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Abstract: The gut microbiome has important effects on gastrointestinal diseases. Diarrhea attenuation
functions of baicalin (BA) is not clear. Baicalin–aluminum complexes (BBA) were synthesized from
BA, but the BBA’s efficacy on the diarrhea of piglets and the gut microbiomes have not been explored
and the mechanism remains unclear. This study has explored whether BBA could modulate the
composition of the gut microbiomes of piglets during diarrhea. The results showed that the diarrhea
rate reduced significantly after treatment with BBA. BBA altered the overall structure of the gut
microbiomes. In addition, the Gene Ontology (GO) enrichment analysis indicated that the functional
differentially expressed genes, which were involved in the top 30 GO enrichments, were associated
with hydrogenase (acceptor) activity, nicotinamide-nucleotide adenylyltransferase activity, and
isocitrate lyase activity, belong to the molecular function. Kyoto Encyclopedia of Genes and Genomes
(KEGG) enrichment analysis showed that flagellar assembly, bacterial chemotaxis, lipopolysaccharide
biosynthesis, ATP-binding cassette transporters (ABC) transporters, biosynthesis of amino acids,
and phosphotransferase system (PTS) were the most enriched during BBA treatment process. Taken
together, our results first demonstrated that BBA treatment could modulate the gut microbiomes
composition of piglets with diarrhea, which may provide new potential insights on the mechanisms
of gut microbiomes associated underlying the antimicrobial efficacy of BBA.
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1. Introduction

Post-weaning diarrhea (PWD) is thought to be one of the most important diseases for the modern
pig industry worldwide because it causes serious financial losses [1]. There are many factors related
to diarrhea of piglets. Enterotoxigenic Escherichia coli (E. coli) (ETEC) is generally considered to be
an important factor associated with PWD of piglets [2]. In addition, previous reports showed that
stress factors during weaning period might negatively regulate the response to immune system which
could result in alteration of intestinal flora and dysfunction [3,4]. Antibiotics are commonly utilized
for controlling PWD of piglets [5]. However, there is a concern that long-term utilization of antibiotics
may lead to drug resistance [6] and risk of residue in the human body through food transmission [7].
Therefore, currently developing a new Chinese herbal medicine has become an important approach to
solve the diarrhea in piglets.
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Baicalin–aluminum complexes (BBA) are synthesized from baicalin. Baicalin is an important
effective plant-derived compound of the traditional Chinese medicine, which is extracted from
Scutellaria baicalensis Georgi (Huang Qin) [8]. Baicalin has been shown exhibiting important biological
functions. Baicalin could provide protection against Salmonella typhimurium infection, reduce the
bacterial virulence, and modulate host response [9]. Baicalin significantly attenuated the production
of HMGB1 in peripheral blood monocytes induced by Haemophilus parasuis during inflammation
process [10]. Baicalin triggered the activation of autophagy in the macrophages stimulated by
Mycobacterium tuberculosis infection via PI3K/Akt/mTOR pathway, thus producing anti-inflammatory
function [11]. It has been documented that baicalin could inhibit the lethality of Shiga-like toxin
2 [12] and provide significant protection to mice from the challenge of Shiga-like toxin-producing
Escherichia coli (STEC) O157:H7 [13]. In addition, baicalin has shown an effect on inhibiting growth
and reducing antimicrobial resistance of Escherichia coli [14]. Alum contains aluminum sulfate and
has been shown to possess good antibacterial activity [15]. It has been documented that a commercial
product, Huangqinsulv capsule, of which the main active ingredient is baicalin-aluminium complex,
was synthesized by using alum and the extracts of Scutellaria baicalensis Georgi [16]. Huangqinsulv
capsule was utilized clinically to treat human diarrhea for more than 30 years. However, whether BBA
could inhibit bacterial virulence-related factors and modulate the composition of the gut microbiome
of piglets during diarrhea has not been deeply studied.

Previous research has reported that dynamic gut microbiomes have key effects on maintaining
balance and host’s health, may be through crosstalk between host immunity and microorganism [17,18].
If the dynamic balance of the interaction between host and microbe is broken, intestinal inflammation
diseases such as PWD of piglets might occur [19]. It has been recorded that a disorder of gastrointestinal
flora balance could cause inflammatory bowel disease [20]. Therefore, regulation of the gut microbiomes
may serve as a target to control some diseases, such as nonalcoholic fatty liver disease (NAFLD) [21].
Metagenomic analysis provides a favorable platform for understanding changes of gut flora during
disease processes. The technology could exactly reveal more active microbial communities [22].

In this study, thirty piglets with PWD were chosen to explore the efficacy of BBA on the treatment
of diarrhea and the structural changes of the gut microbiomes in response to the treatment with BBA.
The results demonstrated that the rate of diarrhea among piglets reduced significantly after treatment
with BBA, and BBA could modulate the composition of gut microbiomes of piglets by metagenomic
analysis, which may provide new potential insights on the mechanisms of gut microbiomes associated
underlying the anti-microbiological efficacy of BBA.

2. Results

2.1. BBA Significantly Reduced the Diarrhea Rates of Piglets

During clinical observation, on the day with the piglets administrated with BBA, the diarrhea
rates of the piglets significantly reduced compared with the untreated group (Figure 1) (p < 0.05).
Furthermore, on the third day, no clinical symptoms of piglets with BBA treatment were observed,
but the untreated group still displayed diarrhea (Figure 1).
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Figure 1. Baicalin–aluminum complexes (BBA) significantly inhibited the diarrhea rates of piglets. * 
indicates significance at p < 0.05. 

2.2. Overall Structural Modulation of Gut Microbiome Following Treatment with BBA 

In this study, the metagenomic sequencing analysis was used to detect the structural changes in 
the gut microbiomes in the two groups before and after treatment with BBA or not. The results 
showed that high-throughput metagenomic sequencing produced 562,699,940 clean reads from 6 
stool samples with 93,783,323 ± 11,256,477 sequences per sample (Table 1, Supplemental Table S1). 

Table 1. Statistical summary analysis of gut microbiome. 

Samples Raw Reads Clean Reads Clean Ratio (%) Mapped Ratio (%) 
Treated with BAA 89,537,684 ± 5,405,796.2 87,247,590.3 ± 5,144,406.2 94.9 ± 0.2 99.1 ± 0.1 

Untreated 103,588,655.3 ± 13,288,842.4 100,319,056.3 ± 12,734,141.2 92.6 ± 0.2 99.0 ± 0.1 

Unweighted UniFrac PCoA was utilized to detect the composition of microbiomes from 
different groups in view of the evolutionary distance [23]. PCoA analysis showed that BBA 
treatment group and control group displayed changes, and a distinct cluster of the piglets’ gut 
microbiome composition from BBA treatment group was existed (Figure 2). Additionally, BBA 
treatment group were clearly separated from the two groups in this study (Figure 2). Furthermore, 
BBA treatment group has shown an effect on the overall gut microbiomes compositions of piglets 
with diarrhea (Figure 2). 

Figure 1. Baicalin–aluminum complexes (BBA) significantly inhibited the diarrhea rates of piglets. *
indicates significance at p < 0.05.

2.2. Overall Structural Modulation of Gut Microbiome Following Treatment with BBA

In this study, the metagenomic sequencing analysis was used to detect the structural changes in
the gut microbiomes in the two groups before and after treatment with BBA or not. The results showed
that high-throughput metagenomic sequencing produced 562,699,940 clean reads from 6 stool samples
with 93,783,323 ± 11,256,477 sequences per sample (Table 1, Supplemental Table S1).

Table 1. Statistical summary analysis of gut microbiome.

Samples Raw Reads Clean Reads Clean Ratio (%) Mapped Ratio (%)

Treated with BAA 89,537,684 ± 5,405,796.2 87,247,590.3 ± 5,144,406.2 94.9 ± 0.2 99.1 ± 0.1

Untreated 103,588,655.3 ± 13,288,842.4 100,319,056.3 ± 12,734,141.2 92.6 ± 0.2 99.0 ± 0.1

Unweighted UniFrac PCoA was utilized to detect the composition of microbiomes from different
groups in view of the evolutionary distance [23]. PCoA analysis showed that BBA treatment group
and control group displayed changes, and a distinct cluster of the piglets’ gut microbiome composition
from BBA treatment group was existed (Figure 2). Additionally, BBA treatment group were clearly
separated from the two groups in this study (Figure 2). Furthermore, BBA treatment group has shown
an effect on the overall gut microbiomes compositions of piglets with diarrhea (Figure 2).
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Figure 2. Principal coordinates analysis (PCoA) of effect of baicalin–aluminum complexes (BBA) on 
the gut microbiomes. PCoA of the ARDB changes (A), category changes (B), Non-supervised 
Orthologous Groups (eggNOG) changes (C), enzyme changes (D), gene changes (E), KO changes (F), 
module changes (G), pathway changes (H), and species of taxonomy changes (I) of the gut 
microbiomes in different groups. Group 1: The three piglets with diarrhea not treated with BBA 
(sample erqian, sample sanqian, sample siqian); Group 2: The same three piglets with diarrhea 
treated with BBA (sample erhou, sample sanhou, sample sihou). 

Principal components analysis (PCA) analysis method was utilized to explore the relationship 
between the numerous samples and multivariate data [24]. The results demonstrated that most of 
the samples from BBA treatment group and control group emerged a mixed distribution with not 
falling into a single cluster (Figure 3). Furthermore, we found that the Non-supervised Orthologous 
Groups (eggNOG), module, and species of taxonomy changes of samples exhibited some disperse, 
but they were fully distinguished from each other (Figure 3C,G,I). 

Figure 2. Principal coordinates analysis (PCoA) of effect of baicalin–aluminum complexes (BBA) on the
gut microbiomes. PCoA of the ARDB changes (A), category changes (B), Non-supervised Orthologous
Groups (eggNOG) changes (C), enzyme changes (D), gene changes (E), KO changes (F), module changes
(G), pathway changes (H), and species of taxonomy changes (I) of the gut microbiomes in different
groups. Group 1: The three piglets with diarrhea not treated with BBA (sample erqian, sample sanqian,
sample siqian); Group 2: The same three piglets with diarrhea treated with BBA (sample erhou, sample
sanhou, sample sihou).

Principal components analysis (PCA) analysis method was utilized to explore the relationship
between the numerous samples and multivariate data [24]. The results demonstrated that most of the
samples from BBA treatment group and control group emerged a mixed distribution with not falling
into a single cluster (Figure 3). Furthermore, we found that the Non-supervised Orthologous Groups
(eggNOG), module, and species of taxonomy changes of samples exhibited some disperse, but they
were fully distinguished from each other (Figure 3C,G,I).
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Figure 3. Principal components analysis (PCA) of BBA effect on the gut microbiomes. PCA of the 
ARDB (A), category (B), eggNOG (C), enzyme (D), gene (E), KO (F), module (G), pathway (H), and 
species of taxonomy (I) of the gut microbiomes in different groups. Group 1: The three piglets with 
diarrhea not treated with BBA (sample erqian, sample sanqian, sample siqian); Group 2: The same 
three piglets with diarrhea treated with BBA (sample erhou, sample sanhou, sample sihou). 

2.3. The Effect of BBA on Modulation of Important Phylotypes of Gut Microbiome 

From the species community structure diagram, we found that Bacteroidetes, Clostridiaceae, and 
Ruminococcaceae were the main microbiomes which exhibited the most important components of the 
piglets’ gut microbiomes with diarrhea (Figure 4). After the piglets’ treatment with BBA, the 
microbiomes were changed and Proteobacteria, Euryarchaeota, and Fusobacteria were the most 
important components of gut microbiomes of piglets, which suggested that BBA could modulate the 
components of gut microbiomes (Figure 4). The genus level, phylum level, and species level were 
shown in Figure 5, Supplemental Figure S1. The phylum level of taxonomy analysis demonstrated 
that Viruses noname, Proteobacteria, Euryarchaeota, and Fusobacteria were increased, while Firmicutes, 
Actinobacteria, and Bacteroidetes were decreased in the piglets treated with BBA compared with 
before BBA administration (Figure 5B). 

Figure 3. Principal components analysis (PCA) of BBA effect on the gut microbiomes. PCA of the
ARDB (A), category (B), eggNOG (C), enzyme (D), gene (E), KO (F), module (G), pathway (H), and
species of taxonomy (I) of the gut microbiomes in different groups. Group 1: The three piglets with
diarrhea not treated with BBA (sample erqian, sample sanqian, sample siqian); Group 2: The same
three piglets with diarrhea treated with BBA (sample erhou, sample sanhou, sample sihou).

2.3. The Effect of BBA on Modulation of Important Phylotypes of Gut Microbiome

From the species community structure diagram, we found that Bacteroidetes, Clostridiaceae, and
Ruminococcaceae were the main microbiomes which exhibited the most important components of
the piglets’ gut microbiomes with diarrhea (Figure 4). After the piglets’ treatment with BBA, the
microbiomes were changed and Proteobacteria, Euryarchaeota, and Fusobacteria were the most important
components of gut microbiomes of piglets, which suggested that BBA could modulate the components
of gut microbiomes (Figure 4). The genus level, phylum level, and species level were shown in Figure 5,
Supplemental Figure S1. The phylum level of taxonomy analysis demonstrated that Viruses noname,
Proteobacteria, Euryarchaeota, and Fusobacteria were increased, while Firmicutes, Actinobacteria, and
Bacteroidetes were decreased in the piglets treated with BBA compared with before BBA administration
(Figure 5B).
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discriminant analysis effect size (LEfSe). The nodes size displayed the abundance of the species. 
Group 1: The three piglets with diarrhea not treated with BBA (sample erqian, sample sanqian, 
sample siqian); Group 2: The same three piglets with diarrhea treated with BBA (sample erhou, 
sample sanhou, sample sihou). 

Figure 4. Species community structure diagram of gut microbiomes of the piglets by linear discriminant
analysis effect size (LEfSe). The nodes size displayed the abundance of the species. Group 1: The three
piglets with diarrhea not treated with BBA (sample erqian, sample sanqian, sample siqian); Group 2:
The same three piglets with diarrhea treated with BBA (sample erhou, sample sanhou, sample sihou).
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Figure 5. The genus level (A), phylum level (B), and species level (C) detection based on taxonomy 
analysis in the piglets. The results of genus level, phylum level, and species level were showed on the 
y-axis in each of the panels. Group 1: The three piglets with diarrhea not treated with BBA (sample 
erqian, sample sanqian, sample siqian); Group 2: The same three piglets with diarrhea treated with 
BBA (sample erhou, sample sanhou, sample sihou). 

The heatmap of taxonomy comparison analysis at the genus, phylum, and species level were 
also displayed. The results demonstrated that, at the genus level, Fusobacterium, Lactobacillus, 
Prevotella, and Escherichia were predominant in each group (Figure 6A). After the piglets treated with 
BBA, the Prevotella, Lactobacillus, and Bacteroides were significantly reduced (Figure 6A). However, 
Fusobacterium and Campylobacter were increased (Figure 6A). In addition, mortiferum from 
Fusobacterium coli from Campylobacter and Escherichia significantly increased at the species level, 
while stercorea from Prevotella delbrueckii from Lactobacillus decreased compared with piglets before 
BBA administration (Figure 6C). 

Figure 5. The genus level (A), phylum level (B), and species level (C) detection based on taxonomy
analysis in the piglets. The results of genus level, phylum level, and species level were showed on the
y-axis in each of the panels. Group 1: The three piglets with diarrhea not treated with BBA (sample
erqian, sample sanqian, sample siqian); Group 2: The same three piglets with diarrhea treated with
BBA (sample erhou, sample sanhou, sample sihou).

The heatmap of taxonomy comparison analysis at the genus, phylum, and species level were also
displayed. The results demonstrated that, at the genus level, Fusobacterium, Lactobacillus, Prevotella,
and Escherichia were predominant in each group (Figure 6A). After the piglets treated with BBA, the
Prevotella, Lactobacillus, and Bacteroides were significantly reduced (Figure 6A). However, Fusobacterium
and Campylobacter were increased (Figure 6A). In addition, mortiferum from Fusobacterium coli from
Campylobacter and Escherichia significantly increased at the species level, while stercorea from Prevotella
delbrueckii from Lactobacillus decreased compared with piglets before BBA administration (Figure 6C).
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sanqian, sample siqian); Group 2: The same three piglets with diarrhea treated with BBA (sample 
erhou, sample sanhou, sample sihou). 
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Database for Annotation, Visualization, and Integrated Discovery (DAVID) was performed. The GO 
enrichment analysis demonstrated that the functional differentially expressed genes which were 
involved in the top 30 GO enrichments were associated with hydrogenase (acceptor) activity, 
nicotinamide-nucleotide adenylyltransferase activity, and isocitrate lyase activity, belonged to the 
molecular function (Supplemental Figure S2A). Choline metabolic process, cell adhesion involved in 
single-species biofilm formation, and arabinose transport belonged to the biological process 
(Supplemental Figure S2A). Viral assembly intermediate belonged to the cellular component 
(Supplemental Figure S2A). Further, the top 30 pathways screened as enrichment in the 
microbiomes of the piglets treated with BBA by KEGG were displayed in Supplemental Figure S2B. 
Flagellar assembly, bacterial chemotaxis, lipopolysaccharide biosynthesis, ABC transporters, 
biosynthesis of amino acids, and phosphotransferase system (PTS), were the most enriched during 
BBA treatment process, which suggested the key importance of the signaling pathways upon gut 
microbiomes modulation. 

3. Discussion 

In this study, BBA significantly reduced diarrhea compared with the control group; therefore, it 
could be used in effective treatment of piglets with diarrhea. Previous research has reported that BA 
could attenuate the diarrhea in rats and pathological lesions of intestine induced by food allergy 
[25]. The active compound, baicalin, displayed effectiveness in the treatment of bovine viral diarrhea 
(BVD) which may inhibit inflammation and enhance immune responses in the host during virus 
infection process [26]. In addition, baicalin could improve the infections diarrhea of piglets which 
change the metabolism of components in the diarrheal intestinal flora [27]. BBA was synthesized 
from BA, but the BBA’s efficacy on the gut microbiomes has not been explored. In this study, BBA 
displayed significant efficacy on inhibiting diarrhea of piglets, and we first demonstrated that BBA 

Figure 6. The heatmap of taxonomy analysis at the genus level (A), phylum level (B), and species level
(C). Group 1: The three piglets with diarrhea not treated with BBA) (sample erqian, sample sanqian,
sample siqian); Group 2: The same three piglets with diarrhea treated with BBA (sample erhou, sample
sanhou, sample sihou).

2.4. The Effect of BBA on Modulation of Genes Expression of Gut Microbiome

To better understand the microbe response to BBA treatment, the enrichment analysis using
Database for Annotation, Visualization, and Integrated Discovery (DAVID) was performed. The GO
enrichment analysis demonstrated that the functional differentially expressed genes which were
involved in the top 30 GO enrichments were associated with hydrogenase (acceptor) activity,
nicotinamide-nucleotide adenylyltransferase activity, and isocitrate lyase activity, belonged to the
molecular function (Supplemental Figure S2A). Choline metabolic process, cell adhesion involved
in single-species biofilm formation, and arabinose transport belonged to the biological process
(Supplemental Figure S2A). Viral assembly intermediate belonged to the cellular component
(Supplemental Figure S2A). Further, the top 30 pathways screened as enrichment in the microbiomes of
the piglets treated with BBA by KEGG were displayed in Supplemental Figure S2B. Flagellar assembly,
bacterial chemotaxis, lipopolysaccharide biosynthesis, ABC transporters, biosynthesis of amino acids,
and phosphotransferase system (PTS), were the most enriched during BBA treatment process, which
suggested the key importance of the signaling pathways upon gut microbiomes modulation.

3. Discussion

In this study, BBA significantly reduced diarrhea compared with the control group; therefore,
it could be used in effective treatment of piglets with diarrhea. Previous research has reported that BA
could attenuate the diarrhea in rats and pathological lesions of intestine induced by food allergy [25].
The active compound, baicalin, displayed effectiveness in the treatment of bovine viral diarrhea (BVD)
which may inhibit inflammation and enhance immune responses in the host during virus infection
process [26]. In addition, baicalin could improve the infections diarrhea of piglets which change the
metabolism of components in the diarrheal intestinal flora [27]. BBA was synthesized from BA, but the
BBA’s efficacy on the gut microbiomes has not been explored. In this study, BBA displayed significant
efficacy on inhibiting diarrhea of piglets, and we first demonstrated that BBA modulated the overall gut
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microbiomes compositions of piglets with diarrhea, which might be served as a promising candidate
for use in the diarrhea treatment.

Although BBA exhibited excellent effect on diarrhea among piglets, the anti-diarrhea mechanism
of BBA remains unclear. Few researches showed that occurrence of diarrhea may be associated with
the imbalance of intestinal flora [28,29]. On the third day, no clinical symptoms in piglets with BBA
treatment were observed, so we collected the stool samples for metagenomic sequencing on the third
day. We speculated that BBA could modify the gut microbiomes composition resulting in attenuation
of diarrhea. As shown in this study, BBA significantly changed the gut microbiomes structure
and modulated the composition of gut microbiomes at taxonomic levels. The phylum Bacteroidetes
and Firmicutes were decreased following treatment with BBA. It has been documented that vanillin
could reduce the abundance of Firmicutes phylum related with the obesity induced by high-fat-diet
(HFD) [30], and rutin also could inhibit the HFD-stimulated increase of Bacteroidetes [31], which was
consistent with our results. In addition, we found that BBA could also affect the changes at the species
level. Previous research has shown that administration of Lactobacillus amylovorus could lead to free
ammonia removal in intestinal lumen, which contributes to the blood ammonia levels attenuation in
the host [32]. Lactobacillus amylovorus has good antiviral property against enterovirus infection [33].
Lactobacillus amylovorus could inhibit the E. coli adherence to porcine intestinal epithelial cells (IPEC)
and stimulate the production of anti-inflammatory cytokines in human dendritic cells (DCs) [34].
It has been documented that oral supplementation with live Lactobacillus salivarius could induce
growth performance and gut health, attenuate diarrhea incidence, and promote intestinal morphology
of sucking pig [35]. Lactobacillus salivarius inhibited the biofilm formation and downregulated the
levels of genes expression involved in exopolysaccharide secretion, acid tolerance, and quorum
sensing of Streptococcus mutans [36]. In this study, the abundance of Lactobacillus salivarius and
Lactobacillus amylovorus were significantly decreased following BBA treatment, which might be used
and converted by the host. Based on the previous research and our findings, we speculated that
BBA could be utilized in selective modulations of gut microbe phenotype involved in the beneficial
efficacy in alleviating diarrhea to obtain dynamic adjustment or balance in flora, ultimately affecting
the interaction between microbe and host. Further evidences need to be deeply studied the interaction
between host and microbiomes.

Interestingly, after treatment with BBA, the T5-like viruses (T5-like phages) were significantly
increased compared with before BBA administration. It has been reported that bacteriophage is related
to gut microbiomes and have important effects on community structure and function [37]. Bacteriophage
could change the functions of the microbiomes community by selective elimination of species of
the gut microbiomes [38], leading to the modification of the host immune system [39]. In addition,
use of bacteriophage transplants could reestablish the health of human gut, which demonstrated
that bacteriophage might be served as disease treatment [40,41]. In this study, we first reported that
T5-like viruses existed in the piglets’ gut. Although the role of bacteriophages in the piglets’ gut is
poorly understood, we inferred that the increased active bacteriophages may have important effects on
maintaining the functions and structures of the gut microbiomes balance.

In this study, BBA treatment of piglets with diarrhea resulted in functional change of gut
microbiomes. Among the signaling pathways, ATP-binding cassette transporters (ABC transporters)
were more dynamic in gut microbiomes from piglets treated with BBA, and 202 of 226 genes were
significantly downregulated in this signaling. Studies have reported that ABC transporters belong
to the members of transport system super family which exist in all extant phyla from prokaryotes to
eukaryotes. ABC transporters on the cell membrane could be classified as exporters [42] or importers
which rely on the direction of transportation against the cytoplasm [43]. The ABC transporters have
been shown to be related to the occurrence of multidrug resistance [44], human diseases such as
cancer [45], and inflammatory bowel disease [46]. The abundance of ABC transporters enrichment is
increased after treatment with BBA, which might be associated with advance of absorption of nutrients,
vitamins, and metabolites [47]. Our study first found that ABC transporters were related to diarrhea of
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piglets following treatment with BBA, but the mechanism will be further studied in our next work.
The unique features of phosphotransferase system (PTS) were constituted of phosphoenolpyruvate
(PEP) as the phosphoryl donor, termed Enzyme I, Enzyme II, and HPr, which were essential for catalytic
entities [48]. It has been documented that PTS has important functions in regulation of transport,
metabolism, and genes expression [49]. PTS also participate in the stimulation of biofilm formation,
swarming motility, and induction of root colonization of bacteria [50]. Through functional analysis,
we indicated that PTS was possibly participated in regulating the gut microbiomes metabolism. It has
been reported that bacterial virulence-related factors were involved in the flagellar assembly [51],
bacterial chemotaxis [52,53], and lipopolysaccharide biosynthesis [54]. In addition, the genes in the
flagellar assembly, bacterial chemotaxis, and lipopolysaccharide biosynthesis signaling pathways were
most downregulated following BBA treatment. Therefore, we presumed that BBA might inhibit the
expression of bacterial virulence-related factors, metabolism and transport of amino acid, thereby
attenuating the diarrhea of piglets.

Taken together, our results first showed that BBA could modulate the changes of gut microbe
communities and subsequently contributed to alleviating diarrhea of piglets. Our study found a new
effect of BBA in easing the rate of diarrhea, which may provide a novel therapy target for controlling
diarrhea of piglets.

4. Materials and Methods

4.1. Drugs

Baicalin-aluminum complexes (BBA) are synthesized by Institute of Animal Health Products,
Wuhan Polytechnic University. The BBA was obtained by the methodology which was used to prepare
Huangqinsulv capsules (WS3-B-1425-93). BBA was prepared by the reaction of an extraction of
Scutellaria baicalensis Georgi and alums in water, at pH 7.0 (regulated by Na2CO3), under constant
stirring for 15 min. Following filtration and washing with water and ethyl alcohol, the BBA was
isolated as an orange powder and being dried in a desiccator under vacuum. When used, 13.6 g BBA
per pack was dissolved using 50 mL normal saline.

4.2. Collection of Stool

This study was carried out in strict accordance with the recommendations in the China Regulations
for the Administration of Affairs Concerning Experimental Animals 1988 and the Hubei Regulations
for the Administration of Affairs Concerning Experimental Animals 2005. This study was performed
in a commercial farm. Thirty 10-day-old, weighing 4–4.3 kg, naturally farrowed early-weaned (NFEW)
piglets (Duroc × Landrace × large white) which were suffering from diarrhea were chosen and used
for in vitro experiments. The piglets with diarrhea were randomly divided into two groups. Five
mL normal saline which contained BBA 1.36 grams was given to piglets from BBA treated group
by intragastric administration for 3 days, twice a day, continuously. BBA untreated group was
administered with 5 mL normal saline as the control group. The stools from three piglets (sample
named erqian, sanqian, siqian) untreated with BBA were collected, and the stools from the same
three piglets (sample named erhou, sanhou, sihou) treated with BBA were collected at 3 day for
metagenomic sequencing.

4.3. DNA Extraction

DNA purification from stool was carried out according to the protocols [55]. In brief, the stools
from the piglets were collected in storage tubes and then stored in liquid nitrogen until DNA extraction.
The genomic DNA was extracted from stools by using the QiagenQIAamp DNA Stool Mini Kit (Qiagen,
Valencia, CA, USA) for DNA sequence analysis (DNA-Seq) in the Shanghai Biochip Corporation
(Shanghai, China) according to the manufacturer’s instructions. The concentration and molecular
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weight of the genomic DNA were determined by utilizing the nanodrop instrument (Thermo Scientific,
Waltham, MA, USA) and agarose gel electrophoresis, respectively.

4.4. DNA Library Construction and Sequencing

DNA library construction was carried out by using the NEBNext Ultra DNA Library Prep Kit for
Illumina (NEB, Ipswich, MA, USA) according to the manufacturer’s instruction. The library quality
was detected utilizing Qubit dsDNA HS Assay Kit (Invitrogen, Carlsbad, CA, USA). The paired-end
metagenomic sequencing (2 × 150 base pair) was determined in the Illumina platform.

4.5. Metagenomic Analysis

The sequencing reads were quality performed and assembled de novo in contigs by utilizing
metaSPAdes (SPAdes-3.10.1) [56]. Gene prediction with the default parameters was carried out by
using MetaGeneMark (GeneMark.hmm version 3.38) [57]. Redundant genes were deleted by utilizing
Blastn software with the cutoff of 90% length and 95% identity [58]. Relative abundances of the genes
were performed by aligning high-quality sequencing reads to the gene catalog [59]. The putative
amino acid sequences were aligned against the proteins/domains within evolutionary genealogy of
genes: Non-supervised Orthologous Groups (eggNOG) (v4.5) and Kyoto Encyclopedia of Genes and
Genomes (KEGG) databases (release 59.0) by utilizing diamond (e-value ≤ 1 × 10−5) [60]. To determine
the abundances of eggNOG or KEGG orthologue groups, the abundances of proteins were added
which were assigned into the same eggNOG or KEGG orthologue groups. The quality-controlled reads
were carried out using MetaPhlAn2 to obtain the taxonomic profile of the microbial community [61].

eggNOGs were characterized by determining their enrichment analysis using the Gene Ontology
(GO) classification. The biological pathways involved in eggNOGs were analyzed using Database
for Annotation, Visualization, and Integrated Discovery (DAVID), version 6.7. GO and pathway
enrichment analysis were determined using DAVID. UniFrac-based principal coordinates analysis
(PCoA) was detected by QIIME (V1.8.0) [62]. Principal components analysis (PCA) was determined
using R (3.0.2) [63]. Linear discriminant analysis effect size (LEfSe) software was used to identify the
differences of representative species, Kos, and eggNOGs between two or more groups of the samples
under different conditions [64].

4.6. Statistical Analysis

The experimental data were presented as mean ± SD. The difference between two groups was
analyzed using the two-tailed Student t-test. p values of <0.05 were considered significant. * p < 0.05.

5. Conclusions

Our data showed that BBA could significantly reduce the diarrhea rates among piglets, and
modulate the composition, phylotypes, and genes expression of gut microbiomes. Our results may
provide new potential anti-microbiological mechanisms of BBA and a novel therapy target to control
diarrhea of piglets.

Supplementary Materials: Supplementary materials can be found at http://www.mdpi.com/1422-0067/20/10/
2390/s1.

Author Contributions: Y.Q. and S.F. conceived and designed the experiments; F.Z. performed the experiments;
L.G., Y.Q., J.X., C.Y., Y.L., Z.W., Y.H., C.-A.A.H. analyzed the data; S.F. and Y.Q. wrote the paper.

Acknowledgments: This work was supported by the National Key R&D Plan (Grant No. 2016YFD0501307).

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

http://www.mdpi.com/1422-0067/20/10/2390/s1
http://www.mdpi.com/1422-0067/20/10/2390/s1


Int. J. Mol. Sci. 2019, 20, 2390 12 of 15

References

1. Mohamed, R.; John, M.F.; Francis, B.; Ann, L. Post weaning diarrhea in pigs: Risk factors and non-colistin-
based control strategies. Acta Vet. Scand. 2017, 59, 31.

2. Pu, J.; Chen, D.; Tian, G.; He, J.; Zheng, P.; Mao, X.; Yu, J.; Huang, Z.; Zhu, L.; Luo, J.; Luo, Y.; Yu, B. Protective
Effects of Benzoic Acid, Bacillus Coagulans, and Oregano Oil on Intestinal Injury Caused by Enterotoxigenic
Escherichia coli in Weaned Piglets. BioMed Res. Int. 2018, 2018, 1829632. [CrossRef]

3. Farshim, P.; Walton, G.; Chakrabarti, B.; Givens, I.; Saddy, D.; Kitchen, I.; Swann, J.S.; Bailey, A. Maternal
Weaning Modulates Emotional Behavior and Regulates the Gut-Brain Axis. Sci. Rep. 2016, 6, 21958.
[CrossRef] [PubMed]

4. Gresse, R.; Chaucheyras-Durand, F.; Fleury, M.A.; Van de Wiele, T.; Forano, E.; Blanquet-Diot, S. Gut
Microbiota Dysbiosis in Postweaning Piglets: Understanding the Keys to Health. Trends Microbiol. 2017, 25,
851–873. [CrossRef] [PubMed]

5. Rhouma, M.; Beaudry, F.; Theriault, W.; Bergeron, N.; Beauchamp, G.; Laurent-Lewandowski, S.; Fairbrother, J.M.;
Letellier, A. In vivo therapeutic efficacy and pharmacokinetics of colistin sulfate in an experimental model of
enterotoxigenic Escherichia coli infection in weaned pigs. Vet. Res. 2016, 47, 58. [CrossRef] [PubMed]

6. Xiaohua, L.; Wei, H.; Yanxiang, G. Antibiotics use and drug resistance analysis of neurology patients’
Infection. Pak. J. Pharm. Sci. 2018, 31, 2235–2240.

7. Ortelli, D.; Sporri, A.S.; Edder, P. Veterinary Drug Residue in Food of Animal Origin in Switzerland: A Health
Concern? Chimia 2018, 72, 713–717. [CrossRef] [PubMed]

8. Yang, M.; Kan, L.; Wu, L.; Zhu, Y.; Wang, Q. Effect of baicalin on renal function in patients with diabetic
nephropathy and its therapeutic mechanism. Exp. Ther. Med. 2019, 17, 2071–2076. [CrossRef]

9. Wu, S.C.; Chu, X.L.; Su, J.Q.; Cui, Z.Q.; Zhang, L.Y.; Yu, A.J.; Wu, Z.M.; Cai, M.L.; Li, H.X.; Zhang, Z.J. Baicalin
protects mice against Salmonella typhimurium infection via the modulation of both bacterial virulence and
host response. Phytomedicine 2018, 48, 21–31. [CrossRef]

10. Fu, S.; Liu, H.; Chen, X.; Qiu, Y.; Ye, C.; Liu, Y.; Wu, Z.; Guo, L.; Hou, Y.; Hu, C.A. Baicalin Inhibits Haemophilus
Parasuis-Induced High-Mobility Group Box 1 Release during Inflammation. Int. J. Mol. Sci. 2018, 19, 1307.
[CrossRef]

11. Zhang, Q.; Sun, J.; Wang, Y.; He, W.; Wang, L.; Zheng, Y.; Wu, J.; Zhang, Y.; Jiang, X. Antimycobacterial
and Anti-inflammatory Mechanisms of Baicalin via Induced Autophagy in Macrophages Infected with
Mycobacterium tuberculosis. Front. Microbiol. 2017, 8, 2142. [CrossRef] [PubMed]

12. Dong, J.; Zhang, Y.; Chen, Y.; Niu, X.; Zhang, Y.; Yang, C.; Wang, Q.; Li, X.; Deng, X. Baicalin inhibits
the lethality of Shiga-like toxin 2 in mice. Antimicrob. Agents Chemother. 2015, 59, 7054–7060. [CrossRef]
[PubMed]

13. Zhang, T.; Qi, Z.; Liu, Y.; He, W.; Yang, C.; Wang, Q.; Dong, J.; Deng, X. Baicalin Protects Mice from Lethal
Infection by Enterohemorrhagic Escherichia coli. Front. Microbiol. 2017, 8, 395. [CrossRef]

14. Zhao, Q.Y.; Yuan, F.W.; Liang, T.; Liang, X.C.; Luo, Y.R.; Jiang, M.; Qing, S.Z.; Zhang, W.M. Baicalin inhibits
Escherichia coli isolates in bovine mastitic milk and reduces antimicrobial resistance. J. Dairy Sci. 2018, 101,
2415–2422. [CrossRef]

15. Shahriari, R.; Salari, S.; Shahriari, S. In vitrostudy of concentration-effect and time-course pattern of white
alum on Escherichia coli O157:H7 growth. Afr. J. Tradit. Complement. Altern. Med. 2017, 14, 311–318. [CrossRef]

16. Yan, Y.B.; Yang, D.Y.; Li, X.Y.; Wang, H. Determination of baicalin in Huangqinsulv capsule by HPLC.
Word Phytomed. 2007, 22, 206–207.

17. Robino, P.; Ferrocino, I.; Rossi, G.; Dogliero, A.; Alessandria, V.; Grosso, L.; Galosi, L.; Tramuta, C.; Cocolin, L.;
Nebbia, P. Changes in gut bacterial communities in canaries infected by Macrorhabdus ornithogaster. Avian
Pathol. 2018. [CrossRef]

18. Sun, X.; Jia, Z. Microbiome modulates intestinal homeostasis against inflammatory diseases. Vet. Immunol.
Immunopathol. 2018, 205, 97–105. [CrossRef] [PubMed]

19. Hayakawa, T.; Masuda, T.; Kurosawa, D.; Tsukahara, T. Dietary administration of probiotics to sows
and/or their neonates improves the reproductive performance, incidence of post-weaning diarrhea and
histopathological parameters in the intestine of weaned piglets. Anim. Sci. J. 2016, 87, 1501–1510. [CrossRef]
[PubMed]

http://dx.doi.org/10.1155/2018/1829632
http://dx.doi.org/10.1038/srep21958
http://www.ncbi.nlm.nih.gov/pubmed/26903212
http://dx.doi.org/10.1016/j.tim.2017.05.004
http://www.ncbi.nlm.nih.gov/pubmed/28602521
http://dx.doi.org/10.1186/s13567-016-0344-y
http://www.ncbi.nlm.nih.gov/pubmed/27234971
http://dx.doi.org/10.2533/chimia.2018.713
http://www.ncbi.nlm.nih.gov/pubmed/30376921
http://dx.doi.org/10.3892/etm.2019.7181
http://dx.doi.org/10.1016/j.phymed.2018.04.063
http://dx.doi.org/10.3390/ijms19051307
http://dx.doi.org/10.3389/fmicb.2017.02142
http://www.ncbi.nlm.nih.gov/pubmed/29163427
http://dx.doi.org/10.1128/AAC.01416-15
http://www.ncbi.nlm.nih.gov/pubmed/26349825
http://dx.doi.org/10.3389/fmicb.2017.00395
http://dx.doi.org/10.3168/jds.2017-13349
http://dx.doi.org/10.21010/ajtcam.v14i2.32
http://dx.doi.org/10.1080/03079457.2018.1553294
http://dx.doi.org/10.1016/j.vetimm.2018.10.014
http://www.ncbi.nlm.nih.gov/pubmed/30459007
http://dx.doi.org/10.1111/asj.12565
http://www.ncbi.nlm.nih.gov/pubmed/27018090


Int. J. Mol. Sci. 2019, 20, 2390 13 of 15

20. Zundler, S.; Neurath, M.F. Pathogenic T cell subsets in allergic and chronic inflammatory bowel disorders.
Immunol. Rev. 2017, 278, 263–276. [CrossRef]

21. Feng, W.; Wang, H.; Zhang, P.; Gao, C.; Tao, J.; Ge, Z.; Zhu, D.; Bi, Y. Modulation of gut microbiota contributes
to curcumin-mediated attenuation of hepatic steatosis in rats. Biochim. Biophys. Acta 2017, 1861, 1801–1812.
[CrossRef]

22. Abia, A.L.K.; Alisoltani, A.; Ubomba-Jaswa, E.; Dippenaar, M.A. Microbial life beyond the grave: 16S rRNA
gene-based metagenomic analysis of bacteria diversity and their functional profiles in cemetery environments.
Sci. Total Environ. 2019, 655, 831–841. [CrossRef]

23. Wang, Y.; Fei, Y.; Liu, L.; Xiao, Y.; Pang, Y.; Kang, J.; Wang, Z. Polygonatum odoratum Polysaccharides
Modulate Gut Microbiota and Mitigate Experimentally Induced Obesity in Rats. Int. J. Mol. Sci. 2018, 19,
3587. [CrossRef]

24. Liu, C.; Zhang, C.; Lv, W.; Chao, L.; Li, Z.; Shi, D.; Guo, S. Structural Modulation of Gut Microbiota during
Alleviation of Suckling Piglets Diarrhoea with Herbal Formula. Evid. Based Complement. Altern. Med. 2017,
2017, 8358151. [CrossRef]

25. Yan, X.; Yan, J.; Huang, K.; Pan, T.; Xu, Z.; Lu, H. Protective effect of baicalin on the small intestine in rats
with food allergy. Life Sci. 2017, 191, 111–114. [CrossRef] [PubMed]

26. Zheng, C.; Pei, T.; Huang, C.; Chen, X.; Bai, Y.; Xue, J.; Wu, Z.; Mu, J.; Li, Y.; Wang, Y. A novel systems
pharmacology platform to dissect action mechanisms of traditional Chinese medicines for bovine viral
diarrhea disease. Eur. J. Pharm. Sci. 2016, 94, 33–45. [CrossRef] [PubMed]

27. Liu, C.S.; Liang, X.; Wei, X.H.; Chen, F.L.; Tang, Q.F.; Tan, X.M. Comparative metabolism of the eight main
bioactive ingredients of gegen qinlian decoction by the intestinal flora of diarrhoeal and healthy piglets.
Biomed. Chromatogr. 2018. [CrossRef]

28. Ziese, A.L.; Suchodolski, J.S.; Hartmann, K.; Busch, K.; Anderson, A.; Sarwar, F.; Sindern, N.; Unterer, S. Effect
of probiotic treatment on the clinical course, intestinal microbiome, and toxigenic Clostridium perfringens in
dogs with acute hemorrhagic diarrhea. PLoS ONE 2018, 13, e0204691. [CrossRef]

29. Paganini, D.; Zimmermann, M.B. The effects of iron fortification and supplementation on the gut microbiome
and diarrhea in infants and children: A review. Am. J. Clin. Nutr. 2017, 106, 1688s–1693s. [CrossRef]
[PubMed]

30. Guo, J.; Han, X.; Zhan, J.; You, Y.; Huang, W. Vanillin Alleviates High Fat Diet-Induced Obesity and Improves
the Gut Microbiota Composition. Front. Microbiol. 2018, 9, 2733. [CrossRef] [PubMed]

31. Guo, X.; Tang, R.; Yang, S.; Lu, Y.; Luo, J.; Liu, Z. Rutin and Its Combination with Inulin Attenuate Gut
Dysbiosis, the Inflammatory Status and Endoplasmic Reticulum Stress in Paneth Cells of Obese Mice Induced
by High-Fat Diet. Front. Microbiol. 2018, 9, 2651. [CrossRef] [PubMed]

32. Singh, P.; Chung, H.J.; Lee, I.A.; D’Souza, R.; Kim, H.J.; Hong, S.T. Elucidation of the anti-hyperammonemic
mechanism of Lactobacillus amylovorus JBD401 by comparative genomic analysis. BMC Genom. 2018, 19, 292.
[CrossRef]

33. Sunmola, A.A.; Ogbole, O.O.; Faleye, T.O.C.; Adetoye, A.; Adeniji, J.A.; Ayeni, F.A. Antiviral potentials
of Lactobacillus plantarum, Lactobacillus amylovorus, and Enterococcus hirae against selected Enterovirus.
Folia Microbiol. 2019, 64, 257–264. [CrossRef]

34. Hynonen, U.; Kant, R.; Lahteinen, T.; Pietila, T.E.; Beganovic, J.; Smidt, H.; Uroic, K.; Avall-Jaaskelainen, S.;
Palva, A. Functional characterization of probiotic surface layer protein-carrying Lactobacillus amylovorus
strains. BMC Microbiol. 2014, 14, 199. [CrossRef]

35. Sayan, H.; Assavacheep, P.; Angkanaporn, K.; Assavacheep, A. Effect of Lactobacillus salivarius on growth
performance, diarrhea incidence, fecal bacterial population and intestinal morphology of suckling pigs
challenged with F4+ enterotoxigenic Escherichia coli. Asian Austr. J. Anim. Sci. 2018, 31, 1308–1314. [CrossRef]

36. Wasfi, R.; Abd El-Rahman, O.A.; Zafer, M.M.; Ashour, H.M. Probiotic Lactobacillus sp. inhibit growth, biofilm
formation and gene expression of caries-inducing Streptococcus mutans. J. Cell. Mol. Med. 2018, 22, 1972–1983.
[CrossRef]

37. Scanlan, P.D. Bacteria-Bacteriophage Coevolution in the Human Gut: Implications for Microbial Diversity
and Functionality. Trends Microbiol. 2017, 25, 614–623. [CrossRef]

38. Ogilvie, L.A.; Caplin, J.; Dedi, C.; Diston, D.; Cheek, E.; Bowler, L.; Taylor, H.; Ebdon, J.; Jones, B.V. Comparative
(meta)genomic analysis and ecological profiling of human gut-specific bacteriophage phiB124-14. PLoS ONE
2012, 7, e35053. [CrossRef] [PubMed]

http://dx.doi.org/10.1111/imr.12544
http://dx.doi.org/10.1016/j.bbagen.2017.03.017
http://dx.doi.org/10.1016/j.scitotenv.2018.11.302
http://dx.doi.org/10.3390/ijms19113587
http://dx.doi.org/10.1155/2017/8358151
http://dx.doi.org/10.1016/j.lfs.2017.09.036
http://www.ncbi.nlm.nih.gov/pubmed/28962865
http://dx.doi.org/10.1016/j.ejps.2016.05.018
http://www.ncbi.nlm.nih.gov/pubmed/27208435
http://dx.doi.org/10.1002/bmc.4421
http://dx.doi.org/10.1371/journal.pone.0204691
http://dx.doi.org/10.3945/ajcn.117.156067
http://www.ncbi.nlm.nih.gov/pubmed/29070552
http://dx.doi.org/10.3389/fmicb.2018.02733
http://www.ncbi.nlm.nih.gov/pubmed/30483238
http://dx.doi.org/10.3389/fmicb.2018.02651
http://www.ncbi.nlm.nih.gov/pubmed/30455677
http://dx.doi.org/10.1186/s12864-018-4672-3
http://dx.doi.org/10.1007/s12223-018-0648-6
http://dx.doi.org/10.1186/1471-2180-14-199
http://dx.doi.org/10.5713/ajas.17.0746
http://dx.doi.org/10.1111/jcmm.13496
http://dx.doi.org/10.1016/j.tim.2017.02.012
http://dx.doi.org/10.1371/journal.pone.0035053
http://www.ncbi.nlm.nih.gov/pubmed/22558115


Int. J. Mol. Sci. 2019, 20, 2390 14 of 15

39. Bakhshinejad, B.; Ghiasvand, S. Bacteriophages in the human gut: Our fellow travelers throughout life and
potential biomarkers of heath or disease. Virus Res. 2017, 240, 47–55. [CrossRef] [PubMed]

40. Manrique, P.; Dills, M.; Young, M.J. The Human Gut Phage Community and Its Implications for Health and
Disease. Viruses 2017. [CrossRef]

41. Manrique, P.; Bolduc, B.; Walk, S.T.; Van der Oost, J.; De Vos, W.M.; Young, M.J. Healthy human gut phageome.
Proc. Natl. Acad. Sci. USA 2016, 113, 10400–10405. [CrossRef]

42. Locher, K.P. Mechanistic diversity in ATP-binding cassette (ABC) transporters. Nat. Struct. Mol. Biol. 2016,
23, 487–493. [CrossRef]

43. Qi, P.F.; Zhang, Y.Z.; Liu, C.H.; Zhu, J.; Chen, Q.; Guo, Z.R.; Wang, Y.; Xu, B.J.; Zheng, T.; Jiang, Y.F.; et al.
Fusarium graminearum ATP-Binding Cassette Transporter Gene FgABCC9 Is Required for Its Transportation
of Salicylic Acid, Fungicide Resistance, Mycelial Growth and Pathogenicity towards Wheat. Int. J. Mol. Sci.
2018, 19, 2351. [CrossRef]

44. Brayboy, L.M.; Knapik, L.O.; Long, S.; Westrick, M.; Wessel, G.M. Ovarian hormones modulate multidrug
resistance transporters in the ovary. Contracept. Reprod. Med. 2018, 3, 26. [CrossRef] [PubMed]

45. Domenichini, A.; Adamska, A.; Falasca, M. ABC transporters as cancer drivers: Potential functions in cancer
development. Biochim. Biophys. acta 2019, 1863, 52–60. [CrossRef] [PubMed]

46. Petryszyn, P.W.; Wiela-Hojenska, A. The importance of the polymorphisms of the ABCB1 gene in disease
susceptibility, behavior and response to treatment in inflammatory bowel disease: A literature review.
Adv. Clin. Exp. Med. 2018, 27, 1459–1463. [CrossRef] [PubMed]

47. Hou, Y.P.; He, Q.Q.; Ouyang, H.M.; Peng, H.S.; Wang, Q.; Li, J.; Lv, X.F.; Zheng, Y.N.; Li, S.C.; Liu, H.L.;
Yin, A.H. Human Gut Microbiota Associated with Obesity in Chinese Children and Adolescents. BioMed Res.
Int. 2017, 2017, 7585989. [CrossRef] [PubMed]

48. Saier, M.H. The Bacterial Phosphotransferase System: New Frontiers 50 Years after Its Discovery. J. Mol.
Microbiol. Biotechnol. 2015, 25, 73–78. [CrossRef] [PubMed]

49. Rivera-Perez, W.A.; Yepes-Perez, A.F.; Martinez-Pabon, M.C. Molecular docking and in silico studies of the
physicochemical properties of potential inhibitors for the phosphotransferase system of Streptococcus mutans.
Arch. Oral Biol. 2019, 98, 164–175. [CrossRef] [PubMed]

50. Gao, T.; Ding, M.; Yang, C.H.; Fan, H.; Chai, Y.; Li, Y. The phosphotransferase system gene ptsH plays an
important role in MnSOD production, biofilm formation, swarming motility, and root colonization in Bacillus
cereus 905. Res. Microbiol. 2018. [CrossRef]

51. Wang, L.; Huang, L.; Su, Y.; Qin, Y.; Kong, W.; Ma, Y.; Xu, X.; Lin, M.; Zheng, J.; Yan, Q. Involvement of the
flagellar assembly pathway in Vibrio alginolyticus adhesion under environmental stresses. Front. Cell. Infect.
Microbiol. 2015, 5, 59. [CrossRef] [PubMed]

52. Erhardt, M. Strategies to Block Bacterial Pathogenesis by Interference with Motility and Chemotaxis. Curr. Top.
Microbiol. Immunol. 2016, 398, 185–205.

53. Matilla, M.A.; Krell, T. The effect of bacterial chemotaxis on host infection and pathogenicity. FEMS Microbiol.
Rev. 2018, 42. [CrossRef] [PubMed]

54. Yu, G.; Wang, X.; Dou, Y.; Wang, S.; Tian, M.; Qi, J.; Li, T.; Ding, C.; Wu, Y.; Yu, S. Riemerella anatipestifer
M949_1360 Gene Functions on the Lipopolysaccharide Biosynthesis and Bacterial Virulence. PLoS ONE 2016,
11, e0160708. [CrossRef]

55. Karasartova, D.; Gureser, A.S.; Ruh, E.; Turegun-Atasoy, B.; Calgin, M.K.; Tasci, L.; Taylan-Ozkan, A. An
alternative DNA extraction method for detection of Blastocystis spp. in human fecal samples. Exp. Parasitol.
2018, 186, 36–41. [CrossRef]

56. Forouzan, E.; Shariati, P.; Mousavi Maleki, M.S.; Karkhane, A.A.; Yakhchali, B. Practical evaluation of 11 de
novo assemblers in metagenome assembly. J. Microbiol. Methods. 2018, 151, 99–105. [CrossRef] [PubMed]

57. Ismail, W.M.; Ye, Y.; Tang, H. Gene finding in metatranscriptomic sequences. BMC Bioinform. 2014, 15, S8.
[CrossRef] [PubMed]

58. Li, R.; Jiang, G.F.; Dong, S.Y. A head transcriptome provides insights into odorant binding proteins of the
bamboo grasshopper. Genes Genom. 2018, 40, 991–1000. [CrossRef]

59. Wang, Q.; Li, F.; Liang, B.; Liang, Y.; Chen, S.; Mo, X.; Ju, Y.; Zhao, H.; Jia, H.; Spector, T.D.; et al.
A metagenome-wide association study of gut microbiota in asthma in UK adults. BMC Microbiol. 2018, 18,
114. [CrossRef]

http://dx.doi.org/10.1016/j.virusres.2017.07.013
http://www.ncbi.nlm.nih.gov/pubmed/28743462
http://dx.doi.org/10.3390/v9060141
http://dx.doi.org/10.1073/pnas.1601060113
http://dx.doi.org/10.1038/nsmb.3216
http://dx.doi.org/10.3390/ijms19082351
http://dx.doi.org/10.1186/s40834-018-0076-7
http://www.ncbi.nlm.nih.gov/pubmed/30460040
http://dx.doi.org/10.1016/j.bbagen.2018.09.019
http://www.ncbi.nlm.nih.gov/pubmed/30268729
http://dx.doi.org/10.17219/acem/92936
http://www.ncbi.nlm.nih.gov/pubmed/30412370
http://dx.doi.org/10.1155/2017/7585989
http://www.ncbi.nlm.nih.gov/pubmed/29214176
http://dx.doi.org/10.1159/000381215
http://www.ncbi.nlm.nih.gov/pubmed/26159069
http://dx.doi.org/10.1016/j.archoralbio.2018.09.020
http://www.ncbi.nlm.nih.gov/pubmed/30500666
http://dx.doi.org/10.1016/j.resmic.2018.10.002
http://dx.doi.org/10.3389/fcimb.2015.00059
http://www.ncbi.nlm.nih.gov/pubmed/26322276
http://dx.doi.org/10.1093/femsre/fux052
http://www.ncbi.nlm.nih.gov/pubmed/29069367
http://dx.doi.org/10.1371/journal.pone.0160708
http://dx.doi.org/10.1016/j.exppara.2018.01.019
http://dx.doi.org/10.1016/j.mimet.2018.06.007
http://www.ncbi.nlm.nih.gov/pubmed/29953874
http://dx.doi.org/10.1186/1471-2105-15-S9-S8
http://www.ncbi.nlm.nih.gov/pubmed/25253067
http://dx.doi.org/10.1007/s13258-018-0706-0
http://dx.doi.org/10.1186/s12866-018-1257-x


Int. J. Mol. Sci. 2019, 20, 2390 15 of 15

60. Huerta-Cepas, J.; Szklarczyk, D.; Forslund, K.; Cook, H.; Heller, D.; Walter, M.C.; Rattei, T.; Mende, D.R.;
Sunagawa, S.; Kuhn, M.; et al. eggNOG 4.5: A hierarchical orthology framework with improved functional
annotations for eukaryotic, prokaryotic and viral sequences. Nucleic Acids Res. 2016, 44, D286–D293.
[CrossRef]

61. Truong, D.T.; Franzosa, E.A.; Tickle, T.L.; Scholz, M.; Weingart, G.; Pasolli, E.; Tett, A.; Huttenhower, C.;
Segata, N. MetaPhlAn2 for enhanced metagenomic taxonomic profiling. Nat. Methods 2015, 12, 902–903.
[CrossRef]

62. Caporaso, J.G.; Kuczynski, J.; Stombaugh, J.; Bittinger, K.; Bushman, F.D.; Costello, E.K.; Fierer, N.; Pena, A.G.;
Goodrich, J.K.; Gordon, J.I.; et al. QIIME allows analysis of high-throughput community sequencing data.
Nat. Methods 2010, 7, 335–336. [CrossRef] [PubMed]

63. Ye, F.; Crippa, G.; Garbelli, C.; Griesshaber, E. Microstructural data of six recent brachiopod species: SEM,
EBSD, morphometric and statistical analyses. Data Brief 2018, 18, 300–318. [CrossRef] [PubMed]

64. Segata, N.; Izard, J.; Waldron, L.; Gevers, D.; Miropolsky, L.; Garrett, W.S.; Huttenhower, C. Metagenomic
biomarker discovery and explanation. Genome Biol. 2011, 12, 60. [CrossRef] [PubMed]

© 2019 by the authors. Licensee MDPI, Basel, Switzerland. This article is an open access
article distributed under the terms and conditions of the Creative Commons Attribution
(CC BY) license (http://creativecommons.org/licenses/by/4.0/).

http://dx.doi.org/10.1093/nar/gkv1248
http://dx.doi.org/10.1038/nmeth.3589
http://dx.doi.org/10.1038/nmeth.f.303
http://www.ncbi.nlm.nih.gov/pubmed/20383131
http://dx.doi.org/10.1016/j.dib.2018.02.071
http://www.ncbi.nlm.nih.gov/pubmed/29896518
http://dx.doi.org/10.1186/gb-2011-12-6-r60
http://www.ncbi.nlm.nih.gov/pubmed/21702898
http://creativecommons.org/
http://creativecommons.org/licenses/by/4.0/.

	Introduction 
	Results 
	BBA Significantly Reduced the Diarrhea Rates of Piglets 
	Overall Structural Modulation of Gut Microbiome Following Treatment with BBA 
	The Effect of BBA on Modulation of Important Phylotypes of Gut Microbiome 
	The Effect of BBA on Modulation of Genes Expression of Gut Microbiome 

	Discussion 
	Materials and Methods 
	Drugs 
	Collection of Stool 
	DNA Extraction 
	DNA Library Construction and Sequencing 
	Metagenomic Analysis 
	Statistical Analysis 

	Conclusions 
	References

