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Abstract: Irritable bowel syndrome (IBS) is a chronic functional gastrointestinal disease that affects
approximately 11% of the general population. The gut microbiota, among other known factors,
plays a substantial role in its pathogenesis. The study aimed to characterize the gut microbiota
differences between patients with IBS and unaffected individuals, taking into account the gender
aspect of the patients and the types of IBS determined on the basis of the Rome IV Criteria, the IBS-C,
IBS-D, IBS-M, and IBS-U. In total, 121 patients with IBS and 70 unaffected individuals participated
in the study; the derived stool samples were subjected to 16S rRNA amplicon sequencing. The gut
microbiota of patients with IBS was found to be more diverse in comparison to unaffected individuals,
and the differences were observed primarily among Clostridiales, Mogibacteriaceae, Synergistaceae,
Coriobacteriaceae, Blautia spp., and Shuttleworthia spp., depending on the study subgroup and patient
gender. There was higher differentiation of females’ gut microbiota compared to males, regardless
of the disease status. No correlation between the composition of the gut microbiota and the type of
IBS was found. Patients with IBS were characterized by more diverse gut microbiota compared to
unaffected individuals. The gender criterion should be considered in the characterization of the gut
microbiota. The type of IBS did not determine the identified differences in gut microbiota.

Keywords: microbiota composition alterations in IBS; 16S rRNA sequencing; gender influence;
gut microbiota

1. Introduction

The human body is characterized by many microbiomes depending on its various
locations/regions, such as the oral cavity, respiratory tract, vagina, and intestines [1]. The
microbiota inhabiting the gut undergoes modifications throughout human life, in response
to endogenous and exogenous factors [2–4]. Irritable bowel syndrome (IBS) is a chronic
functional gastrointestinal disease that affects approximately 11% of people worldwide [5].
It is estimated that IBS is the most common disease in terms of visits to gastroenterologists
and the deteriorating quality of life for patients [5]. Currently, IBS diagnosis is based on
the Rome IV criteria [6]. Patients with IBS often suffer from bloating, abdominal pain or
discomfort, distension, and stool alterations [7].
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The relationship between IBS and small intestinal bacterial overgrowth (SIBO) in
patients (in a range of 4% to 78%) [8] has been reported, and the investigated selected
bacteria were found to be more abundant in the gut microbiome [9,10], collectively pointing
to a substantial role of microbiota in IBS.

The goal of this study was to characterize the bacterial element of the gut microbiome
in patients with IBS compared to non-IBS control group individuals.

Patients and non-IBS control group were divided into subgroups of females and
males to verify the previously evaluated influence of gender on the composition of the gut
microbiome [11]. As there are IBS-C (constipation), IBS-D (diarrhea), IBS-M (mixed), and
IBS-U (undefined), types of the IBS [6], we evaluated the microbiota in stool samples taking
this division into account.

2. Results

In total, 121 patients with IBS (70 females and 51 males) and 70 non-IBS control
group individuals without gastrointestinal complaints (40 female and 30 male individuals)
were ascertained.

The clinical characteristics of patients with IBS and the non-IBS control group, as well
as the subgroups of patients with particular types of IBS (the IBS-C IBS-D, IBS-M, and
IBS-U) were compiled in Table 1. Patients’ answers regarding, e.g., abdominal pain, stool
form, or frequency of defecation among patients with IBS are compiled in Table 2.

Table 1. Characteristics of the study groups of patients with IBS and non-IBS control group, as well
as the subgroups of patients with particular types of IBS, the IBS-C IBS-D, IBS-M, and IBS-U.

IBS Type Age (Years) BMI *

x SD Me x SD Me

IBS

female (N = 70)

IBS-C (N= 14) 41.6 13.9 38.8 23 2.4 23
IBS-D (N = 24) 36.3 13.3 34 23.2 5 21.1
IBS-U (N = 1) 62 - - 24.2 - -

IBS-M (N = 16) 37.9 11 35.5 22.5 2.4 23
not classified

(N = 15) 40.5 10.5 38 22 2.2 21

male (N = 51)

IBS-C (N = 10) 36.3 10.4 35.5 22.5 2 21.6
IBS-D (N = 8) 34.2 12.9 29 25.5 7.3 24.8
IBS-U (N = 7) 33.1 8.3 32.5 23.9 2.3 23.5

IBS-M (N = 19) 30.4 8.1 29 24.1 3.2 25.3
not classified

(N = 7) 44.2 9.4 40 26.4 3 26.5

Non-IBS control
group

female (N = 40) 32.21 10.91 30.5 24.25 5.04 24.3
male (N = 30) 29.5 13.39 27 25.06 3.32 24.2

* BMI—Body Mass Index. Due to insufficient clinical information, 17 women and seven men were not classified
into any of the IBS subgroups. x—mean; Me—median; SD—standard deviation.

In total, 121 and 70 stool samples were collected from the patients with IBS and non-
IBS control group, respectively. After the 16S rRNA amplicon sequencing, the sequencing
data derived from 190 DNA samples had adequate quality to proceed further.

A total of 5568 ASVs (amplicon sequence variants) were identified, which occurred
1,660,070 times in all samples. The mean frequency of ASVs in the samples was 8691, while
the median was 7474.
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Table 2. Characteristics of patients with IBS regarding the questionnaire answers.

Questionnaire Questions
Patients with IBS

Females Males

How often do you defecate?
- several times a day 45% 42%
- once a day 37% 42%
- less often than once a day 18% 16%
What is the form of your stool?
- diarrhoea 33% 39%
- constipation 26% 20%
- diarrhea/constipation (alternating) 9% 4%
- normal 32% 37%
How often did you experience discomfort or pain in
the lower abdomen in the last 3 months?
- every day 48% 33%
- more than once a week 35% 49%
- 2–3 days per month 10% 18%
- once a month 3.5% 0%
- less than once a month 3.5% 0%
How often did this discomfort or pain decrease or
disappear after a defecation?
- never 4% 10.5%
- sometimes 37% 37.5%
- often 31.5% 33%
- frequently 20% 12.5%
- always 7.5% 6.5%
Were the bowel movements less frequent than the pain
or discomfort?
- never 36% 44%
- sometimes 24.5% 27%
- often 24.5% 19%
- frequently 13% 4%
- always 4% 6%
Have you had trouble sleeping since the pain started?
- yes 20% 27%
- no 80% 73%

The assessment of the microbiota was carried out based on the relative abundance
at seven taxonomic levels. In total, 10 phyla, 13 classes, 15 orders, 19 families, and
23 genera of microorganisms were identified, as indicated in Figure 1 and Tables S1–S5.
At the phylum level, our analysis revealed differences in the abundance of microbial taxa
between non-IBS control individuals and IBS patients. Specifically, we observed higher
abundances of Firmicutes, Bacteroidetes, Proteobacteria, and Tenericutes in stool samples de-
rived from non-IBS individuals compared to IBS patients. Conversely, the abundances
of Actinobacteria, Verrucomicrobia, Cyanobacteria, Synergistetes, and Fusobacteria phyla were
found to be higher among IBS patients compared to non-IBS individuals. Furthermore, we
conducted an analysis of the Firmicutes/Bacteroidetes ratio (F/B ratio) in both study groups,
revealing a higher ratio among patients with IBS (Figure 2).
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Figure 2. The key differences in gut microbiota between patients with IBS and the non-IBS control
group. The green boxes indicate the microbiota of higher abundance among females/males in the
study groups and the red ones of lower abundance.

Based on the results of the ANCOM analysis, differences between patients with IBS
and individuals without symptoms among Coriobacteriaceae (W = 40) and Clostridiales
(W = 30) ASVs at the family level were identified. In addition, the analysis pointed to
differences in Coriobacteriaceae (W = 66), Clostridiales (W = 35), and Candidatus Phytoplasma
(W = 6) at the genus level (Figure S1).

Assessment of α-diversity revealed the differences between the gut microbiota of
patients with IBS and unaffected individuals (p < 0.0001) (Figure S2).

Using Jaccard and Bray–Curtis dissimilarity tests, it was found that the gut microbiota
composition of patients with IBS was more diverse considering the microbiota composition
compared to individuals without gastrointestinal symptoms i (Figure 3). The use of weight-
UniFrac and unweight-UniFrac tests indicated that the phylogenetic origin of the gut
microbiota in both studied groups was similar (Figure 4).
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types of IBS) and female controls, the relative abundance of bacteria from Clostridiales (p = 
0.019) order, Mogibacteriaceae (p = 0.044) and Synergistaceae (p = 0.036) families, and Blautia 
spp. (p = 0.040) was found to be increased among females with IBS. In contrast, Shuttle-
worthia spp. (p < 0.001) was overrepresented in female controls. The detailed data are pre-
sented in the Supplementary Materials (Table S6). 

Figure 3. Beta-diversity assessed by the (A) Bray–Curtis and (B) Jaccard dissimilarity tests between
individuals with IBS (navy blue) and non-IBS individuals—CI (light blue) based on ASVs (PCoA
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ganisms. The percentage of the total variance for each axis is shown in parentheses. The composition
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the total variance for each axis is shown in parentheses.
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similar among the studied groups. The percentage of the total variance for each axis is shown
in parentheses.

Comparing the gut microbiota of females with IBS (without taking into account the
types of IBS) and female controls, the relative abundance of bacteria from Clostridiales
(p = 0.019) order, Mogibacteriaceae (p = 0.044) and Synergistaceae (p = 0.036) families, and
Blautia spp. (p = 0.040) was found to be increased among females with IBS. In contrast,
Shuttleworthia spp. (p < 0.001) was overrepresented in female controls. The detailed data
are presented in the Supplementary Materials (Table S6).
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Regarding the differences between males with IBS and male controls, the abundance
of Coriobacteriaceae increased among males with IBS (p < 0.001). In contrast, the abundance
of Shuttleworthia spp. was reduced (p < 0.001) (Table S7). The results concerning order, class,
family, and genus taxonomic levels are presented in Figure 2.

Comparing α-diversity scores, differences in the microbiota abundance between fe-
males with IBS and female controls (p < 0.0001), as well as males with IBS and male controls
(p = 0.028), were found. Results are presented in Supplementary Figure S3.

2.1. There Are Differences in the Gut Microbiota between Females and Males with IBS

Assessing gender-specific microbiota differences in patients with IBS, we found that
gene sequences of the bacteria order Clostridiales (p = 0.011) and family Synergistaceae
(p = 0.018) were more abundant in samples obtained from females compared to males.
Detailed data from the analysis are presented in Table S8.

When evaluating α-diversity, differences in the abundance of the gut microbiota were
found between females and males with IBS (p = 0.020) and females with IBS and control
males (p < 0.0001).

2.2. The type of IBS Does Not Influence Microbiota Diversity

Regarding the influence of the IBS types on the gut microbiota, no differences
(p > 0.05) were found when analyzing Clostridiales and Synergistaceae, which were indicated
as significantly related to previously observed differences (Tables S9 and S10).

2.3. The Presence of Clostridiales, Mogibacteriaceae, Coriobacteriaceae, Synergistaceae,
Shuttleworthia spp., and Blautia spp. Had No Effect on Abdominal Pain in Patients with IBS

Analysis of abdominal pain responses over the last three months (as per Table 1) and
the relative abundance of Clostridiales, Mogibacteriaceae, Coriobacteriaceae, Synergistaceae,
Shuttleworthia spp., and Blautia spp. revealed no effect of gut microbiota composition on
abdominal pain. Detailed data are compiled in Table S11.

3. Discussion

IBS is often diagnosed in patients who have undergone gastroenteritis in the past [12].
At the same time, other studies indicated that intestinal dysbiosis is the cause of the disease,
resulting from abnormalities in the quantitative and qualitative composition of the gut
microbiota [13–15], which were previously assessed based on data obtained using 16S
rRNA gene phylogenetic microarray analysis [16] or real-time PCR techniques [17]. It is still
not known whether intestinal diseases result directly from the dysbiosis of the intestinal
microflora or are a consequence of other factors that can affect the intestinal microflora.

The published research results emphasize the significant influence of gut microbiota
on human health [18,19]. Microbiota diversity may become an important ‘indicator’ when
assessing microbiomes in the context of disease etiology. Less differentiation of the gut
microbiota has been identified in acute and chronic diseases, including IBD [20]. Re-
duced diversity promotes the overgrowth of some microbes, as observed in patients with
IBS [18,19]. Still, most of the gut microbiota has not been characterized in terms of its
influence on human health.

Previously, Clostridiales were identified as more abundant in samples obtained from pa-
tients with IBS compared to samples of unaffected participants, applying the 16S rRNA [21].
Similarly, the use of the pyrosequencing technique in studies involving 37 patients with
IBS and 20 individuals without gastrointestinal signs allowed for the identification of the
more frequent presence of Clostridiales in the IBS group (p < 0.001) [22], which contradicts
our study results, in which we observed no differences between patients with IBS and
unaffected individuals.

The family of Coriobacteriaceae has an unclear role in IBS but influences the metabolism
of bile acids or the hormonal balance (aldosterone), and its number in the gut is determined,
among others, by physical activity [23,24]. Considering the positive effect of the presence
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of the bacteria in the gut on the status of human health, it was startling that Coriobacteriaceae
was found to be more abundant in the gut microbiome of patients with IBS (n = 37)
compared to control individuals (p < 0.01) [25]. Similarly, in our study, Coriobacteriaceae and
Clostridiales were found to be more abundant among patients with IBS.

On the other hand, Chung et al., based on their research on stool samples and small gut
biopsies obtained from 28 patients with IBS and 19 healthy individuals, have not reported
significant differences in the presence of Coriobacteriaceae bacteria between the assessed
biological materials the studied groups [26].

The presence of bacteria from the Mogibacteriaceae family was found to be signifi-
cant in the gut microbiota, especially in the period up to the third year of life, regard-
ing the occurrence of food allergies [27]. Moreover, these bacteria are more common
in the elderly [28]; however, their status in IBS has yet to be clarified. In our study,
Mogibacteriaceae was more abundant in stool samples obtained from patients with IBS
compared to unaffected individuals.

Synergistaceae is one of the most common bacteria in the human gut microbiota [29].
These bacteria are known to be abundant in the periodontal environment [10]. However,
available studies do not describe this microbial family in detail, referring to IBS patients
and their importance in the IBS pathogenesis. It was observed that Synergistaceae bacteria
were predominant in the gut microbiota of individuals with IBS, which was confirmed in
our study too.

Blautia spp. comprises microorganisms with potentially probiotic properties [30]. In
contrast, the influence of the Blautia genus in the gut on the early occurrence of breast
cancer has been suggested, pointing to its involvement in cancerogenesis [31]. Interestingly,
in a study of a group of patients with IBS (n = 62) and control individuals (n = 46), the
gut microbiota of patients with IBS was characterized by a lower relative abundance of
Blautia spp. [16]. The mentioned reports were contradicted by Liu et al., as they demon-
strated that Blautia spp. were more abundant in the control gut microbiome [32]. We
observed a higher relative abundance of Blautia spp. among females with IBS, in contrast
to females without symptoms. Hence, the influence of Blautia spp. on human health is not
established regarding the species level [30]. This aspect is important when drawing research
conclusions because the impact of Blautia spp. on human health may result from differences
at the species/strain level, which determines whether it has a positive or negative role.

Anaerovorax spp. has been reported to influence body weight regulation [33] and is
one of the butyrate-producing gut microbes, produced through microbial fermentation
of dietary fibers in the lower intestinal tract, which is essential for the appropriate gut
functioning [34]. In our study, Anaerovorax spp. was found to be more abundant in samples
derived from patients with IBS. This is in line with previous results of study based on stool
samples of Finland patients, performed using the 16S rRNA gene phylogenetic microarray
analysis with HITChip, in which a higher abundance of Anaerovorax spp. in the gut
microbiota of IBS patients was recognized, compared to control individuals [16].

Numerous reports repeatedly emphasize the positive influence of butyrate producers
on gut health [35]. There is meager information about the relationships between butyrate
producers, including Shuttleworthia spp. and the remaining gut microbiota [36]. The role of
Shuttleworthia spp. in IBS pathogenesis is still unexplained. However, it has been reported,
based on the results of stool samples obtained using 16S rRNA sequencing (V3–V5), that
Shuttleworthia spp. was more frequently observed in individuals with chronic constipation
compared to controls (p < 0.05) [37]. In our research, Shuttleworthia spp. was more frequently
identified in non-IBS control individuals compared to patients with IBS, and the differences
in abundances of Coriobacteriaceae, Clostridiales, and Candidatus Phytoplasma between patients
with IBS and unaffected individuals were found in ANCOM analysis.

Overall, in our study, patients with IBS were found to have more heterogeneous
gut microbiota than those without gastrointestinal symptoms. It has been previously
observed that gut microbiota was more diverse (p = 0.013) among patients with IBS (n = 80),
comparing to non-IBS control individuals (n = 21) [38]. Furthermore, in another study, the
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gut microbiomes of patients with IBS (n = 29) were characterized as more diverse compared
to the unaffected participants (n = 23) [39].

In contrast, Tap et al. reported no differences between the microbiota gut composition
of patients with IBS (n = 110) and individuals without gastrointestinal complaints (n = 39),
regarding the types of IBS [9], as well as Barandouzi et al., who did not notice differences
between studied groups (IBS, n = 80; control group, n = 21) [38]. Moreover, Pozuelo et al.
reported that IBS gut microbiota is characterized by less diversity compared to control
individuals (p < 0.01) [40], while Hugerth et al. showed that the composition diversity of
gut microbiota among patients with IBS and control individuals was similar (Bray–Curtis
test, p = 0.096) [41].

3.1. Differences Regarding Gender

In the majority of studies on IBS, the criterion of gender has not been taken into
account. Therefore, we assessed the influence of gender on the bacterial component in
patients with IBS and non-IBS control individuals.

It has been proven that diseases of the digestive system are more common among
females compared to males. It has also been shown that females are much more likely to
suffer from IBS (2–2.5:1) [42,43] or chronic diarrhea of unknown etiology [44]. These data
suggested that gender may influence microbiota research outcomes, and we confirmed
that assumption.

Here, we revealed a difference in the presence of Coriobacteriaceae bacteria in the
gut microbiota between males and females with their enrichment in male participants
(p = 0.034). In contrast, in an animal research model, female mice exposed to 17ß-estradiol
had a higher abundance of these bacteria in gut microbiota [45], which may suggest an
effect of hormones on the gut bacteria. In the interpretation of the results, however, one
should not forget about the discrepancies that occur between the human body and an
animal experimental model.

Moreover, we observed that Bacteroidales were more frequently identified in females,
independently of disease status. Previously, the gut microbiota has also been characterized
by more frequent identification of bacteria from the same order, e.g., Bacteroidaceae and
Bacteroides spp. [11].

In our study, we noticed differences between females and males regarding Chris-
tensenellaceae and Christensenella spp.; both bacteria were more frequently observed among
females in comparison to males, skipping the study group. Interestingly, it has been found
that Christensenellaceae is underrepresented in the gut microbiome of obese patients [46],
but overrepresented in long-lived people [47]. However, differences between genders were
not observed.

Furthermore, we found that the gut microbiota of females is characterized by a more
frequent presence of Anaerovorax spp., Mogibacterium spp., and Psuedobutyrivibrio spp. in
relation to the group of males, both with IBS and without gastrointestinal symptoms.
Moreover, regardless of belonging to the study group, Shuttleworthia spp. was more often
present in the gut of males, in contrast to female gut microbiota. All these findings underline
the importance of considering gender aspects during microbiota assessments.

Previously, differences in the gut microbiome were observed, taking into account
the types of IBS, between control individuals (n = 16), IBS (IBS-U (n = 13), IBS-C (n = 9),
and IBS-D (n = 13)), based on OTU values [48]. Moreover, the differences between the gut
microbiome of patients with IBS-C and IBS-D (Tukey post-hoc, p = 0.011), as well as between
IBS-C and IBS-M (p = 0.011), have been previously reported too [10]. In comparison, another
study confirmed that the gut microbiota of patients with IBS-D and control individuals did
not differ in terms of diversity based on Shannon’s indexes [49].

However, several studies have confirmed a higher number of Clostridiales and
Coriobacteriaceae in patients with type IBS-C [9,10,50]. In our study, we conducted an
analysis focusing on the specific microbiota that was previously identified as different in
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study groups, e.g., Clostridiales and Synergistaceae. Regarding IBS types, differences were
not observed.

We did not observe any significant differences in the abundance of these taxa among
the study groups. In contrast to the published findings, our results did not reveal any
distinct microbial signatures associated with each IBS subtype.

In contrast to published data, we did not notice any distinguishing features of each
type of IBS.

3.2. The Gut Microbiota Did Not Influence on Abdominal Pain Complaining by Patients with IBS

It has been established that intricate interactions between the gut microbiome and the
brain play a significant role in modulating responses to visceral pain [51], particularly in
relation to gastrointestinal disorders. However, the specific bacteria responsible for the
sensation of pain have not yet been fully elucidated [52].

In our study, in the last three months prior to sampling, 48% of women suffered from
abdominal pain daily, while 48% of men experienced abdominal pain more than once a
week. This fact emphasizes the role of abdominal pain in IBS patients’ lives.

We did not observe a relationship between the several types of microbiota assessed
and abdominal pain experienced by patients with IBS in the past last three months. In
contrast to our findings, Brunkwall et al. reported that the presence and severity of
bowel symptoms were associated with an increased abundance of Fusobacterium spp.
(p = 0.02) [53]. Interestingly, the same authors showed that a higher abundance of Blautia
spp. in gut microbiota was associated with diarrhea (p = 0.01), IBS (p = 0.002), and bowel
symptoms (p = 0.0003) [53]. It was found in our study that Blautia spp. could influence
IBS status, regarding the significant abundance of gut microbiota among females with IBS
compared to females without gastrointestinal symptoms (p = 0.040). However, we did not
find any correlation between patient complaints of abdominal pain and the abundance of
Clostridiales, Mogibacteriaceae, Coriobacteriaceae, Synergistaceae, and Shuttleworthia spp.

4. Materials and Methods

Ascertainment, sample collection, and characteristics of patients with IBS and non-IBS
control group.

Patients with IBS and control individuals aged 18 to 70 were recruited for the study.
Patients with IBS underwent a medical examination performed by a gastroenterologist in
the Department of Gastroenterology, Dietetics, and Internal Diseases, at Poznan University
of Medical Sciences, Poznan, Poland (PUMS). They were qualified for the study if com-
pliance with the Rome IV Criteria was found [54]. Then, patients with IBS were classified
into subgroups, depending on their clinical characteristics: IBS-C, IBS-D, IBS-M and IBS-U),
according to the Rome IV Criteria [6].

Control individuals were recruited after a medical examination performed by a gas-
troenterologist from the Department of Gastroenterology, Dietetics, and Internal Diseases at
PUMS. The absence of gastrointestinal symptoms in the last three months, no elimination
diet, and no metabolic disease were the criteria for inclusion of the person in the control
group. The exclusion criteria for both study groups were smoking, pregnancy, metabolic
diseases (including diabetes), hypertension, previous history of abdominal surgery, and
the intake of antibiotics, antiviral and antifungal drugs, proton pump inhibitors, probiotics,
prebiotics, symbiotics, herbs, and other supplements improving gut peristalsis, steroids,
spasmolytic drugs, or antidepressants in the last three months. If a given person met at
least one exclusion criterion, he/she did not qualify for the study.

As a biological material for the experiments, a stool sample was collected once from
each study participant.

A questionnaire that included questions about abdominal/lower abdominal pain, stool
consistency, frequency of bowel movements (considering pain), pain frequency, or general
well-being was completed by each study participant in the presence of the gastroenterologist
performing the clinical evaluation.
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4.1. Microbial DNA Extraction and 16S Amplicon Sequencing

The genomic DNA from the stool samples was extracted using a ZymoBIOMICS DNA
Miniprep Kit (Zymo Research, Irvine, CA, USA) according to the manufacturer’s protocol.
The quality and quantity of the DNA samples were evaluated by Implen NanoPhotometr
N60 UV-Vis spectrophotometry (Implen NanoPhotometer, Los Angeles, CA, USA).

Bacterial DNA sequences were evaluated using amplicon sequencing with univer-
sal primers 515F and 806R, targeting the V3-V4 hypervariable regions of the 16S rRNA
gene. The library preparation was performed according to the 16S Metagenomic Se-
quencing Library Preparation—Preparing 16S Ribosomal RNA Gene Amplicons for the
Illumina MiSeq System protocol in Illumina technology [55]. The paired-end sequencing
(2 × 300 bp) was performed using the MiSeq platform (Illumina, San Diego, CA, USA) at the
Medical University of Warsaw, Warsaw, Poland. For each sequencing run, each 16S rRNA
amplicon pool was spiked-in with 10% of the reference PhiX Control v3 Library (Illumina)
for improvement of the overall run quality. The sequencing run was performed with 10%
of the reference PhiX Control v3 Library (Illumina) spike-in to improve the sequencing
quality of 16S rRNA amplicon low-diversity libraries.

4.2. Data Analysis
Sequencing Data Workflow

Bioinformatic analysis of the raw 16S rRNA sequencing reads obtained was performed
by the bioinformatics company, ideas4biology Sp. z o.o. in Poznan, Poland, in accordance
with the protocol described elsewhere [56–61]. Briefly, initial reports of the sequencing
read quality were generated for each sample separately using FastQC and aggregated
using MultiQC [56]. Data obtained from the 16S rRNA sequencing were analyzed using
QIIME 2 version 2019.7 [57]. The readings were verified based on the q2-dada2 function
implementing the DADA2 algorithm. In order to improve the quality of the readings,
artifacts, including PhiX sequences and chimeras, were removed using the indicated
algorithm [58]. ASVs (amplicon sequence variants) of suitable quality and sequence length
were obtained. Then, for the obtained ASVs, sequence alignment was performed using
the MAFFT algorithm [59], implemented as part of the q2-alignment function [61]. ASVs
were assigned to a given taxonomic level using a trained, naive Bayesian classifier based
on the assumption of mutual independence of two variables. The above classifier was
applied using the q2-feature classifier plugin to improve the parameters for optimizing
the classifier’s performance [60]. To teach the classifier, the taxonomic Greengenes (16S)
database was used (in version 13_8 99% OTUs reference sequences) [62], downloaded
from ftp://greengenes.microbio.me/greengenes_release/gg_13_5/gg_13_8_otus.tar.gz
(accessed on 30 September 2019).

4.3. Statistical Analyzes

Statistical analyses were performed using Statistica, version 13.4 (Dell Inc., Round
Rock, TX, USA). The compliance of the empirical data distributions with the normal
distribution was verified with the Shapiro–Wilk W test. Then, due to the inconsistency
of the variables with a normal distribution, the Mann–Whitney U (for two groups) and
Kruskal–Wallis (for three or more variables) tests were applied.

In addition, ANCOM (Analysis of Compositions of Microbiomes) analysis was carried
out, as previously described [63].

To determine which of the study groups had a more diverse gut microbiota, and to
indicate the differences regarding the genus and taxonomy levels of gut microbiota between
patients with IBS and non-IBS control individual, the Kruskal–Wallis test with post-hoc
multiple comparisons, via Dunn’s test, was applied. p ≤ 0.05 was defined as the level of
statistical significance.

To determine which participants of the study had more diverse gut microbiota, four
tests were performed: Bray–Curtis, Jaccard dissimilarity, and weight and unweight UniFrac

ftp://greengenes.microbio.me/greengenes_release/gg_13_5/gg_13_8_otus.tar.gz
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using the QIIME 2 program, and the results were shown as the Principal Coordinates
Analysis (PCoA).

The Kruskal–Wallis test was performed to assess the influence of (i) the IBS type (IBS-C,
IBS-D, IBS-M, and IBS-U) on gut microbiota and (ii) gut microbiota on abdominal pain.

In these analyses, microorganisms that turned out to be important as a result of the
differentiation of the studied groups were evaluated. Statistical analysis was performed
to account for the variation observed in the studied groups, focusing on the selected
microorganisms that were deemed relevant for differentiation.

5. Conclusions

There are differences in the microbiota composition between samples derived from
patients with IBS and individuals without gastrointestinal symptoms. Patients with IBS
were characterized as having a more diverse gut microbiota. When assessing the gut
microbiota, the gender criterion should be taken into account.

Despite numerous studies about the gut microbiota, many aspects of the pathogen-
esis of IBS remain unexplained. Based on the presented data and previously published
reports, it can be concluded that IBS should be considered a disease that requires a broad
comprehensive approach in diagnostic aspects and a detailed individual analysis. In the
future, knowledge about gut microbiota will allow the development of tools to improve
the diagnosis and treatment of IBS.
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16. Rajilić-Stojanović, M.; Biagi, E.; Heilig, H.G.H.J.; Kajander, K.; Kekkonen, R.A.; Tims, S.; de Vos, W.M. Global and Deep Molecular

Analysis of Microbiota Signatures in Fecal Samples from Patients with Irritable Bowel Syndrome. Gastroenterology 2011, 141,
1792–1801. [CrossRef] [PubMed]

17. Kurina, I.; Popenko, A.; Klimenko, N.; Koshechkin, S.; Chuprikova, L.; Filipenko, M.; Tyakht, A.; Alexeev, D. Development of
QPCR Platform with Probes for Quantifying Prevalent and Biomedically Relevant Human Gut Microbial Taxa. Mol. Cell. Probes
2020, 52, 101570. [CrossRef] [PubMed]

18. Carroll, I.M.; Ringel-Kulka, T.; Siddle, J.P.; Ringel, Y. Alterations in Composition and Diversity of the Intestinal Microbiota in
Patients with Diarrhea-Predominant Irritable Bowel Syndrome. Neurogastroenterol. Motil. 2012, 24, 521–530.e248. [CrossRef]

19. Carroll, I.M.; Ringel-Kulka, T.; Keku, T.O.; Chang, Y.-H.; Packey, C.D.; Sartor, R.B.; Ringel, Y. Molecular Analysis of the Luminal-
and Mucosal-Associated Intestinal Microbiota in Diarrhea-Predominant Irritable Bowel Syndrome. Am. J. Physiol. Gastrointest.
Liver Physiol. 2011, 301, G799–G807. [CrossRef]

20. Pickard, J.M.; Zeng, M.Y.; Caruso, R.; Núñez, G. Gut Microbiota: Role in Pathogen Colonization, Immune Responses, and
Inflammatory Disease. Immunol. Rev. 2017, 279, 70–89. [CrossRef]

21. Nagel, R.; Traub, R.J.; Allcock, R.J.N.; Kwan, M.M.S.; Bielefeldt-Ohmann, H. Comparison of Faecal Microbiota in Blastocystis-
Positive and Blastocystis-Negative Irritable Bowel Syndrome Patients. Microbiome 2016, 4, 47. [CrossRef] [PubMed]

22. Jeffery, I.B.; O’Toole, P.W.; Öhman, L.; Claesson, M.J.; Deane, J.; Quigley, E.M.M.; Simrén, M. An Irritable Bowel Syndrome
Subtype Defined by Species-Specific Alterations in Faecal Microbiota. Gut 2012, 61, 997–1006. [CrossRef] [PubMed]

23. Zhao, X.; Zhang, Z.; Hu, B.; Huang, W.; Yuan, C.; Zou, L. Response of Gut Microbiota to Metabolite Changes Induced by
Endurance Exercise. Front. Microbiol. 2018, 9, 765. [CrossRef] [PubMed]

24. Liu, H.; Zhang, H.; Wang, X.; Yu, X.; Hu, C.; Zhang, X. The Family Coriobacteriaceae Is a Potential Contributor to the Beneficial
Effects of Roux-En-Y Gastric Bypass on Type 2 Diabetes. Surg. Obes. Relat. Dis. 2018, 14, 584–593. [CrossRef] [PubMed]

25. Lo Presti, A.; Zorzi, F.; Del Chierico, F.; Altomare, A.; Cocca, S.; Avola, A.; De Biasio, F.; Russo, A.; Cella, E.; Reddel, S.; et al. Fecal
and Mucosal Microbiota Profiling in Irritable Bowel Syndrome and Inflammatory Bowel Disease. Front. Microbiol. 2019, 10, 1655.
[CrossRef] [PubMed]

26. Chung, C.-S.; Chang, P.-F.; Liao, C.-H.; Lee, T.-H.; Chen, Y.; Lee, Y.-C.; Wu, M.-S.; Wang, H.-P.; Ni, Y.-H. Differences of Microbiota
in Small Bowel and Faeces between Irritable Bowel Syndrome Patients and Healthy Subjects. Scand. J. Gastroenterol. 2016, 51,
410–419. [CrossRef]

27. Ruohtula, T.; de Goffau, M.C.; Nieminen, J.K.; Honkanen, J.; Siljander, H.; Hämäläinen, A.-M.; Peet, A.; Tillmann, V.; Ilonen, J.;
Niemelä, O.; et al. Maturation of Gut Microbiota and Circulating Regulatory T Cells and Development of IgE Sensitization in
Early Life. Front. Immunol. 2019, 10, 2494. [CrossRef]

28. Biagi, E.; Franceschi, C.; Rampelli, S.; Severgnini, M.; Ostan, R.; Turroni, S.; Consolandi, C.; Quercia, S.; Scurti, M.; Monti, D.; et al.
Gut Microbiota and Extreme Longevity. Curr. Biol. 2016, 26, 1480–1485. [CrossRef]

https://doi.org/10.3389/fimmu.2018.01830
https://doi.org/10.3390/ijms24108977
https://doi.org/10.1002/kjm2.12154
https://www.ncbi.nlm.nih.gov/pubmed/31782606
https://doi.org/10.5056/jnm16214
https://doi.org/10.3892/ijmm.2017.3096
https://www.ncbi.nlm.nih.gov/pubmed/28849091
https://doi.org/10.1016/j.gtc.2016.09.008
https://www.ncbi.nlm.nih.gov/pubmed/28164845
https://doi.org/10.1053/j.gastro.2016.09.049
https://doi.org/10.1152/ajpgi.00044.2015
https://doi.org/10.5534/wjmh.190009
https://doi.org/10.1007/s10620-020-06109-5
https://doi.org/10.1111/apt.13236
https://www.ncbi.nlm.nih.gov/pubmed/25973666
https://doi.org/10.1002/mef2.28
https://doi.org/10.1038/nrgastro.2014.40
https://doi.org/10.1053/j.gastro.2011.07.043
https://www.ncbi.nlm.nih.gov/pubmed/21820992
https://doi.org/10.1016/j.mcp.2020.101570
https://www.ncbi.nlm.nih.gov/pubmed/32304824
https://doi.org/10.1111/j.1365-2982.2012.01891.x
https://doi.org/10.1152/ajpgi.00154.2011
https://doi.org/10.1111/imr.12567
https://doi.org/10.1186/s40168-016-0191-0
https://www.ncbi.nlm.nih.gov/pubmed/27580855
https://doi.org/10.1136/gutjnl-2011-301501
https://www.ncbi.nlm.nih.gov/pubmed/22180058
https://doi.org/10.3389/fmicb.2018.00765
https://www.ncbi.nlm.nih.gov/pubmed/29731746
https://doi.org/10.1016/j.soard.2018.01.012
https://www.ncbi.nlm.nih.gov/pubmed/29459013
https://doi.org/10.3389/fmicb.2019.01655
https://www.ncbi.nlm.nih.gov/pubmed/31379797
https://doi.org/10.3109/00365521.2015.1116107
https://doi.org/10.3389/fimmu.2019.02494
https://doi.org/10.1016/j.cub.2016.04.016


Int. J. Mol. Sci. 2023, 24, 10424 14 of 15

29. Abenavoli, L.; Scarpellini, E.; Colica, C.; Boccuto, L.; Salehi, B.; Sharifi-Rad, J.; Aiello, V.; Romano, B.; De Lorenzo, A.; Izzo, A.A.;
et al. Gut Microbiota and Obesity: A Role for Probiotics. Nutrients 2019, 11, 2690. [CrossRef]

30. Liu, X.; Mao, B.; Gu, J.; Wu, J.; Cui, S.; Wang, G.; Zhao, J.; Zhang, H.; Chen, W. Blautia—A New Functional Genus with Potential
Probiotic Properties? Gut Microbes 2021, 13, 1875796. [CrossRef]

31. Luu, T.H.; Michel, C.; Bard, J.-M.; Dravet, F.; Nazih, H.; Bobin-Dubigeon, C. Intestinal Proportion of Blautia Sp. Is Associated with
Clinical Stage and Histoprognostic Grade in Patients with Early-Stage Breast Cancer. Nutr. Cancer 2017, 69, 267–275. [CrossRef]
[PubMed]

32. Liu, Y.; Zhang, L.; Wang, X.; Wang, Z.; Zhang, J.; Jiang, R.; Wang, X.; Wang, K.; Liu, Z.; Xia, Z.; et al. Similar Fecal Microbiota
Signatures in Patients with Diarrhea-Predominant Irritable Bowel Syndrome and Patients with Depression. Clin. Gastroenterol.
Hepatol. 2016, 14, 1602–1611.e5. [CrossRef]

33. Rabot, S.; Membrez, M.; Blancher, F.; Berger, B.; Moine, D.; Krause, L.; Bibiloni, R.; Bruneau, A.; Gérard, P.; Siddharth, J.; et al.
High Fat Diet Drives Obesity Regardless the Composition of Gut Microbiota in Mice. Sci. Rep. 2016, 6, 32484. [CrossRef]

34. Liu, H.; Wang, J.; He, T.; Becker, S.; Zhang, G.; Li, D.; Ma, X. Butyrate: A Double-Edged Sword for Health? Adv. Nutr. 2018, 9,
21–29. [CrossRef] [PubMed]

35. Mousa, W.K.; Chehadeh, F.; Husband, S. Recent Advances in Understanding the Structure and Function of the Human Microbiome.
Front. Microbiol. 2022, 13, 825338. [CrossRef] [PubMed]

36. Esquivel-Elizondo, S.; Ilhan, Z.E.; Garcia-Peña, E.I.; Krajmalnik-Brown, R. Insights into Butyrate Production in a Controlled
Fermentation System via Gene Predictions. mSystems 2017, 2, e00051-17. [CrossRef]

37. Parthasarathy, G.; Chen, J.; Chia, N.; O’Connor, H.M.; Gaskins, H.R.; Bharucha, A.E. Reproducibility of Assessing Fecal Microbiota
in Chronic Constipation. Neurogastroenterol. Motil. 2017, 29, e13172. [CrossRef]

38. Barandouzi, Z.A.; Lee, J.; Maas, K.; Starkweather, A.R.; Cong, X.S. Altered Gut Microbiota in Irritable Bowel Syndrome and Its
Association with Food Components. J. Pers. Med. 2021, 11, 35. [CrossRef]

39. Labus, J.S.; Hollister, E.B.; Jacobs, J.; Kirbach, K.; Oezguen, N.; Gupta, A.; Acosta, J.; Luna, R.A.; Aagaard, K.; Versalovic, J.; et al.
Differences in Gut Microbial Composition Correlate with Regional Brain Volumes in Irritable Bowel Syndrome. Microbiome 2017,
5, 49. [CrossRef]

40. Pozuelo, M.; Panda, S.; Santiago, A.; Mendez, S.; Accarino, A.; Santos, J.; Guarner, F.; Azpiroz, F.; Manichanh, C. Reduction of
Butyrate- and Methane-Producing Microorganisms in Patients with Irritable Bowel Syndrome. Sci. Rep. 2015, 5, 12693. [CrossRef]

41. Hugerth, L.W.; Andreasson, A.; Talley, N.J.; Forsberg, A.M.; Kjellström, L.; Schmidt, P.T.; Agreus, L.; Engstrand, L. No Distinct
Microbiome Signature of Irritable Bowel Syndrome Found in a Swedish Random Population. Gut 2019, 69, 1076–1084. [CrossRef]

42. Boeckxstaens, G.E.; Drug, V.; Dumitrascu, D.; Farmer, A.D.; Hammer, J.; Hausken, T.; Niesler, B.; Pohl, D.; Pojskic, L.;
Polster, A.; et al. Phenotyping of Subjects for Large Scale Studies on Patients with IBS. Neurogastroenterol. Motil. 2016, 28,
1134–1147. [CrossRef] [PubMed]

43. Sperber, A.D.; Dumitrascu, D.; Fukudo, S.; Gerson, C.; Ghoshal, U.C.; Gwee, K.A.; Hungin, A.P.S.; Kang, J.-Y.; Minhu, C.;
Schmulson, M.; et al. The Global Prevalence of IBS in Adults Remains Elusive Due to the Heterogeneity of Studies: A Rome
Foundation Working Team Literature Review. Gut 2017, 66, 1075–1082. [CrossRef]

44. Narayanan, S.P.; Anderson, B.; Bharucha, A.E. Sex- and Gender-Related Differences in Common Functional Gastroenterologic
Disorders. Mayo Clin. Proc. 2021, 96, 1071–1089. [CrossRef] [PubMed]

45. Benedek, G.; Zhang, J.; Nguyen, H.; Kent, G.; Seifert, H.A.; Davin, S.; Stauffer, P.; Vandenbark, A.A.; Karstens, L.; Asquith, M.;
et al. Estrogen Protection against EAE Modulates the Microbiota and Mucosal-Associated Regulatory Cells. J. Neuroimmunol.
2017, 310, 51–59. [CrossRef]

46. Alcazar, M.; Escribano, J.; Ferré, N.; Closa-Monasterolo, R.; Selma-Royo, M.; Feliu, A.; Castillejo, G.; Luque, V.; Closa-
Monasterolo, R.; Escribano, J.; et al. Gut Microbiota Is Associated with Metabolic Health in Children with Obesity. Clin.
Nutr. 2022, 41, 1680–1688. [CrossRef] [PubMed]

47. Ren, M.; Li, H.; Fu, Z.; Li, Q. Succession Analysis of Gut Microbiota Structure of Participants from Long-Lived Families in Hechi,
Guangxi, China. Microorganisms 2021, 9, 2524. [CrossRef] [PubMed]

48. Brill, B.; Amir, A.; Heller, R. Testing for Differential Abundance in Compositional Counts Data, with Application to Microbiome
Studies. arXiv 2020, arXiv:1904.08937. [CrossRef]

49. Zhuang, X.; Tian, Z.; Li, L.; Zeng, Z.; Chen, M.; Xiong, L. Fecal Microbiota Alterations Associated With Diarrhea-Predominant
Irritable Bowel Syndrome. Front. Microbiol. 2018, 9, 1600. [CrossRef]

50. Zeber-Lubecka, N.; Kulecka, M.; Ambrozkiewicz, F.; Paziewska, A.; Goryca, K.; Karczmarski, J.; Rubel, T.; Wojtowicz, W.;
Mlynarz, P.; Marczak, L.; et al. Limited Prolonged Effects of Rifaximin Treatment on Irritable Bowel Syndrome-Related Differences
in the Fecal Microbiome and Metabolome. Gut Microbes 2016, 7, 397–413. [CrossRef]

51. Carco, C.; Young, W.; Gearry, R.B.; Talley, N.J.; McNabb, W.C.; Roy, N.C. Increasing Evidence That Irritable Bowel Syndrome and
Functional Gastrointestinal Disorders Have a Microbial Pathogenesis. Front. Cell Infect. Microbiol. 2020, 10, 468. [CrossRef]

52. Guo, R.; Chen, L.-H.; Xing, C.; Liu, T. Pain Regulation by Gut Microbiota: Molecular Mechanisms and Therapeutic Potential. Br. J.
Anaesth. 2019, 123, 637–654. [CrossRef] [PubMed]

53. Brunkwall, L.; Ericson, U.; Nilsson, P.M.; Orho-Melander, M.; Ohlsson, B. Self-Reported Bowel Symptoms Are Associated with
Differences in Overall Gut Microbiota Composition and Enrichment of Blautia in a Population-Based Cohort. J. Gastroenterol.
Hepatol. 2021, 36, 174–180. [CrossRef]

https://doi.org/10.3390/nu11112690
https://doi.org/10.1080/19490976.2021.1875796
https://doi.org/10.1080/01635581.2017.1263750
https://www.ncbi.nlm.nih.gov/pubmed/28094541
https://doi.org/10.1016/j.cgh.2016.05.033
https://doi.org/10.1038/srep32484
https://doi.org/10.1093/advances/nmx009
https://www.ncbi.nlm.nih.gov/pubmed/29438462
https://doi.org/10.3389/fmicb.2022.825338
https://www.ncbi.nlm.nih.gov/pubmed/35185849
https://doi.org/10.1128/mSystems.00051-17
https://doi.org/10.1111/nmo.13172
https://doi.org/10.3390/jpm11010035
https://doi.org/10.1186/s40168-017-0260-z
https://doi.org/10.1038/srep12693
https://doi.org/10.1136/gutjnl-2019-318717
https://doi.org/10.1111/nmo.12886
https://www.ncbi.nlm.nih.gov/pubmed/27319981
https://doi.org/10.1136/gutjnl-2015-311240
https://doi.org/10.1016/j.mayocp.2020.10.004
https://www.ncbi.nlm.nih.gov/pubmed/33814075
https://doi.org/10.1016/j.jneuroim.2017.06.007
https://doi.org/10.1016/j.clnu.2022.06.007
https://www.ncbi.nlm.nih.gov/pubmed/35777107
https://doi.org/10.3390/microorganisms9122524
https://www.ncbi.nlm.nih.gov/pubmed/34946126
https://doi.org/10.1214/22-AOAS1607
https://doi.org/10.3389/fmicb.2018.01600
https://doi.org/10.1080/19490976.2016.1215805
https://doi.org/10.3389/fcimb.2020.00468
https://doi.org/10.1016/j.bja.2019.07.026
https://www.ncbi.nlm.nih.gov/pubmed/31551115
https://doi.org/10.1111/jgh.15104


Int. J. Mol. Sci. 2023, 24, 10424 15 of 15

54. Aziz, I.; Törnblom, H.; Palsson, O.S.; Whitehead, W.E.; Simrén, M. How the Change in IBS Criteria from Rome III to Rome IV
Impacts on Clinical Characteristics and Key Pathophysiological Factors. Am. J. Gastroenterol. 2018, 113, 1017–1025. [CrossRef]

55. 16S Metagenomic Sequencing Library Preparation. Available online: https://emea.support.illumina.com/downloads/16s_
metagenomic_sequencing_library_preparation.html (accessed on 24 October 2021).

56. Ewels, P.; Magnusson, M.; Lundin, S.; Käller, M. MultiQC: Summarize Analysis Results for Multiple Tools and Samples in a
Single Report. Bioinformatics 2016, 32, 3047–3048. [CrossRef] [PubMed]

57. Bolyen, E.; Rideout, J.R.; Dillon, M.R.; Bokulich, N.A.; Abnet, C.C.; Al-Ghalith, G.A.; Alexander, H.; Alm, E.J.; Arumugam, M.;
Asnicar, F.; et al. Reproducible, Interactive, Scalable and Extensible Microbiome Data Science Using QIIME 2. Nat. Biotechnol.
2019, 37, 852–857. [CrossRef] [PubMed]

58. Callahan, B.J.; McMurdie, P.J.; Rosen, M.J.; Han, A.W.; Johnson, A.J.A.; Holmes, S.P. DADA2: High-Resolution Sample Inference
from Illumina Amplicon Data. Nat. Methods 2016, 13, 581–583. [CrossRef]

59. Katoh, K.; Misawa, K.; Kuma, K.; Miyata, T. MAFFT: A Novel Method for Rapid Multiple Sequence Alignment Based on Fast
Fourier Transform. Nucleic Acids Res. 2002, 30, 3059–3066. [CrossRef]

60. Bokulich, N.A.; Kaehler, B.D.; Rideout, J.R.; Dillon, M.; Bolyen, E.; Knight, R.; Huttley, G.A.; Gregory Caporaso, J. Optimizing
Taxonomic Classification of Marker-Gene Amplicon Sequences with QIIME 2’s Q2-Feature-Classifier Plugin. Microbiome 2018,
6, 90. [CrossRef]

61. Price, M.N.; Dehal, P.S.; Arkin, A.P. FastTree 2—Approximately Maximum-Likelihood Trees for Large Alignments. PLoS ONE
2010, 5, e9490. [CrossRef]

62. McDonald, D.; Price, M.N.; Goodrich, J.; Nawrocki, E.P.; DeSantis, T.Z.; Probst, A.; Andersen, G.L.; Knight, R.; Hugenholtz, P. An
Improved Greengenes Taxonomy with Explicit Ranks for Ecological and Evolutionary Analyses of Bacteria and Archaea. ISME J.
2012, 6, 610–618. [CrossRef] [PubMed]

63. Lin, H.; Peddada, S.D. Analysis of Compositions of Microbiomes with Bias Correction. Nat. Commun. 2020, 11, 3514. [CrossRef]
[PubMed]

Disclaimer/Publisher’s Note: The statements, opinions and data contained in all publications are solely those of the individual
author(s) and contributor(s) and not of MDPI and/or the editor(s). MDPI and/or the editor(s) disclaim responsibility for any injury to
people or property resulting from any ideas, methods, instructions or products referred to in the content.

https://doi.org/10.1038/s41395-018-0074-z
https://emea.support.illumina.com/downloads/16s_metagenomic_sequencing_library_preparation.html
https://emea.support.illumina.com/downloads/16s_metagenomic_sequencing_library_preparation.html
https://doi.org/10.1093/bioinformatics/btw354
https://www.ncbi.nlm.nih.gov/pubmed/27312411
https://doi.org/10.1038/s41587-019-0209-9
https://www.ncbi.nlm.nih.gov/pubmed/31341288
https://doi.org/10.1038/nmeth.3869
https://doi.org/10.1093/nar/gkf436
https://doi.org/10.1186/s40168-018-0470-z
https://doi.org/10.1371/journal.pone.0009490
https://doi.org/10.1038/ismej.2011.139
https://www.ncbi.nlm.nih.gov/pubmed/22134646
https://doi.org/10.1038/s41467-020-17041-7
https://www.ncbi.nlm.nih.gov/pubmed/32665548

	Introduction 
	Results 
	There Are Differences in the Gut Microbiota between Females and Males with IBS 
	The type of IBS Does Not Influence Microbiota Diversity 
	The Presence of Clostridiales, Mogibacteriaceae, Coriobacteriaceae, Synergistaceae, Shuttleworthia spp., and Blautia spp. Had No Effect on Abdominal Pain in Patients with IBS 

	Discussion 
	Differences Regarding Gender 
	The Gut Microbiota Did Not Influence on Abdominal Pain Complaining by Patients with IBS 

	Materials and Methods 
	Microbial DNA Extraction and 16S Amplicon Sequencing 
	Data Analysis 
	Statistical Analyzes 

	Conclusions 
	References

