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Abstract: Composition of the gut microbiome is influenced by diet. Milk or formula 
oligosaccharides act as prebiotics, bioactives that promote the growth of beneficial gut microbes. 
The influence of prebiotics on microbial interactions is not well understood. Here we investigated 
the transformation of prebiotics by a consortium of four representative species of the infant gut 
microbiome, and how their interactions changed with dietary substrates. First, we optimized a 
culture medium resembling certain infant gut parameters. A consortium containing Bifidobacterium 
longum subsp. infantis, Bacteroides vulgatus, Escherichia coli and Lactobacillus acidophilus was grown on 
fructooligosaccharides (FOS) or 2′-fucosyllactose (2FL) in mono- or co-culture. While Bi. infantis 
and Ba. vulgatus dominated growth on 2FL, their combined growth was reduced. Besides, 
interaction coefficients indicated strong competition, especially on FOS. While FOS was rapidly 
consumed by the consortium, B. infantis was the only microbe displaying significant consumption 
of 2FL. Acid production by the consortium resembled the metabolism of microorganisms 
dominating growth in each substrate. Finally, the consortium was tested in a bioreactor, observing 
similar predominance but more pronounced acid production and substrate consumption. This 
study indicates that the chemical nature of prebiotics modulate microbial interactions in a 
consortium of infant gut species. 
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1. Introduction 

The intestinal microbiome is a complex and large community of microorganisms that reaches 
one of the highest cell densities recorded [1]. Not surprisingly the gut microbiome has a great impact 
on host health, especially regarding our metabolism and immune system [2]. The establishment and 
composition of the gut microbiome has been shown to be critical later in life, with certain diseases 
such as asthma, allergies, diabetes and obesity being linked to microbiome dysbiosis [3,4]. 

Diet is a key player in shaping the early gut microbiome. Breast milk is the gold standard in 
infant nutrition, and breastfeeding confers the infant several health benefits [5]. One of these benefits 
is the assembly of a healthy gut microbiome [6], which has been attributed to human milk 
oligosaccharides (HMO), present in large quantities in breast milk [7]. HMO are complex 
carbohydrates that transit the gastrointestinal tract and, in addition to other roles, act as prebiotics, 
selectively stimulating the growth of beneficial gut bacteria [8,9]. Certain HMO, such as 
lacto-N-tetraose and 2′-fucosyllactose (2FL; Fucα2-1Galβ1-4Glc), are remarkably abundant in breast 
milk [10]. 

Not all infants are breast-fed and infant formula, usually produced from bovine milk, is used as 
a substitute [5]. Prebiotics are common food ingredients added to infant formula. 
Fructooligosaccharides (FOS) are a mixture of linear polymers of fructose in β2-1 linkage with a 
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terminal glucose and a degree of polymerization (DP) of 3 to 6 [11]. FOS, together with inulin which 
has a higher DP, are obtained from certain plant roots such as chicory. Despite their wide use in 
foods, these prebiotics do not fully match the structural complexity of HMO. 

Breast-fed infants possess a distinct microbiome characterized by a low diversity and a 
dominance of Bifidobacterium species [12,13]. Bifidobacteria are common members of the gut 
microbiome especially in infants [14]. Their presence is normally regarded as beneficial due to their 
increased acid production. Species such as Bi. breve, Bi. bifidum and Bi. longum subsp. infantis (Bi. 
infantis) are commonly found in this environment [15,16]. These species possess the ability to utilize 
HMO, and the molecular mechanisms involved have been described for a few species [17–19]. The 
dominance of bifidobacteria is usually characterized by higher amounts of acetate in feces compared 
to formula-fed infants [8]. Acetate is associated with several health benefits including pathogen 
deflection in the gut [20]. 

The formula-fed gut microbiome is characterized by a higher microbial diversity [21], with 
higher abundances of C. difficile, B. adolescentis and certain species of Proteobacteria [22]. Less attention 
has been paid to the relevance of other species in the infant gut microbiome, such as those from 
phylum Bacteroidetes (Bacteroides thetaiotaomicron, Bacteroides vulgatus), Firmicutes (Lactobacillus spp., 
Clostridium spp.) and Proteobacteria (Escherichia coli, Enterococcus spp.) [8,21,23–25]. In particular, 
Bacteroides spp. have a wide preference for complex polysaccharides, acting as primary fermenters in 
the microbiome [26]. Their glycolytic machinery is based on polysaccharide utilization loci, and 
several Bacteroides have been shown to utilize HMO, FOS, mucin and multiple plant-derived oligo 
and polysaccharides [27–29]. Lactobacillus species are less abundant in the infant gut microbiome, 
however they are still a focus of enrichment by prebiotics such as FOS and inulin [30]. These species 
display a metabolism that targets simple sugars. Finally, E. coli and other enterobacteria are 
commensal microbes that produce certain vitamins for the host and their metabolism is also adapted 
to the utilization of simple carbohydrates [31]. 

Considering the importance of the early colonization of the gut microbiome in health, microbial 
interactions are essential for microbiome assembly. Dominant ecological interactions in the 
microbiome are competition and cooperation [32]. Interactions among gut bacteria could be 
exemplified by competitive exclusion during colonization [33], biofilm formation [34] or quorum 
sensing [35]. Cross-feeding appears to be common in gut species, where bacteria release breakdown 
products, allowing other species to grow on simpler oligosaccharides [36]. These interactions could 
also involve cross-feeding of products of metabolism such as lactate and acetate (short chain fatty 
acids or SCFA) [37,38]. All these metabolic interactions are probably dependent on the chemical 
structure of dietary glycans reaching the infant gut. 

In this work, a consortium of four representative bacteria of the infant gut microbiome was 
used to study the effect of two prebiotics on microbial interactions in the microbiome. For this, we 
first optimized a semi-defined culture medium that allowed good growth of gut microbes, 
simulating certain conditions prevalent in the infant gut. Later, the impact of FOS or 2FL on 
interactions within the consortium was evaluated, determining the abundance of each member, their 
substrate consumption and the production of major fermentation products. Finally, the consortium 
was evaluated in a pH/oxygen controlled stirred bioreactor during growth on these prebiotics. 

2. Results 

2.1. mZMB Optimization 

In order to evaluate the interactions among representative infant gut microbes, we first 
designed a culture medium that allows good simultaneous growth of representative gut bacteria, 
including some physical and chemical parameters of the infant gut. We started with ZMB-1 [39], a 
chemically defined medium that was originally optimized for the growth of lactic acid bacteria. The 
modified medium contains bile salts and mucin, adjusting pH to 5.5 [40]. Instead of single amino 
acids as a nitrogen source, we chose to include tryptone and peptone, enzymatic digests from bovine 
casein, that resemble partially degraded proteins as found in the large intestine [41]. Initial 



Int. J. Mol. Sci. 2017, 18, 2095  3 of 16 

 

concentrations of peptone and tryptone, equivalent to the total amino acid content in ZMB-1, were 
estimated to be 2.5 g·L−1 and 8.1 g·L−1 respectively. 

Later, an experimental design varying these concentrations was used to maximize growth of 
gut bacteria in this media. This initial design had two variables (tryptone and peptone), and was 
performed in three levels: absence, four and six times each variable using glucose as the carbon 
source. Figure 1 shows surface plots for Bi. infantis, Ba. vulgatus, E. coli and L. acidophilus. Tryptone 
had a greater impact increasing cell growth in all four cases, even in the absence of peptone. 
Moreover, when using six times the starting concentration of tryptone, additional peptone appeared 
to have a negative impact on growth in all cases. We then chose the lowest concentration of tryptone 
that allowed the highest growth (Figure 1) and left peptone out of this medium (Table S1). 

 

Figure 1. Surface plots of the optimization of protein concentrations in mZMB media. For the four 
bacteria in the consortium, different tryptone and peptone concentrations were assayed, and 
maximum optical density (OD630) values were obtained. (A) Bi. infantis; (B) Ba. vulgatus; (C) E. coli; 
(D) L. acidophilus. 

2.2. Abundance in Co-Culture Experiments 

The same consortium of species mentioned above ((Bi. infantis (Bi); Ba. vulgatus (Bv); E. coli (Ec) 
and L. acidophilus (La)) was studied for interactions in two prebiotics. Briefly, bacteria were cultured 
in mono or paired cultures in mZMB, supplemented with 1% of either 2FL or FOS (Figure S1). 
Experiments were run for 48 h and samples were obtained every 12 h. An experiment containing all 
four bacteria on each carbon source was also included. Microbial abundance was determined by qPCR 
(Figures S2 and S3). 

To determine the actual contribution of a species in a co-culture, we added cell counts of both 
members in a combination (100%) and determined the relative proportion of each bacterium 
(Figures 2 and 3). On 2FL, Bi. infantis and Ba. vulgatus appeared to dominate the fermentations over 
E. coli and L. acidophilus (Figure 2). While Bi. infantis appeared to outcompete Ba. vulgatus at the end of 
their co-culture, growth of the whole consortium was dominated by Ba. vulgatus followed by Bi. infantis. 
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Figure 2. Bacterial abundance in co-culture experiments using 2′-fucosyllactose (2FL). Co-cultures of 
Bi (Bi. infantis), Ba (Ba. vulgatus), Ec (E. coli) and La (L. acidophilus) were grown as shown in the 
legend. Cell copy numbers were determined every 12 h. Percentages represent the proportion of the 
cell copies for each bacterium in each combination. 

Interestingly, L. acidophilus largely dominated all combinations during combined growth on 
FOS. This is remarkable since Bi. infantis and Ba. vulgatus are also capable of growing using FOS as 
the sole carbon source (Figure S2). After L. acidophilus, Bi. infantis outcompeted Ba. vulgatus and E. coli 
(Figure 3). 
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Figure 3. Bacterial abundance in co-culture experiments using fructooligosaccharides (FOS). 
Co-cultures of Bi (Bi. infantis), Ba (Ba. vulgatus), Ec (E. coli) and La (L. acidophilus) were grown as 
shown in the legend. Cell copy numbers were determined every 12 h. Percentages represent the 
proportion of the cell copies for each bacterium in each combination. 

To evaluate the impact of the presence of one bacterium on another’s growth, we determined 
two parameters. First, we calculated the ratio of the maximum cell copy number of one species in 
co-culture over the maximum cell number of the same species in monoculture (Figure 4A,C). In 
addition, we obtained the ratio of growth rate of any bacterium in co-culture, to the growth rate of 
the same bacterium in mono-culture (Table S3). The effect of one bacterium on another’s growth rate 
is proportional to the interaction coefficients of the Lotka-Volterra equation [42], and these values 
(Table S3) are pictured in Figure 4B,D. 
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Figure 4. Interactions among members of the consortium. (A,C) Effect of microbes in the first row on 
the maximum growth of microbes in the first column. This was calculated for data on growth on 2FL 
(A) or FOS (C). A value of 1 means no effect, and legend indicate this normalized ratio; (B,D) effect of 
bacteria in the consortium on the growth rate of one microbe, in 2FL (B) or FOS (D). Arrows indicate 
the direction of this effect. Red indicates a negative effect on growth rate (competition), and green 
indicate a positive value (cooperation). Width of arrows are proportional to the calculated effect 
(shown in Table S4). 

Maximum growth of both Bi. infantis and Ba. vulgatus was reduced several fold in their 
combination on 2FL (Figure 4A). Additionally, growth rate of Ba. vulgatus appeared slower in 
presence of Bi. infantis (Figure 4B). Similarly, Bi. infantis and L. acidophilus reduced the growth of E. 
coli on 2FL. Finally, L. acidophilus reduced several fold E. coli maximum growth and its growth rate in 
2FL (Figure 4A). In general, all bacteria showed higher growth rates in presence of the complete 
consortium (Table S3). 

Interactions on FOS appeared to be stronger and more negative (Figure 4C,D). Maximum 
growth of Bi. infantis and Ba. vulgatus was smaller in their co-culture on this substrate. Moreover, 
growth of Bi. infantis and Ba. vulgatus in FOS appeared to be reduced several fold in the presence of 
L. acidophilus or the whole consortium (Figure 4D). This was also shown by a reduction in growth 
rate in these co-cultures. Two important positive interactions were observed in FOS co-cultures: E. 
coli displayed an increased growth in the presence of Ba. vulgatus, and L. acidophilus appeared to 
increase E. coli growth rate. These results suggest that E. coli benefits from the activities of the other 
microbes, without altering the growth of other bacteria (Figure 4). 

2.3. Effect of Co-Culture on Prebiotic Consumption 

To determine if the observed growth and interactions observed are related to substrate 
consumption, total carbohydrate consumption was determined (Figure 5). As expected from 
abundance data, Bi. infantis in monoculture or its co-cultures displayed full consumption of 2FL. 
Co-culture of the four species on 2FL also displayed a fast consumption (Figure 5A). Interestingly, 
Ba. vulgatus in monoculture or its combinations displayed a poor consumption of 2FL, less than 50%. 
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When evaluating protein concentration, we found that co-cultures of Ba. vulgatus and E. coli display 
an important depletion of proteins (Table S4), suggesting that their increase in cell counts is in part 
due to protein fermentation. 

 
Figure 5. Consumption of 2FL (A) or FOS (B) in mono or co-culture. Values were calculated using the 
phenol-sulphuric method and expressed as percentage consumption relative to initial concentration. 
Bi: Bi. infantis; Bv: Ba. vulgatus; Ec: E. coli; La: L. acidophilus. 

Consumption of FOS was more pronounced than 2FL, with several combinations of L. 
acidophilus and Bi. infantis reaching full consumption at 12–24 h (Figure 5B). Protein utilization was 
not majorly observed during FOS consumption (Table S4). 

2.4. Production of Short Chain Fatty Acids (SCFA) in Co-Cultures 

We later quantified the production of acetate and lactate, major fermentation products in the 
consortium, after 48 h in mono and co-culture in both prebiotics (Figure 6). In general, acid 
production was higher during growth on FOS than 2FL, and co-cultures of the four bacteria did not 
necessarily produce more acid than mono or co-cultures (Figure 6). 

 
Figure 6. Acetate and lactate production during growth in 2FL (A,B) or FOS (C,D). Data was 
obtained for mono and co-cultures of Bi (Bi. infantis), Bv (Ba. vulgatus), Ec (E. coli) and La (L. 
acidophilus). The acids were quantified from bacterial supernatants every 12 h of incubation and 
expressed in mM. 
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On 2FL, mono and co-cultures of Bi. infantis produced more acetate and lactate, in concordance 
with the ability Bi. infantis of fermenting this HMO (Figure 6A,B). Interestingly, the complete 
consortium produced less acetate or lactate compared to combinations BiEc or BiLa. While Ba. 
vulgatus appeared to dominate 2FL growth (Figure 2), its production of acetate or lactate was scarce 
and it is possible that other fermentation products are being produced by this bacterium (Figure 6A,B). 

Acetate production during growth on FOS was more pronounced in cultures BiEc, BiBv and Bi 
(Figure 6C). Interestingly, acetate was less abundant in L. acidophilus combinations including BiLa, 
which is consistent with a higher abundance of L. acidophilus compared to Bi. infantis. In order with 
this observation, lactate was produced at high concentrations in L. acidophilus mono or co-cultures 
(Figure 6D). Single growth of Ba. vulgatus on FOS also resulted in high concentrations of lactate, 
much more compared to growth on 2FL (Figure 6D). Moreover, this increased production of lactate 
by Ba. vulgatus was not observed in the presence of E. coli or Bi. infantis. 

2.5. Validation in Bioreactor 

The four-species consortium was finally cultured in an anaerobic bioreactor. This set-up more 
optimal culture conditions, including agitation and fixed pH at 5.5. In this bioreactor, biomass values 
reached an OD630 over 7 (2FL) or 10 (FOS) in 24 h (Figure 7). Both substrates were completely 
consumed at the end of the fermentations. Interestingly acetate was produced before lactate by the 
consortium (Figure 7B). However, the amount of acetate and lactate was lower compared to the 
microplate assay, probably due to the fixed pH used in the bioreactor. Acetate and lactate 
production correlates with the predominance of Bi. infantis in the consortium, which reached up to 
90% of total gene counts in the consortium in the bioreactor (Figure 7C). 

Growth of the consortium in FOS led to an increased production of lactate, which is in order 
with a predominance of L. acidophilus under these conditions (Figure 7E,F). Similar to the above 
assays, Ba. vulgatus does not seem competitive in FOS utilization in the presence of other species 
such as Bi. infantis and L. acidophilus. 

 
Figure 7. Batch cultures of the consortium in 2FL or FOS. Results represent the average of two 24 h 
fermentations. (A,D) Total biomass production (blue) and substrate consumption (red) during 
growth in 2FL or FOS respectively. Error bars indicate the standard error mean; (B,E) acetate (blue) 
and lactate (red) production in the fermentations using either 2FL or FOS; (C,F) relative abundance of 
each member of the consortium during growth in 2FL (C) or FOS (F). Red: L. acidophilus; green: E. coli; 
purple: Ba. vulgatus; blue: Bi. infantis.  
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3. Discussion 

Several studies regarding the utilization of prebiotics by gut microbes have been performed 
using single strains or fecal samples using batch systems [37,43–46]. However, it is likely that gut 
microbes deploy complex mechanisms for targeting dietary substrates, which could include 
competition or cooperation. Therefore, microbial utilization of prebiotics is probably dependent on 
microbial interactions. In this study we used a simplified consortium of infant gut microbes [24], to 
evaluate the effect of two oligosaccharides on the microbial interactions of this consortium. 

To better address interactions in this environment, it is important to recapitulate the conditions 
prevalent in the infant gut. The culture medium mZMB favored the growth of gut bacteria in a more 
acidic environment and in the presence of mucin and bile salts, important modulators of the gut 
microbiome. The optimal medium concentration for the microorganisms tested contained tryptone, 
a digest from milk casein, which provides partially degraded peptides. This is important to consider 
since the luminal colon does not contain single amino acids [41]. 

The behavior of the consortium in the presence of 2FL or FOS could be comparable to in vivo 
studies, where milk oligosaccharides support a predominance of bifidobacteria, while formula 
feeding results in a more diverse microbiome [8,23]. 2FL is one of the most abundant HMO in breast 
milk, and it has been shown to modulate microbiome composition and fecal metabolic profiles 
[8,18]. Bi. infantis dominated growth on 2FL, and its combinations completely utilized this substrate 
and produced high amounts of acetate and lactate, which is expected from Bi. infantis metabolic 
activity. We observed that Bi. infantis also limited Ba. vulgatus growth in their combined culture, 
decreasing its maximum growth and growth rate. In the presence of Bi. infantis, Ba. vulgatus 
appeared to minimally consume 2FL. The growth of this strain in vitro in HMO has been shown not 
to be vigorous [47], and while its genome sequence contains a fucosidase gene, it appears to lack 
certain fucose metabolism enzymes [48]. Ba. vulgatus also caused an important decrease in tryptone 
in the media. In order with this, Ba. vulgatus produced small amounts of acetate and lactate, 
suggesting that its metabolism could be releasing other products into the media. 

The interactions within the consortium were more pronounced during growth on FOS. This is 
probably a reflection of the ability of all members to consume the substrate or its breakdown 
products. Fructose utilization is common among gut bacteria, and several bacteria can feed on FOS 
[30]. In our system, all species except E. coli were able to consume this substrate. L. acidophilus 
dominated FOS utilization [49], limiting several-fold the growth of Bi. infantis and Ba. vulgatus, 
which in monoculture consumed the substrate. Growth rate in monoculture could be a good 
predictor of predominance in our system, since bacteria with higher growth rates on a substrate 
predominate over other microbes with lower growth rates (Table S3, Figures 2 and 3). However, 
there are several interactions not related to this observation. For example, Ba. vulgatus stimulates 
growth of L. acidophilus several-fold during 2FL utilization, and Ba. vulgatus also stimulates growth 
of E. coli during FOS consumption (Figure 4). 

It is likely that some of these interactions are mediated by cross-feeding. Mechanistically, 
certain Bacteroides species release simple monosaccharides to the lumen after polysaccharide 
breakdown [50,51]. In turn, these carbohydrates could be utilized by other microbes [52]. In our case, 
we hypothesized that Ba. vulgatus could release lactose and fucose to the media, or fructose, during 
growth on 2FL or FOS respectively. In addition, in some cases acetate and lactate produced by Bi. 
infantis and L. acidophilus could be used by Ba. vulgatus or E. coli. This could explain in part the higher 
Ba. vulgatus and E. coli cell counts in 2FL without being strong 2FL consumers. 

An important interaction was observed during FOS consumption, where Ba. vulgatus and Bi. 
infantis. infantis displayed a strong competition. Certain co-culture studies indicate a negative effect 
of Bi. longum on Ba. thetaiotaomicron, with the latter expanding its metabolic capabilities to utilize 
other substrates [53]. Some Bacteroides can release antimicrobial proteins against other members in 
this genus [54], and Ba. ovatus enhances the growth of Ba. vulgatus through metabolic sharing [55]. A 
suppressive effect from Bi. infantis has been previously reported on Ba. vulgatus [56]. In this study, 
their interaction altered their FOS consumption profiles, which were more reduced for Bi. infantis in 
co-culture, and also limited the amount of acetate produced in co-culture BiBv. Which molecules or 
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mechanisms are mediating these interactions is not clear. An additional factor probably limiting Ba. 
vulgatus growth is pH, considering that in general Bacteroides species are more sensitive to pH drops [57]. 

4. Materials and Methods 

4.1. Bacteria and Media 

Strains used in this study were obtained from the UC Davis Viticulture & Enology Culture 
Collection (Bifidobacterium longum subsp. infantis ATCC 15697, Lactobacillus acidophilus ATCC 4356, 
Escherichia coli K12), and the American Type Culture Collection (Bacteroides vulgatus ATCC 8482; 
Manassas, VA, USA). For routine experiments, bifidobacteria were grown on de 
Mann-Rogose-Sharp (MRS) broth supplemented with 0.05% w/v L-cysteine (Loba Chemie, 
Maharashtra, India) and incubated for 48 h at 37 °C in an anaerobic jar (Anaerocult, Merck, 
Darmstadt, Germany) with anaerobic packs (Gaspak EM, Becton-Dickinson, Franklin Lakes, NJ, 
USA). Lactobacilli were grown under the same conditions but without L-cysteine. Bacteroides strains 
were grown anaerobically using Reinforced Clostridium Medium (Becton-Dickinson) supplemented 
with 1 g·L−1 L-cysteine. All media were pre-reduced in an anaerobic jar overnight before inoculation. 
E. coli was routinely grown on Standards Methods Broth (Becton-Dickinson). Prior to each assay all 
bacteria were subcultured twice. All chemicals were acquired from Merck, Sigma or Calbiochem. 

4.2. Adaptation and Optimization of mZMB 

We started from a chemically defined media, ZMB-1 [39], which has been used to culture lactic 
acid bacteria and gut microbes [47,58]. This medium contains 22 major groups. From the original 
composition, acetate potassium, Tween 80 and MOPS were not included, and pH was adjusted to 
5.5. Groups containing single amino acids were excluded, and replaced by an equivalent amount of 
tryptone and peptone (Becton-Dickinson). This amount was estimated based on the amino acid 
composition of tryptone and peptone (Becton-Dickinson), and by minimizing the lineal combination 
of these components to match ZMB-1 amino acid composition, using the tool Solver in Excel and 
Equation (1). min, ( × + × ) ≥ 1  (1) 

To optimize protein content of the final medium to allow high bacterial growth we sought to 
find the minimum values of the variables of tryptone and peptone (a = 2.5 and b = 8.1 g·L−1 
respectively), and experiments were prepared in their absence, or with 4 or 6 times the initial 
concentrations. These experiments contained 2% glucose as the carbon source. Fixed groups and 
glucose were filtered separately, and tryptone and peptone were autoclaved and mixed with the 
other components under sterile conditions. Finally, culture medium with varying amounts of 
protein sources were aliquoted in 96-well plates, and inoculated with 2% of a fresh culture of either 
Bi. infantis, Ba. vulgatus, E. coli or L. acidophilus. To prevent evaporation, wells were covered with 
sterile mineral oil. Plates were incubated anaerobically at 37 °C for 72 h in anaerobic jars, and final 
optical density (OD) at 630 nm was determined in a microplate reader (Tecan Trading AG, Mod. 
Infinite M200 PRO, Männedorf, Switzerland). Maximum OD values were used in a surface response 
analysis using Minitab 17 Statistical Software. 

Negative controls with no carbon source and without bacteria were included, as well as a 
positive control using rich growth medium for every microorganism as described above. Bacteria 
were inoculated as described and incubations were carried out at 37 °C in a microplate reader inside 
an anaerobic chamber with periodic injection of pure nitrogen. Oxygen levels were kept under 0.1% 
in the chamber and cell growth was monitored every 30 min by reading optical density at 630 nm. 
Each measurement was preceded by 10 s shaking at maximum speed. Two biological replicates and 
three technical replicates were included for each species.  
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4.3. Co-Culture Experiments 

The optimized formulation of mZMB (Table S1) was supplemented with either 1% FOS 
(Raftilose Synergy 1, Orafti, Malvern, PA, USA) or 1% 2FL (Jennewein Biotechnologie, 
Rheinbreitbach, Germany). FOS used displayed a chain length of 3–7, as observed in thin layer 
chromatography plates. The following bacterial combinations were inoculated: single cultures of Bi. 
infantis (Bi), Ba. vulgatus (Bv), E. coli (Ec) and L. acidophilus (La); and co-cultures BiBv, BiEc, BiLa, 
BvEc, BvLa and EcLa. An experiment with all four bacteria (BiBvEcLa) and a negative control with 
no bacteria were also included. Overnight cultures of each microorganism were washed in sterile 
and reduced mZMB, and diluted in the same medium in order to obtain a similar OD for each 
bacteria at the start of the experiment. 1 mL of each diluted culture was used to inoculate 10 mL of 
mZMB containing either FOS or 2FL. This experiment was performed in duplicate. Volumes of 200 
μL of inoculated mZMB were aliquoted in 96 well sterile microplates, covered with 30 μL of sterile 
mineral oil, and incubated anaerobically at 37 °C for either 12, 24, 36 or 48 h. Samples were recovered 
from the microplates at those times and centrifuged at 12,000× g for 2 min. Pellets and supernatants 
were stored at −20 °C until use. 

4.4. Batch Bioreactor Co-Cultures 

A 250 mL bioreactor (Mini-bio Applikon Biotechnology, JG Delft, The Netherlands) was used 
for culturing the four-species consortium. The bioreactor was set to 100 rpm agitation, 37 °C and pH 
was set at 5.5 with automatic injection of 3N HCl or 3N NaOH. Pure N2 was automatically injected 
when O2 concentration measured was above 1 ppm. Culture medium used was mZMB, prepared as 
described above, and supplemented with either 1% FOS or 1% 2FL. Each substrate was tested in two 
independent replicates. Under sterile conditions, every microorganism was inoculated to an initial 
OD630 of 0.05. Foam was controlled using polydimethylsiloxane base (Winkler, Santiago, Chile). 2 
mL from the bioreactor were sampled every 2 h (up to 24 h) and centrifuged at 4000× g for 5 min. 
Supernatants were stored at −20 °C for carbohydrate and acid analysis. Pellets were stored for DNA 
extraction, which was later quantified and diluted to 10 ng/μL for qPCR assays as described above 
(AriaMx Realtime PCR System, Agilent Technologies, Santa Clara, CA, USA). 

4.5. DNA Extraction 

Total DNA was extracted from cell pellets using a modified version of a phenol chloroform 
isoamyl protocol [59]. The protocol is optimized to isolate DNA from Gram+ and Gram− bacteria. 
Briefly, pellets were resuspended in NaCl–TRIS–EDTA buffer (200mM NaCl, 200 mM TRIS and 20 
mM EDTA) with 0.4 mg of lysozyme (Amresco, Toronto, Canada). Resuspended cells were 
incubated for 30 min at 37 °C. The suspension was transferred into tubes with 0.4 mL of 
phenol:chloroform:isoamilic-alcohol 25:24:1 (pH 8) and sodium dodecyl sulphate 3% in addition to 
0.1 μL of sterile acid-washed glass beads (Sigma, St. Louis, MO, USA). Cells were disrupted for  
5 min using a Disruptor Genie (Scientific Industries, Bohemia, NY, USA) and centrifuged for phase 
separation. Supernatants were transferred into tubes with 0.4 mL of chloroform:isoamilic-alcohol 
24:1 pH 8 and centrifuged for phase separation. Supernatants were incubated overnight at −20 °C 
with 1 volume of isopropanol and 0.1 volume of sodium acetate 3 M. Precipitated DNA was pelleted 
by centrifugation, washed with cold ethanol twice and dried at 37 °C for ethanol evaporation. DNA 
was resuspended with Nuclease-free water (IDT, Coralville, IA, USA) and quantified using a 
NanoQuant Plate in a Tecan Infinite microplate reader (Tecan Trading AG).  
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4.6. Quantification of Bacterial Abundance by qPCR 

Extracted DNA was diluted to 10 ng·μL−1, and used in qPCR reactions using 0.2 μM of the 
following primers [60]: for Ba. vulgatus, Bacteroidetes primer F (5′-GGTGTCGGCTTAAGTGCCAT-3′) 
and Bacteroidetes primer R (5′-CGGACGTAAGGGCCGTGC-3′); for L. acidophilus, LACTO_F 
(5′-TGGAAACAGRTGCTAATACCG-3′) and LACTO_R (5′-GTCCATTGTGGAAGATTCCC-3′); for 
Bi. infantis, BINF_17219F (5′-AGGTTACTTCGACGCCTTCT-3′) and BINF_17219R 
(5′-AGGTATTCGGTGACCAGCTT-3′), targeting a carbohydrate ABC transporter substrate-binding 
protein; and for E. coli, 0.1 μM of the following primers: Eco1457F 
(5′-CATTGACGTTACCCGCAGAAGAAG) and Eco1652R (5′-CTCTACGAGACTCAAGCTTGC-3′). 
qPCR reactions were performed using the qPCR SensiFAST SYBR No-ROX kit (Bioline, London, UK) 
in MicroAmp Fast Optical plates (Applied Biosystems, Foster City, CA, USA), and using an AriaMx 
Realtime PCR System machine (Agilent Technologies). Reactions were carried out with an initial 
cycle for polymerase activation for 2 min at 50 °C and 2 min at 95 °C, followed by 40 cycles of 3 s at 
95 °C, 10 s at 62 °C and 20 s at 72 °C. Absolute quantification was performed including a standard 
curve using DNA from a pure culture of each species, with dilutions starting from 10 ng·μL−1 to 0.1 
pg·μL−1. To convert quantified bacterial DNA amounts into genome copy numbers, the following 
equation was used. Genome sizes and rRNA copy numbers are indicated in Table S2. 	 / = 	 °	( ) × ( / ) × 16 	 	( ) × 660( ) 	 (2) 

Cell copies for each microbe during the co-culture experiments were added and the percentage of 
each microbe in each co-culture was determined as: 	 = + 	 × 100	 (3) 

Data represent the averages of two biological duplicates and three technical replicates. 

4.7. Substrate Consumption 

Total carbohydrate concentration in supernatants from all experiments was assayed using the 
microplate assay phenol-sulphuric acid method [61]. Briefly, 30 μL of a sample, previously diluted 
with distilled water to 1:20 for 2-FL and 1:125 for FOS, were loaded into the wells of a 96-well 
microplate (Corning Incorporated, Corning, NY, USA). 100 μL of sulfuric acid 98% and 20 μL of 
phenol 5% were added to the samples, and microplates were incubated for 5 min at 90 °C into a 
thermostatic water cabinet (Quimis, Diadema, Brazil). The microplate was cooled in ice-water for 5 
min. Absorbance at 490 nm was measured using a Tecan Infinite microplate reader (Tecan Trading 
AG) and compared to a standard curve using the same substrate. Total consumption was calculated 
as percentage relative to time 0. Data was expressed as oligosaccharide consumption 
(100%—%relative carbohydrate concentration left). 

Protein concentration in supernatant was estimated by the Bradford assay, using the Bio-Rad 
Protein Assay Dye (Bio-Rad, Hercules, CA, USA). 10 μL of sample were added and absorbance was 
measured at 595 nm in a Tecan Infinite microplate reader (Tecan Trading AG). Protein concentration 
was estimated using the observance value obtained, contrasted against a standard curve made with 
dilutions of Bovine Serum Albumin starting from 1 to 0.1 mg·mL−1. Protein concentrations were 
expressed as a percentage relative to the initial amounts. 

4.8. SCFA Quantification 

Acetate and lactate production in supernatants were measured by HPLC using a Lachrom 
L-700 HPLC system (Hitachi, Tokyo, Japan), equipped with a Diode Array and Refractive Index 
detectors (Hitachi), as previously described [62]. Supernatants corresponding to the same biological 
duplicate were pooled in one sample. Organic molecules were separated using an Aminex HPX-87H 
ion exchange carbohydrate-organic acid column (Bio-Rad), with a flux of 0.45 mL/min of H2SO4  
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5 mM with an oven temperature of 35 °C. Samples were quantified using a standard curve made 
with dilutions of L-(+)-Lactic acid (Sigma) and sodium acetate (Sigma) starting from 30 to 0.07 g·L−1. 

5. Conclusions 

In conclusion, in this study we have designed a culture medium that, resembling better infant 
gut conditions, was used to study microbial interactions in a consortium of the infant gut 
microbiome. These interactions were mostly competitive, and affected bacterial abundance, 
prebiotic consumption and SCFA production. Obtaining different microbial interactions within the 
same consortium of species using either 2FL or FOS suggests that the chemical nature of a prebiotic 
influences which microbial interactions will be predominant. Moreover, the interactions observed 
are complex and are not necessarily representative of bacterial single growth. 

Supplementary Materials: Supplementary materials can be found at www.mdpi.com/1422-0067/18/10/2095/s1. 

Acknowledgments: We thank Ignacio Vargas, Eduardo Agosin, Santiago Ruiz-Moyano and Rolando Rebolledo 
for the support with equipments and methods. We thank Martin Gotteland, Patricia García and Jae Han Kim for 
providing materials for this study. We also thank David Mills and Lucy Joseph for access to V&E Culture 
Collection. This work was funded by Fondecyt de Iniciacion 11130518, Fondecyt de Postdoctorado 3160525, 
3170609, VRI Interdisciplina UC 10/2013 and SeedFund COL 201603. 

Author Contributions: Daniel A. Medina and Francisco Pinto conceived and designed the experiments; Daniel 
A. Medina, Francisco Pinto, Aline Ovalle, Pamela Thomson performed the experiments; Daniel A. Medina and 
Daniel Garrido analyzed the data; Daniel Garrido contributed reagents/materials/analysis tools; Daniel Garrido 
wrote the paper. 

Conflicts of Interest: The authors declare no conflict of interest. 

References 

1. Sender, R.; Fuchs, S.; Milo, R. Revised estimates for the number of human and bacteria cells in the body. 
PLoS Biol. 2016, 14, doi:10.1371/journal.pbio.1002533. 

2. Boulangé, C.L.; Neves, A.L.; Chilloux, J.; Nicholson, J.K.; Dumas, M.-E. Impact of the gut microbiota on 
inflammation, obesity, and metabolic disease. Genome Med. 2016, 8, 1–12. 

3. Tamburini, S.; Shen, N.; Wu, H.C.; Clemente, J.C. The microbiome in early life: Implications for health 
outcomes. Nat. Med. 2016, 22, 713–722. 

4. Sevelsted, A.; Stokholm, J.; Bønnelykke, K.; Bisgaard, H. Cesarean section and chronic immune disorders. 
Pediatrics 2015, 135, e92–e98. 

5. Martin, C.; Ling, P.-R.; Blackburn, G. Review of infant feeding: Key features of breast milk and infant 
formula. Nutrients 2016, 8, 279, doi:10.3390/nu8050279. 

6. Castanys-Muñoz, E.; Martin, M.J.; Vazquez, E. Building a beneficial microbiome from birth. Adv. Nutr. Int. 
Rev. J. 2016, 7, 323–330. 

7. Smilowitz, J.T.; Lebrilla, C.B.; Mills, D.A.; German, J.B.; Freeman, S.L. Breast milk oligosaccharides: 
Structure-function relationships in the neonate. Annu. Rev. Nutr. 2014, 34, 143–169. 

8. Matsuki, T.; Yahagi, K.; Mori, H.; Matsumoto, H.; Hara, T.; Tajima, S.; Ogawa, E.; Kodama, H.; Yamamoto, 
K.; Yamada, T.; et al. A key genetic factor for fucosyllactose utilization affects infant gut microbiota 
development. Nat. Commun. 2016, 7, doi:10.1038/ncomms11939. 

9. Davis, J.C.C.; Totten, S.M.; Huang, J.O.; Nagshbandi, S.; Kirmiz, N.; Garrido, D.A.; Lewis, Z.T.; Wu, L.D.; 
Smilowitz, J.T.; German, J.B.; et al. Identification of oligosaccharides in feces of breast-fed infants and their 
correlation with the gut microbial community. Mol. Cell. Proteom. 2016, 15, 2987–3002. 

10. Smilowitz, J.T.; O’Sullivan, A.; Barile, D.; German, J.B.; Lönnerdal, B.; Slupsky, C.M. The Human milk 
metabolome reveals diverse oligosaccharide profiles. J. Nutr. 2013, 143, 1709–1718. 

11. Roberfroid, M.; Gibson, G.R.; Hoyles, L.; McCartney, A.L.; Rastall, R.; Rowland, I.; Wolvers, D.; Watzl, B.; 
Szajewska, H.; Stahl, B.; et al. Prebiotic effects: Metabolic and health benefits. Br. J. Nutr. 2010, 104, S1–S63. 

12. Lin, A.; Bik, E.M.; Costello, E.K.; Dethlefsen, L.; Haque, R.; Relman, D.A.; Singh, U. Distinct distal gut 
microbiome diversity and composition in healthy children from bangladesh and the United States. PLoS 
ONE 2013, 8, doi:10.1186/2049-2618-2-38. 



Int. J. Mol. Sci. 2017, 18, 2095  14 of 16 

 

13. Roger, L.C.; Costabile, A.; Holland, D.T.; Hoyles, L.; McCartney, A.L. Examination of faecal Bifidobacterium 
populations in breast- and formula-fed infants during the first 18 months of life. Microbiology 2010, 156 Pt 
11, 3329–3341. 

14. Yatsunenko, T.; Rey, F.E.; Manary, M.J.; Trehan, I.; Dominguez-Bello, M.G.; Contreras, M.; Magris, M.; 
Hidalgo, G.; Baldassano, R.N.; Anokhin, A.P.; et al. Human gut microbiome viewed across age and 
geography. Nature 2012, 486, 222–227. 

15. Turroni, F.; Peano, C.; Pass, D.A.; Foroni, E.; Severgnini, M.; Claesson, M.J.; Kerr, C.; Hourihane, J.; 
Murray, D.; Fuligni, F.; et al. Diversity of bifidobacteria within the infant gut microbiota. PLoS ONE 2012, 
7, doi:10.1371/journal.pone.0036957. 

16. Lewis, Z.T.; Totten, S.M.; Smilowitz, J.T.; Popovic, M.; Parker, E.; Lemay, D.G.; van Tassell, M.L.; Miller, 
M.J.; Jin, Y.-S.; German, J.B.; et al. Maternal fucosyltransferase 2 status affects the gut bifidobacterial 
communities of breastfed infants. Microbiome 2015, 3, 1–21. 

17. Garrido, D.; Dallas, D.C.; Mills, D.A. Consumption of human milk glycoconjugates by infant-associated 
bifidobacteria: Mechanisms and implications. Microbiology 2013, 159 Pt 4, 649–664. 

18. Garrido, D.; Ruiz-Moyano, S.; Lemay, D.G.; Sela, D.A.; German, J.B.; Mills, D.A. Comparative 
transcriptomics reveals key differences in the response to milk oligosaccharides of infant gut-associated 
bifidobacteria. Sci. Rep. 2015, 5, doi:10.1038/srep13517. 

19. Ruiz-Moyano, S.; Totten, S.M.; Garrido, D.A.; Smilowitz, J.T.; German, J.B.; Lebrilla, C.B.; Mills, D.A. 
Variation in consumption of human milk oligosaccharides by infant gut-associated strains of 
Bifidobacterium breve. Appl. Environ. Microbiol. 2013, 79, 6040–6049. 

20. Fukuda, S.; Toh, H.; Hase, K.; Oshima, K.; Nakanishi, Y.; Yoshimura, K.; Tobe, T.; Clarke, J.M.; Topping, 
D.L.; Suzuki, T.; et al. Bifidobacteria can protect from enteropathogenic infection through production of 
acetate. Nature 2011, 469, 543–547. 

21. Bäckhed, F.; Roswall, J.; Peng, Y.; Feng, Q.; Jia, H.; Kovatcheva-Datchary, P.; Li, Y.; Xia, Y.; Xie, H.; Zhong, 
H.; et al. Dynamics and stabilization of the human gut microbiome during the first year of life. Cell Host 
Microbe 2014, 17, 690–703. 

22. Azad, M.B.; Konya, T.; Maughan, H.; Guttman, D.S.; Field, C.J.; Chari, R.S.; Sears, M.R.; Becker, A.B.; Scott, 
J.A.; Kozyrskyj, A.L. Gut microbiota of healthy Canadian infants: Profiles by mode of delivery and infant 
diet at 4 months. Can. Med. Assoc. J. 2013, 185, 385–394. 

23. Guaraldi, F.; Salvatori, G. Effect of breast and formula feeding on gut microbiota shaping in newborns. 
Front. Cell. Infect. Microbiol. 2012, 2, doi:10.3389/fcimb.2012.00094. 

24. Qin, J.; Li, R.; Raes, J.; Arumugam, M.; Burgdorf, K.S.; Manichanh, C.; Nielsen, T.; Pons, N.; Levenez, F.; 
Yamada, T.; et al. A human gut microbial gene catalogue established by metagenomic sequencing. Nature 
2010, 464, 59–65. 

25. Martin, R.; Makino, H.; Cetinyurek Yavuz, A.; Ben-Amor, K.; Roelofs, M.; Ishikawa, E.; Kubota, H.; 
Swinkels, S.; Sakai, T.; Oishi, K.; et al. Early-life events, including mode of delivery and type of feeding, 
siblings and gender, shape the developing gut microbiota. PLoS ONE 2016, 11, 
doi:10.1371/journal.pone.0158498. 

26. Fischbach, M.A.; Sonnenburg, J.L. Eating for two: How metabolism establishes interspecies interactions in 
the gut. Cell Host Microbe 2011, 10, 336–347. 

27. Marcobal, A.; Barboza, M.; Sonnenburg, E.D.; Pudlo, N.; Martens, E.C.; Desai, P.; Lebrilla, C.B.; Weimer, 
B.C.; German, J.B.; Sonnenburg, J.L.; et al. Bacteroides in the infant gut consume milk oligosaccharides via 
Mucus-Utilization pathways. Cell Host Microbe 2011, 10, 507–514. 

28. Martens, E.C.; Chiang, H.C.; Gordon, J.I. Mucosal glycan foraging enhances fitness and transmission of a 
saccharolytic human gut bacterial symbiont. Cell Host Microbe 2008, 4, 447–457. 

29. Sonnenburg, E.D.; Zheng, H.; Joglekar, P.; Higginbottom, S.K.; Firbank, S.J.; Bolam, D.N.; Sonnenburg, J.L. 
Specificity of polysaccharide use in intestinal bacteroides species determines diet-induced microbiota 
alterations. Cell 2010, 141, 1241–1252. 

30. Goh, Y.J.; Klaenhammer, T.R. Genetic mechanisms of prebiotic oligosaccharide metabolism in probiotic 
microbes. Annu. Rev. Food Sci. Technol. 2015, 6, 137–156. 

31. Conway, T.; Cohen, P.S. Commensal and pathogenic Escherichia coli metabolism in the gut. Microbiol. 
Spectr. 2015, 3, doi:10.1128/microbiolspec.MBP-0006-2014. 

32. Faust, K.; Raes, J. Microbial interactions: From networks to models. Nat. Rev. Microbiol. 2012, 10, 538–550. 



Int. J. Mol. Sci. 2017, 18, 2095  15 of 16 

 

33. Hecht, A.L.; Casterline, B.W.; Earley, Z.M. Strain competition restricts colonization of an enteric pathogen 
and prevents colitis. EMBO Rep. 2016, 17, 1281–1291. 

34. De Vos, W.M. Microbial biofilms and the human intestinal microbiome. NPJ Biofilms Microb. 2015, 1, 15005. 
35. Vogt, S.L.; Peña-Díaz, J.; Finlay, B.B. Chemical communication in the gut: Effects of microbiota-generated 

metabolites on gastrointestinal bacterial pathogens. Anaerobe 2015, 34, 106–115. 
36. Rogowski, A.; Briggs, J.A.; Mortimer, J.C.; Tryfona, T.; Terrapon, N.; Lowe, E.C.; Basle, A.; Morland, C.; 

Day, A.M.; Zheng, H.; et al. Glycan complexity dictates microbial resource allocation in the large intestine. 
Nat. Commun. 2015, 6, doi:10.1038/ncomms8481. 

37. Moens, F.; Weckx, S.; de Vuyst, L. Bifidobacterial inulin-type fructan degradation capacity determines 
cross-feeding interactions between bifidobacteria and Faecalibacterium prausnitzii. Int. J. Food Microbiol. 
2016, 231, 76–85. 

38. Belenguer, A.; Duncan, S.H.; Calder, A.G.; Holtrop, G.; Louis, P.; Lobley, G.E.; Flint, H.J. Two routes of 
metabolic cross-feeding between Bifidobacterium adolescentis and butyrate-producing anaerobes from the 
human gut. Appl. Environ. Microbiol. 2006, 72, 3593–3599. 

39. Zhang, G.; Mills, D.A.; Block, D.E. Development of chemically defined media supporting high-cell-density 
growth of lactococci, enterococci, and streptococci. Appl. Environ. Microbiol. 2009, 75, 1080–1087. 

40. Cinquin, C.; Le Blay, G.; Fliss, I.; Lacroix, C. Immobilization of infant fecal microbiota and utilization in an 
in vitro colonic fermentation model. Microb. Ecol. 2004, 48, 128–138. 

41. Hughes, R.; Magee, E.A.; Bingham, S. Protein degradation in the large intestine: Relevance to colorectal 
cancer. Curr. Issues Intest. Microbiol. 2000, 1, 51–58. 

42. Mounier, J.; Monnet, C.; Vallaeys, T.; Arditi, R.; Sarthou, A.-S.; Hélias, A.; Irlinger, F. Microbial interactions 
within a cheese microbial community. Appl. Environ. Microbiol. 2008, 74, 172–181. 

43. Dostal, A.; Lacroix, C.; Bircher, L.; Pham, V.T.; Follador, R.; Zimmermann, M.B.; Chassard, C. Iron 
modulates butyrate production by a child gut microbiota in vitro. mBio 2015, 6, doi:10.1128/mBio.01453-15. 

44. Takagi, R.; Tsujikawa, Y.; Nomoto, R.; Osawa, R. Comparison of the growth of Lactobacillus delbrueckii, L. 
paracasei and L. plantarum on inulin in co-culture systems. Biosci. Microb. Food Health 2014, 33, 139–146. 

45. Turroni, F.; Özcan, E.; Milani, C.; Mancabelli, L.; Viappiani, A.; van Sinderen, D.; Sela, D.; Ventura, M. 
Glycan cross-feeding activities between bifidobacteria under in vitro conditions. Front. Microbiol. 2015, 6, 
doi:10.3389/fmicb.2015.01030. 

46. Selak, M.; Rivière, A.; Moens, F.; van den Abbeele, P.; Geirnaert, A.; Rogelj, I.; Leroy, F.; de Vuyst, L. 
Inulin-type fructan fermentation by bifidobacteria depends on the strain rather than the species and 
region in the human intestine. Appl. Microbiol. Biotechnol. 2016, 100, 4097–4107. 

47. Yu, Z.T.; Chen, C.; Newburg, D.S. Utilization of major fucosylated and sialylated human milk 
oligosaccharides by isolated human gut microbes. Glycobiology 2013, 23, 1281–1292. 

48. Xu, J.; Mahowald, M.A.; Ley, R.E.; Lozupone, C.A.; Hamady, M.; Martens, E.C.; Henrissat, B.; Coutinho, 
P.M.; Minx, P.; Latreille, P.; et al. Evolution of symbiotic bacteria in the distal human intestine. PLoS Biol. 
2007, 5, doi:10.1371/journal.pbio.0050156. 

49. Barrangou, R.; Altermann, E.; Hutkins, R.; Cano, R.; Klaenhammer, T.R. Functional and comparative 
genomic analyses of an operon involved in fructooligosaccharide utilization by Lactobacillus acidophilus. 
Proc. Natl. Acad. Sci. USA 2003, 100, 8957–8962. 

50. Cuskin, F.; Lowe, E.C.; Temple, M.J.; Zhu, Y.; Cameron, E.A.; Pudlo, N.A.; Porter, N.T.; Urs, K.; Thompson, 
A.J.; Cartmell, A.; et al. Human gut Bacteroidetes can utilize yeast mannan through a selfish mechanism. 
Nature 2015, 517, 165–169. 

51. Flint, H.J.; Bayer, E.A.; Rincon, M.T.; Lamed, R.; White, B. Polysaccharide utilization by gut bacteria: 
potential for new insights from genomic analysis. Nat. Rev. Microbiol. 2008, 6, 121–131. 

52. A.Pacheco, A.R.; Curtis, M.M.; Ritchie, J.M.; Munera, D.; Waldor, M.K.; Moreira, C.G.; Sperandio, V. 
Fucose sensing regulates bacterial intestinal colonization. Nature 2012, 492, 113–117. 

53. Sonnenburg, J.L.; Chen, C.T.; Gordon, J.I. Genomic and metabolic studies of the impact of probiotics on a 
model gut symbiont and host. PLoS Biol. 2006, 4, doi:10.1371/journal.pbio.0040413. 

54. Chatzidaki-Livanis, M.; Coyne, M.J.; Comstock, L.E. An antimicrobial protein of the gut symbiont 
Bacteroides fragilis with a MACPF domain of host immune proteins. Mol. Microbiol. 2014, 94, 1361–1374. 

55. Rakoff-Nahoum, S.; Foster, K.R.; Comstock, L.E. The evolution of cooperation within the gut microbiota. 
Nature 2016, 533, 255–259. 



Int. J. Mol. Sci. 2017, 18, 2095  16 of 16 

 

56. Shiba, T.; Aiba, Y.; Ishikawa, H.; Ushiyama, A.; Takagi, A.; Mine, T.; Koga, Y. The suppressive effect of 
Bifidobacteria on Bacteroides vulgatus, a putative pathogenic microbe in inflammatory bowel disease. 
Microbiol. Immunol. 2003, 47, 371–378. 

57. Walker, A.W.; Duncan, S.H.; McWilliam Leitch, E.C.; Child, M.W.; Flint, H.J. pH and peptide supply can 
radically alter bacterial populations and short-chain fatty acid ratios within microbial communities from 
the human colon. Appl. Environ. Microbiol. 2005, 71, 3692–700. 

58. Marcobal, A.; Barboza, M.; Froehlich, J.W.; Block, D.E.; German, J.B.; Lebrilla, C.B. Consumption of human 
milk oligosaccharides by gut-related microbes. J. Agric. Food Chem. 2010, 58, 5334–5340. 

59. Anahtar, M.N.; Bowman, B.A.; Kwon, D.S. Efficient nucleic acid extraction and 16S rRNA gene sequencing 
for bacterial community characterization. J. Vis. Exp. 2016, doi:10.3791/5393. 

60. Rinttila, T.; Kassinen, A.; Malinen, E.; Krogius, L.; Palva, A. Development of an extensive set of 16S 
rDNA-targeted primers for quantification of pathogenic and indigenous bacteria in faecal samples by 
real-time PCR. J. Appl. Microbiol. 2004, 97, 1166–1177. 

61. Masuko, T.; Minami, A.; Iwasaki, N.; Majima, T.; Nishimura, S.-I.; Lee, Y.C. Carbohydrate analysis by a 
phenol–sulfuric acid method in microplate format. Anal. Biochem. 2005, 339, 69–72. 

62. Mendoza, S.N.; Canon, P.M.; Contreras, A.; Ribbeck, M.; Agosin, E. Genome-scale reconstruction of the 
metabolic network in oenococcus oeni to assess wine malolactic fermentation. Front. Microbiol. 2017, 8, 
doi:10.3389/fmicb.2017.00534. 

© 2017 by the authors. Licensee MDPI, Basel, Switzerland. This article is an open access 
article distributed under the terms and conditions of the Creative Commons Attribution 
(CC BY) license (http://creativecommons.org/licenses/by/4.0/). 


