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Abstract: Roseburia intestinalis has received attention as a potential probiotic bacterium. Recent
studies have demonstrated that changes in its intestinal abundance can cause various diseases,
such as obesity, enteritis and atherosclerosis. Probiotic administration or fecal transplantation alter
the structure of the intestinal flora, offering possibilities for the prevention and treatment of these
diseases. However, current monitoring methods, such as 16S rRNA sequencing, are complex and
costly and require specialized personnel to perform the tests, making it difficult to continuously
monitor patients during treatment. Hence, the rapid and cost-effective quantification of intestinal
bacteria has become an urgent problem to be solved. Aptamers are of emerging interest because
their stability, low immunogenicity and ease of modification are attractive properties for a variety of
applications. We report a FluCell-SELEX polyclonal aptamer library specific for R. intestinalis isolated
after seven evolution rounds, that can bind and label this organism for fluorescence microscopy and
binding assays. Moreover, R. intestinalis can be distinguished from other major intestinal bacteria in
complex defined mixtures and in human stool samples. We believe that this preliminary evidence
opens new avenues towards aptamer-based electronic biosensors as new powerful and inexpensive
diagnostic tools for the relative quantitative monitoring of R. intestinalis in gut microbiomes.

Keywords: DNA aptamer; biosensor; in vitro diagnostic; Roseburia intestinalis

1. Introduction

R. intestinalis was first isolated from human feces in 2002 [1]. It is an anaerobic, Gram-
positive, slightly curved, butyrate-producing rod-shaped and motile bacterium [2], which
provides multiple benefits to the host, including the production of the essential short-chain
fatty acid (SCFA) butyrate [3]. Previous studies have demonstrated that butyrate plays a
central role in cell differentiation and apoptosis as a signaling molecule, and induces the
differentiation of Treg cells and interleukin (IL)-10-producing T cells, which significantly im-
proves intestinal inflammation [4–6]. Inflammatory bowel disease (IBD) includes ulcerative
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colitis (UC) and Crohn’s disease (CD) [7,8]. In one study, the inflammation of ulcerative col-
itis was found to be significantly suppressed after flushing the colon with butyrate [9]. The
use of mouse models further argues that butyrate inhibits the development of atherosclero-
sis [10,11]. As a significative butyrate producer, R. intestinalis is thus promising as a new
probiotic for maintaining intestinal health and the treatment of diseases [5,12–14]. Earlier
studies have also demonstrated a significant reduction in the abundance of R. intestinalis in
the intestine of untreated UC and CD patients [15–17]. In a subsequent study, DSS-induced
colitis in mice representing a human UC model and TNBS-induced colitis in mice repre-
senting a human CD model described that R. intestinalis significantly ameliorated DSS-
and TNBS-induced colitis [18,19]. A significantly lower abundance of R. intestinalis was
found in the intestine of patients with the constipated irritable bowel syndrome (C-IBS)
than in the controls [20]. Later, Parthasarathy et al. sequenced 16S rRNA in the colonic
mucosa and the fecal microbiota of constipated patients and healthy people, respectively,
and found that Roseburia was closely associated with faster colonic transit [21]. An early
study has demonstrated that butyrate can inhibit hepatic fat production and accumulation
during hepatic metabolism [22]. By constructing a mouse model of alcohol-related liver
diseases (ALDs), Roseburia supplementation was found to significantly improve the ALD
symptoms by inhibiting hepatic inflammation and steatosis [23]. Subsequently, Pan et al.
found that the number of butyrate-producing bacteria in the gut of patients with nonal-
coholic fatty liver disease (NAFLD) was significantly reduced compared to the healthy
population by analyzing the gut microbiome [24]. This further supports that R. intestinalis
plays an essential role in maintaining intestinal health for the prevention and treatment
of digestive diseases [2]. Recently, Yao et al. found that Cyclocarya paliurus (CCPP) could
alleviate the symptoms of type 2 diabetes (T2DM) by increasing the production of short-
chain fatty acids (SCFAs), represented by R. intestinalis, and promoting SCFA production
through the construction of T2DM [25]. An assessment of the gut microbiota in patients
with type 1 diabetes mellitus (T1DM) by Leiva-Gea et al. reported a lower abundance of
R. intestinalis in the gut than in healthy individuals [26]. In another study, the analysis of
gut microbiota from 40 monozygotic twin pairs revealed a positive correlation between
R. intestinalis and body mass index (BMI) [27], suggesting a significant correlation between
changes in R. intestinalis abundance in the gut and obesity. The study of cancer-associated
microorganisms is also crucial in the cancer research process [2]. There is evidence that
R. intestinalis abundance is much lower in the gut of colorectal cancer (CRC) patients than
in normal subjects, making it a reliable novel biomarker in CRC [28,29].

Electronic biosensors are easy to handle, often portable, and, in principle, can analyze
in real-time, making them suited for measuring biomarkers [30]. In recent years, aptamer-
based biosensors have received much attention for their excellent performance in terms
of sensitivity, stability and selectivity [31,32]. Specific aptamers usually originate from
libraries of single-stranded RNA or single-stranded DNA fragments obtained by the sys-
tematic evolution of ligands by exponential enrichment (SELEX) technology. The aptamers
can be evolved towards a high specificity and affinity for target molecules, such as proteins,
amino acids, viruses, pathogens and higher cells and tissues [31,33–40]. Initial random
libraries consist of 1012–1016 single-stranded deoxyribonucleic acid (ssDNA) molecules and
each sequence contains fixed primer binding sites and a random region in the center of the
molecule. After incubation of the random library with the target cells during the screening
process, the DNA sequences bound to the target cells are amplified by PCR, and the next
round of screening is performed [31,36]. Based on our previous studies, we systematically
evolved a library of Cyanine 5 (Cy5) fluorescently labeled DNA aptamers that bind specifi-
cally to the target cells using a technique called FluCell-SELEX. We were able to not only
demonstrate the evolution of binding specificity by following the increase in fluorescence
along the SELEX rounds, but also show that the resulting libraries (called “polyclonal” or
“focused” libraries) could outperform the individual aptamers isolated from these libraries
after traditional aptamer characterization via Next Generation Sequencing (NGS) and com-
prehensive bioinformatic analyses [35,36]. The use of such polyclonal libraries represents
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a considerable simplification of the generation of specific binding entities for biological
assays and for the construction of electronic biosensors, and has proved its potential in
sensors for the quantification of isoforms of a health-relevant blood protein [40]. To omit
all of the sequencing and analysis efforts represents another advantage of already using
polyclonal libraries without the isolation of individual aptamers, regarding the possible
speed of the technological development of functional and specific binding entities; this
then allows a fast reaction in case of emerging health-threats, such as novel pathogens, to
equip health systems with adequate sensing techniques. Here we describe the use of the
FluCell-SELEX (Figure 1) to evolve an aptamer library that can bind R. intestinalis cells with
high affinity, allowing for the specific labeling of cells for fluorescence microscopy, binding
assays and to distinguish R. intestinalis from other gut bacteria. The initial experiments
demonstrate that measurements will be possible in complex mixtures and stool samples,
which suggests the R. intestinalis polyclonal aptamer library presented here is a promising
binding entity for the construction of electronic biosensors. To our knowledge, we are the
first to develop this specific DNA aptamer library for the labeling of this highly promising
auspicious probiotic bacterium, to pave the way for the future development of biosensors
for the specific detection of R. intestinalis.

Figure 1. Directed evolution of a polyclonal aptamer library using FluCell-SELEX, which identifies
R. intestinalis explicitly. Counter SELEX can focus the initial library to remove aptamers linked to
control cells, a mixture of Akkermannsia muciniphila, Allobaculum stercoricanis, Blautia producta, Parabc-
teroides distasonis and Rikenella microfusus. This process was implemented to increase selection pressure
to improve efficiency of the molecular evolution process. The unbound aptamers were then further
co-incubated with R. intestinalis in the Target SELEX to obtain aptamers that could bind to the dedi-
cated target cells. This process is subsequently repeated several times with increasing harshness of the
binding conditions to obtain aptamer libraries that specifically bind to R. intestinalis cells with high
affinity. The aptamer libraries obtained after each round of selection were analyzed by fluorometric
assays in suspension and fluorescence microscopy to determine their affinity and specificity.

2. Results
Aptamer Libraries Specific for R. intestinalis

The FluCell-SELEX process was performed for seven rounds to obtain the functional
library, which was able to recognize R. intestinalis. The labeling efficiency developed
slowly with the respective libraries from round one to round five, being clearly below the
detection limit, in the later stages of the SELEX it increased from round five to seven, while
introducing counter-selection with mixtures of bacteria in round six. Interestingly, the
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labeling was impaired for the round seven library (designated as round 7_1 in Figure 2a)
compared to round six. We thus tentatively attempted a modification of the counter-
selection procedure, in a way that tenfold more unspecific target cells were offered in
the alternative round 7_2. In fact, this led to a considerable increase in the R. intestinalis
labeling and subsequently binding constants were determined. While a gradual increase
in the fluorescence intensity was observed when fixed amounts of the R. intestinalis were
co-incubated with different concentrations of the same aptamer library, the curve fitted
with a typical one-site-specific binding model revealed that the aptamer library Ri 7_2
exhibited a reasonable low Kd value of 9.74 nM. In contrast, the dissociation constant of
Ri 7_1 was only 23.02 nM, demonstrating a significantly improved sensitivity of the Ri
7_2 library, respectively (Figure 2b,c). Reducing (at a given and constant concentration of
aptamers) the sequence space, and thus the amount of non-specific aptamers, increases at
the same time the relative amount of specific aptamers in the library. This in turn leads
to an increase in specificity and an increase in binding and the observed reduction in the
dissociation constant Kd.

Figure 2. (a) Binding analysis of polyclonal aptamer library selectively targeting R. intestinalis. The
progressively increasing fluorescence signal shows the enrichment of the aptamer library recognizing
R. intestinalis (green-labeled). A different screening strategy was used in the seventh round of
screening, and the aptamer library Ri 7_2 (green-labeled) showed a significantly enhanced ability
to bind to R. intestinalis compared to the aptamer library Ri 7_1 (red-labeled). All experiments were
conducted in triplicates (n = 3); (b) The dissociation constant (Kd) of the polyclonal aptamer library Ri
7_1 was calculated as 23.02 nM, and the deviation of the coefficient of determination (R2) was 0.9914;
(c) The dissociation constant (Kd) of the polyclonal aptamer library Ri 7_2 was calculated as 9.738
nM, and the deviation of the coefficient of determination (R2) was 0.9842.

Based on the experience of previous studies, we tentatively suspected that after round
seven of evolution, the aptamer library Ri 7_2 had met the criteria of a sufficient affinity
and specificity for the detection of R. intestinalis in different assays. Here, we used 108

CFU each of A. muciniphila, A. stercoricanis, B. producta, P. distasonis, R. microfusus and R.
intestinalis and 5 pmol of the aptamer library Ri 7_2, to determine the labeling specificity
(Figure 3a). The results showed that the binding of the Cy5-labeled polyclonal aptamer
library to the dedicated target R. intestinalis showed the strongest fluorescence signal,
whereas binding to the other five gut bacteria serving as controls was only marginal
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(Figure 3a). The ability of the aptamer library Ri 7_2 to discriminate R. intestinalis from a
single control bacterium was verified by a labeling experiment, which used fluorescence
microscopy of the individual bacterial strains. The results showed that the aptamer library
Ri 7_2 specifically showed intense labeling of R. intestinalis, but ultimately failed to label
the other five control bacteria (Figure 3b). Next, we adjusted R. intestinalis and five other
intestinal bacteria, A. muciniphila, A. stercoricanis, B. producta, P. distasonis and R. microfusus
to the same optical density and mixed them at different ratios. The final fluorescence
labeling experiments showed that the increasing number of R. intestinalis in this series of
samples could be tracked perfectly, and the fluorescence intensity showed a clear linear
relationship with the number of R. intestinalis (Figure 3c). This shows that already with the
Ri 7_2 polyclonal library labeling applications can be performed with adequate specificity
and accuracy.

Figure 3. (a) Ri 7_2 specificity analysis of polyclonal aptamer library. The aptamer library was
incubated with A. muciniphila, A. stercoricanis, B. producta, P. distasonis, R. microfusus and R. intestinalis,
respectively. All experiments were performed with 108 cells and 5 pmol aptamers in triplicates (n = 3).
Aptamers bound to R. intestinalis were significantly higher than the other five intestinal bacteria;
(b) Fluorescence microscopy of the polyclonal aptamer library Ri 7_2 labeled with R. intestinalis.
The binding of the Cy5-labeled polyclonal aptamer library to R. intestinalis showed the strongest
fluorescent signal. The other five gut bacteria served as controls and only showed weak fluorescence
signals; (c) Detection of increasing amounts of R. intestinalis by the fluorescent-labeled polyclonal
aptamer library Ri 7_2 in a mixture of intestinal bacteria including A. muciniphila, A. stercoricanis,
B. producta, P. distasonis and R. microfusus, which were adjusted in equal optical densities and mixed
at different ratios. Scale bars represent 20 µm. All experiments were performed with 108 cells and
5 pmol aptamers in triplicates (n = 3). p values < 0.05 were considered significant. *** denotes p < 0.001
and **** p < 0.0001.
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To further quantify the sensitivity of the aptamer library Ri 7_2 in the fluorometric
assay, we successively reduced the number of R. intestinalis cells in the system and thus
generated a calibration curve (Figure 4a). The concentration of R. intestinalis showed a
significant linear relationship with the fluorescence intensity (R2 = 0.9918), when the number
of bacteria in the 500 µL reaction system was varied from 101 to 103 CFU. The experimental
detection limit of R. intestinalis for the aptamer library Ri 7_2 was 101 CFU. Thus, the
high sensitivity of the aptamer library Ri 7_2 for identifying R. intestinalis also provides
the possibility of detecting trace amounts of R. intestinalis in the fecal bacteria. Finally, to
further validate the potential of the aptamer library Ri 7_2 for practical applications, we first
obtained the exact amount of Roseburia in the feces of two healthy volunteers (proband 1
and proband 2 in Figure 4b) by 16S rRNA next-generation sequencing. We then used 500 µL
samples containing 5 pmol of the aptamer library Ri 7_2 mixed with R. intestinalis (108 CFU)
or fecal bacteria (108 CFU) for the binding assay. The relative fluorescence intensity of
R. intestinalis as a control group was 100%. In contrast, the relative fluorescence intensity of
the experimental group represented the relative abundance of Roseburia in the fecal bacteria.
We obtained 4.75% and 6.18% for proband 1 and proband 2, respectively, of Roseburia in
the fecal bacteria of the probands by NGS (see Tables S2 and S3, Supplementary Materials).
The results originating from the fluorometric assay performed in parallel with the same
samples were in the same range and, with 2.1% and 4.9%, reflected the higher cell number
of R. intestinalis in the stool sample of proband 2 (Figure 4b). The standard deviations of
these two datasets were 3.2% and 1.5%, respectively. Considering the possible experimental
errors, it is reasonable to believe that the aptamer library Ri 7_2 is feasible and reliable for
detecting the abundance of Roseburia in feces in practice.

Figure 4. (a) Sensitivity determination of aptamer library Ri 7_2. In a 500 µL reaction system
containing 5 pmol aptamer library Ri 7_2, the relative fluorescence intensity showed a positive
correlation with the cell number when the number of R. intestinalis varied within 10–103 CFU. A clear
positive correlation was observed (R2 = 0.9918), while the detection limit of the aptamer library was
10 CFU at this time; (b) Roseburia abundance in fecal samples based on the aptamer library Ri 7_2 and
16s rRNA NGS (see Tables S2 and S3, Supplementary Materials). The “NGS value” represents the
actual Roseburia content in fecal bacteria as determined by NGS. The “Aptamer-value” shows the
Roseburia abundance in fecal bacteria as determined by the aptamer library Ri 7_2. The SD represents
the standard deviation during the measurement of the target value.

3. Discussion

Since the first application of the SELEX technology in 1990, a large number of ap-
tamer libraries for different target molecules have been developed [41,42], including simple
targets, such as inorganic and organic small molecules, proteins, etc., and complex tar-
gets, such as whole cells or organisms [43]. Directing aptamer evolution against native
proteins presented in the living cell may represent not only a simplification but also an
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improvement of the method, because this omits aptamer screening against the recombinant
proteins with potentially non-natural conformations or insufficient purity, especially of the
transmembrane proteins [44–46]. Unlike other SELEX methods, Cell-SELEX is a whole-cell
aptamer evolution process. Thus, the target molecules on the cell surface have their nat-
ural conformation, and the entire process is performed without prior knowledge of the
molecular targets on the cell surface [47,48]. Thus, Cell-SELEX also minimizes the risk that
the evolved aptamer library will only bind to purified proteins and not recognize proteins
with natural conformations on the living cells. At the same time, the single aptamer in
the evolved polyclonal aptamer library by Cell-SELEX can bind with different affinities
to different target sites on the surface of the target cell membrane, in which case the final
aptamer library has a different level of complexity, due to the significant differences in the
number and abundance of potential target molecules [44,46]. The good labeling flexibility
and assay fidelity of the polyclonal aptamer libraries compared to single aptamers, as
well as the simultaneous binding of multiple potential targets further reduce the signal
fluctuations caused by single aptamers, resulting in more reliable assays [36]. Cell-SELEX,
in combination with the polyclonal library strategy, thus may represent a promising tech-
nology in many fields, ranging from medical diagnostics and sensor development to new
therapeutic concepts including cancer therapy [49].

Microbiome NGS analysis involves the sequencing of 16S rRNA genes, that are highly
conserved in prokaryotes and can thus be amplified even from yet unknown organisms [50].
However, obtaining reliable species-level or even genus-level classification is difficult,
due to the lack of partitioning ability of the sequenced marker genes [51], since the 16S
rRNA genes, although they contain nine taxonomically distinguishable hypervariable
regions, do not have a single hypervariable region that can distinguish between all of the
species [52]. This feature makes it difficult to distinguish different bacteria of the same genus
by NGS. This represents the major principal drawback of 16S rRNA sequencing, resulting
in an overestimation of individual species, which are in fact principally not counted as
a species. The polyclonal libraries presented in this study originating from the FluCell-
SELEX against R. intestinalis were characterized and found to increase their specificity up
to the final round, 7_2. As described for the libraries from previous projects [31,35,36,40],
this library Ri 7_2 was suitable for the labeling of R. intestinalis in fluorescence-based
microtiter plate assays and for fluorescence microscopy. The measurements were also
performed as microbiome samples derived from the stool samples of two human probands
and compared to measurements of sequence abundance via NGS. In contrast to the 16S
rRNA derived genome counts of 4.75% and 6.18%, for Roseburia the relative numbers
determined by the calibrated fluorometric aptamer analysis were in consequence lower
(2.1% and 4.9%). Interestingly, the tendency that proband 2 had more Roseburia species
was also visible in the aptamer analysis, while the relative difference between both of the
analysis techniques was 55.8% lower in the aptamer experiment for proband 1 compared to
the NGS value, and 20.7% for proband 2, respectively. Without yet having determined the
binding affinity of library Ri 7_2 against other non-intestinalis Roseburia species, these results
suggest that Ri 7_2 meets the expectation that binding occurs mainly below the genus
level. This may not only open the opportunity to develop novel sub-genus detection assays
for R. intestinalis, but also in turn, with additional dedicated libraries, for other Roseburia
species. We have recently developed a graphene field-effect transistor-based sensor chip for
the quantification and differentiation of a biological marker involving polyclonal aptamer
libraries [40]. This technology, in combination with the R. intestinalis polyclonal aptamer
library as a binding entity on such a chip, may allow in the near future the development of
sensitive and cost-efficient monitoring devices for the rapid and easy supervision of e.g.,
probiotic supplementation studies with R. intestinalis, and also in a generalized form for all
other health-relevant gut bacteria.
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4. Materials and Methods
4.1. Cell Lines and Cell Culture

The bacteria strains R. intestinalis (DSM-14610), P. distasonis (DSM-29491), A. muciniphila
mucT (DSM-22959), A. stercoricanis (DSM-13633), B. producta (DSM-29491) and R. microfusus
(DSM-15922) were cultivated in Schaedler Broth Medium at 37 ◦C under anaerobic conditions.

4.2. Single-Stranded DNA (ssDNA) Library and Primers

The random sequence library was synthesized and purified (TriLink BioTechnologies, Inc,
San Diego, CA, USA). The sequence was as follows: 5′-TAGGGAAGAGAAGGACATATGAT-
N(40)-TTGACTAGTACATGACCACTTGA-3′. The initial library consisted of three parts. The
random part contained a randomly varying central region composed of 40 nucleotides and
two fixed sequences of 23 nucleotides each, which could be precisely and complementar-
ily bound to the primers. The other parts were comprised of Cyanine 5-labeled forward
primer (Cy5-P1) 5′-Cy5-TAGGGAAGAGAAGGACATATGAT-3′, and phosphate-labeled re-
verse primer (Phosphate-P2) 5′-Phosphate-TCAAGTGGTCATGTACTAGTCAA-3′ (Eurofins
Genomics, Ebersberg, Germany).

4.3. Cell-SELEX

The Cell-SELEX included counter SELEX as well as target SELEX. In this chapter, the
control bacteria used in counter SELEX were A. muciniphila mucT, A. steroricanis, P. distasonis,
B. producta and R. microfusus. The aptamers that did not bind to the control bacteria
were obtained, which could be further screened by target SELEX to gain an aptamer
library specifically targeting R. intestinalis. The Cell-SELEX could be divided into the
following steps.

4.3.1. Cell Pretreatment

The cells were incubated under anaerobic conditions for 21–24 h and subsequently
centrifuged at 6000 rpm for 1 min. They were then washed three times with 1× DPBS
buffer. Finally, the OD600 of the bacterial solution was adjusted to 1.

4.3.2. Aptamer Library Activation

A total of 0.5 nmol of the original library or 10/5 pmol ssDNA library were added to
500 µL 1× DPBS and incubated at 95 ◦C for 5 min, ice bath for 5 min, and then left at room
temperature for 20 min to ensure that the aptamers had the same 3D structure.

4.3.3. Screening

The activated library was incubated with control cells for 1 h at 37 ◦C and centrifuged
at 3000 rpm for 2 min and the pellet was discarded. To the remaining aptamer library, BSA
(100 mg/mL) and tRNA (10 mg/mL) with increasing amounts were added to increase
the stringency and then incubated with R. intestinalis at 37 ◦C. The supernatant was then
removed by centrifugation at 3000 rpm for 2 min, and finally, the pellet was washed with
1× DPBS to discard unbound nucleic acids (see Table S1, Supplementary Materials).

4.3.4. Elution

The cells from the previous step were resuspended in 100 µL 1× DPBS and incubated
at 95 ◦C for 5 min to disrupt the aptamer 3D structure and separate the cells from the
aptamer. The aptamer bound to R. intestinalis was collected by subsequent centrifugation
at 11,000 rpm for 1 min.

4.3.5. Acquisition of Secondary Libraries

The collected aptamers were amplified by PCR. The amplification conditions were as
follows: 2 min at 80 ◦C; 2 min at 85 ◦C; 2 min at 90 ◦C; 3 min at 94 ◦C; followed by 25 cycles
of 30 s at 94 ◦C; 30 s at 56 ◦C; 10 s at 72 ◦C; then 2 min at 72 ◦C. Subsequently, the PCR
product was purified (MACHEREY-NAGEL GmbH & Co. KG, Düren, Germany) and then
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decomposed into single-stranded DNA by lambda-exonuclease catalysis (New England
Biolabs, Ipswich, MA, USA). The treated sample was finally purified by an optimized PCR
clean-up kit (MACHEREY-NAGEL GmbH & Co. KG, Düren, Germany) to obtain the new
DNA pool for the following selection rounds, in which the required binding buffer was
added with 1.5 volumes of isopropanol and 10 µL of NaAc solution (pH 5).

4.3.6. Binding Assay

The R. intestinalis was preprocessed by the above method (see Section 4.3.1). The
binding affinity of the aptamer library was determined by incubating R. intestinalis (1 mL
OD600 = 1) with 5 pmol of the activated Cy5-labeled aptamer library in 500 µL of 1× DPBS
for 30 min at 37 ◦C. Subsequently, the supernatant was removed by centrifugation at
3000 rpm for 2 min, and the pellet was resuspended in 100 µL of 1× DPBS buffer after
washing three times to obtain the cell-bound aptamers after elution. Finally, the fluores-
cence intensity to determine the screening status was measured using an Infinite M200
spectrophotometer (TECAN, Männedorf, Switzerland) at an excitation wavelength of
637 nm and an emission of 670 nm.

4.4. Determination of High Specificity Aptamer Libraries
4.4.1. Semi-Quantitative Analysis of R. intestinalis

All of the bacterial solutions were preprocessed by the above method (see Section 4.3.1),
and then the R. intestinalis and the control strains, including other five intestinal bacterium
A. muciniphila mucT, A. steroricanis, P. distasonis, B. producta and R. microfusus, were mixed
in different ratios. The ratios of the control strains and R. intestinalis were reduced from 0:1
(R. intestinalis: control strains) to 1:0 (R. intestinalis: control strains). The semi-quantitative
analysis was determined by incubating the increasing amount of R. intestinalis with 5 pmol
of activated Cy5-labeled aptamer library in 500 µL of 1× DPBS for 30 min at 37 ◦C. Each
group of samples was postprocessed, as described above (see Section 4.3). Finally, the
amount of R. intestinalis was analyzed by comparing the fluorescence intensity of each
experimental group and PBS as the control group.

4.4.2. Affinity Analysis

The bacterial solution of R. intestinalis was preprocessed by the method described
above (see Section 4.3.1). The binding affinity of the selected aptamer library was deter-
mined by incubating R. intestinalis (1mL OD600 = 1) with varying concentrations of aptamer
candidates in 500 µL of 1× DPBS for 30 min at 37 ◦C. Finally, the dissociation constants (Kd)
of the fluorescent aptamers were determined by fitting the dependence of the fluorescence
intensity on the concentration of the aptamers to the equation Y = Bmax × X/(Kd + X) using
GraphPad PRISM 8 (GraphPad Software, San Diego, CA, USA), with Y = the measured
fluorescence, Bmax = the maximal fluorescence and X = concentration of the aptamers.

4.4.3. Fluorescence Microscopy

The bacterial solution of R. intestinalis, A. muciniphila mucT, A. steroricanis, P. distasonis,
B. producta and R. microfusus were pre-treated by the above method (see Section 4.3.1). A
total of 5 pmol of the aptamer library in 500 µL of 1× DPBS were activated as described
earlier (see Section 4.3.2). Subsequently, the libraries were incubated with each bacterium
(1 mL OD600 = 1) for 30 min at 37 ◦C. After centrifugation at 3000 rpm for 2 min, the
supernatant was removed. The pellet was washed once with 500 µL of 1× DPBS and then
resuspended in 500 µL of 1× DPBS. Afterwards, 100 µL of each bacterial mixture was
transferred to a 96-well microplate. Finally, the fluorescence imaging of each group was
obtained using fluorescence microscopy, which was performed using a Leica DMi8 coded
(Leica Microsystems CMS GmbH, Wetzlar, Germany) at ×40 magnitude under transmitted
light with the Y5 filter (excitation: 590–650 nm and emission: 662–738 nm).
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4.5. Analysis of R. intestinalis Abundance in Human Samples
4.5.1. Human Samples

The fecal samples from two lean healthy volunteers were used in this study. Volun-
teers were recruited from Ulm University and signed a written informed consent form.
Permission was received from the local Ethics Committee of Ulm University (no. 30/20).
In addition, the study was designed and conducted following the regulations governing
the use of human study participants and in strict accordance with the standards set by the
Declaration of Helsinki.

4.5.2. Stool Bacteria Extraction

The stool samples were weighed, added to extraction buffer (1× DPBS), and vortexed
for 1 min until no fecal pellets were visible. The fecal pellets were then removed by filtration.
The filtrate was centrifuged at 6000 rpm for 1 min, followed by three washes with 1× DPBS
buffer, and finally adjusted to the OD600 of the bacterial solution of one.

4.5.3. Analysis Based on NGS

The fecal samples were collected using INTEST.pro (Biomes Laboratory, Wildau,
Germany) and then measured and analyzed by BIOMES laboratory (Wildau, Germany),
using 16s rRNA NGS for fecal bacterial abundance, according to Lilja et al., 2021 [53].

4.5.4. Analysis Based on the Aptamer Library R.i 7_2

As described above, the R. intestinalis (see Section 4.3.1) and stool samples (see
Section 4.5.2) were pretreated. Subsequently, 500 µL 1× DPBS containing 5 pmol of ac-
tivated aptamer library was incubated with R. intestinalis (108 CFU) and fecal bacteria
(108 CFU) (see Section 4.3.2), respectively, for 30 min at 37 ◦C, and the fluorescence intensity
was measured after elution.

5. Conclusions

In summary, we provide the first aptamer library as a high-affinity binding entity with
specificity towards R. intestinalis. We have described the possibility of using these aptamers
in various diagnostic methods and demonstrated that the specific library Ri 7_2 retains its
binding function towards this important member of the gut microbiome, even in binding
analyses using human stool samples. Without also having yet identified single aptamers as
the target structures on the cell membrane, we believe that this opens new avenues for the
rapid and reliable diagnosis of R. intestinalis in a new generation of biosensors in the future.

Supplementary Materials: The following supporting information can be downloaded at: https://www.
mdpi.com/article/10.3390/ijms23147744/s1.

Author Contributions: F.R., supervision, methodology, writing—review and editing; H.X. and Y.Z.,
writing; investigation, H.X., Y.Z., M.K., V.A., H.F.R., M.H., J.A. and A.-K.K.; formal analysis, H.X., Y.Z.,
M.K., V.A., K.R.S. and A.-K.K.; conceptualization and resources, T.W., U.K. and F.R.; investigation,
H.X., Y.Z., M.K., V.A. and A.-K.K. All authors have read and agreed to the published version of
the manuscript.

Funding: This work was supported by the China Scholarship Council (No.: 202108080084), the
Ministry of Science, Research and Arts of the state of Baden-Württemberg in the framework of the
PhD program: pharmaceutical biotechnology, the Baden-Württemberg Stiftung in the framework of
“Bioinspired material synthesis” and “Bio-funktionelle Materialien und Oberflächen” (Nano-Mem-
to-Tech, BiofMO_005) and MIKROBIOM: AMDA, and the European Union project “Horizon 2020”
(No. 686271) in the framework “AD-gut”. This work was supported by grants from the Ministry of
Science, Research and the Arts of Baden-Württemberg (MWK; Förderkennzeichen: 7533-10-5-186A
and 7533-10-5-190) and the German Research Society (DFG) project 465229237.

Institutional Review Board Statement: The study was conducted in accordance with the Declaration
of Helsinki, and approved by the Ethics Committee of University Ulm (30/20-TR, 5 April 2022).

https://www.mdpi.com/article/10.3390/ijms23147744/s1
https://www.mdpi.com/article/10.3390/ijms23147744/s1


Int. J. Mol. Sci. 2022, 23, 7744 11 of 13

Informed Consent Statement: Written informed consent was obtained from the patient(s) to publish
this paper.

Data Availability Statement: The data can be found online or from authors for valid reasons.

Acknowledgments: The authors thank the China Scholarship Council for their financial support.

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

References
1. Duncan, S.H.; Hold, G.L.; Barcenilla, A.; Stewart, C.S.; Flint, H.J. Roseburia intestinalis sp. nov. a novel saccharolytic, butyrate-

producing bacterium from human faeces. Int. J. Syst. Evol. Microbiol. 2002, 52 Pt 5, 1615–1620. [PubMed]
2. Nie, K.; Ma, K.; Luo, W.; Shen, Z.; Yang, Z.; Xiao, M.; Tong, T.; Yang, Y.; Wang, X. Roseburia intestinalis: A Beneficial Gut Organism

from the Discoveries in Genus and Species. Front. Cell Infect. Microbiol. 2021, 11, 757718. [CrossRef] [PubMed]
3. Tan, J.; McKenzie, C.; Potamitis, M.; Thorburn, A.N.; Mackay, C.R.; Macia, L. The role of short-chain fatty acids in health and

disease. Adv. Immunol. 2014, 121, 91–119. [PubMed]
4. Singh, N.; Gurav, A.; Sivaprakasam, S.; Brady, E.; Padia, R.; Shi, H.; Thangaraju, M.; Prasad, P.D.; Manicassamy, S.;

Munn, D.H.; et al. Activation of Gpr109a, receptor for niacin and the commensal metabolite butyrate, suppresses colonic
inflammation and carcinogenesis. Immunity 2014, 40, 128–139. [CrossRef]

5. Von Engelhardt, W.; Bartels, J.; Kirschberger, S.; Meyer zu Duttingdorf, H.D.; Busche, R. Role of short-chain fatty acids in the hind
gut. Vet. Q 1998, 20 (Suppl. S3), S52–S59. [CrossRef]

6. Millard, A.L.; Mertes, P.M.; Ittelet, D.; Villard, F.; Jeannesson, P.; Bernard, J. Butyrate affects differentiation, maturation and
function of human monocyte-derived dendritic cells and macrophages. Clin. Exp. Immunol. 2002, 130, 245–255. [CrossRef]

7. Farrell, R.J.; Peppercorn, M.A. Ulcerative colitis. Lancet 2002, 359, 331–340. [CrossRef]
8. Del Fabbro, S.; Calder, P.C.; Childs, C.E. Microbiota-independent immunological effects of non-digestible oligosaccharides in the

context of inflammatory bowel diseases. Proc. Nutr. Soc. 2020, 79, 468–478. [CrossRef]
9. Hamer, H.M.; Jonkers, D.; Venema, K.; Vanhoutvin, S.; Troost, F.J.; Brummer, R.J. Review article: The role of butyrate on colonic

function. Aliment. Pharmacol. Ther. 2008, 27, 104–119. [CrossRef]
10. Kasahara, K.; Krautkramer, K.A.; Org, E.; Romano, K.A.; Kerby, R.L.; Vivas, E.I.; Mehrabian, M.; Denu, J.M.; Backhed, F.;

Lusis, A.J.; et al. Interactions between Roseburia intestinalis and diet modulate atherogenesis in a murine model. Nat. Microbiol.
2018, 3, 1461–1471. [CrossRef]

11. Bultman, S.J. Bacterial butyrate prevents atherosclerosis. Nat. Microbiol. 2018, 3, 1332–1333. [CrossRef]
12. Duncan, S.H.; Holtrop, G.; Lobley, G.E.; Calder, A.G.; Stewart, C.S.; Flint, H.J. Contribution of acetate to butyrate formation by

human faecal bacteria. Br. J. Nutr 2004, 91, 915–923. [CrossRef]
13. Van Immerseel, F.; Ducatelle, R.; De Vos, M.; Boon, N.; Van De Wiele, T.; Verbeke, K.; Rutgeerts, P.; Sas, B.; Louis, P.; Flint, H.J.

Butyric acid-producing anaerobic bacteria as a novel probiotic treatment approach for inflammatory bowel disease. J. Med.
Microbiol. 2010, 59 Pt 2, 141–143. [CrossRef]

14. Tamanai-Shacoori, Z.; Smida, I.; Bousarghin, L.; Loreal, O.; Meuric, V.; Fong, S.B.; Bonnaure-Mallet, M.; Jolivet-Gougeon, A.
Roseburia spp.: A marker of health? Future Microbiol. 2017, 12, 157–170. [CrossRef]

15. Shen, Z.; Zhu, C.; Quan, Y.; Yang, J.; Yuan, W.; Yang, Z.; Wu, S.; Luo, W.; Tan, B.; Wang, X. Insights into Roseburia intestinalis which
alleviates experimental colitis pathology by inducing anti-inflammatory responses. J. Gastroenterol. Hepatol. 2018, 33, 1751–1760.
[CrossRef]

16. Zhu, C.; Song, K.; Shen, Z.; Quan, Y.; Tan, B.; Luo, W.; Wu, S.; Tang, K.; Yang, Z.; Wang, X. Roseburia intestinalis inhibits
interleukin17 excretion and promotes regulatory T cells differentiation in colitis. Mol. Med. Rep. 2018, 17, 7567–7574.

17. Kumari, R.; Ahuja, V.; Paul, J. Fluctuations in butyrate-producing bacteria in ulcerative colitis patients of North India. World J.
Gastroenterol. 2013, 19, 3404–3414. [CrossRef]

18. Wirtz, S.; Popp, V.; Kindermann, M.; Gerlach, K.; Weigmann, B.; Fichtner-Feigl, S.; Neurath, M.F. Chemically induced mouse
models of acute and chronic intestinal inflammation. Nat. Protoc. 2017, 12, 1295–1309.

19. Luo, W.; Shen, Z.; Deng, M.; Li, X.; Tan, B.; Xiao, M.; Wu, S.; Yang, Z.; Zhu, C.; Tian, L.; et al. Roseburia intestinalis supernatant
ameliorates colitis induced in mice by regulating the immune response. Mol. Med. Rep. 2019, 20, 1007–1016. [CrossRef]

20. Chassard, C.; Dapoigny, M.; Scott, K.P.; Crouzet, L.; Del’homme, C.; Marquet, P.; Martin, J.C.; Pickering, G.; Ardid, D.;
Eschalier, A.; et al. Functional dysbiosis within the gut microbiota of patients with constipated-irritable bowel syndrome. Aliment.
Pharmacol. Ther. 2012, 35, 828–838. [CrossRef]

21. Parthasarathy, G.; Chen, J.; Chen, X.; Chia, N.; O’Connor, H.M.; Wolf, P.G.; Gaskins, H.R.; Bharucha, A.E. Relationship Between
Microbiota of the Colonic Mucosa vs Feces and Symptoms, Colonic Transit, and Methane Production in Female Patients With
Chronic Constipation. Gastroenterology 2016, 150, 367–379.e1. [CrossRef] [PubMed]

22. Canfora, E.E.; Jocken, J.W.; Blaak, E.E. Short-chain fatty acids in control of body weight and insulin sensitivity. Nat. Rev. Endocrinol.
2015, 11, 577–591. [CrossRef]

http://www.ncbi.nlm.nih.gov/pubmed/12361264
http://doi.org/10.3389/fcimb.2021.757718
http://www.ncbi.nlm.nih.gov/pubmed/34881193
http://www.ncbi.nlm.nih.gov/pubmed/24388214
http://doi.org/10.1016/j.immuni.2013.12.007
http://doi.org/10.1080/01652176.1998.9694970
http://doi.org/10.1046/j.0009-9104.2002.01977.x
http://doi.org/10.1016/S0140-6736(02)07499-8
http://doi.org/10.1017/S0029665120006953
http://doi.org/10.1111/j.1365-2036.2007.03562.x
http://doi.org/10.1038/s41564-018-0272-x
http://doi.org/10.1038/s41564-018-0299-z
http://doi.org/10.1079/BJN20041150
http://doi.org/10.1099/jmm.0.017541-0
http://doi.org/10.2217/fmb-2016-0130
http://doi.org/10.1111/jgh.14144
http://doi.org/10.3748/wjg.v19.i22.3404
http://doi.org/10.3892/mmr.2019.10327
http://doi.org/10.1111/j.1365-2036.2012.05007.x
http://doi.org/10.1053/j.gastro.2015.10.005
http://www.ncbi.nlm.nih.gov/pubmed/26460205
http://doi.org/10.1038/nrendo.2015.128


Int. J. Mol. Sci. 2022, 23, 7744 12 of 13

23. Seo, B.; Jeon, K.; Moon, S.; Lee, K.; Kim, W.K.; Jeong, H.; Cha, K.H.; Lim, M.Y.; Kang, W.; Kweon, M.N.; et al. Roseburia spp.
Abundance Associates with Alcohol Consumption in Humans and Its Administration Ameliorates Alcoholic Fatty Liver in Mice.
Cell Host Microbe 2020, 27, 25–40.e6. [CrossRef] [PubMed]

24. Pan, X.; Kaminga, A.C.; Liu, A.; Wen, S.W.; Luo, M.; Luo, J. Gut Microbiota, Glucose, Lipid, and Water-Electrolyte Metabolism in
Children with Nonalcoholic Fatty Liver Disease. Front. Cell Infect. Microbiol. 2021, 11, 683743. [CrossRef] [PubMed]

25. Yao, Y.; Yan, L.; Chen, H.; Wu, N.; Wang, W.; Wang, D. Cyclocarya paliurus polysaccharides alleviate type 2 diabetic symptoms by
modulating gut microbiota and short-chain fatty acids. Phytomedicine 2020, 77, 153268. [CrossRef]

26. Leiva-Gea, I.; Sanchez-Alcoholado, L.; Martin-Tejedor, B.; Castellano-Castillo, D.; Moreno-Indias, I.; Urda-Cardona, A.;
Tinahones, F.J.; Fernandez-Garcia, J.C.; Queipo-Ortuno, M.I. Gut Microbiota Differs in Composition and Functionality Between
Children with Type 1 Diabetes and MODY2 and Healthy Control Subjects: A Case-Control Study. Diabetes Care 2018, 41,
2385–2395. [CrossRef]

27. Tims, S.; Derom, C.; Jonkers, D.M.; Vlietinck, R.; Saris, W.H.; Kleerebezem, M.; de Vos, W.M.; Zoetendal, E.G. Microbiota
conservation and BMI signatures in adult monozygotic twins. ISME J. 2013, 7, 707–717.

28. Liang, Q.; Chiu, J.; Chen, Y.; Huang, Y.; Higashimori, A.; Fang, J.; Brim, H.; Ashktorab, H.; Ng, S.C.; Ng, S.S.M.; et al. Fecal Bacteria
Act as Novel Biomarkers for Noninvasive Diagnosis of Colorectal Cancer. Clin. Cancer Res. 2017, 23, 2061–2070. [CrossRef]

29. Wang, T.; Cai, G.; Qiu, Y.; Fei, N.; Zhang, M.; Pang, X.; Jia, W.; Cai, S.; Zhao, L. Structural segregation of gut microbiota between
colorectal cancer patients and healthy volunteers. ISME J. 2012, 6, 320–329.

30. Jayanthi, V.; Das, A.B.; Saxena, U. Recent advances in biosensor development for the detection of cancer biomarkers. Biosens.
Bioelectron. 2017, 91, 15–23.

31. Xing, H.; Kissmann, A.K.; Raber, H.F.; Kramer, M.; Amann, V.; Kohn, K.; Weil, T.; Rosenau, F. Polyclonal Aptamers for
Specific Fluorescence Labeling and Quantification of the Health Relevant Human Gut Bacterium Parabacteroides distasonis.
Microorganisms 2021, 9, 2284. [CrossRef]

32. Bhalla, N.; Jolly, P.; Formisano, N.; Estrela, P. Introduction to biosensors. Essays Biochem. 2016, 60, 1–8.
33. Zhao, Y.W.; Wang, H.X.; Jia, G.C.; Li, Z. Application of Aptamer-Based Biosensor for Rapid Detection of Pathogenic Escherichia coli.

Sensors 2018, 18, 2518. [CrossRef]
34. Marrazza, G. Aptamer Sensors. Biosensors 2017, 7, 5. [CrossRef]
35. Raber, H.F.; Kubiczek, D.H.; Bodenberger, N.; Kissmann, A.K.; D’Souza, D.; Xing, H.; Mayer, D.; Xu, P.; Knippschild, U.;

Spellerberg, B.; et al. FluCell-SELEX Aptamers as Specific Binding Molecules for Diagnostics of the Health Relevant Gut
Bacterium Akkermansia muciniphila. Int. J. Mol. Sci. 2021, 22, 10425. [CrossRef]

36. Kubiczek, D.; Raber, H.; Bodenberger, N.; Oswald, T.; Sahan, M.; Mayer, D.; Wiese, S.; Stenger, S.; Weil, T.; Rosenau, F. The
Diversity of a Polyclonal FluCell-SELEX Library Outperforms Individual Aptamers as Emerging Diagnostic Tools for the
Identification of Carbapenem Resistant Pseudomonas aeruginosa. Chem. Eur. J. 2020, 26, 14536–14545. [CrossRef]

37. Li, L.; Wan, J.; Wen, X.; Guo, Q.; Jiang, H.; Wang, J.; Ren, Y.; Wang, K. Identification of a New DNA Aptamer by Tissue-SELEX for
Cancer Recognition and Imaging. Anal. Chem. 2021, 93, 7369–7377. [CrossRef]

38. Bala, J.; Chinnapaiyan, S.; Dutta, R.K.; Unwalla, H. Aptamers in HIV research diagnosis and therapy. RNA Biol. 2018, 15, 327–337.
[CrossRef]

39. Zhong, W.; Pu, Y.; Tan, W.; Liu, J.; Liao, J.; Liu, B.; Chen, K.; Yu, B.; Hu, Y.; Deng, Y.; et al. Identification and Application of an
Aptamer Targeting Papillary Thyroid Carcinoma Using Tissue-SELEX. Anal. Chem. 2019, 19, 8289–8297. [CrossRef]

40. Kissmann, A.-K.; Andersson, J.; Bozdogan, A.; Amann, V.; Kraemer, M.; Xing, H.; Raber, H.; Kubiczek, D.H.; Aspermair, P.;
Knoll, W.; et al. Polyclonal aptamer libraries as binding entities on a graphene FET based biosensor for the discrimination of apo-
and holo-retinol binding protein 4. Nanoscale Horiz. 2022, 7, 770–778. [CrossRef]

41. Ellington, A.D.; Szostak, J.W. In vitro selection of RNA molecules that bind specific ligands. Nature 1990, 346, 818–822. [CrossRef]
[PubMed]

42. Tuerk, C.; Gold, L. Systematic evolution of ligands by exponential enrichment: RNA ligands to bacteriophage T4 DNA polymerase.
Science 1990, 249, 505–510. [CrossRef] [PubMed]

43. Famulok, M. Oligonucleotide aptamers that recognize small molecules. Curr. Opin. Struct. Biol. 1999, 9, 324–329. [CrossRef]
44. Stoltenburg, R.; Reinemann, C.; Strehlitz, B. SELEX—A (r)evolutionary method to generate high-affinity nucleic acid ligands.

Biomol. Eng. 2007, 24, 381–403. [CrossRef]
45. Gopinath, S.C. Methods developed for SELEX. Anal. Bioanal. Chem. 2007, 387, 171–182. [CrossRef]
46. Chen, M.; Yu, Y.; Jiang, F.; Zhou, J.; Li, Y.; Liang, C.; Dang, L.; Lu, A.; Zhang, G. Development of Cell-SELEX Technology and Its

Application in Cancer Diagnosis and Therapy. Int. J. Mol. Sci. 2016, 17, 2079. [CrossRef]
47. Sefah, K.; Shangguan, D.; Xiong, X.; O’Donoghue, M.B.; Tan, W. Development of DNA aptamers using Cell-SELEX. Nat. Protoc.

2010, 5, 1169–1185. [CrossRef]
48. Guo, K.-T.; Ziemer, G.; Paul, A.; Wendel, H. CELL-SELEX: Novel Perspectives of Aptamer-Based Therapeutics. Int. J. Mol. Sci.

2008, 9, 668–678. [CrossRef]
49. Zhu, H.; Li, J.; Zhang, X.B.; Ye, M.; Tan, W. Nucleic acid aptamer-mediated drug delivery for targeted cancer therapy. Chem. Med.

Chem. 2015, 10, 39–45. [CrossRef]
50. Shah, N.; Meisel, J.S.; Pop, M. Embracing Ambiguity in the Taxonomic Classification of Microbiome Sequencing Data. Front.

Genet. 2019, 10, 1022. [CrossRef]

http://doi.org/10.1016/j.chom.2019.11.001
http://www.ncbi.nlm.nih.gov/pubmed/31866426
http://doi.org/10.3389/fcimb.2021.683743
http://www.ncbi.nlm.nih.gov/pubmed/34778099
http://doi.org/10.1016/j.phymed.2020.153268
http://doi.org/10.2337/dc18-0253
http://doi.org/10.1158/1078-0432.CCR-16-1599
http://doi.org/10.3390/microorganisms9112284
http://doi.org/10.3390/s18082518
http://doi.org/10.3390/bios7010005
http://doi.org/10.3390/ijms221910425
http://doi.org/10.1002/chem.202000213
http://doi.org/10.1021/acs.analchem.1c01445
http://doi.org/10.1080/15476286.2017.1414131
http://doi.org/10.1021/acs.analchem.9b01000
http://doi.org/10.1039/D1NH00605C
http://doi.org/10.1038/346818a0
http://www.ncbi.nlm.nih.gov/pubmed/1697402
http://doi.org/10.1126/science.2200121
http://www.ncbi.nlm.nih.gov/pubmed/2200121
http://doi.org/10.1016/S0959-440X(99)80043-8
http://doi.org/10.1016/j.bioeng.2007.06.001
http://doi.org/10.1007/s00216-006-0826-2
http://doi.org/10.3390/ijms17122079
http://doi.org/10.1038/nprot.2010.66
http://doi.org/10.3390/ijms9040668
http://doi.org/10.1002/cmdc.201402312
http://doi.org/10.3389/fgene.2019.01022


Int. J. Mol. Sci. 2022, 23, 7744 13 of 13

51. Barb, J.J.; Oler, A.J.; Kim, H.S.; Chalmers, N.; Wallen, G.R.; Cashion, A.; Munson, P.J.; Ames, N.J. Development of an Analysis
Pipeline Characterizing Multiple Hypervariable Regions of 16S rRNA Using Mock Samples. PLoS ONE 2016, 11, e0148047.
[CrossRef]

52. Walker, A.W.; Duncan, S.H.; Louis, P.; Flint, H.J. Phylogeny, culturing, and metagenomics of the human gut microbiota. Trends
Microbiol. 2014, 22, 267–274. [CrossRef]

53. Lilja, S.; Stoll, C.; Krammer, U.; Hippe, B.; Duszka, K.; Debebe, T.; Höfinger, I.; König, J.; Pointner, A.; Haslberger, A. Five
Days Periodic Fasting Elevates Levels of Longevity Related Christensenella and Sirtuin Expression in Humans. Int. J. Mol. Sci.
2021, 22, 2331. [CrossRef]

http://doi.org/10.1371/journal.pone.0148047
http://doi.org/10.1016/j.tim.2014.03.001
http://doi.org/10.3390/ijms22052331

	Introduction 
	Results 
	Discussion 
	Materials and Methods 
	Cell Lines and Cell Culture 
	Single-Stranded DNA (ssDNA) Library and Primers 
	Cell-SELEX 
	Cell Pretreatment 
	Aptamer Library Activation 
	Screening 
	Elution 
	Acquisition of Secondary Libraries 
	Binding Assay 

	Determination of High Specificity Aptamer Libraries 
	Semi-Quantitative Analysis of R. intestinalis 
	Affinity Analysis 
	Fluorescence Microscopy 

	Analysis of R. intestinalis Abundance in Human Samples 
	Human Samples 
	Stool Bacteria Extraction 
	Analysis Based on NGS 
	Analysis Based on the Aptamer Library R.i 7_2 


	Conclusions 
	References

