substantially contributed to fermentation, 
although they might be absorbed in vivo in the small intestine. Moreover, we used two in vitro fermentation 
systems that differed in their set-up. The Ussing chamber fermentation was used to produce fermentation 
supernatants and contained a higher amount of fecal inoculum (1:5 vs. 1:13) than the single donor 
experiment. This exposed more bacterial cells to the same amount of fiber substrate, reaching the 
fermentation plateau faster, as observed from a higher amount and rate of butyrate production. However, in 
spite of these limitations and different model configurations, remarkably similar responses were obtained 
across donors, resulting in increased levels of microbial butyrate producers and butyrate levels, which is in 
line with previous in vivo results[27]. This demonstrates the donors’ individuality in gut microbiota 
composition and, at the same time, the potential of dried chicory root to increase butyrate production 
across gut bacterial communities from different donors.

In all donors, lactate increased at 6 h and was subsequently consumed throughout the fermentation 
coinciding with butyrate production. For the low bifidobacteria donor, lactate originated possibly by the 
action of Streptococcus spp.[75], while for the donors, in the Ussing chamber fermentations, Bifidobacterium 
spp. increased by seven-fold and coincided with lactic acid production. Previously, we showed that dried 
chicory root had a strong bifidogenic effect, increasing Bifidobacterium spp. by four-fold in vivo[27]. For all 
donors, we also observed an increase in butyrate and propionate production with significant changes in the 



Page 16 of Puhlmann et al. Microbiome Res Rep 2024;3:28 https://dx.doi.org/10.20517/mrr.2024.0420

relative levels of Roseburia spp. (single donor) or Butyricicoccus spp., both known butyrate producers[75,76]. 
However, neither Roseburia spp. nor Butyricicoccus spp. reportedly use lactate for butyrate production[75]. 
We hypothesize that the ongoing activity of known lactate-utilizing bacteria from the Eubacterium hallii 
group (renamed to Anaerobutyricum spp.)[49,77-79] contributed to butyrate formation from lactate despite 
their relative levels not continuously increasing. The same has been observed in synthetic communities 
where the gene expression of the lactate-to-butyrate pathway was highly increased rather than their cell 
numbers[78]. Our previous in vivo results demonstrated that the increase in Bifidobacterium spp. was 
concomitant with a three-fold increase in the well-known butyrate-producing Anaerostipes spp. having the 
same lactate-to-butyrate pathway as Anaerobutyricum spp.[75,79]. Then, we demonstrated using a synthetic 
community that representative members with the canonical functionality of these genera formed a trophic 
chain yielding butyrate from dried chicory root[27]. Hence, it is possible that similar trophic chains involving 
lactate/acetate producers and butyrate producers were formed here, too, but represent donor and model-
specific cross-feeding networks.

In this study, we demonstrate how the presence and intactness of the plant cell matrix in dried chicory root 
affect the bacterial breakdown of its dietary fiber, contrasting it with isolated inulin. Dried chicory root, 
particularly in the form of cubes, resulted in lower gas and more butyrate production compared to isolated 
inulin, although cumulating into similar final total levels of SCFAs. Lower gas production has been 
postulated to be a beneficial outcome in vivo especially in fiber-related therapies for irritable bowel 
syndrome[12]. The observed butyrate production throughout the later stage of fermentation, together with 
the detection of a re-increase in pectin-degraders, may translate in vivo into a prolonged fermentation, 
during which chicory root fibers are transported into the distal colon where butyrate production could 
benefit gut health. This would also explain the high levels of butyrate and other SCFAs in the fecal samples 
of our previous dried chicory root randomized-controlled in vivo trial. We were not able to demonstrate a 
uniformly strengthening effect of butyrate containing fermentation supernatants in the Ussing chamber 
using biopsies stressed with SDC, but observed donor-specific effects for overall gut integrity. However, 
high production of butyrate from the dried chicory root cubes could still benefit gut barrier integrity in 
vivo. In conclusion, dried chicory root is an intrinsic fiber product containing high amounts of inulin that 
remain encapsulated within its plant cell matrix in the upper gastrointestinal tract - this affects its 
breakdown kinetics by the human gut microbiota rationalizing a more distal fermentation and production 
of butyrate benefitting human health in vivo.

DECLARATIONS
Acknowledgments
We thank ProDigest and especially Cindy Duysburgh at ProDigest for her effort and input. We thank Henk 
Schols for his indispensable advice regarding the upper gastrointestinal digestion of dried chicory root and 
analysis of dissolved pectin and inulin, as well as Margaret Bosveld for the inulin measurements and Natalia 
Hutnik for the pectin measurements. We thank Steven Aalvink for taking the SEM pictures and the 
Wageningen Electron Microscopy Centre for making it possible to use their facilities. We thank Norbert de 
Ruijter for his advice on the visual imaging of the chicory root and Shoreh Keshtkar for her assistance with 
the light microscopy. We thank Laura Vandionant, Merlijn van Gaal and Ineke Heikamp- de Jong for 
performing and assisting with the DNA extraction, PCR and library preparation of the fermentation 
samples for gut microbiota analysis. We thank the whole Nutrition Gut Brain Axis group of Örebro 
University that made it possible to execute the Ussing chamber experiment in their facility and the human 
participants that donated their fecal microbiota as well as colonic biopsies.



Page 17 of Puhlmann et al. Microbiome Res Rep 2024;3:28 https://dx.doi.org/10.20517/mrr.2024.04 20

Authors’ contributions
Made substantial contributions to the conception and design of the study and performed data analysis and
interpretation: Puhlmann ML, van de Rakt E, Kerezoudi EN, Rangel I, Brummer RJ, Smidt H, Kaper FS, de
Vos WM
Performed data acquisition, as well as providing administrative, technical, and material support: Puhlmann
ML, van de Rakt E, Kerezoudi EN, Rangel I, Brummer RJ, Smidt H
Wrote original draft, reviewed, and edited: Puhlmann ML, de Vos WM

Availability of data and materials
Data are available in the Supplementary Materials, and 16S rRNA gene amplicon sequences are submitted to
the European Nucleotide Archive (ENA) under accession numbers PRJEB74436 and PRJEB74437.

Financial support and sponsorship
This work was partly supported by the unlimited 2008 Spinoza grant of the Netherlands Organization of
Scientific Research (NWO) to de Vos WM and a VLAG fellowship grant 2.0 2022/23 to Puhlmann ML.

Conflicts of interest
Kaper FS is the founder and CEO of WholeFiber BV and de Vos WM is scientific advisor to WholeFiber
BV. Other authors declared that there are no conflicts of interest.

Ethical approval and consent to participate
The Research Ethics Committee of Örebro University (dnr 2021-05142) approved the study using human
colonic biopsies. The study was executed conformly with the Declaration of Helsinki and written informed
consent was obtained from all subjects prior to the study.

Consent for publication
Not applicable.

Copyright
© The Author(s) 2024.

REFERENCES
Gill SK, Rossi M, Bajka B, Whelan K. Dietary fibre in gastrointestinal health and disease. Nat Rev Gastroenterol Hepatol 
2021;18:101-16.  DOI  PubMed

1.     

Joint FAO/WHO Food Standards Programme. CODEX Alimentarius (CODEX) Guidelines on Nutrition Labelling CXG 2-1985. 2021. 
Available from: https://www.fao.org/fao-who-codexalimentarius/sh-proxy/en/?lnk=1&url=https%253A%252F%252Fworkspace.fao.
org%252Fsites%252Fcodex%252FStandards%252FCXG%2B2-1985%252FCXG_002e.pdf. [Last accessed on 22 Apr 2024].

2.     

Gibson GR, Hutkins R, Sanders ME, et al. Expert consensus document: The International Scientific Association for Probiotics and 
Prebiotics (ISAPP) consensus statement on the definition and scope of prebiotics. Nat Rev Gastroenterol Hepatol 2017;14:491-502.  
DOI  PubMed

3.     

Flint HJ, Scott KP, Duncan SH, Louis P, Forano E. Microbial degradation of complex carbohydrates in the gut. Gut Microbes 
2012;3:289-306.  DOI  PubMed  PMC

4.     

Blaak EE, Canfora EE, Theis S, et al. Short chain fatty acids in human gut and metabolic health. Benef Microbes 2020;11:411-55.  
DOI  PubMed

5.     

Hamer HM, Jonkers D, Venema K, Vanhoutvin S, Troost FJ, Brummer RJ. Review article: the role of butyrate on colonic function. 
Aliment Pharmacol Ther 2008;27:104-19.  DOI  PubMed

6.     

Cantu-Jungles TM, Bulut N, Chambry E, et al. Dietary fiber hierarchical specificity: the missing link for predictable and strong shifts 
in gut bacterial communities. mBio 2021;12:e0102821.  DOI  PubMed  PMC

7.     

EFSA Panel on Dietetic Products, Nutrition and Allergies (NDA). Scientific Opinion on the substantiation of a health claim related to 
“native chicory inulin” and maintenance of normal defecation by increasing stool frequency pursuant to Article 13.5 of Regulation 
(EC) No 1924/2006. EFSA J 2015;13:3951.  DOI

8.     

EFSA Panel on Dietetic Products, Nutrition and Allergies (NDA). Scientific opinion on the substantiation of health claims related to 9.     

https://oaepublishstorage.blob.core.windows.net/articlepdfpreview202404/mrr3004-SupplementaryMaterials.pdf
https://dx.doi.org/10.1038/s41575-020-00375-4
http://www.ncbi.nlm.nih.gov/pubmed/33208922
https://www.fao.org/fao-who-codexalimentarius/sh-proxy/en/?lnk=1&url=https%253A%252F%252Fworkspace.fao.org%252Fsites%252Fcodex%252FStandards%252FCXG%2B2-1985%252FCXG_002e.pdf
https://www.fao.org/fao-who-codexalimentarius/sh-proxy/en/?lnk=1&url=https%253A%252F%252Fworkspace.fao.org%252Fsites%252Fcodex%252FStandards%252FCXG%2B2-1985%252FCXG_002e.pdf
https://dx.doi.org/10.1038/nrgastro.2017.75
http://www.ncbi.nlm.nih.gov/pubmed/28611480
https://dx.doi.org/10.4161/gmic.19897
http://www.ncbi.nlm.nih.gov/pubmed/22572875
https://www.ncbi.nlm.nih.gov/pmc/articles/PMC3463488
https://dx.doi.org/10.3920/BM2020.0057
http://www.ncbi.nlm.nih.gov/pubmed/32865024
https://dx.doi.org/10.1111/j.1365-2036.2007.03562.x
http://www.ncbi.nlm.nih.gov/pubmed/17973645
https://dx.doi.org/10.1128/mBio.01028-21
http://www.ncbi.nlm.nih.gov/pubmed/34182773
https://www.ncbi.nlm.nih.gov/pmc/articles/PMC8262931
https://dx.doi.org/10.2903/j.efsa.2015.3951


Page 18 of Puhlmann et al. Microbiome Res Rep 2024;3:28 https://dx.doi.org/10.20517/mrr.2024.0420

pectins and reduction of post-prandial glycaemic responses (ID 786), maintenance of normal blood cholesterol concentrations (ID 818) 
and increase in satiety leading to a reduction in energy intake (ID 4692) pursuant to Article 13(1) of Regulation (EC) No 1924/2006. 
EFSA J 2010;8:1747. Available from: https://efsa.onlinelibrary.wiley.com/doi/pdf/10.2903/j.efsa.2010.1747. [Last accessed on 22 Apr 
2024]
Lutter R, Teitsma-Jansen A, Floris E, et al. The dietary intake of carrot-derived rhamnogalacturonan-i accelerates and augments the 
innate immune and anti-viral interferon response to rhinovirus infection and reduces duration and severity of symptoms in humans in a 
randomized trial. Nutrients 2021;13:4395.  DOI  PubMed  PMC

10.     

Korpela K. Diet, microbiota, and metabolic health: trade-off between saccharolytic and proteolytic fermentation. Annu Rev Food Sci 
Technol 2018;9:65-84.  DOI  PubMed

11.     

So D, Gibson PR, Muir JG, Yao CK. Dietary fibres and IBS: translating functional characteristics to clinical value in the era of 
personalised medicine. Gut 2021;70:2383-94.  DOI  PubMed

12.     

Puhlmann ML, de Vos WM. Intrinsic dietary fibers and the gut microbiome: Rediscovering the benefits of the plant cell matrix for 
human health. Front Immunol 2022;13:954845.  DOI  PubMed  PMC

13.     

Augustin LSA, Aas AM, Astrup A, et al. Dietary fibre consensus from the International Carbohydrate Quality Consortium (ICQC). 
Nutrients 2020;12:2553.  DOI  PubMed  PMC

14.     

Williams BA, Grant LJ, Gidley MJ, Mikkelsen D. Gut fermentation of dietary fibres: physico-chemistry of plant cell walls and 
implications for health. Int J Mol Sci 2017;18:2203.  DOI  PubMed  PMC

15.     

Capuano E. The behavior of dietary fiber in the gastrointestinal tract determines its physiological effect. Crit Rev Food Sci Nutr 
2017;57:3543-64.  DOI  PubMed

16.     

Puhlmann ML, de Vos WM. Corrigendum: Back to the roots: revisiting the use of the fiber-rich Cichorium intybus L. Taproots. Adv
Nutr 2021;12:1598.  DOI  PubMed  PMC

17.     

Stewart ML, Slavin JL. Particle size and fraction of wheat bran influence short-chain fatty acid production in vitro. Br J Nutr 
2009;102:1404-7.  DOI  PubMed

18.     

Day L, Gomez J, Øiseth SK, Gidley MJ, Williams BA. Faster fermentation of cooked carrot cell clusters compared to cell wall 
fragments in vitro by porcine feces. J Agric Food Chem 2012;60:3282-90.  DOI  PubMed

19.     

Yao H, Flanagan BM, Williams BA, Mikkelsen D, Gidley MJ. Particle size of dietary fibre has diverse effects on in vitro gut 
fermentation rate and end-products depending on food source. Food Hydrocolloid 2023;134:108096.  DOI

20.     

Tuncil YE, Thakkar RD, Marcia ADR, Hamaker BR, Lindemann SR. Divergent short-chain fatty acid production and succession of 
colonic microbiota arise in fermentation of variously-sized wheat bran fractions. Sci Rep 2018;8:16655.  DOI  PubMed  PMC

21.     

De Paepe K, Verspreet J, Rezaei MN, et al. Modification of wheat bran particle size and tissue composition affects colonisation and 
metabolism by human faecal microbiota. Food Funct 2019;10:379-96.  DOI  PubMed

22.     

Rovalino-Córdova AM, Fogliano V, Capuano E. Effect of bean structure on microbiota utilization of plant nutrients: an in-vitro study 
using the simulator of the human intestinal microbial ecosystem (SHIME®). J Funct Foods 2020;73:104087.  DOI

23.     

Low DY, Williams BA, D’Arcy BR, Flanagan BM, Gidley MJ. In vitro fermentation of chewed mango and banana: particle size, 
starch and vascular fibre effects. Food Funct 2015;6:2464-74.  DOI  PubMed

24.     

Widaningrum, Flanagan BM, Williams BA, Sonni F, Mikkelsen D, Gidley MJ. Fruit and vegetable insoluble dietary fibre in vitro 
fermentation characteristics depend on cell wall type. Bioact Carbohydr Diet Fibre 2020;23:100223.  DOI

25.     

Solvang M, Farquharson FM, Sanhueza D, Horgan G, Russell WR, Louis P. Beyond purified dietary fibre supplements: compositional 
variation between cell wall fibre from different plants influences human faecal microbiota activity and growth in vitro. Environ 
Microbiol 2023;25:1484-504.  DOI  PubMed

26.     

Puhlmann ML, Jokela R, van Dongen KCW, et al. Dried chicory root improves bowel function, benefits intestinal microbial trophic 
chains and increases faecal and circulating short chain fatty acids in subjects at risk for type 2 diabetes. Gut Microb 2022;3:e4.  DOI

27.     

Neis EP, van Eijk HM, Lenaerts K, et al. Distal versus proximal intestinal short-chain fatty acid release in man. Gut 2019;68:764-5.  
DOI  PubMed

28.     

Canfora EE, van der Beek CM, Jocken JWE, et al. Colonic infusions of short-chain fatty acid mixtures promote energy metabolism in 
overweight/obese men: a randomized crossover trial. Sci Rep 2017;7:2360.  DOI  PubMed  PMC

29.     

Brodkorb A, Egger L, Alminger M, et al. INFOGEST static in vitro simulation of gastrointestinal food digestion. Nat Protoc 
2019;14:991-1014.  DOI  PubMed

30.     

Minekus M, Alminger M, Alvito P, et al. A standardised static in vitro digestion method suitable for food - an international consensus. 
Food Funct 2014;5:1113-24.  DOI

31.     

Thibault JF. Automated-method for the determination of pectic substances. Leb und Technol 1979;12:247-51.32.     
Ramasamy US, Gruppen H, Schols HA. Structural and water-holding characteristics of untreated and ensiled chicory root pulp. J Agric 
Food Chem 2013;61:6077-85.  DOI  PubMed

33.     

Logtenberg MJ, Akkerman R, An R, et al. Fermentation of chicory fructo-oligosaccharides and native inulin by infant fecal microbiota 
attenuates pro-inflammatory responses in immature dendritic cells in an infant-age-dependent and fructan-specific way. Mol Nutr Food 
Res 2020;64:e2000068.  DOI  PubMed  PMC

34.     

de Preter V, Vanhoutte T, Huys G, Swings J, Rutgeerts P, Verbeke K. Baseline microbiota activity and initial bifidobacteria counts 
influence responses to prebiotic dosing in healthy subjects. Aliment Pharmacol Ther 2008;27:504-13.  DOI  PubMed

35.     

Kolida S, Meyer D, Gibson GR. A double-blind placebo-controlled study to establish the bifidogenic dose of inulin in healthy humans. 36.     

https://efsa.onlinelibrary.wiley.com/doi/pdf/10.2903/j.efsa.2010.1747
https://dx.doi.org/10.3390/nu13124395
http://www.ncbi.nlm.nih.gov/pubmed/34959949
https://www.ncbi.nlm.nih.gov/pmc/articles/PMC8704532
https://dx.doi.org/10.1146/annurev-food-030117-012830
http://www.ncbi.nlm.nih.gov/pubmed/29298101
https://dx.doi.org/10.1136/gutjnl-2021-324891
http://www.ncbi.nlm.nih.gov/pubmed/34417199
https://dx.doi.org/10.3389/fimmu.2022.954845
http://www.ncbi.nlm.nih.gov/pubmed/36059540
https://www.ncbi.nlm.nih.gov/pmc/articles/PMC9434118
https://dx.doi.org/10.3390/nu12092553
http://www.ncbi.nlm.nih.gov/pubmed/32846882
https://www.ncbi.nlm.nih.gov/pmc/articles/PMC7551906
https://dx.doi.org/10.3390/ijms18102203
http://www.ncbi.nlm.nih.gov/pubmed/29053599
https://www.ncbi.nlm.nih.gov/pmc/articles/PMC5666883
https://dx.doi.org/10.1080/10408398.2016.1180501
http://www.ncbi.nlm.nih.gov/pubmed/27229126
https://dx.doi.org/10.1093/advances/nmab082
http://www.ncbi.nlm.nih.gov/pubmed/34132327
https://www.ncbi.nlm.nih.gov/pmc/articles/PMC8321837
https://dx.doi.org/10.1017/S0007114509990663
http://www.ncbi.nlm.nih.gov/pubmed/19664297
https://dx.doi.org/10.1021/jf204974s
http://www.ncbi.nlm.nih.gov/pubmed/22385330
https://dx.doi.org/10.1016/j.foodhyd.2022.108096
https://dx.doi.org/10.1038/s41598-018-34912-8
http://www.ncbi.nlm.nih.gov/pubmed/30413754
https://www.ncbi.nlm.nih.gov/pmc/articles/PMC6226458
https://dx.doi.org/10.1039/c8fo01272e
http://www.ncbi.nlm.nih.gov/pubmed/30604790
https://dx.doi.org/10.1016/j.jff.2020.104087
https://dx.doi.org/10.1039/c5fo00363f
http://www.ncbi.nlm.nih.gov/pubmed/26215214
https://dx.doi.org/10.1016/j.bcdf.2020.100223
https://dx.doi.org/10.1111/1462-2920.16368
http://www.ncbi.nlm.nih.gov/pubmed/36912501
https://dx.doi.org/10.1017/gmb.2022.4
https://dx.doi.org/10.1136/gutjnl-2018-316161
http://www.ncbi.nlm.nih.gov/pubmed/29618497
https://dx.doi.org/10.1038/s41598-017-02546-x
http://www.ncbi.nlm.nih.gov/pubmed/28539646
https://www.ncbi.nlm.nih.gov/pmc/articles/PMC5443817
https://dx.doi.org/10.1038/s41596-018-0119-1
http://www.ncbi.nlm.nih.gov/pubmed/30886367
https://dx.doi.org/10.1039/C3FO60702J
https://dx.doi.org/10.1021/jf401621h
http://www.ncbi.nlm.nih.gov/pubmed/23725019
https://dx.doi.org/10.1002/mnfr.202000068
http://www.ncbi.nlm.nih.gov/pubmed/32420676
https://www.ncbi.nlm.nih.gov/pmc/articles/PMC7378940
https://dx.doi.org/10.1111/j.1365-2036.2007.03588.x
http://www.ncbi.nlm.nih.gov/pubmed/18081736


Page 19 of Puhlmann et al. Microbiome Res Rep 2024;3:28 https://dx.doi.org/10.20517/mrr.2024.04 20

Eur J Clin Nutr 2007;61:1189-95.  DOI  PubMed
Healey G, Murphy R, Butts C, Brough L, Whelan K, Coad J. Habitual dietary fibre intake influences gut microbiota response to an 
inulin-type fructan prebiotic: a randomised, double-blind, placebo-controlled, cross-over, human intervention study. Br J Nutr 
2018;119:176-89.  DOI  PubMed

37.     

Korpela K, Flint HJ, Johnstone AM, et al. Gut microbiota signatures predict host and microbiota responses to dietary interventions in 
obese individuals. PLoS One 2014;9:e90702.  DOI  PubMed  PMC

38.     

Van den Abbeele P, Belzer C, Goossens M, et al. Butyrate-producing Clostridium cluster XIVa species specifically colonize mucins in 
an in vitro gut model. ISME J 2013;7:949-61.  DOI  PubMed  PMC

39.     

Tabat MW, Marques TM, Markgren M, Löfvendahl L, Brummer RJ, Wall R. Acute effects of butyrate on induced hyperpermeability 
and tight junction protein expression in human colonic tissues. Biomolecules 2020;10:766.  DOI  PubMed  PMC

40.     

Thomson A, Smart K, Somerville MS, et al. The Ussing chamber system for measuring intestinal permeability in health and disease. 
BMC Gastroenterol 2019;19:98.  DOI  PubMed  PMC

41.     

R Core Team. R: A language and environment for statistical computing. The R Project for Statistical Computing. Vienna, Austria.
2023. Available from: https://www.r-project.org/. [Last accessed 22 Apr 2024].

42.     

Kassambara A. rstatix: Pipe-friendly framework for basic statistical tests. R package version 0.7.2. 2023. Available from: https://cran.
r-project.org/package=rstatix. [Last accessed 22 Apr 2024].

43.     

Mair P, Wilcox R. Robust statistical methods in R using the WRS2 package. Behav Res Methods 2020;52:464-88.  DOI  PubMed44.     
Patil I. Visualizations with statistical details: the ‘ggstatsplot’ approach. JOSS 2021;6:3167.  DOI45.     
Wickham H, Chang W, Henry L, et al. ggplot2: Elegant graphics for data analysis. Springer-Verlag New York; 2016. Available from: 
https://ggplot2.tidyverse.org. [Last accessed 22 Apr 2024].

46.     

Korpela K. mare: Microbiota Analysis in R Easily. R package version 1.0. 2016. Available from: https://github.com/katrikorpela/mare. 
[Last accessed 22 Apr 2024].

47.     

Oksanen J, Simpson GL, Blanchet FG, et al. vegan: Community Ecology Package. R package version 2.6-4. 2022. Available from: 
https://cran.r-project.org/package=vegan. [Last accessed 22 Apr 2024].

48.     

Shetty SA, Zuffa S, Bui TPN, Aalvink S, Smidt H, De Vos WM. Reclassification of Eubacterium hallii as Anaerobutyricum hallii gen. 
nov., comb. nov., and description of Anaerobutyricum soehngenii sp. nov., a butyrate and propionate-producing bacterium from infant 
faeces. Int J Syst Evol Microbiol 2018;68:3741-6.  DOI  PubMed

49.     

Münch A, Ström M, Söderholm JD. Dihydroxy bile acids increase mucosal permeability and bacterial uptake in human colon biopsies. 
Scand J Gastroenterol 2007;42:1167-74.  DOI  PubMed

50.     

Raimondi F, Santoro P, Barone MV, et al. Bile acids modulate tight junction structure and barrier function of Caco-2 monolayers via 
EGFR activation. Am J Physiol Gastrointest Liver Physiol 2008;294:G906-13.  DOI  PubMed

51.     

Stenman LK, Holma R, Eggert A, Korpela R. A novel mechanism for gut barrier dysfunction by dietary fat: epithelial disruption by 
hydrophobic bile acids. Am J Physiol Gastrointest Liver Physiol 2013;304:G227-34.  DOI  PubMed

52.     

Zeng H, Safratowich BD, Cheng WH, Larson KJ, Briske-Anderson M. Deoxycholic acid modulates cell-junction gene expression and 
increases intestinal barrier dysfunction. Molecules 2022;27:723.  DOI  PubMed  PMC

53.     

Patova OA, Feltsinger LS, Kosolapova NV, Khlopin VA, Golovchenko VV. Properties of cell wall polysaccharides of raw nectarine 
fruits after treatment under conditions that modulate gastric digestion. Int J Biol Macromol 2023;245:125460.  DOI  PubMed

54.     

Patova OA, Feltsinger LS, Khramova DS, Chelpanova TI, Golovchenko VV. Effect of in vitro gastric digestion conditions on 
physicochemical properties of raw apple fruit cell wall polysaccharides. Food Hydrocolloid 2022;129:107661.  DOI

55.     

Capuano E, Pellegrini N. An integrated look at the effect of structure on nutrient bioavailability in plant foods. J Sci Food Agric 
2019;99:493-8.  DOI  PubMed

56.     

Tuncil YE, Nakatsu CH, Kazem AE, et al. Delayed utilization of some fast-fermenting soluble dietary fibers by human gut microbiota 
when presented in a mixture. J Funct Foods 2017;32:347-57.  DOI

57.     

Lu S, Flanagan BM, Williams BA, Mikkelsen D, Gidley MJ. Cell wall architecture as well as chemical composition determines 
fermentation of wheat cell walls by a faecal inoculum. Food Hydrocolloid 2020;107:105858.  DOI

58.     

Lu S, Mikkelsen D, Flanagan BM, Williams BA, Gidley MJ. Interaction of cellulose and xyloglucan influences in vitro fermentation 
outcomes. Carbohydr Polym 2021;258:117698.  DOI  PubMed

59.     

Rose DJ, Keshavarzian A, Patterson JA, Venkatachalam M, Gillevet P, Hamaker BR. Starch-entrapped microspheres extend in vitro 
fecal fermentation, increase butyrate production, and influence microbiota pattern. Mol Nutr Food Res 2009;53 Suppl 1:S121-30.  DOI  
PubMed

60.     

Wang SP, Rubio LA, Duncan SH, et al. Pivotal roles for pH, lactate, and lactate-utilizing bacteria in the stability of a human colonic 
microbial ecosystem. mSystems 2020;5:e00645-20.  DOI  PubMed  PMC

61.     

Ganda Mall JP, Casado-Bedmar M, Winberg ME, Brummer RJ, Schoultz I, Keita ÅV. A β-glucan-based dietary fiber reduces mast 
cell-induced hyperpermeability in ileum from patients with Crohn’s disease and control subjects. Inflamm Bowel Dis 2017;24:166-78.  
DOI  PubMed  PMC

62.     

Ganda Mall JP, Löfvendahl L, Lindqvist CM, Brummer RJ, Keita ÅV, Schoultz I. Differential effects of dietary fibres on colonic 
barrier function in elderly individuals with gastrointestinal symptoms. Sci Rep 2018;8:13404.  DOI  PubMed  PMC

63.     

Hamer HM, Jonkers DMAE, Bast A, et al. Butyrate modulates oxidative stress in the colonic mucosa of healthy humans. Clin Nutr 
2009;28:88-93.  DOI  PubMed

64.     

https://dx.doi.org/10.1038/sj.ejcn.1602636
http://www.ncbi.nlm.nih.gov/pubmed/17268410
https://dx.doi.org/10.1017/S0007114517003440
http://www.ncbi.nlm.nih.gov/pubmed/29307330
https://dx.doi.org/10.1371/journal.pone.0090702
http://www.ncbi.nlm.nih.gov/pubmed/24603757
https://www.ncbi.nlm.nih.gov/pmc/articles/PMC3946202
https://dx.doi.org/10.1038/ismej.2012.158
http://www.ncbi.nlm.nih.gov/pubmed/23235287
https://www.ncbi.nlm.nih.gov/pmc/articles/PMC3635240
https://dx.doi.org/10.3390/biom10050766
http://www.ncbi.nlm.nih.gov/pubmed/32422994
https://www.ncbi.nlm.nih.gov/pmc/articles/PMC7277647
https://dx.doi.org/10.1186/s12876-019-1002-4
http://www.ncbi.nlm.nih.gov/pubmed/31221083
https://www.ncbi.nlm.nih.gov/pmc/articles/PMC6585111
https://www.r-project.org/
https://cran.r-project.org/package=rstatix
https://cran.r-project.org/package=rstatix
https://dx.doi.org/10.3758/s13428-019-01246-w
http://www.ncbi.nlm.nih.gov/pubmed/31152384
https://dx.doi.org/10.21105/joss.03167
https://ggplot2.tidyverse.org
https://github.com/katrikorpela/mare
https://cran.r-project.org/package=vegan
https://dx.doi.org/10.1099/ijsem.0.003041
http://www.ncbi.nlm.nih.gov/pubmed/30351260
https://dx.doi.org/10.1080/00365520701320463
http://www.ncbi.nlm.nih.gov/pubmed/17852874
https://dx.doi.org/10.1152/ajpgi.00043.2007
http://www.ncbi.nlm.nih.gov/pubmed/18239063
https://dx.doi.org/10.1152/ajpgi.00267.2012
http://www.ncbi.nlm.nih.gov/pubmed/23203158
https://dx.doi.org/10.3390/molecules27030723
http://www.ncbi.nlm.nih.gov/pubmed/35163990
https://www.ncbi.nlm.nih.gov/pmc/articles/PMC8839472
https://dx.doi.org/10.1016/j.ijbiomac.2023.125460
http://www.ncbi.nlm.nih.gov/pubmed/37364806
https://dx.doi.org/10.1016/j.foodhyd.2022.107661
https://dx.doi.org/10.1002/jsfa.9298
http://www.ncbi.nlm.nih.gov/pubmed/30066376
https://dx.doi.org/10.1016/j.jff.2017.03.001
https://dx.doi.org/10.1016/j.foodhyd.2020.105858
https://dx.doi.org/10.1016/j.carbpol.2021.117698
http://www.ncbi.nlm.nih.gov/pubmed/33593569
https://dx.doi.org/10.1002/mnfr.200800033
http://www.ncbi.nlm.nih.gov/pubmed/18925612
https://dx.doi.org/10.1128/mSystems.00645-20
http://www.ncbi.nlm.nih.gov/pubmed/32900872
https://www.ncbi.nlm.nih.gov/pmc/articles/PMC7483512
https://dx.doi.org/10.1093/ibd/izx002
http://www.ncbi.nlm.nih.gov/pubmed/29272475
https://www.ncbi.nlm.nih.gov/pmc/articles/PMC6166688
https://dx.doi.org/10.1038/s41598-018-31492-5
http://www.ncbi.nlm.nih.gov/pubmed/30194322
https://www.ncbi.nlm.nih.gov/pmc/articles/PMC6128877
https://dx.doi.org/10.1016/j.clnu.2008.11.002
http://www.ncbi.nlm.nih.gov/pubmed/19108937


Page 20 of Puhlmann et al. Microbiome Res Rep 2024;3:28 https://dx.doi.org/10.20517/mrr.2024.0420

O’Connell Motherway M, Houston A, O’Callaghan G, et al. A Bifidobacterial pilus-associated protein promotes colonic epithelial 
proliferation. Mol Microbiol 2019;111:287-301.  DOI  PubMed

65.     

Gutierrez A, Pucket B, Engevik MA. Bifidobacterium and the intestinal mucus layer. Microbiome Res Rep 2023;2:36.  DOI  PubMed  
PMC

66.     

Isenring J, Bircher L, Geirnaert A, Lacroix C. In vitro human gut microbiota fermentation models: opportunities, challenges, and 
pitfalls. Microbiome Res Rep 2023;2:2.  DOI  PubMed  PMC

67.     

Shkoporov AN, O’Regan O, Smith L, et al. Dynamic nature of viral and bacterial communities in human faeces. iScience 
2024;27:108778.  DOI  PubMed  PMC

68.     

Poppe J, Vieira-Silva S, Raes J, Verbeke K, Falony G. Systematic optimization of fermentation conditions for in vitro fermentations 
with fecal inocula. Front Microbiol 2023;14:1198903.  DOI  PubMed  PMC

69.     

Gao Q, Li K, Zhong R, et al. Supplementing glycerol to inoculum induces changes in pH, SCFA profiles, and microbiota composition 
in in-vitro batch fermentation. Fermentation 2022;8:18.  DOI

70.     

Ács N, Holohan R, Dunne LJ, et al. Comparing in vitro faecal fermentation methods as surrogates for phage therapy application. 
Viruses 2022;14:2632.  DOI  PubMed  PMC

71.     

Gnanasekaran T, Assis Geraldo J, Ahrenkiel DW, et al. Ecological adaptation and succession of human fecal microbial communities in 
an automated in vitro fermentation system. mSystems 2021;6:e0023221.  DOI  PubMed  PMC

72.     

Long W, Xue Z, Zhang Q, et al. Differential responses of gut microbiota to the same prebiotic formula in oligotrophic and eutrophic 
batch fermentation systems. Sci Rep 2015;5:13469.  DOI  PubMed  PMC

73.     

Pirkola L, Dicksved J, Loponen J, Marklinder I, Andersson R. Fecal microbiota composition affects in vitro fermentation of rye, oat, 
and wheat bread. Sci Rep 2023;13:99.  DOI  PubMed  PMC

74.     

Louis P, Duncan SH, Sheridan PO, Walker AW, Flint HJ. Microbial lactate utilisation and the stability of the gut microbiome. Gut 
Microb 2022;3:e3.  DOI

75.     

Louis P, Flint HJ. Formation of propionate and butyrate by the human colonic microbiota. Environ Microbiol 2017;19:29-41.  DOI  
PubMed

76.     

Engels C, Ruscheweyh HJ, Beerenwinkel N, Lacroix C, Schwab C. The common gut microbe Eubacterium hallii also contributes to 
intestinal propionate formation. Front Microbiol 2016;7:713.  DOI  PubMed  PMC

77.     

Shetty SA, Kuipers B, Atashgahi S, Aalvink S, Smidt H, de Vos WM. Inter-species metabolic interactions in an in-vitro minimal 
human gut microbiome of core bacteria. NPJ Biofilms Microbiomes 2022;8:21.  DOI  PubMed  PMC

78.     

Shetty SA, Boeren S, Bui TPN, Smidt H, de Vos WM. Unravelling lactate-acetate and sugar conversion into butyrate by intestinal 
Anaerobutyricum and Anaerostipes species by comparative proteogenomics. Environ Microbiol 2020;22:4863-75.  DOI  PubMed  
PMC

79.     

https://dx.doi.org/10.1111/mmi.14155
http://www.ncbi.nlm.nih.gov/pubmed/30352131
https://dx.doi.org/10.20517/mrr.2023.37
http://www.ncbi.nlm.nih.gov/pubmed/38045921
https://www.ncbi.nlm.nih.gov/pmc/articles/PMC10688832
https://dx.doi.org/10.20517/mrr.2022.15
http://www.ncbi.nlm.nih.gov/pubmed/38045607
https://www.ncbi.nlm.nih.gov/pmc/articles/PMC10688811
https://dx.doi.org/10.1016/j.isci.2023.108778
http://www.ncbi.nlm.nih.gov/pubmed/38292428
https://www.ncbi.nlm.nih.gov/pmc/articles/PMC10825054
https://dx.doi.org/10.3389/fmicb.2023.1198903
http://www.ncbi.nlm.nih.gov/pubmed/37555071
https://www.ncbi.nlm.nih.gov/pmc/articles/PMC10404981
https://dx.doi.org/10.3390/fermentation8010018
https://dx.doi.org/10.3390/v14122632
http://www.ncbi.nlm.nih.gov/pubmed/36560636
https://www.ncbi.nlm.nih.gov/pmc/articles/PMC9786711
https://dx.doi.org/10.1128/mSystems.00232-21
http://www.ncbi.nlm.nih.gov/pubmed/34313459
https://www.ncbi.nlm.nih.gov/pmc/articles/PMC8409738
https://dx.doi.org/10.1038/srep13469
http://www.ncbi.nlm.nih.gov/pubmed/26305380
https://www.ncbi.nlm.nih.gov/pmc/articles/PMC4548253
https://dx.doi.org/10.1038/s41598-022-26847-y
http://www.ncbi.nlm.nih.gov/pubmed/36596824
https://www.ncbi.nlm.nih.gov/pmc/articles/PMC9810601
https://dx.doi.org/10.1017/gmb.2022.3
https://dx.doi.org/10.1111/1462-2920.13589
http://www.ncbi.nlm.nih.gov/pubmed/27928878
https://dx.doi.org/10.3389/fmicb.2016.00713
http://www.ncbi.nlm.nih.gov/pubmed/27242734
https://www.ncbi.nlm.nih.gov/pmc/articles/PMC4871866
https://dx.doi.org/10.1038/s41522-022-00275-2
http://www.ncbi.nlm.nih.gov/pubmed/35395818
https://www.ncbi.nlm.nih.gov/pmc/articles/PMC8993927
https://dx.doi.org/10.1111/1462-2920.15269
http://www.ncbi.nlm.nih.gov/pubmed/33001550
https://www.ncbi.nlm.nih.gov/pmc/articles/PMC7702098

