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Abstract
This review provides a comprehensive overview of the current state of probiotic research, covering a wide range of top-
ics, including strain identification, functional characterization, preclinical and clinical evaluations, mechanisms of action, 
therapeutic applications, manufacturing considerations, and future directions. The screening process for potential probiotics 
involves phenotypic and genomic analysis to identify strains with health-promoting properties while excluding those with any 
factor that could be harmful to the host. In vitro assays for evaluating probiotic traits such as acid tolerance, bile metabolism, 
adhesion properties, and antimicrobial effects are described. The review highlights promising findings from in vivo studies 
on probiotic mitigation of inflammatory bowel diseases, chemotherapy-induced mucositis, dysbiosis, obesity, diabetes, and 
bone health, primarily through immunomodulation and modulation of the local microbiota in human and animal models. 
Clinical studies demonstrating beneficial modulation of metabolic diseases and human central nervous system function are 
also presented. Manufacturing processes significantly impact the growth, viability, and properties of probiotics, and the 
composition of the product matrix and supplementation with prebiotics or other strains can modify their effects. The lack of 
regulatory oversight raises concerns about the quality, safety, and labeling accuracy of commercial probiotics, particularly 
for vulnerable populations. Advancements in multi-omics approaches, especially probiogenomics, will provide a deeper 
understanding of the mechanisms behind probiotic functionality, allowing for personalized and targeted probiotic therapies. 
However, it is crucial to simultaneously focus on improving manufacturing practices, implementing quality control stand-
ards, and establishing regulatory oversight to ensure the safety and efficacy of probiotic products in the face of increasing 
therapeutic applications.

Keywords Probiotics · Probiogenomics · Probiotic regulations · Functional characterization · Human and animal models

Background

For many years, health-promoting bacteria, i.e., probi-
otic bacteria, have been widely added as live components 
to many food preparations. However, the precise impact 
of probiotic bacteria on the functioning of the human 

gastrointestinal tract (GIT) is not fully understood. The 
elucidation of the precise mechanisms by which probiotics 
influence human health and guaranteed biosafety is essential 
for developing novel and effective probiotic products. This 
must be considered when discovering and developing the 
next generation of probiotic bacteria [1].

Every bacterial strain must possess specific properties 
to be considered a potential probiotic. The Food and Agri-
culture Organization (FAO) of the United Nations and the 
World Health Organization (WHO) [2] guide the evaluation 
of probiotics in food, emphasizing the importance of accu-
rately identifying potential probiotic strains and conducting 
various in vitro tests to assess their functional characteris-
tics. This is because probiotic properties are unique to each 
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strain, influenced by specific conditions and dosage, mak-
ing it unlikely for two strains of the same species to possess 
identical probiotic attributes [3]. Numerous strain-specific 
criteria have been developed as in vitro assays for the initial 
selection of probiotic strains. Subsequently, in vivo studies 
are conducted to investigate the potential probiotic proper-
ties of the selected strains in healthy individuals [3].

To select new probiotic strains, microbial cultures 
obtained from unconventional ecosystems, i.e., anywhere not 
food-related, such as plants, soil, and the gut of mammals, 
must undergo a comprehensive evaluation process, which 
includes in silico characterization, in vitro experiments, 
animal testing, and clinical trials [4]. For identification, the 
FAO/WHO guidelines recommend the utilization of the most 
current and valid methodologies, employing a combination 
of phenotypic and genotypic methods for the speciation of 
probiotic candidate strains [2]. Using molecular methods for 
strain identification is highly recommended, as phenotypic 
identifications alone are deemed insufficiently reliable [5]. 
Regarding in vitro assays, the FAO/WHO guidelines list 
commonly employed tests for screening and characterizing 
potential probiotic strains. These tests evaluate resistance 
to gastric acidity, bile salt hydrolase (BSH) activity and 
resistance to bile salt, adherence to mucus and/or human 
epithelial cells, and antimicrobial and antagonistic activity 
against potential pathogenic bacteria. For instance, models 
simulating intestinal or systemic inflammation are employed 
to investigate the pathogenesis of inflammation-related con-
ditions [6]. Additionally, diverse animal models have been 
developed to study metabolic disorders [7], cholesterol 
reduction ability [8], antioxidant activity [9], or cytotoxic 
effects against cancer cells [10]. Furthermore, clinical trials 

that recruit healthy volunteers and patients are conducted to 
establish correlations between clinical outcomes and specific 
molecular changes induced by probiotic supplementation 
[11]. Collectively, these approaches contribute to advancing 
our understanding of probiotics and their therapeutic poten-
tial [12]. Nevertheless, it is worth mentioning that it is not 
mandatory for a strain to fulfill all these selection criteria to 
be considered a probiotic strain [13].

Although there are many guidelines worldwide regard-
ing the characterization of probiotic strains, the function 
of each test and how these would apply to the strain’s ben-
eficial effect are unclear. In this review, we aim to pre-
sent the steps taken to characterize a newly discovered 
strain until it becomes a commercial probiotic product, 
focusing on the status of research on probiotics and the 
existing problems, and propose solutions for those. This 
paper will be divided into sections, as described in Fig. 1. 
The first section will cover the most common places for 
isolating probiotic strains. In contrast, the second section 
will describe the techniques used to identify the probi-
otic candidate to the strain level and evaluate potential 
pathogenic traits, survivability, adhesion, and antagonis-
tic activity of the strain used in silico and in vitro tests. 
The third section brings the probiotic candidate to the test, 
evaluating its safety in vivo and the effects of the strain in 
different disease models, going further to clinical trials in 
humans. This section brings results in models of intestinal 
inflammatory diseases, metabolic disorders, bone health, 
and central nervous system (CNS) disorders. Finally, the 
fourth section brings to light the creation of the commer-
cial probiotic product, the regulations, and the evaluation 
of viability and safety.

Fig. 1  Main approaches used in the discovery, characterization, and production of a probiotic
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Potential Probiotic Isolation

Potential probiotic strains can originate from various 
sources, such as humans, animals, plants, and the envi-
ronment. Nonetheless, it is recommended that when select-
ing bacterial strains as probiotics for animals, they should 
be sourced from the animals’ intestinal microbiota. This 
approach facilitates smoother intestinal colonization and 
ensures a more targeted and effective application.

The GIT and breast milk are viable sources for identify-
ing potential probiotic strains for human use [14]. Exten-
sive research confirms that human milk plays a critical 
role in establishing the microbiota in the sterile intestinal 
environment of newborns. Given the acknowledged health-
promoting advantages of bacteria present in breast milk, 
researchers have directed attention toward isolating poten-
tial probiotic strains from this source [15–18]. Historically, 
the isolation of such strains has primarily encompassed 
traditional bacterial species from the families bifidobacte-
ria and lactobacilli, owing to their well-established safety 
and efficacy in the domains of nutrition and health [19]. 
However, ongoing research exploring unconventional 
bacterial species may uncover new possibilities for these 
organisms to function as probiotics, enhancing overall gut 
health. Consequently, it has been proposed that human 
milk harbors bacterial strains with the potential to serve 
as probiotic agents [20, 21]. Furthermore, research indi-
cates that the fecal samples of adults, children, and infants 
also contain abundant probiotic bacteria [22]. Animal-
derived food sources such as unprocessed milk [23–25] 
or fermented products [26, 27], as well as plant-based 
fermented foods [28, 29], offer ample opportunities for 
identifying potential probiotic strains. Numerous research 
studies have demonstrated that probiotic strains obtained 
from fermented foods can serve as a basis for creating 
starter cultures essential for the industrial production of 
fermented probiotic foods [30–32].

Independent of the potential probiotic strain source, the 
following steps involve identifying strain levels, genomic 
and phenotypic characterization, and in  vivo studies. 
These steps are described in the sections that follow.

Strain Characterization

Identification of Bacterial Species and Strains

Accurate identification is crucial in probiotic research, 
requiring the correct classification of each potential pro-
biotic strain through the utilization of both phenotypic 
and genotypic methods. This approach emphasizes the 

genotype and employs molecular techniques to character-
ize microorganisms at both the species and strain levels 
[2]. While phenotypic methods, such as morphological 
evaluation and gram staining, are still employed for ini-
tial screening, computer-assisted commercial phenotypic 
identification systems have become outdated due to their 
limitations. These methods can be challenging and time-
consuming, particularly for slow-growing and fastidious 
organisms. Additionally, identifying novel isolates using 
computerized numerical taxonomy does not always pro-
vide satisfactory species identification due to the reliance 
on characteristics observed in reference strains under opti-
mal growth conditions, which can vary under stress [33]. 
Examples of such systems include the Biolog microbial 
identification system (Biolog Inc., Hayward, CA, USA) for 
carbon source utilization, which identifies bacteria, molds, 
and filamentous fungi [34], as well as the API system (bio-
Mérieux, Marcy l’Etoile, France) that identifies bacteria 
based on their carbohydrate fermentation patterns [35].

In addition to phenotypic methods, matrix-assisted laser des-
orption/ionization time-of-flight mass spectrometry (MALDI-
TOF MS) is a rapid, dependable, and high-capacity diagnostic 
tool tailored for the swift identification of microorganisms. 
This advanced technology enables the identification of bacte-
rial species within minutes. Employing MALDI-TOF MS for 
identification has consistently surpassed conventional methods 
[36]. In a specific study involving the prospective analysis of 
980 routine clinical isolates through MALDI-TOF MS, 92% of 
isolates were accurately identified down to the species level, 
as opposed to 83.1% of isolates identified using conventional 
identification methods. Notably, traditional methods exhibited a 
higher frequency of incorrect genus-level identifications (1.6%), 
in contrast to the lower rate of 0.1% observed with MALDI-
TOF MS [37]. The proficiency of MALDI-TOF MS remains 
generally resilient to factors such as culture media, cultivation 
conditions, or incubation durations. This inherent resilience con-
tributes significantly to bacterial identification’s consistent and 
reproducible nature via MALDI-TOF MS [38, 39]. This tech-
nique, however, does not show high specificity at strain levels, 
especially for newly discovered strains, which is essential for 
correct probiotic identification [40].

In contrast, genotypic identification methods have gained 
prominence for species identification and differentiation of 
microbial strains. Various molecular methods, such as pulse 
field gel electrophoresis, sequencing of rRNA genes, protein 
profiling, ribotyping, conventional polymerase chain reac-
tion (PCR), random amplification of polymorphic DNA, 
and repetitive element palindromic PCR, can be employed 
[41]. Among the various genotypic identification methods, 
16S rRNA gene sequence analysis is commonly favored for 
microbial identification due to its high accuracy and ability to 
determine taxonomical relationships among microbial strains 
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[42]. This method is preferred over others, such as multilocus 
sequence typing (MLST) [43] and metagenome-assembled 
genomes (MAGs) [44], because of 16S rRNA sequencing 
widespread use, the availability of reference databases, and 
its capability to provide reliable species and strain-level iden-
tification [45]. Other identification methods may be time-
consuming, require extensive resources not readily available 
in many laboratories, or necessitate a substantial collection 
of reference strains [2]. Therefore, 16S rRNA gene sequence 
analysis has emerged as a frequently employed and reliable 
method for microbial identification in probiotic research.

Using long-read sequencing technology, other methods 
have been developed to identify bacteria at the strain level 
from a microbial mixture [46]. Although promising, limita-
tions include focusing only on long reads, the limited refer-
ence database, and the abundance dependency on mixture 
samples. This highlights the importance of choosing the right 
tool for identifying and characterizing a potential probiotic 
strain, considering its environment and DNA extraction 
method. A well-identified strain is a requirement for a pro-
biotic to be approved by the major regulatory agencies. To 
this date, whole-genome sequencing (WGS) is considered the 
golden standard for bacteria identification at the strain level. 
With this technique, all DNA is sequenced (chromosome and 
plasmids), allowing the precise characterization of known 
and newly discovered strains, with very large databases, such 
as the NCBI’s Genbank, available for comparison. WGS also 
allows an in-depth analysis of the genome composition and 
the prediction of phenotypes.

Genomic Characterization of Probiotics

Probiotics, as defined by the International Scientific Associ-
ation for Probiotics and Prebiotics consensus statement, are 

“live microorganisms which, when administered in adequate 
amounts, confer a health benefit on the host” [47]. These 
organisms can be divided into two classes: classic probiot-
ics, which comprise Lactococcus spp., the Lactobacillaceae 
family., Bifidobacterium spp., Bacillus spp., Enterococcus 
spp., Weissella spp., Escherichia coli Nissle 1917, and Sac-
charomyces spp., and next-generation probiotics (NGP), 
referring to a group of microbial organisms that meet the 
conventional criteria for probiotics but have not been histori-
cally utilized for health enhancement [48]. These microor-
ganisms also align with the definition provided by the US 
Food and Drug Administration (FDA) for live biotherapeu-
tic products (LBPs), which entails being composed of live 
organisms, such as bacteria, intended for preventing, treat-
ing, or curing human diseases or conditions, excluding vac-
cines [49]. Several microbial commensals have undergone 
assessment as NGPs. Akkermansia muciniphila, Faecalibac-
terium prausnitzii, Anaerobutyricum hallii, Prevotella copri, 
and Bacteroides thetaiotaomicron have shown significant 
promise. It is worth noting that NGPs are genetically distant 
from lactic acid bacteria (LAB), which belong to the Fir-
micutes (Bacilli class) or Actinobacteria phyla. These NGP 
taxa, such as Prevotella, Bacteroides, and Akkermansia, 
originate from different phyla, namely, Bacteroidetes and 
Verrucomicrobia. On the other hand, taxa like Faecalibacte-
rium, Roseburia, and Eubacterium are part of the Firmicutes 
phylum but belong to a different class, namely, Clostridia. 
This diversity in taxonomic classification highlights the 
wide range of potential candidates for NGPs, expanding the 
possibilities for health promotion through probiotic inter-
ventions [48]. Figure 2 shows a schematic representation 
of probiotic bacteria classified into the five phyla of bacte-
ria. Furthermore, it becomes clear that there are numerous 
uncharted territories to investigate regarding the variety of 

Fig. 2  Schematic representation 
of probiotic bacteria by phylum. 
Bacterial species belong to dif-
ferent phyla that can be ordered 
on a phylogenetic tree. The two 
major phyla are Firmicutes and 
Bacteroidetes. Actinobacteria, 
Proteobacteria, and Verrucomi-
crobia are in the minority but 
are not less essential. NGPs are 
highlighted with an asterisk (*)
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bacterial strains that exhibit unique and previously undiscov-
ered beneficial characteristics, and the probiogenomic is a 
powerful tool to tackle this issue.

In probiotic research, it is necessary to focus on under-
standing the strain-specific mechanisms of action by explor-
ing their unique genetic and metabolic characteristics. Rely-
ing solely on traditional tests to determine probiotic safety 
and efficacy is not always reliable, making it challenging 
to predict their functionality. Besides having no universally 
essential attributes for all probiotics, they can exhibit mul-
tiple mechanisms linked to a specific clinical benefit [50, 
51]. These gaps in knowledge add complexity to the task of 
understanding and forecasting the safety and functionality of 
probiotics. To tackle these challenges, the concept of “probi-
ogenomics” has risen as a growing field of research interest 
[52]. It aims to explore the diversity and evolution of com-
mensal and probiotic bacteria while uncovering the molecu-
lar basis for their beneficial activities in promoting health 
[53]. Probiogenomics encompasses advanced techniques 
like genomics, transcriptomics, proteomics, and metabo-
lomics, which provide valuable resources for identifying 
uncharacterized strains and developing predictive models 
for the rational selection of new probiotics [52, 54]. The 
public availability of complete genome sequences has sig-
nificantly enriched our understanding of these microorgan-
isms’ biology, providing vast information on their metabolic 
capabilities, genetics, and phylogeny [52]. Sequencing of 
probiotic strains has become more affordable and accessible. 
Moreover, many bioinformatics tools are readily accessible 
to assist with genome assembly, annotation, and phyloge-
netic analysis [55].

The emergence of probiogenomics as a distinct field 
within genomics encompasses significant progress in pro-
biotic research [1]. The advancement of high-throughput 
sequencing technology and improvements in bioinformat-
ics have introduced new and powerful tools for conducting 
in-depth analyses of the evolutionary patterns of bacte-
rial strains that are of interest [12]. These advancements 
have facilitated in-depth investigations into the biology 
of probiotics, their impact on cellular responses, and the 
validation of their health-promoting properties, play-
ing a crucial role in identifying probiotic traits, such as 
bacteriocin production or predicting acid tolerance [56], 
while metagenomic studies have shed light on probiotic-
microbiota interactions [57]. Transcriptomic, proteomic, 
and metabolomic platforms have enabled the examination 
of host-microbe crosstalk and provided a comprehensive 
understanding of the holistic effects of probiotic supple-
mentation [58]. Additionally, recent comparative studies 
have strongly supported the notion that probiotic actions 
are species-, disease-, sex-, and host-specific, underscor-
ing the importance of targeted interventions and personal-
ized medicine [59].

By utilizing the genome sequences of probiotic bacteria, 
researchers are uncovering the mechanisms and interactions 
involved in their activity within the host GIT by integrating 
functional genomic techniques. In this context, four critical 
areas of probiotic action are being emphasized: (i) the abil-
ity to survive the passage through the GIT and adhere to the 
epithelial cells of the intestines, (ii) engage in competitive 
exclusion and display antimicrobial activity, (iii) modulate 
the immune system of the host GIT, and (iv) interact and 
modulate the host intestinal microbiota (especially by NGPs, 
which are well-known resident of the human microbiota) 
[60]. Understanding microbe-host interaction is crucial for 
rationalizing potential probiotics targeting specific health 
objectives. Currently, the selection of probiotic organisms 
is primarily based on ecological considerations and pheno-
typic traits that ensure safety, robust manufacturing, storage 
stability, and survival throughout the GIT. Empirical studies 
focusing on colonization and host modulation functions have 
contributed to a growing confidence in the effectiveness of 
probiotics [61]. However, the intricate nature of biological 
interactions involving probiotics, the intestinal ecosystem, 
and the host has made it challenging to definitively identify 
specific probiotic effector molecules and their functions. 
Thus far, the probiotic effector molecules that have been 
identified are mainly located on the bacterial surface or are 
secreted [62]. Also, there is an increasing body of evidence 
demonstrating specific and measurable physiological effects 
on the host following the consumption of probiotics [63].

Comparative genomics has significantly contributed to 
predicting probiotic traits and attributes [64], being a valu-
able approach used to explore the extent of phenotypic vari-
ation among strains and identify strain-specific genes within 
the pangenome (the complete gene set of all strains within a 
monophyletic group) while highlighting shared characteris-
tics [65]. It helps uncover conserved sequences in probiot-
ics’ genomes that encode essential cellular functions and 
regulatory elements governing their expression. Analysis of 
clusters of orthologous genes allows for categorizing these 
findings into various functional categories, such as tran-
scription, metabolism, cell motility, and signal transduction, 
among others [66]. Furthermore, comparing the genomes of 
newly discovered isolates with those of well-characterized 
probiotics can reveal functional properties like adhesion to 
epithelial cells, auto-aggregation, stress response mecha-
nisms, defense mechanisms (including virulence factors), 
and antibiotic resistance [67].

In Silico Identification of Potential Pathogenic Traits 
in Probiotic Strains

The main theoretical risks associated with probiotics include 
the possibility of infection, adverse effects caused by tox-
ins produced by the probiotic strains or contaminants, and 
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immunological effects [68]. Safety assessments should con-
sider factors such as the nature of the probiotic microor-
ganism, method of administration, level of exposure, health 
status of the recipients, and the intended physiological 
functions of the microbes [68]. Although a universal inter-
national standard for the safety evaluation of probiotics is 
currently lacking, the FDA in the USA designates which 
bacteria receive the Generally Recognized as Safe (GRAS) 
for human consumption status, in a manner that probiotic 
blends or supplements must exclusively include strains that 
have achieved the GRAS status [69, 70]. Furthermore, the 
European Food Safety Authority (EFSA) has proposed the 
concept of “Qualified Presumption of Safety” (QPS), which 
may apply to specific groups of microorganisms [71]. The 
determination of QPS status is based on four key consid-
erations: (i) taxonomy: the taxonomic level or grouping for 
which QPS is being sought; (ii) familiarity: the extent of 
knowledge available regarding the proposed group of organ-
isms to enable a decision on their safety; (iii) pathogenic-
ity: whether the group considered for QPS contains known 
pathogens, and if so, whether sufficient information exists 
about their virulence determinants or toxigenic potential to 
exclude pathogenic strains; and (iv) end use: whether viable 
organisms from the group enter the food chain or if they are 
utilized in the production of other products [71].

Probiotic strains, including members of the Lactobacilli fam-
ily, Lactococcus genus, Bifidobacterium genus, and the strain 
Streptococcus thermophilus, have a long-standing record of safe 
use and commonly receive the GRAS status [72]. Evidence 
suggests that the consumption of probiotic lactobacilli does not 
pose a greater risk of infection than commensal strains, and it 
is doubtful to associate lactobacilli consumption with a risk of 
death [14]. Infection caused by lactobacilli and bifidobacteria is 
rare and estimated to account for only 0.05% to 0.4% of infec-
tive endocarditis and bacteremia [22]. As for NGP, comprehen-
sive and extensive research on safety and tolerability must be 
conducted through animal and human trials. Currently, human 
trials are lacking for most NGP candidates. When performed, 
they are primarily exploratory, featuring small sample sizes and 
excluding sensitive populations such as frailty subjects, older 
people, or children [48].

While most species and genera of LAB are considered 
safe, certain strains may present concerns, such as those 
known to produce biogenic amines (BAs) from protein 
sources. Additionally, the transmission of antibiotic resist-
ance genes among different bacterial strains is a health con-
cern, and the FAO/WHO guidelines recommend assessing 
the antibiotic resistance/susceptibility pattern of each probi-
otic strain [2]. Some studies have attempted to identify viru-
lence factors for lactobacilli. Nevertheless, such approaches 
are more applicable to known pathogens and may be inher-
ently flawed when applied to normal commensals such as 
lactobacilli or bifidobacteria [14].

Before considering their potential application, selected 
strain candidates must be characterized based on various 
safety traits in multiple published works, reports, and recom-
mendations provided by diverse committees, organizations, 
and expert/advisory groups [73, 74]. One crucial aspect of 
evaluating probiotic safety involves thoroughly examining 
intrinsic properties, such as pathogenicity/virulence, toxin 
production, and antibiotic resistance. This assessment has 
become obligatory because several studies suggest that 
probiotics may adversely affect the host’s health, primarily 
resulting in allergic and infectious diseases, harmful meta-
bolic activities, and infectivity [75]. Therefore, ensuring that 
probiotic safety can be achieved through individual or inte-
grated probiogenomics approaches.

Virulence Factors

Virulence factors play a crucial role in microbial patho-
genesis and encompass a variety of components, such as 
enzymes, toxins, secreted effectors, and cell-associated 
products. A comprehensive safety assessment of probiot-
ics must include an evaluation of their potential to express 
virulence or toxin genes that could lead to disease. This 
assessment typically involves two main aspects: determin-
ing whether the probiotic strain belongs to a species known 
for virulence or toxigenicity and investigating the presence 
of virulence or toxin genes within the microbe’s genome.

Defining the virulence of a microbe at the molecular genetic 
level is challenging, as it greatly depends on the dynamic host-
microbe relationship. Generally, factors contributing to coloni-
zation, invasion, and evasion of host immune-related elements 
are considered critical genetic foundations of virulence [51]. 
Other factors may enable a microbe to thrive in a specific host 
environment and contribute to virulence by complementing 
the harmful effects of toxins and other directly acting agents 
associated with virulence [76].

It is important to note that individual “virulence” factors 
do not act in isolation. Instead, their coordinated expression 
and underlying genetic foundation collectively contribute to 
disease potential [51]. A prime example is the species of E. 
coli, which includes both commensal strains and pathogenic 
strains causing disease. This example highlights the complex-
ity of host-microbe interactions and the role of designated 
“virulence factors” in pathogenicity. Determining patho-
genicity requires a systems biology approach and a deeper 
understanding of the mechanisms underlying the beneficial 
relationship between probiotics and the host [77].

High-resolution information on core genome relation-
ships and accessory genome elements can further enhance 
our understanding of the genetic content of concern. Recent 
developments in this field have prompted the EFSA to 
update its QPS list of microorganisms to address these 
changes [78].
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Abriouel et al. [79] conducted an in silico evaluation of 
the safety of Weissella confusa LBAE C39-2 and Weissella 
cibaria KACC 11862 strains by analyzing their whole-
genome sequences. The analysis revealed that W. confusa 
LBAE C39-2 possesses four virulence factors associated 
with genes encoding collagen adhesion, hemolysin, and 
mucus-binding proteins. On the other hand, W. cibaria 
KACC 11862 was found to contain two virulence factors 
coding for hemolysins. Although these factors have been 
linked to invasion and infectivity events, their specific role 
in the virulence of Weissella species remains unknown, thus 
requiring further studies to confirm their expression.

Similarly, Li et al. [80] assessed the safety of the potentially 
probiotic strain Enterococcus durans KLDS6.0930, which 
was isolated from a traditional fermented cream. WGS and 
analysis were employed to examine virulence-related genes, 
and 45 putative virulence factors were identified, predomi-
nantly related to cell surface molecules involving host or sur-
face adhesion and promoting biofilm formation. These factors 
have been recognized as essential elements in the initiation 
of infections. However, it is worth noting that an additional 
analysis using PathogenFinder [81], a web-based server that 
predicts bacterial pathogenicity through the analysis of user-
provided proteome, genome, or raw reads, predicted E. durans 
KLDS6.0930 as a non-pathogenic bacterium.

In a related study, the genome sequences of Bifidobac-
terium bifidum BGN4 and Bifidobacterium longum BORI, 
obtained from fecal samples of healthy breast-fed infants, 
were compared with the genome sequences of four signifi-
cant human pathogens: E. coli, Enterococcus, Listeria, and 
Staphylococcus aureus using VirulenceFinder tool [82], a 
part of a freely accessible web-based platform for analyz-
ing WGS data. No virulence-associated genes related to 
offensive traits, such as Shiga toxin, exoenzymes, or genes 
involved in immune evasion or alteration, were detected. 
Consequently, the authors proposed that these strains could 
have the GRAS status [83]. This analysis is mainly helpful to 
confirm the avirulent status of strain coming from a GRAS 
species. However, it could significantly help to identify if the 
presence of genes generally recognized as virulence factors, 
such as adhesins, biofilm formation, and mucus-biding, is a 
determinant factor for safety as they could be found on many 
probiotic strains and help these strains to survive/compete 
on the host.

Prophages and Integrases

Unwanted genetic traits, such as those related to disease-
causing factors and resistance to antimicrobial agents, are fre-
quently connected to mobile genetic elements (MGEs) that can 
be acquired during adaptive evolution. Therefore, it is essential 
to examine the mobilome of a potential probiotic strain, which 
includes components like phages, plasmids, genomic islands 

(GEI), transposons, and insertion sequences (IS). This exami-
nation is crucial for determining whether its health-promot-
ing benefits are innate characteristics or acquired attributes 
[84, 85]. Prophages are segments of bacteriophage genomes 
inserted and integrated into bacterial chromosomes. They are 
commonly found in probiotic genomes; however, their pres-
ence requires further investigation due to their association with 
a higher likelihood of encoding virulence factors and promot-
ing genetic variability [86].

The complete genome of Lactiplantibacillus plantarum 
5–2, isolated from fermented soybeans, was sequenced to 
explore the potential presence of prophage elements [87]. 
The analysis revealed that the genome of strain 5–2 harbored 
four prophage regions, three of which were intact and one 
was incomplete. Within the three intact prophage elements, 
three integrases were identified. These integrases are known 
to be associated with phage morphogenesis, including the 
packaging, head, tail gene clusters, and lysis cassette. Fur-
thermore, the presence of intact prophage regions suggests 
their recent acquisition into the bacterial genome, while the 
incomplete prophage region implies strong selection by the 
bacteria, leading to prophage inactivation [88]. Sequences 
belonging to prophages are recognized for their lack of sta-
bility in maintaining the genome’s integrity. Complete and 
functional prophage regions indicated a high risk of gene 
transfer from the strain to others present in the host, need-
ing further investigation on the content of these sequences. 
Similarly, Abriouel et al. [89] conducted a comprehensive 
analysis of the complete genome sequence of Lactiplantiba-
cillus pentosus MP-10, a bacterium isolated from the brine 
of naturally fermented olives, to identify prophage DNA 
elements. The genome of MP-10 was found to harbor five 
temperate phage regions: two regions were determined to 
be intact (region 2 and region 5), two regions were uncer-
tain (region 1 and region 4), and one region was incom-
plete (region 3). Each prophage region contained integrases, 
which are responsible for encoding proteins. Based on these 
findings, the authors recommended further investigations 
into the application of Lp. pentosus MP-10.

More recently, Tarrah et al. [90] conducted a study to 
explore potential safety characteristics, particularly the pres-
ence of prophages, in Lacticaseibacillus paracasei DTA93, 
which was isolated from fecal samples of healthy infants. 
The analysis involved complete genome sequencing, and the 
data revealed the presence of only three incomplete prophage 
regions in the DTA93 genome. The authors suggested that 
these prophage remnants did not contain sufficient genes to 
be considered complete functional phages.

Pei et al. [91] evaluated 1472 lactobacilli strain genomes 
from 16 species, presenting various prophages. The referred 
prophage distribution is uneven, with various genome 
characteristics and distinct clusters linked to host species. 
This allows us better to understand the genetic diversity of 
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prophages in lactobacilli. Additionally, antibiotic resistance 
genes (ARGs) were found in prophages from 10% of the 
studied strains. The study also showed that most of the intact 
identified prophages could be induced to produce temperate 
phages successfully [92]. The transfer of the genes and, con-
sequently, the phenotype related to the gene were not tested. 
The findings of this study could be of interest to a variety of 
biotechnological and clinical fields that require a more com-
prehensive safety assessment and functional understanding 
of lactobacilli species.

In general, results show that prophage’s genetic content 
must be extensively characterized to guarantee the absence 
of any pathogenic genes that could lead to a pathogenic 
trait, avoiding the transfer to commensal or even already 
pathogenic strains. As a result, absence of intact prophages 
is preferable to uphold genome stability and guarantee the 
appropriateness of probiotic bacteria for use in industrial 
contexts [88].

Antibiotic Resistance

The global health concern of antibiotic resistance is rap-
idly spreading. As mentioned above, genes culminating in 
antibiotic resistance are commonly found inside prophage 
and other MGE. Probiotic bacteria with inherent antibi-
otic resistance are generally considered safe, as they pose 
minimal risk of transferring drug-resistant genes to more 
harmful species. However, in probiotic strains where ARGs 
are acquired, primarily carried on MGEs, like plasmids, 
transposons, prophages, and integrons, there is a significant 
potential for horizontal transmission, presenting a serious 
safety concern [93].

Certain probiotics may serve as reservoirs for ARG, so it 
is reasonable to speculate that genetic transfer of antibiotic 
resistance to opportunistic bacteria could occur. Therefore, it 
is essential to investigate resistance mechanisms, the genetic 
nature of resistance traits, and the elements contributing to 
resistance dissemination [75]. Evaluating antibiotic resist-
ance in novel probiotic strains involves phenotypic assess-
ment through determining minimal inhibitory concentrations 
[96] and genotypic analysis using PCR-based techniques and 
sequencing [94, 95]. DNA microarrays and WGS platforms can 
also identify and locate previously unidentified ARG [95, 96].

The EFSA has established a protocol for evaluating anti-
biotic resistance, including assessing phenotypic resistance 
based on MIC (minimum inhibitory concentration) values 
above pre-established thresholds and searching the genome 
for ARG [97, 98]. According to EFSA’s guidance, any 
functional antibiotic resistance above the threshold should 
be further characterized as intrinsic or transmissible, and 
the genetic basis of resistance should be identified and 
explained. The updated EFSA guidance from 2018 empha-
sizes the need for phenotypic (MIC) and genotypic analysis 

of antimicrobial resistance without limiting the analysis to 
resistance above a specific threshold or cutoff value [98]. 
This aligns with the safety requirements of several countries 
worldwide.

Understanding the genetic nature of antibiotic resistance 
is crucial for assessing the risk of potential spread, given 
the transferability of resistance genes among bacteria. It is 
well known that live microbes can harbor ARGs, and hori-
zontal gene transfer in the human gut has been demonstrated 
[99]. Strains with intrinsic resistance to antibiotics, com-
monly found within strains from the same species, pose a 
low risk of horizontal spread and are considered safe to use 
by regulatory agencies [98]. Acquired resistance is not typi-
cally present in a species and is considered a higher concern. 
However, chromosomal mutations leading to acquired resist-
ance are associated with a low potential for horizontal spread 
[97]. Strains carrying transmissible resistance genes flanked 
by genetic elements known to mediate horizontal transfer 
must be addressed and explained, as per EFSA guidance, and 
strains for which the nature of resistance cannot be explained 
should be avoided [97, 98].

Biogenic Amine Production

BAs are organic nitrogen compounds formed mainly by 
decarboxylation of amino acids by microorganisms. They 
are associated with toxicity concerns, particularly their 
microbial production in certain fermented foods like cheeses 
[100]. They are considered undesirable metabolic products 
of bacteria due to their adverse effects and potential toxico-
logical risks. While BAs are essential for various biological 
functions, such as neurotransmitters, excessive levels can 
lead to toxic effects [101]. Some commonly studied BAs 
include monoamines (e.g., histamine, tyramine), diamines 
(e.g., cadaverine, putrescine), and polyamines (e.g., sper-
midine, spermine). Histamine and tyramine are particularly 
concerning due to their potential toxicities. Therefore, pro-
biogenomics studies can provide insights into whether pro-
biotic strains harbor genes or operons responsible for the 
biosynthesis of BA. The presence of genes encoding BA 
production can be determined using WGS or targeted PCR 
amplification to assess the potential for additional BA pro-
duction by administered probiotic strains. Phenotypic con-
firmation of biogenic amine production by bacterial species 
can be analyzed using decarboxylase screening media and 
high-performance liquid chromatography [102].

Li et al. [103] investigated the production of BAs by 
Lactobacillus helveticus KLDS1.8701, isolated from Chi-
nese traditional fermented dairy products, using WGS 
and LC/MS–MS analysis. The genome of Lb. helveticus 
KLDS1.8701 contained pseudogenes related to the conver-
sion of arginine into putrescine and the conversion of ornith-
ine into putrescine. Additionally, the strain harbored a cluster 
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for spermidine/putrescine ABC transporter. Despite the 
presence of these genes, LC/MS–MS analysis revealed the 
absence of BA production by Lb. helveticus KLDS1.8701, 
indicating that the pathway may be incomplete and, there-
fore, non-functional.

The potential production of BAs by Bifidobacterium 
animalis subsp. lactis AD011, isolated from an infant fecal 
sample, was recently investigated using a metabolomics 
approach through LC/MS–MS analysis [104, 105]. Since the 
presence of BA can serve as a quality indicator for fermented 
probiotic products, the authors focused on identifying four 
main BAs, namely, putrescine, cadaverine, histamine, and 
tyramine, in two different growth media (MRS and whole 
milk) after 15 h of bacterial cultivation. The results dem-
onstrated the absence of detectable BA production in both 
supernatants, suggesting that, regarding the production of 
BA, AD011 is likely safe and acceptable for human con-
sumption as a probiotic. Other pathogenicity traits were still 
to be evaluated to confirm strain safety fully.

Mucin Degradation

Mucin, a protein found in mucus, plays a crucial role in the 
structure of mucosal surfaces in the digestive tract and is a pro-
tective barrier against microbial and chemical invasion [106]. 
More than 40 bacterial genes have been identified in mucin 
metabolism [107]. WGS can be utilized to identify bacterial 
genes associated with mucin degradation, and the activity of 
these genes can be assessed in vitro by evaluating the ability 
of bacterial strains to grow in the presence of mucin as the sole 
carbon source in liquid or agar media [108].

The gut microbiota naturally degrades mucus to utilize 
it as a carbon source. For example, A. muciniphila feeds 
on mucins and converts them into short-chain fatty acids 
(SCFA), an essential energy source for the cells lining the 
GIT. However, a disruption in the balance between mucin-
degrading bacteria and other bacteria has been suggested to 
contribute to human disease and infection [109, 110]. It is 
important to note that mucin degradation is tightly regulated 
within gut microbes and influenced by the availability of 
dietary polysaccharides [111]. Assessing the mucin degrada-
tion capability of probiotic strains is part of a comprehensive 
safety analysis. An excessive increase in mucin-degrading 
bacteria would destroy the intestinal protective barrier, 
allowing pathogenic and opportunistic bacteria to cause 
infections. However, determining the associated risk requires 
a systems biology approach and a deeper understanding 
of the mechanisms underlying the beneficial relationship 
between probiotics and the host. Therefore, the number of 
mucin-degrading genes present in the genome of a probiotic 
species should be considered as part of a holistic assessment 
of the strain’s safety rather than being solely regarded as a 
virulence characteristic.

In Vitro Characterization of Probiotic Candidates

Numerous health advantages associated with consum-
ing these microorganisms have been elucidated through 
clinical investigations. These benefits encompass a range 
of outcomes, such as the mitigation of diarrhea’s duration 
and occurrence, relief from lactose intolerance symptoms, 
decreased likelihood of pathogenic infections, immune 
system stimulation, and regulation of the inflammatory 
response [112]. The GIT serves as a primary site where 
probiotic microorganisms exert their effects. The underly-
ing concept behind incorporating probiotics into food and 
supplements to harness their potential health benefits relies 
on the microorganisms’ capacity to withstand the tran-
sit through the GIT, ensuring that their adequate quantity 
of live probiotic bacteria reaches either the small or large 
intestine and interact with, adhere to, and colonize the host. 
However, probiotic microorganisms encounter various chal-
lenges during their passage through the GIT, including the 
stomach’s highly acidic environment (pH 1.5–4.0), bile salts, 
and digestive enzymes [113].

FAO and WHO have established guidelines for probiotics 
in food. These guidelines propose several criteria for select-
ing probiotics, including resistance to adverse conditions in 
the human body, ability to adhere to epithelial cells, antimi-
crobial activity, and safety assessment [47]. Evaluating the 
stress tolerance characteristics of novel strains under gas-
trointestinal conditions is crucial to ensure their functional-
ity and expand the range of microbial species and products 
available as probiotics.

Acid Tolerance and Survival in Artificial Gastric Juice

Bacterial strains must possess several crucial characteristics 
to be considered probiotics, including maintaining their via-
bility and activity throughout production, product storage, 
and passage through the GIT [114]. The GIT poses a stress-
ful environment for probiotics, beginning with the stomach. 
The transit time in the stomach can vary from less than 1 
to 4 h, influenced by factors such as individual differences, 
diet, and other variables [115]. During this time, the pH in 
the stomach can reach deficient levels, around 1.5, while 
the concentration of bile in the upper intestinal tract can be 
unpredictable and vary [116]. Simulated stomach survival 
methods in vitro are commonly employed as initial steps 
in evaluating new probiotic strains. These methods involve 
subjecting the strains to incubation in an acidified medium 
(such as MRS broth/buffer/peptone; pH 2.0–3.0 for 1–4 h) 
or simulated gastric juices (pH 2.0–3.0 in the presence of 
pepsin) [117, 118]. Additionally, more complex gastroin-
testinal models are utilized to simulate various aspects of 
gastrointestinal transit and provide a more comprehensive 
evaluation of probiotic survival. In vitro tests assessing acid 
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and bile tolerance often serve as a predictive measure of a 
strain’s ability to survive in the host’s body environment. 
However, it should be noted that acid and bile tolerance pri-
marily pertain to the oral administration of probiotics and 
may not be relevant for other applications [13].

The resistance to gastrointestinal conditions varies among 
different genera and species. Lactobacilli are generally more 
resistant, while bifidobacteria tend to be more sensitive to 
low pH, resulting in lower survival rates at pH 2 and pH 3 
[4]. In a study on Serpa cheese, 116 LAB strains were iso-
lated to investigate their probiotic properties. None of the 
LAB isolates survived at pH 2.5, but all survived at pH 3.0. 
Additionally, 20 isolates survived at an intermediate pH of 
2.75 after a 2-h exposure [119].

Lee et al. [120] conducted a study to examine the acid 
tolerance of LAB, exposing them to a pH of 2.5 for 1 h. Only 
Limosilactobacillus reuteri and Lactobacillus gasseri exhib-
ited tolerance to acidic conditions among the LAB tested. 
In a study by Song et al. [121], the functional properties of 
LAB isolated from various sources were screened. Except 
for Lactobacillus acidophilus M23, all the tested lactobacilli 
strains demonstrated tolerance to pH 2.5 for 2 h in the pres-
ence of pepsin. It has been reported that bifidobacteria are 
more susceptible to a pH of 2.0 in an HCl-acidified medium 
when compared to a medium acidified by a mixture of pep-
sin and HCl, which better simulates the composition of gas-
tric juices. Furthermore, it has been suggested that pepsin 
may protect bifidobacterial cells during exposure to low pH 
by reducing their hyperpolarization, which is associated with 
H + -ATPase activity [122].

Finally, dynamic models of human digestion have been 
used to evaluate the survival of probiotic bacteria during tran-
sit and determine the impact of the food matrix, or the probi-
otic encapsulation, during simulated digestion. Rabah et al. 
[123] tested the survival of Propionibacterium freudenreichii 
CIRM-BIA 129 through the GIT using in vitro models of 
static [124] and dynamic [125] digestion with three different 
matrices, milk ultrafiltrate, milk, and a mono-strain “Swiss-
type” cheese. During static digestion, all three matrices could 
be recovered at a viability of around 40% after the gastric 
phase; when later submitted to the intestinal phase, only the 
cheese matrix could maintain the same viability, while milk 
and milk ultrafiltrate reduced to 20%. When submitted to the 
dynamic digestion, the cheese matrix maintained viability up 
to 60%, while milk ultrafiltrate had CFU reduced by up to 
3 logs after 2 h of gastric phase. After the intestinal phase, 
both matrices maintained their viability after the end of the 
gastric phase. In addition, this study [123] evaluated the integ-
rity of the SlpB (surface-layer protein B), an anti-inflamma-
tory protein found on the surface of some P. freudenreichii 
strains, during the digestion using both digestion models. It 
was found that SlpB was wholly degraded during the static 
gastric phase on milk and milk ultrafiltrate matrices, while 

the cheese matrix protected it. As for dynamic digestion, SlpB 
was found to be up to 80 min of digestion (mid gastric phase) 
on milk ultrafiltrate matrix and to 150 min (30 min at intesti-
nal phase). This demonstrates the importance of the probiotic 
matrix not only on the probiotic viability but also on their 
immunomodulatory function, as we have seen here with the 
preservation of SlpB protein.

An E. coli probiotic candidate, E. coli CEC15, could 
survive through the GIT test and be compared with the pro-
biotic E. coli Nissle 1917 [126]. Both strains were simulta-
neously submitted to an in vitro simulated digestion [127] 
consisting of 2 h incubation in simulated gastric juice (with 
pepsin) and 2 h in simulated intestinal fluid (with pancrea-
tin and bile salts). Both strains demonstrated low survival 
to the gastric phase with low pH (pH3), with CEC15 pre-
senting better results (6.3% for CEC15 against 0.91% for 
Nissle 1917). After the intestinal phase, CEC15 recovered its 
viability, restoring values to 57.85%, while the Nissle 1917 
strains maintained the viability of 2.77%. These results show 
that even strains from the same bacteria species can present 
very different survivability rates, and each strain’s genetic 
components could determine this.

Bile Tolerance and Metabolism

Passage of probiotics through the small intestine can pose 
challenges as they encounter bile acids, bile salts, and pan-
creatic enzymes, which can significantly reduce viability. 
Unlike the stomach, the small intestine’s neutral pH range 
of 6.1 to 7.8 does not inhibit probiotic survival [127, 128]. 
Bile acids play a crucial role in lipid digestion in the small 
intestine and impact the microbial ecosystem in the small 
and large intestines [129]. The liver produces bile acids to 
aid lipid digestion, while bile salts are secreted into the duo-
denum [129]. These components comprise more than 50% 
of the organic composition of bile. Furthermore, bile acids 
act as digestive surfactants, facilitating the emulsification of 
lipids for easier absorption [130]. Bile acids have also been 
shown to possess antimicrobial properties against various 
bacterial species [131].

Conjugated bile salts, conjugated ionically with either 
taurine or glycine by hepatic enzymes, have been observed 
to inhibit the growth of both gram-negative and gram-pos-
itive bacteria (e.g., E. coli and Klebsiella and Enterococ-
cus genera) [132]. However, gram-positive bacteria tend to 
be more susceptible to the inhibitory effects of bile salts 
when compared to gram-negative bacteria [133]. Some 
probiotic strains can produce BSH, which allows them to 
hydrolyze bile salts. This ability is believed to confer resist-
ance to conjugated bile salts and is a defense mechanism 
against their toxic effects. The hydrolysis of glycine- and 
taurine-conjugated bile salts by BSH leads to the release of 
the corresponding amino acids and deconjugated bile acids 
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[134]. The BSH activity of probiotic bacteria has been con-
sidered a significant criterion in selecting potential probiotic 
strains due to its association with various mechanisms that 
contribute to reducing plasma cholesterol levels in the host 
[135]. Deconjugated bile salts, less soluble than their con-
jugated counterparts, are more likely to be excreted in the 
feces. Consequently, the synthesis of new bile salts from 
cholesterol in the liver is reduced, resulting in decreased 
plasma cholesterol levels. Furthermore, deconjugated bile 
salts can precipitate with cholesterol, reducing its solubility 
and promoting its excretion via feces. It should be noted, 
however, that while BSH activity contributes to cholesterol 
reduction, excessive deconjugation of bile salts may have 
negative implications in the human intestine. This is because 
other intestinal bacteria can convert primary bile acids into 
secondary bile acids, which have been shown to exhibit 
mutagenic and tumor-promoting properties in animal mod-
els. Thus, excessive deconjugation of bile salts may pose 
potential harm to the human host [136].

In a study by Song et al. [121], the bile salt tolerance of 10 
Lactobacillus strains was assessed. The results revealed that 
Lactobacillus sp. JNU 8829, Lacticaseibacillus casei MB3, 
Latilactobacillus sakei MA9, Lt. sakei CH8, and Lb. acido-
philus M23 exhibited a high tolerance to bile acid. The assess-
ment was performed using MRS broth supplemented with 0.3% 
oxgall and incubated for 24 h at 37 °C. In a study conducted 
by Bin Masalam et al. [137], it was found that the most bile-
tolerant strains were predominantly enterococci, including 
Enterococcus faecium ZiNb3, E. faecium Rashad3, and E. 
faecium SMBM3. Other species such as Ls. casei BgShn3, 
Ls. casei Dwan5, Ls. casei MSJ1, Lp. plantarum EyLan2, Lb. 
acidophilus Musallam2, Ls. paracasei NMBM1, Streptococ-
cus bovis Salam7, Lactococcus garvieae Emad4, L. garvieae 
ZSJ5, and W. confusa SYary1 also demonstrated bile tolerance. 
The assessment was performed using MRS broth supplemented 
with 0.5% wt/vol bile and incubated for 4 h.

BSH enzymes have been found in various bacterial gen-
era, including Enterococcus, Listeria, lactobacilli, Bifido-
bacterium, Clostridium, and Bacteroides [138, 139]. Gener-
ally, most bifidobacteria and lactobacilli strains in the GIT 
possess BSH enzymes [138]. Lactobacilli strains originating 
from the gut have been observed to deconjugate glyco- and 
tauro-conjugated bile acids. In contrast, lactobacilli strains 
isolated from fermented milk products exhibit excellent 
capability to deconjugate glyco-conjugated bile acids [130]. 
BSH activity serves multiple purposes, including utilizing 
liberated amino acids as nutrients (carbon and nitrogen 
sources) and reducing bile salt toxicity. Additionally, it may 
play a role in incorporating cholesterol into the cell wall 
[139]. Some lactobacilli strains have been reported to reduce 
cholesterol levels through mechanisms such as cholesterol 
binding to their cells, potentially leading to lower serum 
cholesterol levels in vivo [140].

In a study by Saravanan et al. [141], 10 strains were 
isolated from traditional fermented foods belonging to the 
genera Leuconostoc spp., Weissella spp., Pediococcus spp., 
Lactococcus spp., and Bacillus spp. All exhibited strong 
BSH activity when tested on MRS agar containing 0.5% 
taurodeoxycholic acid (TDCA) sodium salt at 30 °C for 72 h. 
However, Kumari et al. [142], who tested 20 different lacto-
bacilli strains isolated from fermented foods and beverages, 
found that none exhibited BSH activity. Awasti et al. [143] 
evaluated BSH activity in 12 bifidobacteria isolates obtained 
from human sources using an MRS medium supplemented 
with 0.5% sodium salts of taurocholic acid (TCA), taurogly-
cocholic acid (TGCA), and TDCA at 37 °C for 48 h. Out of 
the 12 isolates, 5 showed high levels of BSH activity, and 
8 exhibited moderate activity, while 1 strain (NBIF-1) did 
not demonstrate BSH activity on TCA and TDCA. These 
findings highlight the variability in BSH activity among dif-
ferent bacterial species and even within strains of the same 
species, indicating the influence of strain-specific factors 
and environmental adaptation.

Adherence to the Host’s Intestinal Wall

The capacity to adhere to intestinal epithelial cells is criti-
cal for successfully colonizing probiotic strains and is often 
regarded as a prerequisite for colonization. Consequently, it 
represents one of the primary criteria for selecting a probi-
otic microorganism [144]. The colonization of the human 
intestinal microbiota begins at birth and continues through-
out life. However, the composition of the intestinal micro-
biota can change over the host’s lifetime, and probiotics have 
the potential to influence these changes. Although probiotics 
do not permanently colonize the host’s intestine, they can 
have a transient colonization effect [145]. The adhesion of 
probiotic strains is an essential factor in their colonization 
ability, and this adhesion can be associated with changes in 
the intestinal microbiota. For instance, the decline in bifido-
bacteria in elderly individuals may be attributed to reduced 
adhesion of bifidobacteria to intestinal mucus, which cor-
relates with age [146].

Several mechanisms have been proposed to explain 
bacterial adhesion to the intestinal mucosa. One possible 
mechanism is hydrophobic interactions between the probi-
otic candidates and the intestine’s surface [147]. The pres-
ence of mucin-binding proteins in the bacterial cell enve-
lope enhances adhesion capability by binding to the mucin 
proteins of the mucus layer on the gastrointestinal epithelia 
[148]. Pili, which are hair-like appendages, can also con-
tribute to bacterial attachment to the mucosal surface of 
the intestine. Certain bacteria, such as bifidobacteria, can 
employ pili to facilitate adhesion [149]. Fibronectin-binding 
and surface-layer proteins are additional surface proteins 
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embedded in the bacterial cell wall that promote bacterial 
adherence to the intestinal mucosa [150]. Producing extra-
cellular polysaccharides by probiotic candidates has also 
been associated with adhesion to the intestinal surface [151].

The in vitro adhesion test is commonly used to evalu-
ate the ability of a probiotic candidate to attach to human 
epithelial cell lines such as Caco-2, HT-29, and fetal I-407 
[152]. This test examines the capability of the probiotic can-
didate to attach to epithelial cell lines (notably to mucin) 
[152, 153]. However, the in vitro adhesion test has several 
drawbacks. One primary concern is the reproducibility of the 
test. The conditions under which the adherence of the probi-
otic candidate is assessed in the epithelial cell lines deviate 
from the natural conditions in the host intestine. Essential 
factors such as other microorganisms, digestive enzymes 
like pancreatin, and physical contractions are absent in the 
in vitro test [152, 153].

Production of Antimicrobials and Pathogen Antagonists

The evaluation of antimicrobial activity against pathogens is 
a crucial factor in the selection of potential probiotic strains. 
While the production of antimicrobial compounds is a pri-
mary mechanism for this activity, additional mechanisms are 
involved. These include competition between probiotic and 
pathogenic strains for nutrients, the attachment of probiotics 
to epithelial cells, and the stimulation of the immune sys-
tem. These combined mechanisms contribute to the overall 
antimicrobial efficacy exhibited by probiotic strains [154].

Antimicrobial substances produced by LAB can be clas-
sified into two main groups: non-bacteriocin antimicrobial 
substances and bacteriocins [155]. The non-bacteriocin anti-
microbial metabolites encompass a variety of compounds 
such as organic acids (e.g., lactic acid, acetic acid), hydro-
gen peroxide, diacetyl, acetaldehyde, acetoin, carbon dioxide, 
reuterin, reutericyclin, antifungal cyclic dipeptides, phenyl-
lactic acid, 4-hydroxyphenyllactic acid, and 3-hydroxy fatty 
acids. Among them, mainly lactic and acetic, organic acids 
are the most important and extensively studied. LAB plays a 
significant role in modulating the intestinal environment by 
producing organic acids, which leads to a decrease in pH and 
favors the colonization by beneficial microorganisms while 
reducing the population of pathogens [156]. Heterofermenta-
tive LAB species possess flavoprotein oxidase enzymes that 
catalyze oxygen reduction, producing hydrogen peroxide. The 
antimicrobial activity of hydrogen peroxide is attributed to its 
oxidative impact on bacterial cells, leading to the disruption of 
essential molecular structures of cell proteins [157].

The second group of antimicrobial compounds produced by 
LAB consists of bacteriocins, peptides, or proteins synthesized 
within the ribosomes of certain bacterial strains. Bacteriocins 
exhibit antimicrobial activity against other bacteria, while the 
cells producing them are immune to their bacteriocins [158]. 

To be classified as bacteriocins, these antimicrobial peptides 
must be modified or unmodified peptide antimicrobials pro-
duced by bacteria, accompanied by a dedicated immunity sys-
tem that protects the producer cells [159]. The investigation of 
LAB for their bacteriocin-like inhibitory activity has gained 
significant attention in recent studies [22].

Probiotic Modulation of Gene Expression In Vitro

In vitro studies are also helpful in understanding how pro-
biotics modulate different cell types in the host. Immortal-
ized cells and freshly isolated cells have been widely used 
to evaluate the modulation of the expression of key genes 
related to barrier function, signaling, inflammation, differ-
entiation, and chemoattraction of immune cells. This helps 
to predict the effect that could be obtained in a complex 
organism. As most probiotics aim to treat intestinal diseases, 
intestinal epithelial cells, such as Caco-2 and HT-29 (human 
colorectal adenocarcinoma), and PBMCs (peripheral blood 
mononuclear cells), such as lymphocytes, monocytes, natu-
ral killer (NK) cells, or dendritic cells (DC), are the most 
used cell lines in in vitro studies.

One of the well-recognized effects of probiotics is their 
ability to induce a shift from Th2 to Th1 cells, leading to 
a reduction in allergic reactions. When human peripheral 
blood lymphocytes and PBMCs are exposed to LAB, they 
exhibit an increase in the production of interferon-gamma 
(IFN-g) by T and NK cells [160, 161]. These findings align 
with in vitro experiments that demonstrate that lactobacilli 
present in fermented foods strongly stimulate the produc-
tion of pro-IFN-g cytokines like IL-12 and IL-18 by both 
human and murine leukocytes [162, 163]. This capacity to 
steer the immune response toward a Th1 profile could prove 
beneficial in conditions characterized by Th2-driven inflam-
mation, including atopic disorders and other Th2-associated 
inflammatory diseases.

Certain probiotic strains can exert varying effects on 
NK cells. For example, Lacticaseibacillus rhamnosus GG 
and Lm. reuteri DSM 17938 hinder the activation of T cells 
and NK cells, as well as the release of IFN-gamma from 
PBMCs stimulated with S. aureus [164]. The intricate inter-
play among probiotics, DC, and NK cells emphasizes how 
distinct strains can uniquely shape the immune system and 
inflammatory responses, potentially yielding advantageous 
outcomes by balancing NK and DC interactions [165]. An 
emerging strain, Lm. reuteri LMG P-27481, discovered and 
studied by Sagheddu et al. [166], demonstrates a remark-
able ability to prompt significant secretion of IL-10 when 
exposed to immature human DCs. Compared to other Lm. 
reuteri strains, it manifests a more pronounced anti-inflam-
matory impact. In vitro co-culture experiments reveal that 
Lm. reuteri LMG P-27481 effectively curbs the growth of 
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E. coli, Salmonella, and rotavirus, with the unique ability 
to hinder Clostridium difficile growth. Notably, its genetic 
makeup enables it to metabolize lactose, proving especially 
valuable in diarrhea scenarios [166].

Luerce et al. [167], through a colitis-recurrence model 
conducted on Caco-2 cells, demonstrated the capability of 
Lactococcus lactis NCDO 2118 to reduce the secretion of 
IL-8 triggered by IL-1beta. Similarly, B. animalis subsp. 
lactis and Lb. acidophilus have also exhibited the ability 
to decrease IL-8 production, suppress the expressions of 
pro-inflammatory agents, and enhance TLR2 expression in 
an in vitro model. This anti-inflammatory effect influences 
the TLR2-mediated NF-kB and mitogen-activated protein 
kinase (MAPK) signaling pathways within inflamed intes-
tinal epithelial cells [168].

Certain lactobacilli species have shown the ability to miti-
gate barrier disruptions by upregulating tight junction (TJ) 
proteins. For instance, Lb. acidophilus and Lp. plantarum 
have been demonstrated to increase the occludin protein 
expression in vivo and in vitro models, respectively [169, 
170]. Moreover, Lp. plantarum triggers the relocalization of 
ZO-1 and occludin to the apical region of cells by stimulat-
ing Toll-like receptor 2 (TLR2) [171, 172]. It is important 
to note, however, that while coincubation of Caco-2 cells 
with Lp. plantarum leads to increased transcription of genes 
related to the disassembly of TJs and occludin degradation, 
the elevated occludin expression and apical localization 
might be a defensive response prompted by initial bacterial-
induced degradation of the TJ structures, rather than a means 
of maintaining them [169].

In some instances, realizing the beneficial effects of 
probiotics hinges on the prior disruption of TJ homeosta-
sis. E. coli Nissle 1917 incubation of T84 human intestinal 
epithelial cells does not significantly alter intestinal barrier 
function [173]. However, when T84 cells are co-incubated 
with enteropathogenic E. coli (EPEC), causing barrier dis-
ruptions, supplementing with E. coli Nissle 1917 restores 
barrier integrity to levels like those in control cells. Conse-
quently, E. coli Nissle 1917’s beneficial effects on the intes-
tinal barrier might manifest post-infection without requiring 
preemptive supplementation, which can be challenging from 
a clinical standpoint. Additionally, alongside reduced barrier 
permeability, E. coli Nissle 1917 supplementation leads to 
heightened expression of ZO-2 and its robust relocalization 
to the TJ [173]. While these initial findings do not establish 
definitive causation, they suggest that the positive impact 
of E. coli Nissle 1917 on intestinal barrier function might 
be influenced by the bacterium’s ability to regulate ZO-2 
expression and localization.

Mucins play a crucial role in maintaining the protective 
function of the intestinal barrier. Probiotic bacteria exhib-
ited diverse impacts on mucin gene and protein expression. 
Furthermore, the effects of probiotic treatments on mucin 

gene expression varied. When Caco-2:HT29–MTX (90:10) 
co-cultures were incubated with Ls. rhamnosus HN001, 
increased levels of all mucin mRNA were observed, with 
a significant increase in MUC5AC mRNA compared to 
untreated samples [174]. This contrasted with a study by 
Mack et al. [175], where Lp. plantarum 299v increased the 
expression of MUC2 and MUC3 genes in HT29 cells. This 
difference might arise from the co-culture conditions in this 
study versus the monoculture of mostly undifferentiated 
HT29 cells in the previous one.

Although important for identifying the mechanism of 
probiotics’ actions and predicting the effects in the host, 
in vitro studies lack the complexity of a tissue, an organ, 
and an organism. To fulfill the gaps left by in vitro studies 
and to continue the tests on probiotic effects, in vivo studies 
involving animal models and, later, clinical trials in humans 
are widely used.

Animal Studies and Clinical Trials

The search for proof of efficacy in vivo while exploring the 
potential of probiotics has resulted in the development of 
various biological models with varying levels of complex-
ity. These models encompass a wide range, from simple 
multicellular organisms, such as worms and invertebrates, 
to advanced knock-out (KO) models in rodents and even 
clinical trials involving different populations of humans 
[153]. Hence, although the ultimate evaluation of probi-
otic functionality should ideally be conducted directly in 
the target population, such as the general population or a 
specific subgroup with a particular condition [176], the 
initial selection of strains to be included in these costly 
clinical trials may require the use of suitable in vivo mod-
els. Rodent models, especially mice and rats, serve as cost-
effective and publicly acceptable screening tools, but they 
still fall short of representing human physiology. Therefore, 
developing more relevant experimental models for evalu-
ating probiotic functionality is necessary. These models 
should allow studying various dynamic states and address 
specific diseases with multifactorial origins. It is important 
to note that the accuracy of results obtained from animal 
models is not always the same as the results in humans and 
can sometimes present challenges. As recently stated, there 
can be inflammatory findings and difficulties in extrapolat-
ing results from one species to another [177, 178]. The use 
of animals to predict human response to drugs, chemicals, 
or foods (including probiotics) remains a contentious issue. 
While some advocate for a ban on animal experimentation 
due to a perceived lack of scientific evidence for human 
predictivity [179], the relevance of animal disease models, 
such as mice, for studying human conditions has been posi-
tively evaluated [180].
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The effective utilization of rodent models for probiotic 
research will rely on rigorous standardization, including 
the microbiota composition. It is crucial to consider the rel-
evance to the human situation since many bacterial species 
that are commensal in humans can be pathogenic in mice 
and vice versa [181, 182]. Despite these potential drawbacks, 
rats and mice will continue to be used as models to address 
numerous probiotic research questions. This includes evalu-
ating immune and metabolic responsiveness, regulatory pro-
cesses, and neuro-endocrinological and nutritional aspects, 
all playing essential roles in the complex relationships 
between the microbiota and the host. Additionally, small 
animals allow for mimicking specific diseases with geneti-
cally modified specimens (conditional and tissue-specific 
knock-in/KO mutants) or specific chemicals (e.g., TNBS to 
induce intestinal inflammation) and infectious challenges. 
Manipulating the microbiota also enables the investigation 
of the role of specific microorganisms in these models [153].

The regulations permit the use of animals for scientific pur-
poses but require strict adherence to restrictive conditions. To 
enhance the welfare of animals in research, applying the 3Rs 
serves as an ethical guide. 3R means replacement (the use of 
alternative methods such as in vitro, in silico, ex vivo, and the 
use of less sentient species, i.e., invertebrates), reduction (to 
utilize the least number possible of animals without interfer-
ing with the statistics), and refinement (experimental protocols 
curation aiming to minimize stress and suffering on the ani-
mals)—proposed originally by Russel and Burch in 1959 [183, 
184]. Implementing the 3Rs principle enhances the well-being 
of animals utilized in scientific research. It tackles multiple 
issues related to animal use in science, prioritizes the welfare of 
individual animals, incorporates new knowledge and insights, 
strikes a balance between scientific requirements and animal 
welfare, and fosters collaboration among diverse stakeholders 
concerned about animal welfare [185]. Numerous Replacement 
technologies offer notable benefits, including enhanced consist-
ency and accuracy, rapid results, and lower costs when com-
pared to using animals. Besides, specific studies are impractical 
to conduct in animal models due to limitations in throughput 
or the necessity of human-relevant tissues [183]. By employing 
stringent criteria in experimental design to ensure reproducibil-
ity, Reduction also leads to improved scientific outcomes, and 
diligently applying the principles of Refinement helps minimize 
stress as a scientific variable, guaranteeing a more refined and 
reliable research environment [183].

However, despite the efforts to find alternative methods, 
the current state of knowledge does not yet allow these meth-
ods to comprehensively address all scientific questions in 
biology and medical research. Therefore, alternative meth-
ods often serve as complementary approaches to in vivo 
methods rather than complete replacements, as they may not 
fully substitute for the complexity of biological processes 
and physiological interactions observed in living organisms.

Animal Toxicity Studies

When the history of use for a particular probiotic strain is 
unknown or insufficient, authoritative guidance suggests 
conducting additional safety studies, including animal stud-
ies. However, there is limited specific guidance on the design 
and conduct of probiotic animal toxicity studies. Unlike 
chemicals, a standard non-clinical toxicology testing para-
digm may not apply to probiotics due to their unique nature 
and may provide limited information [68, 186]. Therefore, 
specific requirements for probiotic testing should be care-
fully evaluated on a case-by-case basis.

Conducting tests in animal models for certain probiotic 
strains may be reasonable. For example, if insufficient his-
torical use data is available for a particular strain or species 
or for “novel” or NGP, animal toxicity assessment may be 
necessary before testing in humans. Even when candidate 
probiotic strains are human commensal microbes, they are 
still considered “not-self” and cannot be assumed harmless.

Rousseau et al. [187] provided an overview of in vitro, 
ex vivo, and in vivo non-clinical models that they consid-
ered relevant for microbiome research on various products, 
including probiotics. While these models hold promise for 
microbiome research purposes, most are unsuitable for 
assessing standard toxicology endpoints.

There are indeed notable differences between rodents and 
humans that should be considered when evaluating potential 
probiotic strains. Factors such as differences in mucus growth 
rate and dietary patterns between rodents (herbivores) and 
humans (omnivores) can impact the relevance of animal mod-
els to human outcomes. In this respect, pigs constitute preclini-
cal animal models with a higher similarity when compared to 
rodents in terms of physiology, digestive and associated meta-
bolic processes, nutritional requirements, and intestinal micro-
biota [188]. It is essential to acknowledge that no animal model 
can fully represent humans [51].

However, when toxicity studies are deemed necessary for 
probiotics, relying on standard rodent models, such as rats or 
mice, is common. Rodents have a long history of use in toxicol-
ogy studies and provide a wealth of data on toxicity findings 
that are specific to rodents and do not have a direct correlation 
to humans (lack clinical relevance). This historical data can be 
informative in assessing the safety of probiotics [73].

Once an appropriate rodent model is chosen, the next 
question concerns the duration of dosing required to support 
further safety testing in human clinical trials. Interestingly, a 
review of traditional oral repeated dose animal toxicity stud-
ies with probiotics, as reported in the scientific literature, 
has not revealed any adverse effects regardless of dosing 
duration. This includes acute (single dose), repeated dose 
(e.g., 14–28 days), sub-chronic (e.g., 28–90 days), and even 
chronic (12 + months) studies conducted at high doses of the 
probiotic under investigation [73, 189].
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For example, studies have been conducted where rats 
were dosed with a proprietary preparation of Bacillus coag-
ulans for 90 days at high doses with no observed toxicity. 
Similarly, a 12-month study in rats with Clostridium butyri-
cum and a sub-chronic rodent study with a probiotic product 
containing various strains showed no toxicity [190].

The dosing duration in toxicity studies with probiotics is 
connected to considering relevant toxicity endpoints. When 
assessing the safety of live microorganisms, such as probi-
otics, specific endpoints related to in vivo administration 
should be evaluated. One important endpoint is transloca-
tion, which refers to the passage of live microbes from the 
GIT to other sites within the body. To assess translocation, 
various organs such as lymph nodes, spleen, liver, blood-
stream, or other tissues are collected at necropsy, homog-
enized, and plated for enumeration of bacterial colonies 
[191]. Genetic methods can be used to confirm the presence 
of specific bacterial strains. The translocation of microbes 
to other organs is a concern because it could potentially lead 
to infection in the host, such as bacteremia or septicemia.

Therefore, when studying the translocation potential of pro-
biotics, it is more relevant to use healthy animals in the research 
[192]. Several in vivo studies have assessed the translocation 
potential of various probiotic strains in healthy mice or rats, typ-
ically lasting 4 weeks. This timeframe is sufficient to observe 
potential translocation and infectivity [193].

Shorter-term studies, such as repeated dose studies, may 
provide sufficient assurance of safety to proceed with clini-
cal studies in healthy humans. These initial human stud-
ies should be carefully designed to collect safety endpoint 
data and ensure appropriate monitoring of potential adverse 
effects [190]. It is important to note that the safety assess-
ment of probiotics should be tailored to the characteristics of 
the strain and the intended use, and a case-by-case approach 
is recommended.

Besides toxicity studies, animal models and clinical trials 
have been extensively used to identify the effects of poten-
tial probiotics in disease models and healthy individuals. 
These effects attributed to probiotics found in these studies 
are summarized in Fig. 3 and described in more detail in the 
following sections.

Probiotic Modulation of Intestinal Diseases In Vivo

The commensal microbiota has constant interaction with 
the GIT, which maintains mucosal immune homeostasis 
under normal conditions and promotes benefits to the host 
[194–196]. However, when the intestinal microbial balance 
is disturbed, the intestinal microbiota might have a role in 
the establishment and/or development of chronic inflamma-
tory diseases, such as inflammatory bowel diseases (IBDs) 
and intestinal mucositis [197, 198].

Fig. 3  Main effects of probiotics in the inflammatory process of diverse systems
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The IBDs are described as multifactorial disorders that 
involve chronic inflammation of the GIT. IBDs include 
ulcerative colitis (UC), which affects mainly the mucosa and 
submucosa of the colon, as well as Crohn’s disease (CD), 
which causes a multifocal transmural granulomatous inflam-
mation along the lining of GIT [199]. The UC mainly affects 
adults aged 30–40, with no sex predominance. The CD has 
a bimodal distribution between ages 15 and 30 and 40 and 
60. UC’s highest incidence and prevalence are in Northern 
Europe and North America. In contrast, the CD is most seen 
in the Western developed world in North America, Northern 
Europe, and New Zealand [200–202]. The IBD-associated 
disorders are commonly characterized by blood in the stool, 
diarrhea, tenesmus, fatigue, fevers, increased frequency of 
bowel movements, abdominal pain, and weight loss. The 
diagnosis is based on clinical information, physical exami-
nation, and endoscopic and histological investigations [203, 
204]. The main risk factors associated with these diseases’ 
etiology are family history, genetic susceptibility, environ-
mental factors (e.g., cigarette smoking, stress), intestinal 
dysbiosis, and altered immune response [200–202].

A loss of tolerance toward enteric commensal bacteria 
and an exacerbated Toll-like or NOD-like receptors’ expres-
sion levels lead to an activated innate (macrophage, neutro-
phil) and acquired (T and B cells) immune response in IBD 
patients. These immune cells increase the production of dif-
ferent cytokines and chemokines involved in Th1, Th2, and 
Th17 responses, such as pro-inflammatory markers tumor 
necrosis factor-alpha (TNF-α), IFN-γ, interleukins (IL-1β, 
IL-18, IL-6, IL-17, IL-23), chemokine (c–c motif) ligand 
(CCL2, CCL4, CCL5), and chemokine (C-X-C ligand) motif 
(CXCL8, CXCL10) [205, 206]. All these immunological fac-
tors are associated with CD and UC development. In this way, 
to suppress the inflammatory responses, current treatments for 
IBDs have been done with corticosteroids, aminosalicylates, 
monoclonal antibodies anti-TNF-a (e.g., infliximab and adali-
mumab), antibiotics, and surgery. Moreover, the choice of the 
therapeutic approach is based on the extent and severity of the 
disease and inducing and maintaining clinical remission [204].

Probiotics as Alternative Therapeutic Approach 
for Treatment of IBD

Knowing that dysbiosis also plays a vital role in the patho-
genesis of IBDs, the modulation of the patient microbiota 
via the administration of probiotic bacteria has been pro-
posed as a promising therapeutic approach for the treatment 
of these diseases due to selected probiotic strains’ anti-
inflammatory effects on GIT and the microbiota restora-
tion/regulation [207]. A strain-dependent positive effect of 
probiotic consumption in IBD treatment has been exten-
sively proven in animal models and clinical trials. However, 
most studies are still conducted in animal models, especially 

colitis induced by DSS (dextran sodium sulfate) and TNBS 
(2,4,6-trinitrobenzene sulfonic acid) in rats and mice.

The positive effect of probiotic administration has been 
tested in clinical trials. The commercial probiotic prepara-
tion VSL#3 (including Lp. plantarum, Lb. delbrueckii, Ls. 
casei, Lb. acidophilus, B. longum, B. breve, B. infantis, and 
Streptococcus salivarius) was able to prevent CD recurrence 
after surgery by reducing mucosal inflammatory cytokine 
levels (IL-8 and IL-1β) and improving IBD questionnaire 
score [208]. In another study, this commercial probiotic for-
mulation could also induce remission in patients with UC 
[209]. Meta-analysis of randomized controlled clinical trials 
confirmed the strong evidence of VSL#3 efficacy in IBD, 
with 8 conclusive clinical trials [210].

The beneficial effects of Ls. rhamnosus GG administra-
tion were also reported, improving the gut barrier function 
and clinical status in children with mildly to moderately 
active CD [211]. Promising results were also found for the 
Lb. delbrueckii and Limosilactobacillus fermentum, whose 
consumption was associated with intestinal inflammation 
reduction in patients with UC. This included decreased 
colonic concentration of IL-6, TNF-α, and NF-κB p65 
expression, leukocyte recruitment, and colonic MPO (mye-
loperoxidase) activity [212].

A review analyzed 18 studies on the effectiveness of 
probiotics, prebiotics, and symbiotics in inducing or main-
taining remission of UC in adults and children. It con-
cluded that probiotics are beneficial in achieving remission 
in patients with UC [213]. One of the reviewed studies 
demonstrated changes in the composition of the intestinal 
microbiota, the more significant number of bifidobacteria 
on the mucosal surface of patients fed with a formula con-
taining B. longum and the prebiotic Synergy1® (inulin and 
oligofructose) [213].

As for the studies conducted in animal models, preclini-
cal trials showed that oral administration of Lb. delbrueckii 
subsp. lactis CNRZ327 (2.5 ×  1010 colony-forming units 
(CFU)/mL) [214] or of P. freudenreichii CIRM-BIA 129 
(2 ×  109 CFU/mL) [215] was able to attenuate DSS- and 
TNBS-induced colitis in mice, respectively. These probiotic 
bacteria showed anti-inflammatory, as evidenced by a reduc-
tion of oxidative stress markers (cyclooxygenase 2 (Cox-2) 
and heme oxygenase (Hmox)) and neutrophil inflammatory 
infiltrate (MPO assay) [215]. These probiotics modulated 
the balance between Th1, Th2, Th17, and Treg cells [214] 
and epithelial architecture damage [214, 215]. The same 
results were observed in rats for P. freudenreichii KCTC 
1063 strain, according to Ma et al. [216]. They administrated 
this probiotic strain  (108 CFU/rat/day) for 22 days, and it 
showed an improvement of DSS (5%)-induced colitis (last 
8 days) in rats by stimulating MUC2 protein expression and 
down-regulating the pro-inflammatory cytokines TNF-α, 
IL-6, and IL-1β [216].
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Jang et al. [217] showed that administration of B. longum 
LC67 (2 ×  109 CFU/mL) reduced the severity of TNBS-
induced colitis in mice by preventing MPO activity, inhibit-
ing NF-κβ activation, restoring Th17/Treg balance and gut 
microbiota composition by restoring the Proteobacteria-to-
Bacteroidetes ratio.

Finally, the VSL mentioned above #3 mix of 8 probiotic 
strains, which was effective against IBD in clinical trials, 
also afforded protection against DSS-induced colitis and 
TNBS-induced colitis in rats and mice. Li et al. [220] show 
that VSL#3 fosters anti-inflammatory characteristics in rats 
through a lowered disease activity index and reduced MPO 
activity. Furthermore, administering VSL#3 over 7 days led 
to a decline in iNOS, COX-2, NF-κB, TNF-α, IL-6, and 
p-Akt levels, accompanied by an elevation in IL-10 expres-
sion within the colonic tissue. Simultaneously, this reduced 
TNF-α and IL-6 levels, while IL-10 serum levels increased. 
As for TNBS-induced colitis, VSL#3 treatment prevented 
weight loss and mitigated colon shortening. Addition-
ally, VSL#3 treatment demonstrated the ability to reduce 
damage to intestinal epithelial cells and the infiltration of 
inflammatory cells within the lamina propria and submu-
cosa. Moreover, VSL#3 restored the levels of HMGB1, a 
pro-inflammatory mediator crucial in experimental colitis, 
as well as F4/80 + levels, a pan-marker indicating mac-
rophages within the lamina propria mononuclear cells of 
mice with TNBS-induced colitis. The notable reduction in 
the expression of TJ proteins ZO-1, occludin, and claudin-1 
in TNBS-exposed mice, caused by TNBS administration, 
was facilitated through VSL#3 treatment [218]. These results 
highlight the potential effects of certain probiotic strains on 
IBD, opening pathways for their future use as therapeutics 
for humans.

Probiotics as Alternative Therapeutic Approach 
for Treatment of Intestinal Mucositis

Intestinal mucositis is a cytotoxic effect resulting from non- 
selective antineoplastic drugs (e.g., 5-fluorouracil (5-FU), 
oxaliplatin, methotrexate, and irinotecan) that, besides 
destroying neoplastic cells, promote damage to healthy 
cells [219]. Inflammation-related signaling pathways 
mainly characterize this inflammatory disorder. These 
include NF-κB and MAPK activation and, consequently, 
pro-inflammatory cytokine and chemokine production  
(e.g., TNF-α, IL-6, IL-22, CXCL1, CXCL5), loss of the 
intestinal epithelial barrier, damage to the crypts and  
villus shortening, mucus-producing goblet cells reduction, 
inflammatory cells infiltration in the lamina propria (e.g., 
macrophages, neutrophils, and eosinophils), microbiota 
composition alteration, TJ disruption, increasing intestinal 
permeability, and predisposition to infections by pathogenic 
microorganisms [220, 221].

Intestinal mucositis is a severe gastrointestinal condition 
in humans, and alteration of the intestinal microbiota has a 
relevant role in the progression of this inflammatory con-
dition [198]. The modulation of the digestive microbiota 
through oral administration of probiotic bacteria has thus 
been proposed as a therapeutic alternative for intestinal 
mucositis treatment. In this context, several studies have 
demonstrated the strain-dependent beneficial effects of pro-
biotic bacteria on the prevention of chemotherapy-induced 
intestinal mucositis [222–224].

Bifidobacterium infantis  (109  CFU/day) ameliorated 
the mucosal damage induced in a synergic colorectal can-
cer (CRC) model in rats with 5-FU (75  mg/kg/3  days) 
and oxaliplatin (8 mg/kg/3 days). It improved intestinal 
mucositis by increasing the CD4 + , CD25 + , Foxp3 + , 
and Tregs cells and decreasing Th1 and Th17 cell response 
[225]. Positive effects were also reported for B. bifidum 
G9-1  (107–109 CFU), which reduced the intestinal damage 
induced by 5-FU (50 mg/kg/9 days) in mice via regulation 
of the intestinal microbiota (increasing Bacteroidetes and 
decreasing Firmicutes abundances) and reduction of inflam-
matory infiltrate and pro-inflammatory IL-1β and TNF-α 
cytokine levels [226].

Promising results were also reported using different 
lactobacilli strains. Epithelial damage induced by 5-FU 
(450 mg/kg) in mice was attenuated by the consumption of 
Lb. acidophilus, which improved the intestinal mucositis via 
inhibition of the NF-κB signaling pathway and reduced the 
levels of pro-inflammatory cytokines and chemokines, such 
as TNF-α, IL-1β, and CXCL-1 [227]. Ls. casei triggered a 
similar protective effect against intestinal damage caused 
by chemotherapy association with 5-FU (30 mg/kg), leuco-
vorin (10 mg/kg), and oxaliplatin (1 mg/kg) for 5 days in a 
syngeneic CRC model. This was related to the downregula-
tion of pro-inflammatory cytokines (IL-6, TNF-α, IL-1β, 
IFN-γ) due to NF-kβ inhibition and microbiota regulation 
(decreasing Firmicutes and increasing Bacteroidetes abun-
dance) [228].

Probiotic formulations containing different bacteria 
strains and fermented products have also effectively miti-
gated intestinal damage induced by 5-FU chemotherapy. A 
probiotic formulation containing Lb. acidophilus, Ls. para-
casei, Ls. rhamnosus, and Bifidobacterium lactis prevented 
epithelial damage in mice induced by 5-FU (450 mg/kg). It 
increased the villus/crypt ratio, glutathione (GSH) levels, 
reduced neutrophil infiltrate, and malondialdehyde (MDA) 
and pro-inflammatory cytokine (TNF-α and IL-6) levels in 
the duodenum, jejunum, and ileum [229]. Another study also 
showed that administration of the commercial DM#1 (Lb. 
acidophilus DM8302, Ls. casei DM8121, Bifidobacterium 
breve DM8310, and S. thermophilus DM8309) ameliorated 
the intestinal damage of mice treated with 5-FU (30 mg/
kg/5 days) by decreasing intestinal permeability, neutrophil 
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infiltration, and pro-inflammatory cytokines (TNF-α, IL-4, 
IL-6) [230]. Also, fermented milk formulations composed 
of P. freudenreichii CIRM-BIA138 and/or Ls. paracasei 
BL23 supplemented with whey protein (30%) [223] and Lb. 
delbrueckii CIDCA 133 (7.5 ×  107 CFU) [231] were able to 
prevent intestinal mucosa damage induced by 5-FU (300 mg/
kg). These studies observed the prevention of villus shorten-
ing, goblet cell degeneration, and polymorphonuclear cell 
infiltration reduction [223, 231].

Probiotic yeasts can also be highlighted in intestinal 
mucositis treatment. Post-treatment with Saccharomyces 
cerevisiae UFMG A-905  (109 CFU/mL) was able to pro-
tect mice against irinotecan (75 mg/kg)-induced intesti-
nal mucositis, reducing the weight loss, villus shortening, 
intestinal permeability, oxidative stress, and prevented gob-
let cells degeneration [232]. Promising results were also 
reported for Saccharomyces boulardii  (109 CFU/kg/3 days), 
which prevented 5-FU (450  mg/kg)-induced intestinal 
mucositis, controlling TLR2, TLR4, and MyD88 and reduc-
ing NF-κB, ERK1/2, phospho-p38, phospho-JNK, and pro-
inflammatory markers TNF-α, IL-1β, and CXCL-1 [233]. 
Therefore, all these findings show that oral administration 
of probiotic microorganisms modulates the inflammatory 
response in chemotherapeutic agent–induced mucositis, 
revealing a promising therapeutic strategy for treating this 
intestinal inflammatory disorder.

Intestinal Dysbiosis Resolution and Microbiota Modulation 
by Probiotics

The human intestinal microbiota fulfills diverse functions 
in the host, including intestinal development, homeostasis, 
and protection against pathogenic bacteria. Moreover, vari-
ous studies have indicated that intestinal microbiota dysbio-
sis contributes to the development of metabolic diseases, 
including obesity, diabetes, and intestinal diseases such as 
antibiotic-associated diarrhea (AAD), IBDs, and CRC [11, 
234–236]. Modulating the microbiota by probiotic supple-
mentation seems to be a promising way to treat and prevent 
diverse conditions.

In dysbiosis, probiotics can restore intestinal biodiversity, 
returning it to normal [237]. The overgrowth of the Pro-
teobacteria and/or reduction of Bacteroidetes are observed 
conditions of dysbiosis related to unhealthy dietetic habi-
tats. Abnormal increase in Proteobacteria levels can lead to 
energetic imbalance between different bacteria species and 
growing suppression of other bacteria species. The prolif-
eration of some species of Proteobacteria also may cause 
illness development [238]. In celiac disease, studies sug-
gested that patients with gastrointestinal symptoms present 
different microbiota compositions, a higher abundance of 
Proteobacteria phylum, and a lower abundance of Bacteroi-
detes and Firmicutes compared to control groups [235, 239]. 

These microbiota alterations may have pathogenic implica-
tions, promoting persistent gastrointestinal symptoms [239].

The mechanisms by which probiotics alter the intestinal 
microbiota are diverse. They may stimulate mucin produc-
tion by intestinal goblet cells, induce antimicrobial peptides 
production, improve stability of cell junctions, increase the 
release of IgA by activated B cells, and inhibit the growth 
of pathogens or promote their elimination through the pro-
duction of antimicrobial molecules, such as SCFA, bacte-
riocins, and microcin [240]. These mechanisms maintain 
the homeostasis of the microbiota, prevent the adhesion and 
proliferation of potentially pathogenic microorganisms, and 
promote health in the host.

Wu et al. [244] performed a clinical trial with 276 previ-
ously untreated patients infected with Helicobacter pylori, 
who were divided into two groups through random assign-
ment. One group (n = 140) received a 14-day esomeprazole, 
bismuth, amoxicillin, and furazolidone, supplemented with 
probiotics (Bifidobacterium tetra vaccine tablets), while the 
other group (n = 136) received a placebo for 28 days. The 
occurrence of gastrointestinal adverse events was notably 
lower in the probiotic group compared to the placebo group 
(23.6% vs. 37.7%, p = 0.016). Immediate eradication of H. 
pylori led to considerable disruptions in the gut microbiota, 
with Proteobacteria replacing commensal Firmicutes and 
Bacteroidetes. However, this alteration gradually normalized 
after 2 weeks. Adding probiotics counteracted the reduc-
tion of gut Bacteroidetes induced by eradication drugs. The 
gastric microbiota fully restored itself as H. pylori decreased 
and other taxa flourished. Importantly, individuals treated 
with probiotics exhibited more stable fluctuations in gastric 
microbiota than those who received a placebo.

In another trial [241], fifty patients receiving hemodialy-
sis were enrolled and randomized, receiving either probiotics 
(2.2 ×  109 CFU B. longum NQ1501, 0.53 ×  109 CFU Lb. aci-
dophilus YIT2004, and 1.1 ×  109 CFU Enterococcus faecalis 
YIT0072) or placebo for 6 months. Compared to the placebo 
group, the administration of probiotics did not significantly 
alter species diversity within the fecal microbiome. How-
ever, probiotics did play a role in restoring the community 
composition, and this effect was particularly notable in 
non-diabetic hemodialysis patients (p = 0.007). Specifically, 
based on the findings from linear discriminate analysis effect 
size, the introduction of probiotics led to an increase in the 
proportions of the Bacteroidaceae and Enterococcaceae 
families while reducing the presence of Ruminococcaceae, 
Halomonadaceae, Peptostreptococcaceae, Clostridiales Fam-
ily XIII, Incertae Sedis, and Erysipelotrichaceae families in 
non-diabetic hemodialysis patients.

B. longum BB536 and Ls. rhamnosus HN001, combined 
with vitamin B6, were administered to 23 lactose-intolerant 
individuals who continued to experience symptoms despite 
adhering to a lactose-free diet [242]. This administration 
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took place over 30 days. Compared to the placebo, probi-
otics and vitamin B6 intake significantly reduced bloating 
(p = 0.028) and improved constipation (p = 0.045). The com-
position of the fecal microbiome varied between the treat-
ment group and the placebo. The treatment led to the enrich-
ment of several genera associated with lactose digestion, 
including bifidobacteria. Additionally, there were changes 
in the relative abundance of certain compounds, such as an 
increase in acetic acid, 2-methyl-propanoic acid, nonenal, 
and indolizine 3-methyl and a decrease in phenol.

These findings underscore the importance of specific pro-
biotics, and sometimes adjuvants, in alleviating symptoms 
and addressing gut dysbiosis in individuals with dysbiosis 
and persistent functional gastrointestinal symptoms.

Probiotics in Metabolic Diseases

Metabolic syndrome refers to a set of metabolic disorders 
characterized by dyslipidemia, hyperglycemia, insulin resist-
ance, oxidative stress, inflammation, hypertension, and neu-
rodegeneration. These disorders are associated with various 
metabolic diseases like obesity, diabetes mellitus (DM), 
non-alcoholic fatty liver disease (NAFLD), and osteoarthritis 
[243]. It is common for multiple metabolic diseases to coexist, 
where obesity increases the risk of type 2 DM, and excessive 
body weight contributes to the development of NAFLD [244]. 
Recent studies have highlighted the significant role of imbal-
anced gut microbiota in metabolic diseases [245]. Therefore, 
modulating the gut microbiota has emerged as a promising 
approach to address this situation [246].

The approach to maintaining a healthy gut microbiota 
balance is using probiotics. Experimental studies and clini-
cal trials have shown promising effects of probiotics in alle-
viating conditions such as obesity, type 2 DM, and other 
metabolic diseases in many cases [247]. Consumption of 
probiotic kefir was reported to improve serum apoloprotein 
A1 in metabolic syndrome patients [248]. Consumption of 
Lp. plantarum [249], Lb. acidophilus, and some Bifidobac-
terium species (B. bifidum, B. lactis, and B. longum) [250] 
led to a reduction in blood sugar and cholesterol. More pre-
cisely, consuming Lp. plantarum for 90 days reduced LDL 
cholesterol, blood glucose, and homocysteine levels in post-
menopausal women [249].

Diabetes Mellitus

Experimental studies have suggested a possible beneficial 
effect of probiotics in preventing and treating DM. This met-
abolic syndrome results from the lack of insulin and/or the 
inability of insulin to adequately exert its effects, character-
izing permanently high blood sugar levels (hyperglycemia) 
[251, 252]. Probiotics were shown to be able to attenuate 

hyperglycemia; improve the function of pancreatic β cells 
[253], insulin secretion [254], and insulin resistance [255]; 
regulate lipid and lipoprotein metabolism [256]; and modu-
late oxidative stress and inflammatory processes, improving 
the body weight [257] and preventing micro- and macrovas-
cular complications [258], being considered an alternative 
for treatment and maintenance of DM.

Lactobacilli is the bacteria family most used in DM stud-
ies because it can improve hyperglycemia in the short and 
long term, reducing fasting and postprandial plasma glucose, 
HbA1c (glycated hemoglobin), serum insulin concentration, 
and insulin resistance [259]. Lb. acidophilus and Ls. casei 
reduced oxidative stress and exhibited an anti-diabetic effect 
in animals [260, 261]. Matsuzaki et al. [262] reported that 
ingesting Ls. casei by alloxan-treated Balb/c mice inhib-
ited the reduction of pancreatic β-cells. In another study, 
researchers observed that autoimmune destruction of pan-
creatic β-cells was also inhibited by the oral administration 
of Ls. casei in non-obese diabetic mice. The administration 
of Ls. rhamnosus GG significantly delayed elevated glucose 
intolerance and hyperglycemia during the development of 
streptozotocin-induced diabetes in rats [263].

Oral administration of dahi (a fermented milk product 
from India containing Lb. acidophilus and Ls. casei) delayed 
the progression of streptozotocin-induced diabetes in rats. 
The results suggested that the supplementation of probiotic 
cultures increased effectiveness in suppressing chemically 
induced diabetes through insulin depletion. In addition, the 
product prevented diabetic dyslipidemia, inhibiting lipid 
peroxidation and nitrite formation [260].

Supplementation with Lb. acidophilus NCFM was evalu-
ated in healthy or insulin-sensitive individuals. According 
to Andreasen et al. [264], after treatment, insulin sensitivity 
was preserved in the probiotic group and decreased in the 
placebo group, and the inflammatory markers and systemic 
inflammatory response (TNF, IL-6, IL1ra, and C-reactive 
protein) were not affected in either group.

Over 13 randomized clinical trials involving 840 subjects 
with type 2 DM have shown that probiotic administration 
can improve glucose metabolism with a potentially more 
significant effect when the duration of treatment is higher 
than 8 weeks [265]. These studies involved the administra-
tion of different probiotic strains, including Lb. acidophilus, 
B. lactis, Ls. casei, Ls. rhamnosus, Lactobacillus bulgaricus, 
B. breve, B. longum, S. thermophilus, Lactobacillus bifidum, 
Lactobacillus sporogenes, Lp. plantarum, B. bifidum, B. ani-
malis subsp. lactis, Lm. reuteri, Lm. fermentum, and Bacillus 
coagulans which show the high variability of bacterial spe-
cies that present anti-diabetic effects.

Lb. gasseri BNR17, from human breast milk, significantly 
reduced fasting and postprandial glycemia and HbA1c in a 
murine model of type 2 DM [266]. Ls. rhamnosus CCFM0528 
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and Ls. casei CCFM 0412 also reduced fasting glucose, post-
prandial glycemia, and HbA1c and increased serum insulin 
levels and hepatic glycogen after 13 weeks of intervention in 
diabetic rats, showing an improvement in glucose tolerance 
[267, 268]. Another study with diabetic rats using soy milk 
fermented with Ls. rhamnosus CRL 981 demonstrated a sig-
nificant reduction in fasting glycemia [269].

In addition, the use of shubat (also known as chal), a 
Turkic beverage of fermented camel milk, sparkling white 
with a sour flavor, and a mixture of LAB strains (Lp. plan-
tarum, Lb. helveticus, Schleiferilactobacillus harbinensis, 
Lentilactobacillus hilgardii, Ls. rhamnosus, Limosilactoba-
cillus mucosae, Ls. paracasei subsp. tolerans, Lp. pentosus, 
and L. lactis) and yeasts (Kluyveromyce smarxianus, Pichia 
membranifaciens, Candida ethanolica, and Issatchenkia 
orientalis), promoted a reduction of fasting blood glucose 
and HbA1c and increased in serum levels of C-peptide and 
GLP-1 [270].

In studies with gestational DM, probiotics led to sig-
nificant reductions in fasting glucose and insulin resistance 
and a tendency to increase insulin receptor sensitivity, as 
reported before [271].

Obesity

The etiology of obesity includes several genetic, metabolic, 
inflammatory mechanisms, and dysbiosis [272, 273]. Micro-
bial changes in the human gut can be considered a factor 
involved in obesity development in humans [279], and the 
modulation of the bacterial strains in the digestive tract may 
help to reshape the metabolic profile in the obese human 
host [274, 275]. Evidence supports the connection between 
gut bacteria and obesity in infants and adults, where dys-
biosis has been suggested to contribute to the development 
of obesity [281].

Lactobacilli species (i.e., Ls. casei strain Shirota, Lb. 
gasseri, Ls. rhamnosus, and Lp. plantarum) and Bifidobac-
terium species (i.e., B. infantis, B. longum, and B. breve) 
were used with success in well-established animal models 
of obesity due to their safety [276]. These treatments led 
to decreased weight gain and fat accumulation compared 
to the placebo group [277]. However, experimental studies 
differ in the duration of treatment (ranging from 4 weeks to 
6 months) and the dosage of probiotics that were adminis-
tered daily, leading to highly variable effects on body weight 
or fat mass [278]. Some studies using different species of 
lactobacilli and bifidobacteria have failed to demonstrate 
the beneficial effects of probiotic therapy in obese animals. 
Various strains of Lp. plantarum, Lb. acidophilus NCDC13, 
Lb. gasseri SBT2025, Ls. casei shirota, and Loigolactobacil-
lus coryniformis CECT57 showed no significant effect on 
the weight of obese rats [278]. Bubnov et al. [279] reported 
that a combination of B. animalis VKB and B. animalis 

VKL did not have significant anti-obesity effects, although 
both probiotics administered alone reduced body weight in 
female BALB/C mice fed with a high-fat diet, suggesting 
potential interactions between food ingredients and certain 
probiotic strains [276].

Regarding the role of probiotics on newborn children from 
obese mothers, it was found that administration of Ls. rham-
nosus GG 1 month before delivery to 6 months after led to 
less weight gain for the child up to 4 years post-partum [277]. 
Regarding the administration to subjects from different age 
groups, the supplementation with Ligilactobacillus salivarius 
ls-33 or with VSL#3®, in obese adolescents, was not able to 
reduce body weight, waist circumference, and visceral fat. 
However, VSL#3® showed a beneficial effect on body mass 
index (BMI), liver fat index, insulin resistance, and GLP-1 lev-
els in obese children [280, 281]. In addition, Sanchis-Chordà 
et al. [282] showed that body weight was significantly reduced 
after administering Bifidobacterium pseudocatenulatum CECT 
7765 to obese children with insulin resistance.

Studies have shown that administration of Lactobacil-
lus curvatus HY7601 and Lp. plantarum KY1032 [283], 
Lb. acidophilus LA-14, Ls. casei LC-11, L. lactis LL-23, 
B. bifidum BB-06, B. lactis BL-4 [284], and Pediococcus 
pentosaceus LP28 [285] strains led to a significant reduc-
tion in body weight, BMI, waist circumference, and fat 
mass in overweight human subjects. The administration of 
Ls. rhamnosus CGMCC1.3724 and a restricted-calorie diet 
caused significantly more significant weight loss in obese 
women than men [286]. The same results were not observed 
in a study with only obese women using supplementation 
of different doses of Ecologic® (B. bifidum W23, B. lactis 
W51, B. lactis W52, Lb. acidophilus W37, Levilactobacil-
lus brevis W63, Ls. casei W56, Lg. salivarius W24, L. lactis 
W19, and L. lactis W58) [287]. These results have shown 
that probiotics are commonly used as adjuvants in treating 
diabetes and weight loss processes, besides their already-
known effects on inflammation and immunomodulation. It 
highlights the importance of testing the effects of potential 
probiotics in different disease models.

Probiotics and Inflammation of the  
Bone‑Muscular System

It is well known that the crosstalk between intestinal micro-
biota and host cells is critical in regulating many crucial 
biological processes. However, the link between allying 
intestinal microbiota and bone health remains elucidated. 
Current research suggests a complex relationship that 
demands further investigation to establish the exact mecha-
nisms by which these microorganisms may modulate bone 
health [288]. In this context, the term “Osteomicrobiology” 
was introduced by [289] to refer to the research field on the 
role of microbiota in bone health and disease.
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It has been shown that the imbalance in the communi-
ties of intestinal microorganisms (dysbiosis) directly con-
tributes to the development of several bone inflammatory 
diseases and bone loss in general [290]. Sjögren et al. [291] 
showed that female germ-free mice presented an increase in 
bone mass associated with low osteoclasts in the trabecular 
bone. When colonizing germ-free females with intestinal 
microbiota of healthy animals, normalization in bone mass 
parameters, osteoclasts, and bone marrow immune status 
was observed, revealing intestinal microbiota’s physiological 
importance to maintaining bone mass [291]. Thus, treatment 
with probiotic microorganisms can beneficially modulate the 
microbiota to improve general bone health, which several 
studies have corroborated.

The prominent bone inflammatory condition is osteopo-
rosis, whose risk factors are highly associated with women’s 
aging process and menopause [292]. This disease affects 
more than 200 million people worldwide. It is character-
ized by a reduction in bone mass, resulting in deterioration 
of bone microarchitecture due to a combination of causes: 
decreased absorption of calcium by the intestine, inactiva-
tion of vitamin D, osteoblast lifetime, and sex hormones 
[293]. Such factors resulted in increased bone fragility and 
a higher occurrence of fractures, a global concern due to 
the increasing aging population [293]. Current therapies for 
the prevention and treatment of osteoporosis comprise cal-
cium and vitamin D supplementation. For high-risk patients, 
however, antiresorptive drugs are more often prescribed. 
Nevertheless, it has side effects, including gastrointestinal 
irritation, osteonecrosis of the jaw, and atypical subtrochan-
teric femoral fractures [294]. In this context, many studies 
revealed the role of probiotics as novel therapies in prevent-
ing and controlling postmenopausal osteoporosis models like 
the administration of Lp. plantarum A41 and Lm. fermentum 
SRK414 in ovariectomized rats [295], soymilk-honey fer-
mented with Ls. casei subsp. casei R-68 and soymilk-honey 
fermented with Lp. plantarum 1 R 1.3.2 administered in 
menopausal women [296], Ls. paracasei DSM 13434, Lp. 
plantarum DSM 15312 and Lp. plantarum DSM 15313 in 
postmenopausal women [297], Bacillus subtilis C-3102 in 
postmenopausal women [298], Lm. reuteri 6475 in postmen-
opausal women [299], and GeriLact® (Ls. casei, B. longum, 
Lb. acidophilus, Ls. rhamnosus, Lb. bulgaricus, B. breve, 
and S. thermophilus) in postmenopausal women [300].

Probiotic Bacillus clausii (Enterogermina ®) was con-
sumed orally as a suspension of 200 µL  (109 CFU/mL daily) 
in drinking water for 6 weeks in female BALB/c mice after 
ovariectomy (which simulates postmenopausal osteoporosis 
conditions). In this study, treated animals showed a lower 
rate of bone resorption; increased bone volume, trabecular 
density, and bone mineral density (BMD); and reduced pro-
inflammatory cytokines, proving B. clausii as an excellent 
therapeutic candidate [301]. Another report showed that Lm. 

reuteri, Ls. casei, and B. coagulans significantly increased 
serum vitamin D concentrations in ovariectomized rats 
[302]. Additionally, Lb. acidophilus, Ls. casei, and Bifido-
bacterium sp. significantly increased serum calcium com-
pared to non-treated groups. Lb. acidophilus and Ls. casei 
indicated the most beneficial effects on BMD. Regarding 
bone marrow concentration and bone area, Lb. acidophi-
lus, Lm. reuteri, and Ls. casei showed the most significant 
enhancement [303]. A recent meta-analysis study with 497 
postmenopausal women showed that daily supplementation 
with probiotics for 24 weeks to 12 months was associated 
with decreased bone turnover marks compared to the pla-
cebo group. BMD loss at the lumbar spine was significantly 
lower in the probiotic group, while hips did not have a sig-
nificant BMD difference [304].

Another clinically meaningful bone inflammatory condition 
is rheumatoid arthritis, a chronic autoimmune disease that 
damages bones and cartilage, leading to severe joint pain, 
disability, and premature death if not adequately treated 
[305]. The current therapies are focused on non-steroidal anti-
inflammatory drugs, glucocorticoids, and disease-modifying 
antirheumatic drugs (methotrexate). However, even with 
improvement in arthritis treatment, the frequency and degree 
of responses are restricted, and some patients do not reach 
the treatment targets of clinical remission [306]. Due to these 
challenges, probiotic therapies are also pointed out as possible 
adjuvant or alternative therapies [307].

Ls. casei ATCC 334 was reported to promote an anti-
inflammatory effect on collagen-induced arthritis in female 
Wistar rats due to Cox-2 and NF-κB downregulation [308]. 
Likewise, it was found to inhibit the increase of inflamma-
tory markers like erythrocyte sedimentation rate, serum 
C-reactive protein, serum rheumatoid factor, and serum 
TNF-α [309]. Also, Lp. plantarum effectively exerted anti-
arthritic activity in a model of complete Freund’s adjuvant-
induced arthritis in female Wistar rats.

A meta-analysis involving 361 patients showed that 
pro-inflammatory cytokine IL-6 was lower in those who 
received probiotics than placebo. However, there was no 
improvement in disease activity scores between probiot-
ics and placebo groups [310]. Hence, there are signs of the 
beneficial effect of probiotics in treating human arthritis. 
However, more randomized controlled trials are still needed.

Regarding bone loss, studies showed that pretreatment 
with Ls. casei for 8 weeks before a surgical process for 
administration of CoCrMo to the cranium of C57BL/J6 
mice (which promotes rapid osteolysis), followed by 2 more 
weeks of treatment, was able to reduce 40% in bone poros-
ity and osteoclast formation, as well as activated M1 and 
M2 macrophages with an anti-inflammatory profile [311]. 
This same microorganism was tested in elderly patients who 
had suffered a fracture in the distal region of the radius. 
Those patients received daily supplementation with Ls. casei 
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Shirota for 6 months and were evaluated monthly according 
to pain level and limb function recovery. Results showed a 
significant reduction in pain level during the first 4 months 
of treatment and greater flexibility and strength in the wrist 
than in the placebo group, accelerating the fracture healing 
process [312]. In addition, Lm. reuteri, known for its immu-
nomodulatory potential, improved bone health in female 
BALB/c mice submitted to a surgical incision on the back 
three times a week with probiotic administration. Probiotic 
consumption increases bone volume and trabecular density 
and reduces pro-inflammatory cytokines [313].

Several studies correlate improvement in bone condi-
tion and probiotic supplementation. However, mechanisms 
involving such benefits and signaling pathways in this com-
plex interaction remain poorly studied. Therefore, metabo-
lomics and proteomics studies and high-quality randomized 
controlled trials are essential for further clarifying this com-
plex intestine-bone interaction.

Probiotics and the Central Nervous System

Psychobiotics refer to a specific group of probiotics that 
influence functions and behaviors of the CNS through 
the gut-brain axis (GBA). This communication occurs via 
various immune, humoral, neural, and metabolic pathways. 
The application of psychobiotics in both animal models and 
clinical trials improves gastrointestinal function and exhibits 
potential antidepressant and anxiolytic effects, opening a 
new frontier in neuroscience research [314].

Probiotics modulate the intestinal microbiota, increas-
ing the diversity of microorganisms and the composition 
of beneficial bacteria, modulating the CNS via direct and 
indirect mechanisms [315]. Psychobiotics can modulate, in 
human and animal models, important neurotransmitters and 
proteins, such as gamma-aminobutyric acid (GABA), sero-
tonin, glutamate, tryptophan metabolism, and brain-derived 
neurotrophic factor (BDNF) [316]. These substances control 
neural excitatory-inhibitory balance, mood, cognitive func-
tions, learning, and memory processes [317–319]. These 
microbiologically synthesized neurotransmitters can cross 
the intestinal mucosa, acting indirectly on the enteric nerv-
ous system (ENS) [320, 321]. Much of the research on psy-
chobiotics is conducted through animal studies, where stress 
is induced, and behavioral tests are performed on rodents to 
assess motivation, anxiety, and depression [320].

Certain species of lactobacilli and bifidobacteria, like Lv. 
brevis, Bifidobacterium dentium, and Lp. plantarum, have 
been found to produce GABA and serotonin, as well as L. 
lactis strains [322–325]. Specific lactobacilli species, such 
as Lp. plantarum, can also produce acetylcholine [326]. 
Recent studies have also demonstrated that microbes can 
regulate serotonin synthesis in the gut [314]. Ls. rhamnosus 
JB-1 has demonstrated the potential to reduce anxiety and 

depression. Its intake results in specific changes in GABA 
receptor expression within different brain regions and 
decreases plasma corticosterone levels [327]. According to 
Fasano et al. [334], Lp. plantarum PS128 activity in CNS 
functions in mice; increased locomotor activity; decreased 
anxiety, depression, and corticosteroid levels; and increased 
serotonin levels, with a dose of  109 CFU in 28-day treat-
ment. Studies with B. breve and Lm. fermentum strains had 
an anxiolytic effect, reducing the anxiety behavior [328]. 
Similarly, the administration of a single strain, B. longum 
NCC3001, has shown effectiveness in treating anxiety. This 
strain also upregulates the expression of BDNF in the hip-
pocampus [329]. Apart from promising results from animal 
studies, several research studies have also shown positive 
effects of probiotics on mental health in humans. In one 
study, healthy volunteers who received B. longum 1714 for 
4 weeks experienced reduced stress levels and improved 
memory [330]. Furthermore, a randomized, double-blind, 
placebo-controlled trial investigated the effects of probiotic 
yogurt (containing Lb. acidophilus LA5 and B. lactis BB12) 
and probiotic capsules (comprising Ls. casei, Lb. acidophi-
lus, Ls. rhamnosus, Lb. bulgaricus, B. breve, B. longum, 
and S. thermophilus) on petrochemical workers [331]. The 
participants who consumed both probiotic yogurt and pro-
biotic capsules demonstrated improvements in mental health 
parameters, as assessed by the depression, anxiety, and stress 
scale (DASS) and the general health questionnaire [331].

Alzheimer’s disease (AD) is a chronic neurodegenerative 
disorder that is characterized by cognitive and memory 
impairments. However, the evidence regarding the effects 
of probiotics in ameliorating cognitive disorders, including 
AD, is currently limited [314]. A study examined the impact 
of multiple probiotic strains, namely, Lb. acidophilus, Lm. 
fermentum, B. lactis, and B. longum, on an animal model of 
AD. After the probiotic intervention, there was an increase in 
the total counts of bifidobacteria and lactobacilli in the stool, 
while coliform counts decreased [332]. Moreover, the study 
found that the probiotic supplementation improved learning 
and memory deficits in AD rats compared to the control 
rats. Additionally, the Alzheimer-probiotic group showed 
reductions in the number of amyloid plaques. It decreased 
inflammation and oxidative stress, suggesting the potential 
therapeutic benefits of probiotics in mitigating certain 
aspects of AD [332]. In a study conducted by Mehrabadi and 
Sadr [333], it was demonstrated that treatment with probiotic 
strains Lm. reuteri, Ls. rhamnosus, and B. infantis at a dose 
of 10 billion CFU/day for 10 weeks showed beneficial 
effects in rat models of AD. The probiotic treatment was 
found to be effective in reducing inflammation and oxidative 
stress in these animal models of AD.

Parkinson’s disease (PD) is a neuropsychiatric disorder 
that affects around 2% of the elderly population. Among the 
various nonmotor symptoms experienced by patients with 
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PD, constipation is a common issue [334]; in a randomized 
controlled study focusing on inflammation, insulin, and 
lipid-related genes in PBMCs from individuals with PD, a 
12-week intervention with a probiotic supplement resulted in 
significant changes in gene expression. The subjects with PD 
who received the probiotic supplement showed downregula-
tion of IL-1, IL-8, and TNF-a expression. At the same time, 
there was an upregulation of TGF-b and PPAR-g compared 
to the placebo control group [335]. In a study conducted by 
Hsieh et al. [336], it was reported that the consumption of 
a probiotic mixture containing B. bifidum, B. longum, Ls. 
rhamnosus GG, L. lactis subsp. lactis, and Lp. plantarum 
LP28 at a dose of 10 billion CFU/day for 16 weeks effec-
tively protected dopamine-releasing neurons. This protection 
subsequently led to a reduction in the deterioration of motor 
dysfunctions in MitoPark PD mice. In another clinical study, 
the effects of fermented milk containing 6.5 ×  109 of Ls. 
casei Shirota were assessed in PD patients over 5 weeks. The 
study reported that fermented milk consumption reduced 
bloating, decreased constipation, and reduced abdominal 
pain in PD patients [337].

Autism spectrum disorder (ASD) is a neurodevelopmen-
tal disorder characterized by challenges in social communi-
cation and interactions in various settings. These difficulties 
are often accompanied by repetitive and restricted patterns 
of behaviors, interests, and activities [338]. In a study con-
ducted by Shaaban et al. [339], the beneficial effects of 
probiotics on behavioral and gastrointestinal manifestations 
of ASD were reported. Autistic children were treated with 
probiotic strains containing Lb. acidophilus, Ls. rhamnosus, 
and B. longum for 3 months. The treatment resulted in an 
increase in the population of bifidobacteria and lactobacilli 
levels in the gut. Additionally, the children showed weight 
reduction and improvement in gastrointestinal symptoms, 
indicating potential positive impacts of probiotics in manag-
ing symptoms related to ASD.

The balance on the intestine-brain axis can be maintained 
by metabolites derived from probiotic bacteria, which aid 
in the production of neurotransmitters and the maturation 
of the nervous system. Probiotic bacteria produce digestion 
and fermentation metabolites of nutritional components that 
affect the brain process and immune responses [340]; there-
fore, probiotics are crucial to maintaining the balance on the 
brain-gut axis [341]. These findings highlight the potential 
of specific probiotic strains to positively influence mental 
health and brain function.

Probiotic Applications on Skin‑Related Pathogenies

Probiotics have demonstrated significant potential in the 
management of vaginal- and skin-related diseases, owing 
to their ability to modulate the local microbiota and exert 
beneficial effects on host health. In the realm of vaginal 

health, probiotics have been extensively studied for their 
ability to prevent and treat conditions such as bacterial 
vaginosis, vulvovaginal candidiasis, and urinary tract infec-
tions. Research suggests that specific strains of lactobacilli, 
notably Ls. rhamnosus and Lm. reuteri, can restore the bal-
ance of vaginal flora by inhibiting the growth of pathogenic 
microorganisms and promoting the production of antimi-
crobial [342, 343]. Moreover, a randomized, double-blind, 
placebo-controlled trial involving 64 healthy women found 
that oral supplementation with Ls. rhamnosus GR-1 and Lm. 
fermentum RC-14 significantly altered vaginal flora, sup-
porting their potential therapeutic role [342].

Similarly, in dermatology, probiotics have emerged as a 
promising therapeutic option for various skin conditions, 
including acne, atopic dermatitis, and wound healing. Probi-
otic formulations applied topically or taken orally have been 
shown to modulate the skin microbiota, reduce inflammation, 
and enhance the skin barrier function [344, 345]. For instance, 
a randomized, double-blind, placebo-controlled study demon-
strated that supplementation with Ls. paracasei NCC 2461 nor-
malized skin expression of genes implicated in insulin signaling 
and improved adult acne symptoms [345]. Additionally, a rand-
omized controlled trial involving infants with atopic dermatitis 
found that the administration of Ls. rhamnosus GG resulted in 
significant improvements in disease severity and reduced the 
need for topical corticosteroids [346].

Overall, the application of probiotics in vaginal- and skin-
related diseases represents a promising area of research, with 
potential implications for the development of novel thera-
peutic strategies. Further clinical trials are warranted to elu-
cidate the specific mechanisms of action and optimal strains 
and dosages for different conditions.

Probiotic Products

Probiotics are utilized not only in managing various health 
conditions but are marketed to consumers to enhance or 
preserve health, largely fueled by media coverage. Bacte-
ria with alleged probiotic properties are now readily avail-
able as dairy products, juices, capsules, drops, powders, 
and functional foods [347, 348]. Probiotics have also been 
dehydrated and formulated as food supplements to cater to 
consumer convenience, improving the bacterial strains’ shelf 
life. Probiotic supplement products require refrigeration to 
preserve the viability of the bacteria, with a minimum count 
of  107 CFU/g [349]. Probiotic products can be presented as 
a single strain or a combination of multiple strains. These 
multi-strain products offer the advantage of providing a 
broader range of health benefits compared to products with 
only one strain [350]. Additionally, the term multispecies 
describes products that contain strains from multiple genera, 
indicating a broader range of bacterial diversity within the 
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product [351]. Ensuring the viability of probiotic species is 
crucial when selecting strains for use, as they need to survive 
in the food product or capsule and throughout the digestive 
system while maintaining their original health-promoting 
effects [352]. Recent technological advancements have led 
to probiotic products being more stable at room temperature, 
maintaining many viable cells, resisting acidic conditions, 
and demonstrating resilience against bile in the small intes-
tinal tract. However, there is currently a lack of information 
on commercial probiotic supplements regarding the survival 
of the stain(s) when exposed to the GIT passage [353].

An important factor to consider in the manufacturing of 
probiotic products is the presence of dead bacteria. Dead 
bacteria are inevitable in probiotic products and can origi-
nate from various manufacturing stages, such as harvesting, 
lyophilization (freeze-drying), and degradation processes 
[354]. These dead bacterial bodies accompany the live bac-
teria from the early manufacturing stages and cannot be 
eliminated from the final product. To ensure that the adver-
tised number of live bacteria is maintained, manufacturers 
often “overfill” each sachet or capsule with excess bacteria, 
considering the inevitable loss of viability during storage. 
This practice compensates for the product’s expected num-
ber of dead bacteria [355]. Current regulations for labeling 
probiotic products require informing consumers about the 
number of live bacteria expressed as CFU per dose [354]. 
However, this information does not consider the number of 
dead bacteria. Consequently, the CFU information does not 
accurately inform consumers about the “total number” of 
bacteria they ingest [355]. As a result, health professionals 
are unaware of this “hidden content” and the true potency 
of the product they administer to patients. It could harm the 
balance between anti- and pro-inflammatory cytokines and 
other cellular functions [355–357]. A well-defined study on 
the properties and effects of the dead probiotic strain or its 
fragments could aid in predicting if the excess of bacteria 
(live and dead) is going to represent a risk to the patient.

Role of Probiotic Matrix on the Probiotic Effect

One additional factor that contributes to the variability 
observed in the results of clinical studies, apart from vari-
ations in study populations, selection criteria, and study 
design, is the utilization of different production conditions, 
growth media, drying conditions, or cryoprotectants for the 
same bacterial strain, as well as the combination of a suc-
cessful probiotic with other bacteria or strains [358].

For instance, research has demonstrated that the adhesion 
properties of the Ls. rhamnosus GG strain (ATCC 53103) 
are contingent upon the composition of the growth media 
and the number of starter culture transfers [359]. Further-
more, when Ls. rhamnosus GG was combined with Ls. 
rhamnosus LC705, B. breve Bb99, and P. freudenreichii ssp. 

shermanii, no significant clinical or immunological effects 
were observed [360]. Likewise, as early as 1983, it was 
found that the clinical outcome of Lb. acidophilus varied 
depending on the specific production lot [361].

Various factors, including fermentation, matrix com-
position, cell harvesting, spray-drying, freeze-drying, and 
storage conditions such as temperature, humidity, and pH, 
play significant roles in determining the microorganisms’ 
viability, growth, and survival. Ultimately, these factors can 
influence the outcomes of research studies and clinical trials 
involving probiotics [358, 362, 363].

Lb. delbrueckii CIDCA 133, for example, showed different 
results in an animal model of 5-FU-induced mucositis when 
administered with fermented milk [231] or fermented MRS 
medium [364]. Lb. delbrueckii CIDCA133 fermented milk 
at a dosage of  107 CFU/mL effectively protected the intes-
tinal mucosa from damage caused by 5-FU, better than the 
fermented MRS administration. Fermented milk presented bet-
ter results at reducing intestinal neutrophil infiltration, protect-
ing against weight loss, and protecting the intestinal epithelial 
architecture, including preservation of villus and crypts, more 
effectively. Although both treatments reduced the effects pro-
moted by the 5-FU administration, these experiments clarified 
the role of the matrix on probiotic activity.

De Filippis et al. [368] tested the effect of P. freudenreichii 
CIRM-BIA129 on a DSS-induced colitis model in mice with 
three different fermented matrices: milk ultrafiltration perme-
ate, skim milk, and whole milk. The work showed that the 
increase in protein and fat in the fermented matrix positively 
influenced the anti-inflammatory effect of P. freudenreichii, 
with fermented whole milk obtaining the best results. This 
shows that the production of fermented functional foods should 
consider bacterial fermentation, the matrix’s various compo-
nents, and the food’s structure. This highlights the importance 
of considering the interactions between the microorganisms, the 
food matrix, and the overall food structure to develop effective 
and beneficial fermented functional products.

Regulation and Safety of Probiotic Products

When using probiotics as a treatment, it is essential to con-
sider safety due to the potential consumption of a substan-
tial quantity of bacteria. Safety considerations encompass 
two aspects. Firstly, it involves determining the adverse 
effect profile of specific mono- and multi-strain prepara-
tions to assess the products’ safety. Secondly, it ensures that 
marketed probiotic preparations adhere to rigorous quality 
standards. This ensures that the product’s correct strains 
of bacteria are present and contamination-free [77]. These 
measures are in place to safeguard the well-being of indi-
viduals using probiotic treatments.

The relatively unregulated nature of the probiotic market 
allows for the transferal of claims from tested products to 
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others that may have notable differences in formulation or 
manufacturing processes. This practice gives rise to numer-
ous problems and questions. Furthermore, when probiotic 
formulations are utilized to manage significant conditions 
like IBD or disorders associated with immunosuppression, 
such as human immunodeficiency virus, the lack of strict 
regulation can have severe consequences for patients [354].

Notably, most commercially available probiotics are derived 
from fermented foods with a long history of safe consumption 
or microbes that naturally colonize healthy individuals [365]. 
EFSA considers all common probiotic species safe for the gen-
eral population [366]. However, this definition does not offer 
specific guidance for the increasing use of probiotics in indi-
viduals with medical conditions. It is important to mention that 
EFSA is cautious in accepting the term “probiotic,” although 
health authorities tolerate it in certain countries like Italy. In 
the USA, the FDA evaluates and classifies probiotics individu-
ally, but many have been classified as safe for food products 
[367]. Regulations concerning NGPs remain inadequate and 
vary among different countries. In Europe, any microorgan-
isms not used in foods before 1997 must undergo a thorough 
evaluation by the EFSA [49] before being approved for the 
market, whether they are intended as novel foods or drugs 
[368]. As mentioned, the FDA Center for Biologic Evaluation 
and Research (CBER) defines NGPs as LBPs. This category 
presents a promising opportunity for novel microorganisms 
extracted from the microbiota. However, they require meticu-
lous characterization of any microorganism falling under this 
category, akin to the standards demanded for vaccines [369]. 
Although the pathway for human research on LBPs is well-
defined, no known examples have completed this process, and 
the Investigational New Drug (IND) process must be followed 
[369]. It is worth noting that in the past, the FDA classified 
almost all probiotic research as drug research.

Most clinical trials investigating probiotics have not 
raised significant safety concerns [68]. However, several 
isolated cases of serious adverse effects have been docu-
mented independently of the formulation, dosage, and daily 
intake. These adverse effects include instances of bacterial 
sepsis associated with lactobacilli-containing probiotic sup-
plements and the death of a preterm infant due to gastroin-
testinal mucormycosis, a severe and rare fungal infection 
resulting from a category of molds known as mucormycetes, 
which was linked to mold contamination in a probiotic sup-
plement [77, 370]. Furthermore, in patients with predicted 
severe acute pancreatitis, treatment with a multispecies pro-
biotic preparation was associated with an elevated risk of 
mortality [371]. Therefore, a thorough safety evaluation is 
necessary before the use of probiotics in vulnerable popu-
lations, including individuals with compromised intestinal 
mucosa or immune dysregulation, as seen in patients with 
IBD, liver diseases, HIV, and other conditions [68]. Safety 
concerns become even more crucial when dealing with a few 

products that contain high concentrations of probiotic bac-
teria, ranging from 450 to 900 billion bacteria per dose. The 
yeast S. boulardii, a natural yeast found in some probiotic 
formulations, has been associated with fungemia in critically 
ill patients and immunocompromised individuals [372, 373].

The accuracy of labeling for commercial probiotic prod-
ucts currently on the market is not always reliable. It has 
been observed that some microorganisms claimed to be 
present in these products may be absent, or their quantities 
may be lower than what is stated on the label. In a study 
conducted by Weese [374], deficiencies were identified 
in the labels of numerous Canadian commercial probiot-
ics intended for oral consumption. Specifically, 43% of the 
analyzed products had improperly identified bacteria, and 
25% of the products had misspelled content [374]. Simi-
larly, Toscano et al. conducted a quality assessment of the 
leading probiotic products available in the Italian market in 
2011 [375] and obtained results like those of the study by 
Weese [374]. The Italian research observed that 42% of the 
analyzed products did not contain the declared number of 
bacteria for at least one labeled strain. Additionally, 17% 
of the products showed no viable microorganisms, and 8% 
were contaminated with E. faecium [375]. The presence of 
an undisclosed microorganism, which may potentially pos-
sess pathogenic traits, poses a significant risk to the host’s 
health. These studies underscore the necessity for specific 
legislation that mandates accurate identification and char-
acterization of probiotic strains in commercial products and 
thorough testing of all available products.

Ensuring the stability of strain characteristics in the final 
product is essential to produce functional probiotic foods. 
This becomes particularly important when treating young 
infants with compromised gut barrier function, abnormal gut 
microbiota, and increased sensitivity to dietary substances 
[358]. It is increasingly recognized that the existing regu-
latory approach is insufficient and can give rise to issues 
related to quality, safety, and the validity of claims in com-
mercial probiotic products used in medical contexts, includ-
ing products used in vulnerable populations. A regulatory 
void must be addressed to ensure appropriate oversight and 
regulation of probiotic products.

Final Considerations and Future Perspectives

This review explores the current state of probiotic research and 
development, from the initial characterization of potential pro-
biotic strains to clinical applications and commercial product 
considerations. Identifying and screening new probiotic candi-
dates involves a combination of traditional phenotypic assays 
and advanced genomic analysis. Genomic analysis provides 
valuable insights into the genetic factors related to functionality 
and safety, including the absence of pathogenicity factors and 
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antibiotic resistance genes. Indeed, the main criteria for selecting 
probiotic microorganisms in many studies include their tolerance 
to acid and bile and their adhesion ability, among others. How-
ever, the variation in experimental conditions (in vitro), such as 
the types of bile, adhesion test methods, medium composition, 
pH, and duration of the tests, hinders the overall comparison of 
results. Standardization of testing methods and conditions and 
support from genomic data are essential for meaningful com-
parisons and reliable conclusions regarding probiotic character-
istics. This allows for a better understanding of probiotic strains’ 
potential benefits and functionality and facilitates the selection 
of appropriate candidates for further research and application. 
These tests serve as predictive measures of a strain’s ability to 
survive the journey through the GIT and exert beneficial effects. 
While animal models are useful for preliminary screening, they 
have limitations in accurately replicating human physiology and 
clinical outcomes. Therefore, well-designed human trials are 
crucial to demonstrate the health benefits of probiotic strains 
in a disease-specific and often strain-specific manner. Probiot-
ics have shown promising results in animal models and clini-
cal trials in mitigating various conditions, including infectious 
diarrhea, IBD, mucositis, metabolic disorders, musculoskeletal 
inflammation, and psychiatric conditions.

However, translating probiotics from the laboratory to 
the market encounters several challenges. Manufacturing 
processes significantly impact probiotic products’ bacterial 
growth, viability, and functional properties. The composition 
of the product matrix and supplementation with prebiotics or 
other bacterial strains can further modify the effects of the pri-
mary probiotic strains. Currently, there is a lack of regulatory 
oversight in the probiotic market, leading to product quality, 
safety, and label accuracy issues. Improvement in manufactur-
ing practices, labeling requirements, and regulation is neces-
sary to ensure consumer safety and confidence, particularly for 
vulnerable populations relying on probiotic products.

Advances in probiogenomics and multi-omics approaches 
will expand mechanistic knowledge and allow for predictive 
modeling to select novel probiotics for specific health goals 
rationally. Relevant in vitro and animal models that better 
represent human intestinal conditions will improve clinical 
predictability. Elucidating the bioactive molecules derived 
from probiotics and their impact on cellular signaling is criti-
cal to developing “postbiotic” therapies beyond live cells. With 
greater personalization on the horizon, combinations tailored 
to an individual’s microbiome, genetics, and health status 
may provide more significant benefits than broad spectrum 
probiotic products currently dominating the market. Overall, 
exciting innovations in probiotic research and application are 
promising to revolutionize therapeutic approaches for diverse 
conditions and improve public health. However, these require 
parallel efforts to improve quality standards, manufacturing 
practices, and regulatory oversight of probiotic products to 
ensure safety and efficacy.

Author Contributions Conceptualization: TdS; Writing of the manu-
script: TdS, RG, MA, AF, LdJ, FB, NC-R, JL, and LT; Revision of the 
manuscript: EG, GJ, and VA; Supervision: YLL, EG, GJ, and VA. All 
authors have read and approved the final version of this paper.

Funding Funding for this paper was provided by Coordenação de Aper-
feiçoamento de Pessoal de Nível Superior (CAPES) and the National 
Council for Scientific and Technological Development (CNPq) in the 
form of scholarship for the students in the author list.

Data Availability All data regarding this paper is presented in the body 
of the paper.

Declarations 

Competing Interests The authors declare no competing interests.

References

 1. Turroni F (2009) Bifidobacteria: from ecology to genomics. Fron-
tiers in Bioscience Volume:4673. https:// doi. org/ 10. 2741/ 3559

 2. Food and Agriculture Organization, World Health Organization 
(2002) Report of a joint FAO/WHO working group on drafting 
guidelines for the evaluation of probiotics in food. London

 3. Morelli L (2000) In vitro selection of probiotic lactobacilli: a 
critical appraisal. Curr Issues Intest Microbiol 1:59–67

 4. de Melo Pereira GV, de Oliveira CB, Magalhães Júnior AI 
et al (2018) How to select a probiotic? A review and update of 
methods and criteria. Biotechnol Adv 36:2060–2076. https:// 
doi. org/ 10. 1016/j. biote chadv. 2018. 09. 003

 5. Morelli L, Capurso L (2012) FAO/WHO guidelines on probi-
otics. J Clin Gastroenterol 46:S1–S2. https:// doi. org/ 10. 1097/ 
MCG. 0b013 e3182 69fdd5

 6. Abraham BP, Quigley EMM (2017) Probiotics in inflamma-
tory bowel disease. Gastroenterol Clin North Am 46:769–782. 
https:// doi. org/ 10. 1016/j. gtc. 2017. 08. 003

 7. Le Barz M, Daniel N, Varin TV et al (2019) In vivo screening 
of multiple bacterial strains identifies Lactobacillus rhamno-
sus Lb102 and Bifidobacterium animalis ssp. lactis Bf141 as 
probiotics that improve metabolic disorders in a mouse model 
of obesity. FASEB J 33:4921–4935. https:// doi. org/ 10. 1096/ fj. 
20180 1672R

 8. Pereira DIA, Gibson GR (2002) Cholesterol assimilation by 
lactic acid bacteria and bifidobacteria isolated from the human 
gut. Appl Environ Microbiol 68:4689–4693. https:// doi. org/ 10. 
1128/ AEM. 68.9. 4689- 4693. 2002

 9. Lin M-Y, Chang F-J (2000) Antioxidative effect of intestinal 
bacteria Bifidobacterium longum ATCC 15708 and Lactoba-
cillus acidophilus ATCC 4356. Dig Dis Sci 45:1617–1622. 
https:// doi. org/ 10. 1023/A: 10055 77330 695

 10. Thirabunyanon M, Boonprasom P, Niamsup P (2009) Probiotic 
potential of lactic acid bacteria isolated from fermented dairy 
milks on antiproliferation of colon cancer cells. Biotechnol 
Lett 31:571–576. https:// doi. org/ 10. 1007/ s10529- 008- 9902-3

 11. Kim S-K, Guevarra RB, Kim Y-T et al (2019) Role of probiotics 
in human gut microbiome-associated diseases. J Microbiol Bio-
technol 29:1335–1340. https:// doi. org/ 10. 4014/ jmb. 1906. 06064

 12. Kiousi DE, Rathosi M, Tsifintaris M et al (2021) Pro-biomics: omics 
technologies to unravel the role of probiotics in health and disease. 
Adv Nutr 12:1802–1820. https:// doi. org/ 10. 1093/ advan ces/ nmab0 14

 13. Ouwehand AC, Kirjavainen PV, Shortt C, Salminen S (1999) 
Probiotics: mechanisms and established effects. Int Dairy J 
9:43–52. https:// doi. org/ 10. 1016/ S0958- 6946(99) 00043-6

https://doi.org/10.2741/3559
https://doi.org/10.1016/j.biotechadv.2018.09.003
https://doi.org/10.1016/j.biotechadv.2018.09.003
https://doi.org/10.1097/MCG.0b013e318269fdd5
https://doi.org/10.1097/MCG.0b013e318269fdd5
https://doi.org/10.1016/j.gtc.2017.08.003
https://doi.org/10.1096/fj.201801672R
https://doi.org/10.1096/fj.201801672R
https://doi.org/10.1128/AEM.68.9.4689-4693.2002
https://doi.org/10.1128/AEM.68.9.4689-4693.2002
https://doi.org/10.1023/A:1005577330695
https://doi.org/10.1007/s10529-008-9902-3
https://doi.org/10.4014/jmb.1906.06064
https://doi.org/10.1093/advances/nmab014
https://doi.org/10.1016/S0958-6946(99)00043-6


Probiotics and Antimicrobial Proteins 

 14. Borriello SP, Hammes WP, Holzapfel W et al (2003) Safety 
of probiotics that contain lactobacilli or bifidobacteria. Clin 
Infect Dis 36:775–780. https:// doi. org/ 10. 1086/ 368080

 15. Riaz Rajoka MS, Mehwish HM, Siddiq M et al (2017) Identifi-
cation, characterization, and probiotic potential of Lactobacil-
lus rhamnosus isolated from human milk. LWT 84:271–280. 
https:// doi. org/ 10. 1016/j. lwt. 2017. 05. 055

 16. Jara S, Sánchez M, Vera R et al (2011) The inhibitory activity 
of Lactobacillus spp. isolated from breast milk on gastroin-
testinal pathogenic bacteria of nosocomial origin. Anaerobe 
17:474–477. https:// doi. org/ 10. 1016/j. anaer obe. 2011. 07. 008

 17. Olivares M, Diaz-Ropero MP, Martin R et al (2006) Antimicro-
bial potential of four Lactobacillus strains isolated from breast 
milk. J Appl Microbiol 101:72–79. https:// doi. org/ 10. 1111/j. 
1365- 2672. 2006. 02981.x

 18. Damaceno QS, Gallotti B, Reis IMM et al (2021) Isolation 
and identification of potential probiotic bacteria from human 
milk. Probiotics Antimicrob Proteins. https:// doi. org/ 10. 1007/ 
s12602- 021- 09866-5

 19. Lyons KE, Ryan CA, Dempsey EM et al (2020) Breast milk, a 
source of beneficial microbes and associated benefits for infant 
health. Nutrients 12:1039. https:// doi. org/ 10. 3390/ nu120 41039

 20. Shokryazdan P, Sieo CC, Kalavathy R et al (2014) Probiotic 
potential of Lactobacillus strains with antimicrobial activ-
ity against some human pathogenic strains. Biomed Res Int 
2014:1–16. https:// doi. org/ 10. 1155/ 2014/ 927268

 21. Martı́n R, Langa S, Reviriego C et al (2004) The commensal 
microflora of human milk: new perspectives for food bacterio-
therapy and probiotics Trends Food Sci Technol 15 121 127 
https:// doi. org/ 10. 1016/j. tifs. 2003. 09. 010

 22. Shokryazdan P, Faseleh Jahromi M, Liang JB, Ho YW (2017) 
Probiotics: from isolation to application. J Am Coll Nutr 
36:666–676. https:// doi. org/ 10. 1080/ 07315 724. 2017. 13375 29

 23. Reuben RC, Roy PC, Sarkar SL et al (2020) Characterization 
and evaluation of lactic acid bacteria from indigenous raw milk 
for potential probiotic properties. J Dairy Sci 103:1223–1237. 
https:// doi. org/ 10. 3168/ jds. 2019- 17092

 24. Naqqash T, Wazir N, Aslam K et al (2022) First report on the 
probiotic potential of Mammaliicoccus sciuri isolated from 
raw goat milk. Biosci Microbiota Food Health 41:2021–022. 
https:// doi. org/ 10. 12938/ bmfh. 2021- 022

 25. Coelho-Rocha ND, de Jesus LCL, Barroso FAL et al (2023) 
Evaluation of probiotic properties of novel Brazilian Lactiplan-
tibacillus plantarum strains. Probiotics Antimicrob Proteins 
15:160–174. https:// doi. org/ 10. 1007/ s12602- 022- 09978-6

 26. Dehghani Champiri I, Bamzadeh Z, Rahimi E, Rouhi L (2023) 
Lacticaseibacillus paracasei LB12, a potential probiotic iso-
lated from traditional Iranian fermented milk (Doogh). Curr 
Microbiol 80:333. https:// doi. org/ 10. 1007/ s00284- 023- 03376-z

 27. Mokoena MP, Mutanda T, Olaniran AO (2016) Perspectives 
on the probiotic potential of lactic acid bacteria from Afri-
can traditional fermented foods and beverages. Food Nutr Res 
60:29630. https:// doi. org/ 10. 3402/ fnr. v60. 29630

 28. Tchamani Piame L, Kaktcham PM, Foko Kouam EM et al 
(2022) Technological characterisation and probiotic traits of 
yeasts isolated from Sha’a, a Cameroonian maize-based tradi-
tional fermented beverage. Heliyon 8:e10850. https:// doi. org/ 
10. 1016/j. heliy on. 2022. e10850

 29. Duangjitch Y, Kantachote D, Ongsakul M et al (2008) Selec-
tion of probiotic lactic acid bacteria isolated from fermented 
plant beverages. Pak J Biol Sci 11:652–655. https:// doi. org/ 10. 
3923/ pjbs. 2008. 652. 655

 30. Pumriw S, Luang-In V, Samappito W (2021) Screening of pro-
biotic lactic acid bacteria isolated from fermented Pak-Sian for 
use as a starter culture. Curr Microbiol 78:2695–2707. https:// 
doi. org/ 10. 1007/ s00284- 021- 02521-w

 31. Azat R, Liu Y, Li W et al (2016) Probiotic properties of lactic 
acid bacteria isolated from traditionally fermented Xinjiang 
cheese. Journal of Zhejiang University-SCIENCE B 17:597–
609. https:// doi. org/ 10. 1631/ jzus. B1500 250

 32. Talib N, Mohamad NE, Yeap SK, Hussin Y, Aziz MN 
et al (2019) Isolation and characterization of Lactobacillus spp. 
from kefir samples in Malaysia. Molecules 24:2606. https:// 
doi. org/ 10. 3390/ molec ules2 41426 06

 33. Ochman H, Lerat E, Daubin V (2005) Examining bacterial 
species under the specter of gene transfer and exchange. Proc 
Natl Acad Sci 102:6595–6599. https:// doi. org/ 10. 1073/ pnas. 
05020 35102

 34. Miller JM, Rhoden DL (1991) Preliminary evaluation of 
Biolog, a carbon source utilization method for bacterial iden-
tification. J Clin Microbiol 29:1143–1147. https:// doi. org/ 10. 
1128/ jcm. 29.6. 1143- 1147. 1991

 35. Aldridge C, Jones PW, Gibson S et al (1977) Automated micro-
biological detection/identification system. J Clin Microbiol 
6:406–413. https:// doi. org/ 10. 1128/ jcm.6. 4. 406- 413. 1977

 36. Dingle TC, Butler-Wu SM (2013) MALDI-TOF mass spectrom-
etry for microorganism identification. Clin Lab Med 33:589–609. 
https:// doi. org/ 10. 1016/j. cll. 2013. 03. 001

 37. van Veen SQ, Claas ECJ, Kuijper EJ (2010) High-throughput 
Identification of bacteria and yeast by matrix-assisted laser 
desorption ionization-time of flight mass spectrometry in con-
ventional medical microbiology laboratories. J Clin Microbiol 
48:900–907. https:// doi. org/ 10. 1128/ JCM. 02071- 09

 38. Bille E, Dauphin B, Leto J et al (2012) MALDI-TOF MS Andro-
mas strategy for the routine identification of bacteria, mycobac-
teria, yeasts, Aspergillus spp. and positive blood cultures. Clin 
Microbiol Infect 18:1117–1125. https:// doi. org/ 10. 1111/j. 1469- 
0691. 2011. 03688.x

 39. Sogawa K, Watanabe M, Sato K et al (2011) Use of the MALDI 
BioTyper system with MALDI–TOF mass spectrometry for rapid 
identification of microorganisms. Anal Bioanal Chem 400:1905–
1911. https:// doi. org/ 10. 1007/ s00216- 011- 4877-7

 40. Angelakis E, Million M, Henry M, Raoult D (2011) Rapid and 
accurate bacterial identification in probiotics and yoghurts by 
MALDI-TOF mass spectrometry. J Food Sci 76:M568–M572. 
https:// doi. org/ 10. 1111/j. 1750- 3841. 2011. 02369.x

 41. Kizerwetter-Swida M, Binek M (2005) Selection of potentially 
probiotic Lactobacillus strains towards their inhibitory activ-
ity against poultry enteropathogenic bacteria. Pol J Microbiol 
54:287–294

 42. Petti CA, Polage CR, Schreckenberger P (2005) The role of 16S 
rRNA gene sequencing in identification of microorganisms misi-
dentified by conventional methods. J Clin Microbiol 43:6123–
6125. https:// doi. org/ 10. 1128/ JCM. 43. 12. 6123- 6125. 2005

 43. Maiden MCJ, Bygraves JA, Feil E et al (1998) Multilocus sequence 
typing: a portable approach to the identification of clones within 
populations of pathogenic microorganisms. Proc Natl Acad Sci 
95:3140–3145. https:// doi. org/ 10. 1073/ pnas. 95.6. 3140

 44. Setubal JC (2021) Metagenome-assembled genomes: concepts, 
analogies, and challenges. Biophys Rev 13:905–909. https:// doi. 
org/ 10. 1007/ s12551- 021- 00865-y

 45. Johnson JS, Spakowicz DJ, Hong B-Y et al (2019) Evaluation of 
16S rRNA gene sequencing for species and strain-level micro-
biome analysis. Nat Commun 10:5029. https:// doi. org/ 10. 1038/ 
s41467- 019- 13036-1

 46. Siekaniec G, Roux E, Lemane T et al (2021) Identification of 
isolated or mixed strains from long reads: a challenge met on 
Streptococcus thermophilus using a MinION sequencer. Microb 
Genom 7:. https:// doi. org/ 10. 1099/ mgen.0. 000654

 47. Hill C, Guarner F, Reid G et al (2014) The International Scien-
tific Association for Probiotics and Prebiotics consensus state-
ment on the scope and appropriate use of the term probiotic. Nat 

https://doi.org/10.1086/368080
https://doi.org/10.1016/j.lwt.2017.05.055
https://doi.org/10.1016/j.anaerobe.2011.07.008
https://doi.org/10.1111/j.1365-2672.2006.02981.x
https://doi.org/10.1111/j.1365-2672.2006.02981.x
https://doi.org/10.1007/s12602-021-09866-5
https://doi.org/10.1007/s12602-021-09866-5
https://doi.org/10.3390/nu12041039
https://doi.org/10.1155/2014/927268
https://doi.org/10.1016/j.tifs.2003.09.010
https://doi.org/10.1080/07315724.2017.1337529
https://doi.org/10.3168/jds.2019-17092
https://doi.org/10.12938/bmfh.2021-022
https://doi.org/10.1007/s12602-022-09978-6
https://doi.org/10.1007/s00284-023-03376-z
https://doi.org/10.3402/fnr.v60.29630
https://doi.org/10.1016/j.heliyon.2022.e10850
https://doi.org/10.1016/j.heliyon.2022.e10850
https://doi.org/10.3923/pjbs.2008.652.655
https://doi.org/10.3923/pjbs.2008.652.655
https://doi.org/10.1007/s00284-021-02521-w
https://doi.org/10.1007/s00284-021-02521-w
https://doi.org/10.1631/jzus.B1500250
https://doi.org/10.3390/molecules24142606
https://doi.org/10.3390/molecules24142606
https://doi.org/10.1073/pnas.0502035102
https://doi.org/10.1073/pnas.0502035102
https://doi.org/10.1128/jcm.29.6.1143-1147.1991
https://doi.org/10.1128/jcm.29.6.1143-1147.1991
https://doi.org/10.1128/jcm.6.4.406-413.1977
https://doi.org/10.1016/j.cll.2013.03.001
https://doi.org/10.1128/JCM.02071-09
https://doi.org/10.1111/j.1469-0691.2011.03688.x
https://doi.org/10.1111/j.1469-0691.2011.03688.x
https://doi.org/10.1007/s00216-011-4877-7
https://doi.org/10.1111/j.1750-3841.2011.02369.x
https://doi.org/10.1128/JCM.43.12.6123-6125.2005
https://doi.org/10.1073/pnas.95.6.3140
https://doi.org/10.1007/s12551-021-00865-y
https://doi.org/10.1007/s12551-021-00865-y
https://doi.org/10.1038/s41467-019-13036-1
https://doi.org/10.1038/s41467-019-13036-1
https://doi.org/10.1099/mgen.0.000654


 Probiotics and Antimicrobial Proteins

Rev Gastroenterol Hepatol 11:506–514. https:// doi. org/ 10. 1038/ 
nrgas tro. 2014. 66

 48. De Filippis F, Esposito A, Ercolini D (2022) Outlook on next-
generation probiotics from the human gut. Cell Mol Life Sci 
79:76. https:// doi. org/ 10. 1007/ s00018- 021- 04080-6

 49. FDA (2016) Early clinical trials with live biotherapeutic 
products: chemistry, manufacturing, and control information. 
Rockville

 50. Lugli GA, Longhi G, Alessandri G et al (2022) The probiotic 
identity card: a novel “probiogenomics” approach to investigate 
probiotic supplements. Front Microbiol 12:. https:// doi. org/ 10. 
3389/ fmicb. 2021. 790881

 51. Castro-López C, García HS, Guadalupe Martínez-Ávila GC et al 
(2021) Genomics-based approaches to identify and predict the 
health-promoting and safety activities of promising probiotic 
strains – a probiogenomics review. Trends Food Sci Technol 
108:148–163. https:// doi. org/ 10. 1016/j. tifs. 2020. 12. 017

 52. Ventura M, Turroni F, van Sinderen D (2012) Probiogenomics 
as a tool to obtain genetic insights into adaptation of probiotic 
bacteria to the human gut. Bioengineered 3:73–79. https:// doi. 
org/ 10. 4161/ bbug. 18540

 53. Ventura M, O’Flaherty S, Claesson MJ et al (2009) Genome-
scale analyses of health-promoting bacteria: probiogenomics. Nat 
Rev Microbiol 7:61–71. https:// doi. org/ 10. 1038/ nrmic ro2047

 54. Carvalho RDO, Guédon E, Aburjaile FF, Azevedo V (2022) Edi-
torial: probiogenomics of classic and next-generation probiotics. 
Front Microbiol 13:. https:// doi. org/ 10. 3389/ fmicb. 2022. 982642

 55. Chin C-S, Alexander DH, Marks P et al (2013) Nonhybrid, 
finished microbial genome assemblies from long-read SMRT 
sequencing data. Nat Methods 10:563–569. https:// doi. org/ 10. 
1038/ nmeth. 2474

 56. Salvetti E, O’Toole PW (2017) The genomic basis of lactobacilli 
as health-promoting organisms. Microbiol Spectr 5:. https:// doi. 
org/ 10. 1128/ micro biols pec. BAD- 0011- 2016

 57. Gueimonde M, Collado MC (2012) Metagenomics and probiot-
ics. Clin Microbiol Infect 18:32–34. https:// doi. org/ 10. 1111/j. 
1469- 0691. 2012. 03873.x

 58. Bottacini F, van Sinderen D, Ventura M (2017) Omics of bifi-
dobacteria: research and insights into their health-promoting 
activities. Biochemical Journal 474:4137–4152. https:// doi. org/ 
10. 1042/ BCJ20 160756

 59. Zmora N, Zilberman-Schapira G, Suez J et al (2018) Personal-
ized gut mucosal colonization resistance to empiric probiotics 
is associated with unique host and microbiome features. Cell 
174:1388-1405.e21. https:// doi. org/ 10. 1016/j. cell. 2018. 08. 041

 60. Johnson BR, Klaenhammer TR (2014) Impact of genomics on 
the field of probiotic research: historical perspectives to modern 
paradigms. Antonie Van Leeuwenhoek 106:141–156. https:// doi. 
org/ 10. 1007/ s10482- 014- 0171-y

 61. Garrigues C, Johansen E, Crittenden R (2013) Pangenomics – 
an avenue to improved industrial starter cultures and probiotics. 
Curr Opin Biotechnol 24:187–191. https:// doi. org/ 10. 1016/j. 
copbio. 2012. 08. 009

 62. Remus DM, Kleerebezem M, Bron PA (2011) An intimate tête-
à-tête — how probiotic lactobacilli communicate with the host. 
Eur J Pharmacol 668:S33–S42. https:// doi. org/ 10. 1016/j. ejphar. 
2011. 07. 012

 63. Hao Q, Lu Z, Dong BR et al (2011) Probiotics for prevent-
ing acute upper respiratory tract infections. In: Dong BR (ed) 
Cochrane Database of Systematic Reviews. John Wiley & Sons, 
Ltd, Chichester, UK

 64. Ruiz L, Hidalgo C, Blanco-Míguez A et al (2016) Tackling probi-
otic and gut microbiota functionality through proteomics. J Prot-
eomics 147:28–39. https:// doi. org/ 10. 1016/j. jprot. 2016. 03. 023

 65. Botthoulath V, Upaichit A, Thumarat U (2018) Identification 
and in vitro assessment of potential probiotic characteristics and 

antibacterial effects of Lactobacillus plantarum subsp. plantarum 
SKI19, a bacteriocinogenic strain isolated from Thai fermented 
pork sausage. J Food Sci Technol 55:2774–2785. https:// doi. org/ 
10. 1007/ s13197- 018- 3201-3

 66. Kazou M, Alexandraki V, Blom J et al (2018) Comparative 
genomics of Lactobacillus acidipiscis ACA-DC 1533 isolated 
from traditional Greek kopanisti cheese against species within 
the Lactobacillus salivarius clade. Front Microbiol 9. https:// doi. 
org/ 10. 3389/ fmicb. 2018. 01244

 67. Fontana A, Falasconi I, Molinari P et al (2019) Genomic com-
parison of Lactobacillus helveticus strains highlights probiotic 
potential. Front Microbiol 10:. https:// doi. org/ 10. 3389/ fmicb. 
2019. 01380

 68. Sanders ME, Akkermans LMA, Haller D et al (2010) Safety 
assessment of probiotics for human use. Gut Microbes 1:164–
185. https:// doi. org/ 10. 4161/ gmic.1. 3. 12127

 69. Sorokulova IB, Pinchuk IV, Denayrolles M et al (2008) The 
safety of two Bacillus probiotic strains for human use. Dig Dis 
Sci 53:954–963. https:// doi. org/ 10. 1007/ s10620- 007- 9959-1

 70. Collins JK, Thornton G, Sullivan GO (1998) Selection of pro-
biotic strains for human applications. Int Dairy J 8:487–490. 
https:// doi. org/ 10. 1016/ S0958- 6946(98) 00073-9

 71. EFSA (2005) Opinion of the scientific committee on a request 
from EFSA related to a generic approach to the safety assessment 
by EFSA of microorganisms used in food/feed and the production 
of food/feed additives. EFSA J 3:226. https:// doi. org/ 10. 2903/j. 
efsa. 2005. 226

 72. Dunne C, O’Mahony L, Murphy L et al (2001) In vitro selection 
criteria for probiotic bacteria of human origin: correlation with 
in vivo findings. Am J Clin Nutr 73:386s–392s. https:// doi. org/ 
10. 1093/ ajcn/ 73.2. 386s

 73. Pradhan D, Mallappa RH, Grover S (2020) Comprehensive 
approaches for assessing the safety of probiotic bacteria. Food 
Control 108:106872. https:// doi. org/ 10. 1016/j. foodc ont. 2019. 
106872

 74. Sharma A, Lee S, Park Y-S (2020) Molecular typing tools for 
identifying and characterizing lactic acid bacteria: a review. 
Food Sci Biotechnol 29:1301–1318. https:// doi. org/ 10. 1007/ 
s10068- 020- 00802-x

 75. Li T, Teng D, Mao R et al (2020) A critical review of antibiotic 
resistance in probiotic bacteria. Food Res Int 136:109571. https:// 
doi. org/ 10. 1016/j. foodr es. 2020. 109571

 76. Wiles TJ, Guillemin K (2019) The other side of the coin: what 
beneficial microbes can teach us about pathogenic potential. J Mol 
Biol 431:2946–2956. https:// doi. org/ 10. 1016/j. jmb. 2019. 05. 001

 77. Sanders ME, Merenstein DJ, Ouwehand AC et al (2016) Probi-
otic use in at-risk populations. J Am Pharm Assoc 56:680–686. 
https:// doi. org/ 10. 1016/j. japh. 2016. 07. 001

 78. Koutsoumanis K, Allende A, Alvarez‐Ordóñez A et al (2021) 
Update of the list of QPS‐recommended biological agents inten-
tionally added to food or feed as notified to EFSA 14: suitability 
of taxonomic units notified to EFSA until March 2021. EFSA 
Journal 19:. https:// doi. org/ 10. 2903/j. efsa. 2021. 6689

 79. Abriouel H, Lerma LL, Casado Muñoz M del C et al (2015) The 
controversial nature of the Weissella genus: technological and 
functional aspects versus whole genome analysis-based patho-
genic potential for their application in food and health. Front 
Microbiol 6:. https:// doi. org/ 10. 3389/ fmicb. 2015. 01197

 80. Li B, Zhan M, Evivie SE et al (2018) Evaluating the safety of 
potential probiotic Enterococcus durans KLDS6.0930 using 
whole genome sequencing and oral toxicity study. Front Micro-
biol 9:. https:// doi. org/ 10. 3389/ fmicb. 2018. 01943

 81. Cosentino S, Voldby Larsen M, Møller Aarestrup F, Lund O 
(2013) PathogenFinder - distinguishing friend from foe using 
bacterial whole genome sequence data. PLoS ONE 8:e77302. 
https:// doi. org/ 10. 1371/ journ al. pone. 00773 02

https://doi.org/10.1038/nrgastro.2014.66
https://doi.org/10.1038/nrgastro.2014.66
https://doi.org/10.1007/s00018-021-04080-6
https://doi.org/10.3389/fmicb.2021.790881
https://doi.org/10.3389/fmicb.2021.790881
https://doi.org/10.1016/j.tifs.2020.12.017
https://doi.org/10.4161/bbug.18540
https://doi.org/10.4161/bbug.18540
https://doi.org/10.1038/nrmicro2047
https://doi.org/10.3389/fmicb.2022.982642
https://doi.org/10.1038/nmeth.2474
https://doi.org/10.1038/nmeth.2474
https://doi.org/10.1128/microbiolspec.BAD-0011-2016
https://doi.org/10.1128/microbiolspec.BAD-0011-2016
https://doi.org/10.1111/j.1469-0691.2012.03873.x
https://doi.org/10.1111/j.1469-0691.2012.03873.x
https://doi.org/10.1042/BCJ20160756
https://doi.org/10.1042/BCJ20160756
https://doi.org/10.1016/j.cell.2018.08.041
https://doi.org/10.1007/s10482-014-0171-y
https://doi.org/10.1007/s10482-014-0171-y
https://doi.org/10.1016/j.copbio.2012.08.009
https://doi.org/10.1016/j.copbio.2012.08.009
https://doi.org/10.1016/j.ejphar.2011.07.012
https://doi.org/10.1016/j.ejphar.2011.07.012
https://doi.org/10.1016/j.jprot.2016.03.023
https://doi.org/10.1007/s13197-018-3201-3
https://doi.org/10.1007/s13197-018-3201-3
https://doi.org/10.3389/fmicb.2018.01244
https://doi.org/10.3389/fmicb.2018.01244
https://doi.org/10.3389/fmicb.2019.01380
https://doi.org/10.3389/fmicb.2019.01380
https://doi.org/10.4161/gmic.1.3.12127
https://doi.org/10.1007/s10620-007-9959-1
https://doi.org/10.1016/S0958-6946(98)00073-9
https://doi.org/10.2903/j.efsa.2005.226
https://doi.org/10.2903/j.efsa.2005.226
https://doi.org/10.1093/ajcn/73.2.386s
https://doi.org/10.1093/ajcn/73.2.386s
https://doi.org/10.1016/j.foodcont.2019.106872
https://doi.org/10.1016/j.foodcont.2019.106872
https://doi.org/10.1007/s10068-020-00802-x
https://doi.org/10.1007/s10068-020-00802-x
https://doi.org/10.1016/j.foodres.2020.109571
https://doi.org/10.1016/j.foodres.2020.109571
https://doi.org/10.1016/j.jmb.2019.05.001
https://doi.org/10.1016/j.japh.2016.07.001
https://doi.org/10.2903/j.efsa.2021.6689
https://doi.org/10.3389/fmicb.2015.01197
https://doi.org/10.3389/fmicb.2018.01943
https://doi.org/10.1371/journal.pone.0077302


Probiotics and Antimicrobial Proteins 

 82. Joensen KG, Scheutz F, Lund O et al (2014) Real-time whole-
genome sequencing for routine typing, surveillance, and outbreak 
detection of verotoxigenic Escherichia coli. J Clin Microbiol 
52:1501–1510. https:// doi. org/ 10. 1128/ JCM. 03617- 13

 83. Kim M, Ku S, Kim S et al (2018) Safety evaluations of Bifido-
bacterium bifidum BGN4 and Bifidobacterium longum BORI. 
Int J Mol Sci 19:1422. https:// doi. org/ 10. 3390/ ijms1 90514 22

 84. Leplae R, Lima-Mendez G, Toussaint A (2010) ACLAME: a 
classification of mobile genetic elements, update 2010. Nucleic 
Acids Res 38:D57–D61. https:// doi. org/ 10. 1093/ nar/ gkp938

 85. Mahillon J, Chandler M (1998) Insertion sequences. microbiol-
ogy and molecular biology reviews 62:725–774. https:// doi. org/ 
10. 1128/ MMBR. 62.3. 725- 774. 1998

 86. Jarocki P, Komoń-Janczara E, Podleśny M et al (2019) Genomic 
and proteomic characterization of bacteriophage BH1 sponta-
neously released from probiotic Lactobacillus rhamnosus Pen. 
Viruses 11:1163. https:// doi. org/ 10. 3390/ v1112 1163

 87. Liu C-J, Wang R, Gong F-M et al (2015) Complete genome 
sequences and comparative genome analysis of Lactobacillus 
plantarum strain 5–2 isolated from fermented soybean. Genom-
ics 106:404–411. https:// doi. org/ 10. 1016/j. ygeno. 2015. 07. 007

 88. Philippe H, Douady CJ (2003) Horizontal gene transfer and phy-
logenetics. Curr Opin Microbiol 6:498–505. https:// doi. org/ 10. 
1016/j. mib. 2003. 09. 008

 89. Abriouel H, Pérez Montoro B, Casado Muñoz MDC et al (2017) In silico 
genomic insights into aspects of food safety and defense mechanisms 
of a potentially probiotic Lactobacillus pentosus MP-10 isolated from 
brines of naturally fermented Aloreña green table olives. PLoS One 
12:e0176801. https:// doi. org/ 10. 1371/ journ al. pone. 01768 01

 90. Tarrah A, Pakroo S, Corich V, Giacomini A (2020) Whole-
genome sequence and comparative genome analysis of Lac-
tobacillus paracasei DTA93, a promising probiotic lactic acid 
bacterium. Arch Microbiol 202:1997–2003. https:// doi. org/ 10. 
1007/ s00203- 020- 01883-2

 91. Pei Z, Sadiq FA, Han X et al (2021) Comprehensive scanning 
of prophages in Lactobacillus : distribution, diversity, antibiotic 
resistance genes, and linkages with CRISPR-Cas systems. mSys-
tems 6:. https:// doi. org/ 10. 1128/ mSyst ems. 01211- 20

 92. Pei Z, Sadiq FA, Han X et al (2020) Identification, characteriza-
tion, and phylogenetic analysis of eight new inducible prophages 
in Lactobacillus. Virus Res 286:198003. https:// doi. org/ 10. 
1016/j. virus res. 2020. 198003

 93. Gueimonde M, Sánchez B, G. de los Reyes-Gavilán C, Margolles 
A (2013) Antibiotic resistance in probiotic bacteria. Front Micro-
biol 4:. https:// doi. org/ 10. 3389/ fmicb. 2013. 00202

 94. Ouoba LII, Lei V, Jensen LB (2008) Resistance of potential pro-
biotic lactic acid bacteria and bifidobacteria of African and Euro-
pean origin to antimicrobials: determination and transferability 
of the resistance genes to other bacteria. Int J Food Microbiol 
121:217–224. https:// doi. org/ 10. 1016/j. ijfoo dmicro. 2007. 11. 018

 95. Ammor MS, Flórez AB, van Hoek AHAM et al (2008) Molecular 
characterization of intrinsic and acquired antibiotic resistance in 
lactic acid bacteria and bifidobacteria. Microb Physiol 14:6–15. 
https:// doi. org/ 10. 1159/ 00010 6077

 96. Bennedsen M, Stuer-Lauridsen B, Danielsen M, Johansen E 
(2011) Screening for antimicrobial resistance genes and viru-
lence factors via genome sequencing. Appl Environ Microbiol 
77:2785–2787. https:// doi. org/ 10. 1128/ AEM. 02493- 10

 97. EFSA (2012) Guidance on the assessment of bacterial suscep-
tibility to antimicrobials of human and veterinary importance. 
EFSA Journal 10:. https:// doi. org/ 10. 2903/j. efsa. 2012. 2740

 98. EFSA Panel on Additives and Products or Substances used in 
Animal Feed (FEEDAP), Rychen G, Aquilina G et al (2018) 
Guidance on the characterisation of microorganisms used as feed 
additives or as production organisms. EFSA J 16:e05206. https:// 
doi. org/ 10. 2903/j. efsa. 2018. 5206

 99. McInnes RS, McCallum GE, Lamberte LE, van Schaik W (2020) 
Horizontal transfer of antibiotic resistance genes in the human 
gut microbiome. Curr Opin Microbiol 53:35–43. https:// doi. org/ 
10. 1016/j. mib. 2020. 02. 002

 100. Ruiz-Capillas C, Herrero A (2019) Impact of biogenic amines 
on food quality and safety. Foods 8:62. https:// doi. org/ 10. 3390/ 
foods 80200 62

 101. Wójcik W, Łukasiewicz M, Puppel K (2021) Biogenic amines: 
formation, action and toxicity – a review. J Sci Food Agric 
101:2634–2640. https:// doi. org/ 10. 1002/ jsfa. 10928

 102. Bover-Cid S, Holzapfel WH (1999) Improved screening pro-
cedure for biogenic amine production by lactic acid bacteria. 
Int J Food Microbiol 53:33–41. https:// doi. org/ 10. 1016/ S0168- 
1605(99) 00152-X

 103. Li B, Jin D, Etareri Evivie S et al (2017) Safety assessment of 
Lactobacillus helveticus KLDS1.8701 based on whole genome 
sequencing and oral toxicity studies. Toxins (Basel) 9:301. 
https:// doi. org/ 10. 3390/ toxin s9100 301

 104. Ku S, Yang S, Lee HH et al (2020) Biosafety assessment of 
Bifidobacterium animalis subsp. lactis AD011 used for human 
consumption as a probiotic microorganism. Food Control 
117:106985. https:// doi. org/ 10. 1016/j. foodc ont. 2019. 106985

 105. Saroj DB, Gupta AK (2020) Genome based safety assessment 
for Bacillus coagulans strain LBSC (DSM 17654) for probiotic 
application. Int J Food Microbiol 318:108523. https:// doi. org/ 10. 
1016/j. ijfoo dmicro. 2020. 108523

 106. Grondin JA, Kwon YH, Far PM et al (2020) Mucins in intesti-
nal mucosal defense and inflammation: learning from clinical 
and experimental studies. Front Immunol 11:. https:// doi. org/ 10. 
3389/ fimmu. 2020. 02054

 107. Tailford LE, Crost EH, Kavanaugh D, Juge N (2015) Mucin 
glycan foraging in the human gut microbiome. Front Genet 6:. 
https:// doi. org/ 10. 3389/ fgene. 2015. 00081

 108. Pechar R, Rada V, Parafati L et al (2014) Mupirocin-mucin agar 
for selective enumeration of Bifidobacterium bifidum. Int J Food 
Microbiol 191:32–35. https:// doi. org/ 10. 1016/j. ijfoo dmicro. 
2014. 08. 032

 109. Koutsoumanis K, Allende A, Alvarez‐Ordóñez A et al (2020) 
Scientific opinion on the update of the list of QPS‐recommended 
biological agents intentionally added to food or feed as notified to 
EFSA (2017–2019). EFSA Journal 18:. https:// doi. org/ 10. 2903/j. 
efsa. 2020. 5966

 110. Koutsoumanis K, Allende A, Alvarez‐Ordóñez A et al (2021) 
Update of the list of QPS‐recommended biological agents inten-
tionally added to food or feed as notified to EFSA 13: suitabil-
ity of taxonomic units notified to EFSA until September 2020. 
EFSA Journal 19:. https:// doi. org/ 10. 2903/j. efsa. 2021. 6377

 111. Flint HJ, Scott KP, Duncan SH et al (2012) Microbial degrada-
tion of complex carbohydrates in the gut. Gut Microbes 3:289–
306. https:// doi. org/ 10. 4161/ gmic. 19897

 112. C Slattery PD Cotter W. O’Toole P 2019 Analysis of health ben-
efits conferred by Lactobacillus species from kefir Nutrients 11 
1252 https:// doi. org/ 10. 3390/ nu110 61252

 113. Kim J, Muhammad N, Jhun BH, Yoo J-W (2016) Probiotic deliv-
ery systems: a brief overview. J Pharm Investig 46:377–386. 
https:// doi. org/ 10. 1007/ s40005- 016- 0259-7

 114. Abushelaibi A, Al-Mahadin S, El-Tarabily K et al (2017) Charac-
terization of potential probiotic lactic acid bacteria isolated from 
camel milk. LWT Food Sci Technol 79:316–325. https:// doi. org/ 
10. 1016/j. lwt. 2017. 01. 041

 115. Ruiz-Moyano S, Martín A, Benito MJ et al (2008) Screening of 
lactic acid bacteria and bifidobacteria for potential probiotic use 
in Iberian dry fermented sausages. Meat Sci 80:715–721. https:// 
doi. org/ 10. 1016/j. meats ci. 2008. 03. 011

 116. Kailasapathy K, Chin J (2000) Survival and therapeutic poten-
tial of probiotic organisms with reference to Lactobacillus 

https://doi.org/10.1128/JCM.03617-13
https://doi.org/10.3390/ijms19051422
https://doi.org/10.1093/nar/gkp938
https://doi.org/10.1128/MMBR.62.3.725-774.1998
https://doi.org/10.1128/MMBR.62.3.725-774.1998
https://doi.org/10.3390/v11121163
https://doi.org/10.1016/j.ygeno.2015.07.007
https://doi.org/10.1016/j.mib.2003.09.008
https://doi.org/10.1016/j.mib.2003.09.008
https://doi.org/10.1371/journal.pone.0176801
https://doi.org/10.1007/s00203-020-01883-2
https://doi.org/10.1007/s00203-020-01883-2
https://doi.org/10.1128/mSystems.01211-20
https://doi.org/10.1016/j.virusres.2020.198003
https://doi.org/10.1016/j.virusres.2020.198003
https://doi.org/10.3389/fmicb.2013.00202
https://doi.org/10.1016/j.ijfoodmicro.2007.11.018
https://doi.org/10.1159/000106077
https://doi.org/10.1128/AEM.02493-10
https://doi.org/10.2903/j.efsa.2012.2740
https://doi.org/10.2903/j.efsa.2018.5206
https://doi.org/10.2903/j.efsa.2018.5206
https://doi.org/10.1016/j.mib.2020.02.002
https://doi.org/10.1016/j.mib.2020.02.002
https://doi.org/10.3390/foods8020062
https://doi.org/10.3390/foods8020062
https://doi.org/10.1002/jsfa.10928
https://doi.org/10.1016/S0168-1605(99)00152-X
https://doi.org/10.1016/S0168-1605(99)00152-X
https://doi.org/10.3390/toxins9100301
https://doi.org/10.1016/j.foodcont.2019.106985
https://doi.org/10.1016/j.ijfoodmicro.2020.108523
https://doi.org/10.1016/j.ijfoodmicro.2020.108523
https://doi.org/10.3389/fimmu.2020.02054
https://doi.org/10.3389/fimmu.2020.02054
https://doi.org/10.3389/fgene.2015.00081
https://doi.org/10.1016/j.ijfoodmicro.2014.08.032
https://doi.org/10.1016/j.ijfoodmicro.2014.08.032
https://doi.org/10.2903/j.efsa.2020.5966
https://doi.org/10.2903/j.efsa.2020.5966
https://doi.org/10.2903/j.efsa.2021.6377
https://doi.org/10.4161/gmic.19897
https://doi.org/10.3390/nu11061252
https://doi.org/10.1007/s40005-016-0259-7
https://doi.org/10.1016/j.lwt.2017.01.041
https://doi.org/10.1016/j.lwt.2017.01.041
https://doi.org/10.1016/j.meatsci.2008.03.011
https://doi.org/10.1016/j.meatsci.2008.03.011


 Probiotics and Antimicrobial Proteins

acidophilus and Bifidobacterium spp. Immunol Cell Biol 78:80–
88. https:// doi. org/ 10. 1046/j. 1440- 1711. 2000. 00886.x

 117. Kim EJ, Kang YI, Bang T Il et al (2016) Characterization of 
Lactobacillus reuteri BCLR-42 and Lactobacillus plantarum 
BCLP-51 as novel dog probiotics with innate immune enhanc-
ing properties. Korean J Vet Res 56:75–84. https:// doi. org/ 10. 
14405/ kjvr. 2016. 56.2. 75

 118. Vera-Pingitore E, Jimenez ME, Dallagnol A et al (2016) Screen-
ing and characterization of potential probiotic and starter bacte-
ria for plant fermentations. LWT Food Sci Technol 71:288–294. 
https:// doi. org/ 10. 1016/j. lwt. 2016. 03. 046

 119. Ruiz-Moyano S, Gonçalves dos Santos MTP, Galván AI et al 
(2019) Screening of autochthonous lactic acid bacteria strains 
from artisanal soft cheese: probiotic characteristics and prebi-
otic metabolism. LWT 114:108388. https:// doi. org/ 10. 1016/j. lwt. 
2019. 108388

 120. Lee J, Yang W, Hostetler A et al (2016) Characterization of the 
anti-inflammatory Lactobacillus reuteri BM36301 and its pro-
biotic benefits on aged mice. BMC Microbiol 16:69. https:// doi. 
org/ 10. 1186/ s12866- 016- 0686-7

 121. Song M, Yun B, Moon J-H et al (2015) Characterization of 
selected Lactobacillus strains for use as probiotics. Korean J 
Food Sci Anim Resour 35:551–556. https:// doi. org/ 10. 5851/ 
kosfa. 2015. 35.4. 551

 122. Sanz Y (2007) Ecological and functional implications of the 
acid-adaptation ability of Bifidobacterium: a way of selecting 
improved probiotic strains. Int Dairy J 17:1284–1289. https:// 
doi. org/ 10. 1016/j. idair yj. 2007. 01. 016

 123. Rabah H, Ménard O, Gaucher F et al (2018) Cheese matrix pro-
tects the immunomodulatory surface protein SlpB of Propioni-
bacterium freudenreichii during in vitro digestion. Food Res Int 
106:712–721. https:// doi. org/ 10. 1016/j. foodr es. 2018. 01. 035

 124. Minekus M, Alminger M, Alvito P et al (2014) A standardised 
static in vitro digestion method suitable for food – an interna-
tional consensus. Food Funct 5:1113–1124. https:// doi. org/ 10. 
1039/ C3FO6 0702J

 125. Ménard O, Cattenoz T, Guillemin H et al (2014) Validation of a new 
in vitro dynamic system to simulate infant digestion. Food Chem 
145:1039–1045. https:// doi. org/ 10. 1016/j. foodc hem. 2013. 09. 036

 126. da Silva TF, de Glória R, A, de Sousa TJ et al (2023) Comprehen-
sive probiogenomics analysis of the commensal Escherichia coli 
CEC15 as a potential probiotic strain. BMC Microbiol 23:364. 
https:// doi. org/ 10. 1186/ s12866- 023- 03112-4

 127. Brodkorb A, Egger L, Alminger M et al (2019) INFOGEST static 
in vitro simulation of gastrointestinal food digestion. Nat Protoc 
14:991–1014. https:// doi. org/ 10. 1038/ s41596- 018- 0119-1

 128. Abuhelwa AY, Williams DB, Upton RN, Foster DJR (2017) 
Food, gastrointestinal pH, and models of oral drug absorption. 
Eur J Pharm Biopharm 112:234–248. https:// doi. org/ 10. 1016/j. 
ejpb. 2016. 11. 034

 129. Jia W, Xie G, Jia W (2018) Bile acid–microbiota crosstalk in gastro-
intestinal inflammation and carcinogenesis. Nat Rev Gastroenterol 
Hepatol 15:111–128. https:// doi. org/ 10. 1038/ nrgas tro. 2017. 119

 130. Prete R, Long SL, Gallardo AL et al (2020) Beneficial bile acid 
metabolism from Lactobacillus plantarum of food origin. Sci Rep 
10:1165. https:// doi. org/ 10. 1038/ s41598- 020- 58069-5

 131. Bustos AY, Font de Valdez G, Fadda S, Taranto MP (2018) New 
insights into bacterial bile resistance mechanisms: the role of 
bile salt hydrolase and its impact on human health. Food Res Int 
112:250–262. https:// doi. org/ 10. 1016/j. foodr es. 2018. 06. 035

 132. Sung JY, Shaffer EA, Costerton JW (1993) Antibacterial activ-
ity of bile salts against common biliary pathogens. Dig Dis Sci 
38:2104–2112. https:// doi. org/ 10. 1007/ BF012 97092

 133. Floch MH, Binder HJ, Filburn B, Gershengoren W (1972) The 
effect of bile acids on intestinal microflora. Am J Clin Nutr 
25:1418–1426. https:// doi. org/ 10. 1093/ ajcn/ 25. 12. 1418

 134. Corzo G, Gilliland SE (1999) Bile salt hydrolase activity of three 
strains of Lactobacillus acidophilus. J Dairy Sci 82:472–480. 
https:// doi. org/ 10. 3168/ jds. S0022- 0302(99) 75256-2

 135. Klaver FA, van der Meer R (1993) The assumed assimilation 
of cholesterol by Lactobacilli and Bifidobacterium bifidum 
is due to their bile salt-deconjugating activity. Appl Environ 
Microbiol 59:1120–1124. https:// doi. org/ 10. 1128/ aem. 59.4. 
1120- 1124. 1993

 136. Kishida T, Taguchi F, Feng L et al (1997) Analysis of bile 
acids in colon residual liquid or fecal material in patients with 
colorectal neoplasia and control subjects. J Gastroenterol 
32:306–311. https:// doi. org/ 10. 1007/ BF029 34485

 137. Bin Masalam MS, Bahieldin A, Alharbi MG et al (2018) Iso-
lation, molecular characterization and probiotic potential of 
lactic acid bacteria in Saudi raw and fermented milk. Evidence-
Based Complementary and Alternative Medicine 2018:1–12. 
https:// doi. org/ 10. 1155/ 2018/ 79704 63

 138. Begley M, Hill C, Gahan CGM (2006) Bile salt hydrolase 
activity in probiotics. Appl Environ Microbiol 72:1729–1738. 
https:// doi. org/ 10. 1128/ AEM. 72.3. 1729- 1738. 2006

 139. Horáčková Š, Plocková M, Demnerová K (2018) Importance 
of microbial defence systems to bile salts and mechanisms of 
serum cholesterol reduction. Biotechnol Adv 36:682–690. 
https:// doi. org/ 10. 1016/j. biote chadv. 2017. 12. 005

 140. Liong MT, Shah NP (2005) Acid and bile tolerance and cho-
lesterol removal ability of lactobacilli strains. J Dairy Sci 
88:55–66. https:// doi. org/ 10. 3168/ jds. S0022- 0302(05) 72662-X

 141. Saravanan C, Gopu V, Shetty PH (2015) Diversity and func-
tional characterization of microflora isolated from traditional 
fermented food idli. J Food Sci Technol 52:7425–7432. https:// 
doi. org/ 10. 1007/ s13197- 015- 1791-6

 142. Kumari A, Angmo K, Monika BTC (2016) Probiotic attrib-
utes of indigenous Lactobacillus spp. isolated from traditional 
fermented foods and beverages of north-western Himalayas 
using in vitro screening and principal component analysis. 
J Food Sci Technol 53:2463–2475. https:// doi. org/ 10. 1007/ 
s13197- 016- 2231-y

 143. Awasti N, Tomar SK, Pophaly SD et al (2016) Probiotic and 
functional characterization of bifidobacteria of Indian human ori-
gin. J Appl Microbiol 120:1021–1032. https:// doi. org/ 10. 1111/ 
jam. 13086

 144. Lee Y-K, Salminen S (1995) The coming of age of probiotics. 
Trends Food Sci Technol 6:241–245. https:// doi. org/ 10. 1016/ 
S0924- 2244(00) 89085-8

 145. Saxelin M (1997) Lactobacillus GG—a human probiotic strain 
with thorough clinical documentation. Food Rev Intl 13:293–
313. https:// doi. org/ 10. 1080/ 87559 12970 95411 07

 146. Ouwehand AC, Isolauri E, Kirjavainen PV, Salminen SJ (1999) 
Adhesion of four Bifidobacterium strains to human intestinal mucus 
from subjects in different age groups. FEMS Microbiol Lett 172:61–
64. https:// doi. org/ 10. 1111/j. 1574- 6968. 1999. tb134 50.x

 147. Haddaji N, Mahdhi AK, Krifi B et al (2015) Change in cell sur-
face properties of Lactobacillus casei under heat shock treat-
ment. FEMS Microbiol Lett 362:. https:// doi. org/ 10. 1093/ femsle/ 
fnv047

 148. Van Tassell ML, Miller MJ (2011) Lactobacillus adhesion to 
mucus. Nutrients 3:613–636. https:// doi. org/ 10. 3390/ nu305 0613

 149. Piepenbrink KH, Sundberg EJ (2016) Motility and adhesion 
through type IV pili in Gram-positive bacteria. Biochem Soc 
Trans 44:1659–1666. https:// doi. org/ 10. 1042/ BST20 160221

 150. Hymes JP, Johnson BR, Barrangou R, Klaenhammer TR (2016) 
Functional analysis of an S-layer-associated fibronectin-binding 
protein in Lactobacillus acidophilus NCFM. Appl Environ 
Microbiol 82:2676–2685. https:// doi. org/ 10. 1128/ AEM. 00024- 16

 151. Rahbar Saadat Y, Yari Khosroushahi A, Pourghassem Gargari B 
(2019) A comprehensive review of anticancer, immunomodulatory 

https://doi.org/10.1046/j.1440-1711.2000.00886.x
https://doi.org/10.14405/kjvr.2016.56.2.75
https://doi.org/10.14405/kjvr.2016.56.2.75
https://doi.org/10.1016/j.lwt.2016.03.046
https://doi.org/10.1016/j.lwt.2019.108388
https://doi.org/10.1016/j.lwt.2019.108388
https://doi.org/10.1186/s12866-016-0686-7
https://doi.org/10.1186/s12866-016-0686-7
https://doi.org/10.5851/kosfa.2015.35.4.551
https://doi.org/10.5851/kosfa.2015.35.4.551
https://doi.org/10.1016/j.idairyj.2007.01.016
https://doi.org/10.1016/j.idairyj.2007.01.016
https://doi.org/10.1016/j.foodres.2018.01.035
https://doi.org/10.1039/C3FO60702J
https://doi.org/10.1039/C3FO60702J
https://doi.org/10.1016/j.foodchem.2013.09.036
https://doi.org/10.1186/s12866-023-03112-4
https://doi.org/10.1038/s41596-018-0119-1
https://doi.org/10.1016/j.ejpb.2016.11.034
https://doi.org/10.1016/j.ejpb.2016.11.034
https://doi.org/10.1038/nrgastro.2017.119
https://doi.org/10.1038/s41598-020-58069-5
https://doi.org/10.1016/j.foodres.2018.06.035
https://doi.org/10.1007/BF01297092
https://doi.org/10.1093/ajcn/25.12.1418
https://doi.org/10.3168/jds.S0022-0302(99)75256-2
https://doi.org/10.1128/aem.59.4.1120-1124.1993
https://doi.org/10.1128/aem.59.4.1120-1124.1993
https://doi.org/10.1007/BF02934485
https://doi.org/10.1155/2018/7970463
https://doi.org/10.1128/AEM.72.3.1729-1738.2006
https://doi.org/10.1016/j.biotechadv.2017.12.005
https://doi.org/10.3168/jds.S0022-0302(05)72662-X
https://doi.org/10.1007/s13197-015-1791-6
https://doi.org/10.1007/s13197-015-1791-6
https://doi.org/10.1007/s13197-016-2231-y
https://doi.org/10.1007/s13197-016-2231-y
https://doi.org/10.1111/jam.13086
https://doi.org/10.1111/jam.13086
https://doi.org/10.1016/S0924-2244(00)89085-8
https://doi.org/10.1016/S0924-2244(00)89085-8
https://doi.org/10.1080/87559129709541107
https://doi.org/10.1111/j.1574-6968.1999.tb13450.x
https://doi.org/10.1093/femsle/fnv047
https://doi.org/10.1093/femsle/fnv047
https://doi.org/10.3390/nu3050613
https://doi.org/10.1042/BST20160221
https://doi.org/10.1128/AEM.00024-16


Probiotics and Antimicrobial Proteins 

and health beneficial effects of the lactic acid bacteria exopolysac-
charides. Carbohydr Polym 217:79–89. https:// doi. org/ 10. 1016/j. 
carbp ol. 2019. 04. 025

 152. Ayyash MM, Abdalla AK, AlKalbani NS et al (2021) Charac-
terization of new probiotics from dairy and nondairy products—
insights into acid tolerance, bile metabolism and tolerance, and 
adhesion capability. J Dairy Sci 104:8363–8379. https:// doi. org/ 
10. 3168/ jds. 2021- 20398

 153. Papadimitriou K, Zoumpopoulou G, FolignÃ© B et al (2015) 
Discovering probiotic microorganisms: in vitro, in vivo, genetic 
and omics approaches. Front Microbiol 6:. https:// doi. org/ 10. 
3389/ fmicb. 2015. 00058

 154. Reid G, Burton J (2002) Use of Lactobacillus to prevent infection 
by pathogenic bacteria. Microbes Infect 4:319–324. https:// doi. 
org/ 10. 1016/ S1286- 4579(02) 01544-7

 155. Collins JW, La Ragione RM, Woodward MJ, Searle LEJ (2009) 
Application of prebiotics and probiotics in livestock. Prebiotics 
and probiotics science and technology. Springer, New York, New 
York, NY, pp 1123–1192

 156. Aroutcheva A, Gariti D, Simon M et al (2001) Defense factors of 
vaginal lactobacilli. Am J Obstet Gynecol 185:375–379. https:// 
doi. org/ 10. 1067/ mob. 2001. 115867

 157. Lindgren SE, Dobrogosz WJ (1990) Antagonistic activities of 
lactic acid bacteria in food and feed fermentations. FEMS Micro-
biol Lett 87:149–164. https:// doi. org/ 10. 1111/j. 1574- 6968. 1990. 
tb048 85.x

 158. Dicks LMT, Heunis TDJ, van Staden DA et al (2011) Medical 
and personal care applications of bacteriocins produced by lactic 
acid bacteria. Prokaryotic antimicrobial peptides. Springer, New 
York, New York, NY, pp 391–421

 159. Rea MC, Ross RP, Cotter PD, Hill C (2011) Classification of bac-
teriocins from gram-positive bacteria. Prokaryotic antimicrobial 
peptides. Springer, New York, New York, NY, pp 29–53

 160. Haller D, Blum S, Bode C et al (2000) Activation of human 
peripheral blood mononuclear cells by nonpathogenic bacteria 
in vitro: evidence of NK Cells as primary targets. Infect Immun 
68:752–759. https:// doi. org/ 10. 1128/ IAI. 68.2. 752- 759. 2000

 161. Aattouri N, Lemonnier D (1997) Production of interferon 
induced by Streptococcus thermophilus: role of CD4+ and 
CD8+ lymphocytes. J Nutr Biochem 8:25–31. https:// doi. org/ 
10. 1016/ S0955- 2863(96) 00147-7

 162. Cross M, Mortensen R, Kudsk J, Gill H (2002) Dietary intake of 
Lactobacillus rhamnosus HN001 enhances production of both 
Th1 and Th2 cytokines in antigen-primed mice. Med Microbiol 
Immunol 191:49–53. https:// doi. org/ 10. 1007/ s00430- 002- 0112-7

 163. Cross ML, Stevenson LM, Gill HS (2001) Anti-allergy properties 
of fermented foods: an important immunoregulatory mechanism 
of lactic acid bacteria? Int Immunopharmacol 1:891–901. https:// 
doi. org/ 10. 1016/ S1567- 5769(01) 00025-X

 164. Johansson MA, Björkander S, Mata Forsberg M et al (2016) 
Probiotic lactobacilli modulate Staphylococcus aureus-induced 
activation of conventional and unconventional T cells and NK 
cells. Front Immunol 7:. https:// doi. org/ 10. 3389/ fimmu. 2016. 
00273

 165. Rizzello V, Bonaccorsi I, Dongarrà ML et al (2011) Role of natu-
ral killer and dendritic cell crosstalk in immunomodulation by 
commensal bacteria probiotics. J Biomed Biotechnol 2011:1–10. 
https:// doi. org/ 10. 1155/ 2011/ 473097

 166. Sagheddu V, Uggeri F, Belogi L et al (2020) The biotherapeutic 
potential of Lactobacillus reuteri characterized using a target-
specific selection process. Front Microbiol 11:. https:// doi. org/ 
10. 3389/ fmicb. 2020. 00532

 167. Luerce TD, Gomes-Santos AC, Rocha CS et al (2014) Anti-
inflammatory effects of Lactococcus lactis NCDO 2118 during 
the remission period of chemically induced colitis. Gut Pathog 
6:33. https:// doi. org/ 10. 1186/ 1757- 4749-6- 33

 168. Li S-C, Hsu W-F, Chang J-S, Shih C-K (2019) Combination 
of Lactobacillus acidophilus and Bifidobacterium animalis 
subsp. lactis shows a stronger anti-inflammatory effect than 
individual strains in HT-29 cells. Nutrients 11:969. https:// doi. 
org/ 10. 3390/ nu110 50969

 169. Anderson RC, Cookson AL, McNabb WC et al (2010) Lactoba-
cillus plantarum MB452 enhances the function of the intestinal 
barrier by increasing the expression levels of genes involved in 
tight junction formation. BMC Microbiol 10:316. https:// doi. 
org/ 10. 1186/ 1471- 2180- 10- 316

 170. Qin H-L (2005) Effect of Lactobacillus on the gut microflora 
and barrier function of the rats with abdominal infection. 
World J Gastroenterol 11:2591. https:// doi. org/ 10. 3748/ wjg. 
v11. i17. 2591

 171. Karczewski J, Troost FJ, Konings I et al (2010) Regulation of 
human epithelial tight junction proteins by Lactobacillus plan-
tarum in vivo and protective effects on the epithelial barrier. 
American Journal of Physiology-Gastrointestinal and Liver 
Physiology 298:G851–G859. https:// doi. org/ 10. 1152/ ajpgi. 
00327. 2009

 172. Blackwood BP, Yuan CY, Wood DR et al (2017) Probiotic Lac-
tobacillus species strengthen intestinal barrier function and tight 
junction integrity in experimental necrotizing enterocolitis. J Pro-
biotics Health 5:. https:// doi. org/ 10. 4172/ 2329- 8901. 10001 59

 173. Zyrek AA, Cichon C, Helms S et al (2007) Molecular mecha-
nisms underlying the probiotic effects of Escherichia coli Nissle 
1917 involve ZO-2 and PKC? Redistribution resulting in tight 
junction and epithelial barrier repair. Cell Microbiol 9:804–816. 
https:// doi. org/ 10. 1111/j. 1462- 5822. 2006. 00836.x

 174. Barnett A, Roy N, Cookson A, McNabb W (2018) Metabolism 
of caprine milk carbohydrates by probiotic bacteria and Caco-
2:HT29–MTX epithelial co-cultures and their impact on intesti-
nal barrier integrity. Nutrients 10:949. https:// doi. org/ 10. 3390/ 
nu100 70949

 175. Mack DR, Ahrne S, Hyde L et al (2003) Extracellular MUC3 
mucin secretion follows adherence of Lactobacillus strains to 
intestinal epithelial cells in vitro. Gut 52:827–833. https:// doi. 
org/ 10. 1136/ gut. 52.6. 827

 176. Rijkers GT, Bengmark S, Enck P et al (2010) Guidance for sub-
stantiating the evidence for beneficial effects of probiotics: cur-
rent status and recommendations for future research1–3. J Nutr 
140:671S-676S. https:// doi. org/ 10. 3945/ jn. 109. 113779

 177. Leist M, Hartung T (2013) Inflammatory findings on species 
extrapolations: humans are definitely no 70-kg mice. Arch Toxi-
col 87:563–567. https:// doi. org/ 10. 1007/ s00204- 013- 1038-0

 178. Seok J, Warren HS, Cuenca AG et al (2013) Genomic responses 
in mouse models poorly mimic human inflammatory diseases. 
Proc Natl Acad Sci 110:3507–3512. https:// doi. org/ 10. 1073/ 
pnas. 12228 78110

 179. Knight A (2007) Animal experiments scrutinised: systematic 
reviews demonstrate poor human clinical and toxicological 
utility. ALTEX 24:320–325. https:// doi. org/ 10. 14573/ altex. 
2007.4. 320

 180. European Commission workshop (2010) Are mice relevant mod-
els for human disease? London

 181. Baker DG (1998) Natural pathogens of laboratory mice, rats, 
and rabbits and their effects on research. Clin Microbiol Rev 
11:231–266. https:// doi. org/ 10. 1128/ CMR. 11.2. 231

 182. Pan X, Yang Y, Zhang J-R (2014) Molecular basis of host speci-
ficity in human pathogenic bacteria. Emerg Microbes Infect 
3:1–10. https:// doi. org/ 10. 1038/ emi. 2014. 23

 183. MacArthur Clark J (2018) The 3Rs in research: a contemporary 
approach to replacement, reduction and refinement. Br J Nutr 
120:S1–S7. https:// doi. org/ 10. 1017/ S0007 11451 70022 27

 184. Russell WMS, Burch RL (1959) The principles of humane exper-
imental technique, 1st edn. Methuen, London

https://doi.org/10.1016/j.carbpol.2019.04.025
https://doi.org/10.1016/j.carbpol.2019.04.025
https://doi.org/10.3168/jds.2021-20398
https://doi.org/10.3168/jds.2021-20398
https://doi.org/10.3389/fmicb.2015.00058
https://doi.org/10.3389/fmicb.2015.00058
https://doi.org/10.1016/S1286-4579(02)01544-7
https://doi.org/10.1016/S1286-4579(02)01544-7
https://doi.org/10.1067/mob.2001.115867
https://doi.org/10.1067/mob.2001.115867
https://doi.org/10.1111/j.1574-6968.1990.tb04885.x
https://doi.org/10.1111/j.1574-6968.1990.tb04885.x
https://doi.org/10.1128/IAI.68.2.752-759.2000
https://doi.org/10.1016/S0955-2863(96)00147-7
https://doi.org/10.1016/S0955-2863(96)00147-7
https://doi.org/10.1007/s00430-002-0112-7
https://doi.org/10.1016/S1567-5769(01)00025-X
https://doi.org/10.1016/S1567-5769(01)00025-X
https://doi.org/10.3389/fimmu.2016.00273
https://doi.org/10.3389/fimmu.2016.00273
https://doi.org/10.1155/2011/473097
https://doi.org/10.3389/fmicb.2020.00532
https://doi.org/10.3389/fmicb.2020.00532
https://doi.org/10.1186/1757-4749-6-33
https://doi.org/10.3390/nu11050969
https://doi.org/10.3390/nu11050969
https://doi.org/10.1186/1471-2180-10-316
https://doi.org/10.1186/1471-2180-10-316
https://doi.org/10.3748/wjg.v11.i17.2591
https://doi.org/10.3748/wjg.v11.i17.2591
https://doi.org/10.1152/ajpgi.00327.2009
https://doi.org/10.1152/ajpgi.00327.2009
https://doi.org/10.4172/2329-8901.1000159
https://doi.org/10.1111/j.1462-5822.2006.00836.x
https://doi.org/10.3390/nu10070949
https://doi.org/10.3390/nu10070949
https://doi.org/10.1136/gut.52.6.827
https://doi.org/10.1136/gut.52.6.827
https://doi.org/10.3945/jn.109.113779
https://doi.org/10.1007/s00204-013-1038-0
https://doi.org/10.1073/pnas.1222878110
https://doi.org/10.1073/pnas.1222878110
https://doi.org/10.14573/altex.2007.4.320
https://doi.org/10.14573/altex.2007.4.320
https://doi.org/10.1128/CMR.11.2.231
https://doi.org/10.1038/emi.2014.23
https://doi.org/10.1017/S0007114517002227


 Probiotics and Antimicrobial Proteins

 185. Fenwick N, Griffin G, Gauthier C (2009) The welfare of animals 
used in science: how the “Three Rs” ethic guides improvements. 
Can Vet J 50:523–530

 186. Ishibashi N, Yamazaki S (2001) Probiotics and safety. Am J Clin 
Nutr 73:465s–470s. https:// doi. org/ 10. 1093/ ajcn/ 73.2. 465s

 187. Rousseau CF, Desvignes C, Kling F et al (2020) Microbiome 
product toxicology: regulatory view on translational challenges. 
Regulatory toxicology. Springer, Berlin Heidelberg, Berlin, Hei-
delberg, pp 1–29

 188. Heinritz SN, Mosenthin R, Weiss E (2013) Use of pigs as 
a potential model for research into dietary modulation of the 
human gut microbiota. Nutr Res Rev 26:191–209. https:// doi. 
org/ 10. 1017/ S0954 42241 30001 52

 189. Isa K, Oka K, Beauchamp N et al (2016) Safety assessment of the 
Clostridium butyricum MIYAIRI 588 ® probiotic strain including 
evaluation of antimicrobial sensitivity and presence of Clostridium 
toxin genes in vitro and teratogenicity in vivo. Hum Exp Toxicol 
35:818–832. https:// doi. org/ 10. 1177/ 09603 27115 607372

 190. Endres JR, Clewell A, Jade KA et al (2009) Safety assessment 
of a proprietary preparation of a novel probiotic, Bacillus coagu-
lans, as a food ingredient. Food Chem Toxicol 47:1231–1238. 
https:// doi. org/ 10. 1016/j. fct. 2009. 02. 018

 191. Liong M-T (2008) Safety of probiotics: translocation and infec-
tion. Nutr Rev 66:192–202. https:// doi. org/ 10. 1111/j. 1753- 
4887. 2008. 00024.x

 192. Pogačar MŠ, Mičetić-Turk D, Fijan S (2022) Probiotics: current 
regulatory aspects of probiotics for use in different disease condi-
tions. In: Probiotics in the prevention and management of human 
diseases. Elsevier, pp 465–499

 193. Tompkins TA, Hagen KE, Wallace TD, Fillion-Forté V (2008) Safety 
evaluation of two bacterial strains used in asian probiotic products. 
Can J Microbiol 54:391–400. https:// doi. org/ 10. 1139/ W08- 022

 194. Shreiner AB, Kao JY, Young VB (2015) The gut microbiome in 
health and in disease. Curr Opin Gastroenterol 31:69–75. https:// 
doi. org/ 10. 1097/ MOG. 00000 00000 000139

 195. Lane ER, Zisman T, Suskind D (2017) The microbiota in 
inflammatory bowel disease: current and therapeutic insights. J 
Inflamm Res 10:63–73. https:// doi. org/ 10. 2147/ JIR. S1160 88

 196. Wu H-J, Wu E (2012) The role of gut microbiota in immune 
homeostasis and autoimmunity. Gut Microbes 3:4–14. https:// 
doi. org/ 10. 4161/ gmic. 19320

 197. Rohr M, Narasimhulu CA, Sharma D et al (2018) Inflammatory 
diseases of the gut. J Med Food 21:113–126. https:// doi. org/ 10. 
1089/ jmf. 2017. 0138

 198. van Vliet MJ, Harmsen HJM, de Bont ESJM, Tissing WJE (2010) 
The role of intestinal microbiota in the development and severity 
of chemotherapy-induced mucositis. PLoS Pathog 6:e1000879. 
https:// doi. org/ 10. 1371/ journ al. ppat. 10008 79

 199. Nemati S, Teimourian S (2017) An overview of inflammatory 
bowel disease: general consideration and genetic screening 
approach in diagnosis of early onset subsets. Middle East J Dig 
Dis 9:69–80. https:// doi. org/ 10. 15171/ mejdd. 2017. 54

 200. Ungaro R, Mehandru S, Allen PB et al (2017) Ulcerative coli-
tis. The Lancet 389:1756–1770. https:// doi. org/ 10. 1016/ S0140- 
6736(16) 32126-2

 201. Ha F, Khalil H (2015) Crohn’s disease: a clinical update. Therap Adv 
Gastroenterol 8:352–359. https:// doi. org/ 10. 1177/ 17562 83X15 592585

 202. Loddo I, Romano C (2015) Inflammatory bowel disease: genet-
ics, epigenetics, and pathogenesis. Front Immunol 6:. https:// doi. 
org/ 10. 3389/ fimmu. 2015. 00551

 203. Shokrani M (2012) Inflammatory bowel disease: diagnosis and 
research trends: the clinical lab is playing an increasingly impor-
tant role. MLO Med Lab Obs 44:8, 10, 12; quiz 14

 204. Fakhoury M, Al-Salami H, Negrulj R, Mooranian A (2014) 
Inflammatory bowel disease: clinical aspects and treatments. J 
Inflamm Res 113. https:// doi. org/ 10. 2147/ JIR. S65979

 205. Sartor RB (1997) Pathogenesis and immune mechanisms of 
chronic inflammatory bowel diseases. Am J Gastroenterol 
92:5S-11S

 206. Thoreson R, Cullen JJ (2007) Pathophysiology of inflammatory 
bowel disease: an overview. Surg Clin North Am 87:575–585. 
https:// doi. org/ 10. 1016/j. suc. 2007. 03. 001

 207. Hemarajata P, Versalovic J (2013) Effects of probiotics on gut 
microbiota: mechanisms of intestinal immunomodulation and 
neuromodulation. Therap Adv Gastroenterol 6:39–51. https:// 
doi. org/ 10. 1177/ 17562 83X12 459294

 208. Fedorak RN, Feagan BG, Hotte N et al (2015) The probiotic 
VSL#3 has anti-inflammatory effects and could reduce endo-
scopic recurrence after surgery for Crohn’s disease. Clin Gas-
troenterol Hepatol 13:928-935.e2. https:// doi. org/ 10. 1016/j. cgh. 
2014. 10. 031

 209. Bibiloni R, Fedorak RN, Tannock GW et al (2005) VSL#3 probi-
otic-mixture induces remission in patients with active ulcerative 
colitis. Am J Gastroenterol 100:1539–1546. https:// doi. org/ 10. 
1111/j. 1572- 0241. 2005. 41794.x

 210. Sniffen JC, McFarland LV, Evans CT, Goldstein EJC (2018) 
Choosing an appropriate probiotic product for your patient: an 
evidence-based practical guide. PLoS ONE 13:e0209205. https:// 
doi. org/ 10. 1371/ journ al. pone. 02092 05

 211. Gupta P, Andrew H, Kirschner BS, Guandalini S (2000) Is 
Lactobacillus GG helpful in children with Crohn’s disease? 
Results of a preliminary, open-label study. J Pediatr Gastro-
enterol Nutr 31:453–457. https:// doi. org/ 10. 1097/ 00005 176- 
20001 0000- 00024

 212. Hegazy SK (2010) Effect of probiotics on pro-inflammatory 
cytokines and NF-κB activation in ulcerative colitis. World J 
Gastroenterol 16:4145. https:// doi. org/ 10. 3748/ wjg. v16. i33. 4145

 213. Astó E, Méndez I, Audivert S et al (2019) The efficacy of pro-
biotics, prebiotic inulin-type fructans, and synbiotics in human 
ulcerative colitis: a systematic review and meta-analysis. Nutri-
ents 11:293. https:// doi. org/ 10. 3390/ nu110 20293

 214. Santos Rocha C, Gomes-Santos AC, Garcias Moreira T et al 
(2014) Local and systemic immune mechanisms underlying 
the anti-colitis effects of the dairy bacterium Lactobacillus del-
brueckii. PLoS ONE 9:e85923. https:// doi. org/ 10. 1371/ journ al. 
pone. 00859 23

 215. Plé C, Breton J, Richoux R et al (2016) Combining selected 
immunomodulatory Propionibacterium freudenreichii and Lac-
tobacillus delbrueckii strains: reverse engineering development 
of an anti-inflammatory cheese. Mol Nutr Food Res 60:935–948. 
https:// doi. org/ 10. 1002/ mnfr. 20150 0580

 216. Ma S, Yeom J, Lim Y-H (2020) Dairy Propionibacterium 
freudenreichii ameliorates acute colitis by stimulating MUC2 
expression in intestinal goblet cell in a DSS-induced coli-
tis rat model. Sci Rep 10:5523. https:// doi. org/ 10. 1038/ 
s41598- 020- 62497-8

 217. Jang S-E, Jeong J-J, Kim J-K et al (2018) Simultaneous amelio-
ratation of colitis and liver injury in mice by Bifidobacterium 
longum LC67 and Lactobacillus plantarum LC27. Sci Rep 
8:7500. https:// doi. org/ 10. 1038/ s41598- 018- 25775-0

 218. Chen X, Fu Y, Wang L et al (2019) Bifidobacterium longum and 
VSL#3® amelioration of TNBS-induced colitis associated with 
reduced HMGB1 and epithelial barrier impairment. Dev Comp 
Immunol 92:77–86. https:// doi. org/ 10. 1016/j. dci. 2018. 09. 006

 219. Sonis ST (2004) The pathobiology of mucositis. Nat Rev Cancer 
4:277–284. https:// doi. org/ 10. 1038/ nrc13 18

 220. Li H-L, Lu L, Wang X-S et al (2017) Alteration of gut microbiota 
and inflammatory cytokine/chemokine profiles in 5-fluoroura-
cil induced intestinal mucositis. Front Cell Infect Microbiol 7:. 
https:// doi. org/ 10. 3389/ fcimb. 2017. 00455

 221. Chang C-T, Ho T-Y, Lin H et al (2012) 5-Fluorouracil induced 
intestinal mucositis via nuclear factor-κB activation by 

https://doi.org/10.1093/ajcn/73.2.465s
https://doi.org/10.1017/S0954422413000152
https://doi.org/10.1017/S0954422413000152
https://doi.org/10.1177/0960327115607372
https://doi.org/10.1016/j.fct.2009.02.018
https://doi.org/10.1111/j.1753-4887.2008.00024.x
https://doi.org/10.1111/j.1753-4887.2008.00024.x
https://doi.org/10.1139/W08-022
https://doi.org/10.1097/MOG.0000000000000139
https://doi.org/10.1097/MOG.0000000000000139
https://doi.org/10.2147/JIR.S116088
https://doi.org/10.4161/gmic.19320
https://doi.org/10.4161/gmic.19320
https://doi.org/10.1089/jmf.2017.0138
https://doi.org/10.1089/jmf.2017.0138
https://doi.org/10.1371/journal.ppat.1000879
https://doi.org/10.15171/mejdd.2017.54
https://doi.org/10.1016/S0140-6736(16)32126-2
https://doi.org/10.1016/S0140-6736(16)32126-2
https://doi.org/10.1177/1756283X15592585
https://doi.org/10.3389/fimmu.2015.00551
https://doi.org/10.3389/fimmu.2015.00551
https://doi.org/10.2147/JIR.S65979
https://doi.org/10.1016/j.suc.2007.03.001
https://doi.org/10.1177/1756283X12459294
https://doi.org/10.1177/1756283X12459294
https://doi.org/10.1016/j.cgh.2014.10.031
https://doi.org/10.1016/j.cgh.2014.10.031
https://doi.org/10.1111/j.1572-0241.2005.41794.x
https://doi.org/10.1111/j.1572-0241.2005.41794.x
https://doi.org/10.1371/journal.pone.0209205
https://doi.org/10.1371/journal.pone.0209205
https://doi.org/10.1097/00005176-200010000-00024
https://doi.org/10.1097/00005176-200010000-00024
https://doi.org/10.3748/wjg.v16.i33.4145
https://doi.org/10.3390/nu11020293
https://doi.org/10.1371/journal.pone.0085923
https://doi.org/10.1371/journal.pone.0085923
https://doi.org/10.1002/mnfr.201500580
https://doi.org/10.1038/s41598-020-62497-8
https://doi.org/10.1038/s41598-020-62497-8
https://doi.org/10.1038/s41598-018-25775-0
https://doi.org/10.1016/j.dci.2018.09.006
https://doi.org/10.1038/nrc1318
https://doi.org/10.3389/fcimb.2017.00455


Probiotics and Antimicrobial Proteins 

transcriptomic analysis and in vivo bioluminescence imaging. 
PLoS ONE 7:e31808. https:// doi. org/ 10. 1371/ journ al. pone. 
00318 08

 222. Batista VL, da Silva TF, de Jesus LCL et al (2020) Probiot-
ics, prebiotics, synbiotics, and paraprobiotics as a therapeutic 
alternative for intestinal mucositis. Front Microbiol 11:. https:// 
doi. org/ 10. 3389/ fmicb. 2020. 544490

 223. Cordeiro BF, Oliveira ER, da Silva SH et al (2018) Whey pro-
tein isolate-supplemented beverage, fermented by Lactobacil-
lus casei BL23 and Propionibacterium freudenreichii 138, in 
the prevention of mucositis in mice. Front Microbiol 9:. https:// 
doi. org/ 10. 3389/ fmicb. 2018. 02035

 224. Savassi B, Cordeiro BF, Silva SH et al (2021) Lyophilized 
symbiotic mitigates mucositis induced by 5-fluorouracil. Front 
Pharmacol 12:. https:// doi. org/ 10. 3389/ fphar. 2021. 755871

 225. Mi H, Dong Y, Zhang B et al (2017) Bifidobacterium Infantis 
ameliorates chemotherapy-induced intestinal mucositis via reg-
ulating T cell immunity in colorectal cancer rats. Cell Physiol 
Biochem 42:2330–2341. https:// doi. org/ 10. 1159/ 00048 0005

 226. Kato S, Hamouda N, Kano Y et al (2017) Probiotic Bifidobac-
terium bifidum G9–1 attenuates 5-fluorouracil-induced intesti-
nal mucositis in mice via suppression of dysbiosis-related sec-
ondary inflammatory responses. Clin Exp Pharmacol Physiol 
44:1017–1025. https:// doi. org/ 10. 1111/ 1440- 1681. 12792

 227. Justino PFC, Melo LFM, Nogueira AF et al (2015) Regulatory 
role of Lactobacillus acidophilus on inflammation and gastric 
dysmotility in intestinal mucositis induced by 5-fluorouracil in 
mice. Cancer Chemother Pharmacol 75:559–567. https:// doi. 
org/ 10. 1007/ s00280- 014- 2663-x

 228. Chang C-W, Liu C-Y, Lee H-C et al (2018) Lactobacillus 
casei variety rhamnosus probiotic preventively attenuates 
5-fluorouracil/oxaliplatin-induced intestinal injury in a syn-
geneic colorectal cancer model. Front Microbiol 9:. https:// 
doi. org/ 10. 3389/ fmicb. 2018. 00983

 229. Quaresma M, Damasceno S, Monteiro C et al (2020) Probiotic 
mixture containing Lactobacillus spp. and Bifidobacterium 
spp. attenuates 5-fluorouracil-induced intestinal mucositis 
in mice. Nutr Cancer 72:1355–1365. https:// doi. org/ 10. 1080/ 
01635 581. 2019. 16757 19

 230. Tang Y, Wu Y, Huang Z et al (2017) Administration of probi-
otic mixture DM#1 ameliorated 5-fluorouracil–induced intes-
tinal mucositis and dysbiosis in rats. Nutrition 33:96–104. 
https:// doi. org/ 10. 1016/j. nut. 2016. 05. 003

 231. De Jesus LCL, Drumond MM, de Carvalho A et al (2019) 
Protective effect of Lactobacillus delbrueckii subsp. Lactis 
CIDCA 133 in a model of 5 fluorouracil-induced intestinal 
mucositis. J Funct Foods 53:197–207. https:// doi. org/ 10. 
1016/j. jff. 2018. 12. 027

 232. Bastos RW, Pedroso SHSP, Vieira AT et al (2016) Saccharomy-
ces cerevisiae UFMG A-905 treatment reduces intestinal dam-
age in a murine model of irinotecan-induced mucositis. Benef 
Microbes 7:549–557. https:// doi. org/ 10. 3920/ BM2015. 0190

 233. Justino PFC, Franco AX, Pontier-Bres R et al (2020) Modulation 
of 5-fluorouracil activation of toll-like/MyD88/NF-κB/MAPK 
pathway by Saccharomyces boulardii CNCM I-745 probiotic. 
Cytokine 125:154791. https:// doi. org/ 10. 1016/j. cyto. 2019. 
154791

 234. Kim N, Yun M, Oh YJ, Choi H-J (2018) Mind-altering with the 
gut: modulation of the gut-brain axis with probiotics. J Microbiol 
56:172–182. https:// doi. org/ 10. 1007/ s12275- 018- 8032-4

 235. Knezevic J, Starchl C, Tmava Berisha A, Amrein K (2020) Thy-
roid-gut-axis: how does the microbiota influence thyroid function? 
Nutrients 12:1769. https:// doi. org/ 10. 3390/ nu120 61769

 236. López-Moreno A, Aguilera M (2020) Probiotics dietary sup-
plementation for modulating endocrine and fertility microbiota 
dysbiosis. Nutrients 12:757. https:// doi. org/ 10. 3390/ nu120 30757

 237. Hu S, Wang L, Jiang Z (2017) Dietary additive probiotics modu-
lation of the intestinal microbiota. Protein Pept Lett 24:382–387. 
https:// doi. org/ 10. 2174/ 09298 66524 66617 02231 43615

 238. Tsai Y-L, Lin T-L, Chang C-J et al (2019) Probiotics, prebiotics 
and amelioration of diseases. J Biomed Sci 26:3. https:// doi. org/ 
10. 1186/ s12929- 018- 0493-6

 239. Cristofori F, Indrio F, Miniello V et al (2018) Probiotics in celiac 
disease. Nutrients 10:1824. https:// doi. org/ 10. 3390/ nu101 21824

 240. do Carmo MS, Santos C itapary dos, Araújo MC et al 2018 Pro-
biotics, mechanisms of action, and clinical perspectives for diar-
rhea management in children Food Funct 9 5074 5095 https:// doi. 
org/ 10. 1039/ C8FO0 0376A

 241. Liu S, Liu H, Chen L et al (2020) Effect of probiotics on the 
intestinal microbiota of hemodialysis patients: a randomized 
trial. Eur J Nutr 59:3755–3766. https:// doi. org/ 10. 1007/ 
s00394- 020- 02207-2

 242. Vitellio P, Celano G, Bonfrate L et al (2019) Effects of Bifido-
bacterium longum and Lactobacillus rhamnosus on gut microbi-
ota in patients with lactose intolerance and persisting functional 
gastrointestinal symptoms: a randomised, double-blind, cross-
over study. Nutrients 11:. https:// doi. org/ 10. 3390/ nu110 40886

 243. Li H-Y, Gan R-Y, Shang A et al (2021) Plant-based foods and 
their bioactive compounds on fatty liver disease: effects, mecha-
nisms, and clinical application. Oxid Med Cell Longev 2021:1–
23. https:// doi. org/ 10. 1155/ 2021/ 66216 44

 244. Wu T-R, Lin C-S, Chang C-J et  al (2019) Gut commensal 
Parabacteroides goldsteinii plays a predominant role in the anti-
obesity effects of polysaccharides isolated from Hirsutella sinensis. 
Gut 68:248–262. https:// doi. org/ 10. 1136/ gutjnl- 2017- 315458

 245. Stewart CJ, Embleton ND, Marrs ECL et al (2016) Temporal 
bacterial and metabolic development of the preterm gut reveals 
specific signatures in health and disease. Microbiome 4:67. 
https:// doi. org/ 10. 1186/ s40168- 016- 0216-8

 246. Zou J, Chassaing B, Singh V et al (2018) Fiber-mediated nour-
ishment of gut microbiota protects against diet-induced obesity 
by restoring IL-22-mediated colonic health. Cell Host Microbe 
23:41-53.e4. https:// doi. org/ 10. 1016/j. chom. 2017. 11. 003

 247. Huang L, Thonusin C, Chattipakorn N, Chattipakorn SC (2021) 
Impacts of gut microbiota on gestational diabetes mellitus: a 
comprehensive review. Eur J Nutr 60:2343–2360. https:// doi. 
org/ 10. 1007/ s00394- 021- 02483-6

 248. Bellikci-Koyu E, Sarer-Yurekli BP, Karagozlu C et al (2022) 
Probiotic kefir consumption improves serum apolipoprotein A1 
levels in metabolic syndrome patients: a randomized controlled 
clinical trial. Nutr Res 102:59–70. https:// doi. org/ 10. 1016/j. 
nutres. 2022. 02. 006

 249. Barreto FM, Colado Simão AN, Morimoto HK et al (2014) 
Beneficial effects of Lactobacillus plantarum on glycemia and 
homocysteine levels in postmenopausal women with metabolic 
syndrome. Nutrition 30:939–942. https:// doi. org/ 10. 1016/j. nut. 
2013. 12. 004

 250. Kassaian N, Feizi A, Aminorroaya A, Amini M (2019) Probi-
otic and synbiotic supplementation could improve metabolic 
syndrome in prediabetic adults: a randomized controlled trial. 
Diabetes Metab Syndr 13:2991–2996. https:// doi. org/ 10. 1016/j. 
dsx. 2018. 07. 016

 251. Bordalo Tonucci L, Dos Santos KMO, De Luces Fortes Ferreira 
CL et al (2017) Gut microbiota and probiotics: focus on diabetes 
mellitus. Crit Rev Food Sci Nutr 57:2296-2309. https:// doi. org/ 
10. 1080/ 10408 398. 2014. 934438

 252. Bejar W, Hamden K, Ben Salah R, Chouayekh H (2013) Lacto-
bacillus plantarum TN627 significantly reduces complications 
of alloxan-induced diabetes in rats. Anaerobe 24:4–11. https:// 
doi. org/ 10. 1016/j. anaer obe. 2013. 08. 006

 253. Groele L, Szajewska H, Szypowska A (2017) Effects of Lac-
tobacillus rhamnosus GG and Bifidobacterium lactis Bb12 

https://doi.org/10.1371/journal.pone.0031808
https://doi.org/10.1371/journal.pone.0031808
https://doi.org/10.3389/fmicb.2020.544490
https://doi.org/10.3389/fmicb.2020.544490
https://doi.org/10.3389/fmicb.2018.02035
https://doi.org/10.3389/fmicb.2018.02035
https://doi.org/10.3389/fphar.2021.755871
https://doi.org/10.1159/000480005
https://doi.org/10.1111/1440-1681.12792
https://doi.org/10.1007/s00280-014-2663-x
https://doi.org/10.1007/s00280-014-2663-x
https://doi.org/10.3389/fmicb.2018.00983
https://doi.org/10.3389/fmicb.2018.00983
https://doi.org/10.1080/01635581.2019.1675719
https://doi.org/10.1080/01635581.2019.1675719
https://doi.org/10.1016/j.nut.2016.05.003
https://doi.org/10.1016/j.jff.2018.12.027
https://doi.org/10.1016/j.jff.2018.12.027
https://doi.org/10.3920/BM2015.0190
https://doi.org/10.1016/j.cyto.2019.154791
https://doi.org/10.1016/j.cyto.2019.154791
https://doi.org/10.1007/s12275-018-8032-4
https://doi.org/10.3390/nu12061769
https://doi.org/10.3390/nu12030757
https://doi.org/10.2174/0929866524666170223143615
https://doi.org/10.1186/s12929-018-0493-6
https://doi.org/10.1186/s12929-018-0493-6
https://doi.org/10.3390/nu10121824
https://doi.org/10.1039/C8FO00376A
https://doi.org/10.1039/C8FO00376A
https://doi.org/10.1007/s00394-020-02207-2
https://doi.org/10.1007/s00394-020-02207-2
https://doi.org/10.3390/nu11040886
https://doi.org/10.1155/2021/6621644
https://doi.org/10.1136/gutjnl-2017-315458
https://doi.org/10.1186/s40168-016-0216-8
https://doi.org/10.1016/j.chom.2017.11.003
https://doi.org/10.1007/s00394-021-02483-6
https://doi.org/10.1007/s00394-021-02483-6
https://doi.org/10.1016/j.nutres.2022.02.006
https://doi.org/10.1016/j.nutres.2022.02.006
https://doi.org/10.1016/j.nut.2013.12.004
https://doi.org/10.1016/j.nut.2013.12.004
https://doi.org/10.1016/j.dsx.2018.07.016
https://doi.org/10.1016/j.dsx.2018.07.016
https://doi.org/10.1080/10408398.2014.934438
https://doi.org/10.1080/10408398.2014.934438
https://doi.org/10.1016/j.anaerobe.2013.08.006
https://doi.org/10.1016/j.anaerobe.2013.08.006


 Probiotics and Antimicrobial Proteins

on beta-cell function in children with newly diagnosed type 1 
diabetes: protocol of a randomised controlled trial. BMJ Open 
7:e017178. https:// doi. org/ 10. 1136/ bmjop en- 2017- 017178

 254. Niibo M, Shirouchi B, Umegatani M et al (2019) Probiotic Lacto-
bacillus gasseri SBT2055 improves insulin secretion in a diabetic 
rat model. J Dairy Sci 102:997–1006. https:// doi. org/ 10. 3168/ jds. 
2018- 15203

 255. Kijmanawat A, Panburana P, Reutrakul S, Tangshewinsirikul C 
(2019) Effects of probiotic supplements on insulin resistance in 
gestational diabetes mellitus: a double-blind randomized con-
trolled trial. J Diabetes Investig 10:163–170. https:// doi. org/ 10. 
1111/ jdi. 12863

 256. Davidson SJ, Barrett HL, Price SA et al (2021) Probiotics for 
preventing gestational diabetes. Cochrane Database Syst Rev 
4:CD009951. https:// doi. org/ 10. 1002/ 14651 858. CD009 951. pub3

 257. Crovesy L, Ostrowski M, Ferreira DMTP et al (2017) Effect of 
Lactobacillus on body weight and body fat in overweight sub-
jects: a systematic review of randomized controlled clinical tri-
als. Int J Obes (Lond) 41:1607–1614. https:// doi. org/ 10. 1038/ ijo. 
2017. 161

 258. Toral M, Gómez-Guzmán M, Jiménez R et al (2014) The probi-
otic Lactobacillus coryniformis CECT5711 reduces the vascular 
pro-oxidant and pro-inflammatory status in obese mice. Clin Sci 
(Lond) 127:33–45. https:// doi. org/ 10. 1042/ CS201 30339

 259. Razmpoosh E, Javadi M, Ejtahed H-S, Mirmiran P (2016) Pro-
biotics as beneficial agents in the management of diabetes mel-
litus: a systematic review. Diabetes Metab Res Rev 32:143–168. 
https:// doi. org/ 10. 1002/ dmrr. 2665

 260. Yadav H, Jain S, Sinha PR (2007) Antidiabetic effect of probi-
otic dahi containing Lactobacillus acidophilus and Lactobacillus 
casei in high fructose fed rats. Nutrition 23:62–68. https:// doi. 
org/ 10. 1016/j. nut. 2006. 09. 002

 261. Kim S-W, Park K-Y, Kim B et al (2013) Lactobacillus rhamnosus 
GG improves insulin sensitivity and reduces adiposity in high-fat 
diet-fed mice through enhancement of adiponectin production. 
Biochem Biophys Res Commun 431:258–263. https:// doi. org/ 
10. 1016/j. bbrc. 2012. 12. 121

 262. Matsuzaki T, Yamazaki R, Hashimoto S, Yokokura T (1997) 
Antidiabetic effects of an oral administration of Lactobacillus 
casei in a non-insulin-dependent diabetes mellitus (NIDDM) 
model using KK-Ay mice. Endocr J 44:357–365. https:// doi. org/ 
10. 1507/ endoc rj. 44. 357

 263. Tabuchi M, Ozaki M, Tamura A et al (2003) Antidiabetic effect 
of Lactobacillus GG in streptozotocin-induced diabetic rats. 
Biosci Biotechnol Biochem 67:1421–1424. https:// doi. org/ 10. 
1271/ bbb. 67. 1421

 264. Andreasen AS, Larsen N, Pedersen-Skovsgaard T et al (2010) 
Effects of Lactobacillus acidophilus NCFM on insulin sensitiv-
ity and the systemic inflammatory response in human subjects. 
Br J Nutr 104:1831–1838. https:// doi. org/ 10. 1017/ S0007 11451 
00028 74

 265. Zhang Q, Wu Y, Fei X (2016) Effect of probiotics on glucose 
metabolism in patients with type 2 diabetes mellitus: a meta-
analysis of randomized controlled trials. Medicina (B Aires) 
52:28–34. https:// doi. org/ 10. 1016/j. medici. 2015. 11. 008

 266. Yun SI, Park HO, Kang JH (2009) Effect of Lactobacillus gas-
seri BNR17 on blood glucose levels and body weight in a mouse 
model of type 2 diabetes. J Appl Microbiol 107:1681–1686. 
https:// doi. org/ 10. 1111/j. 1365- 2672. 2009. 04350.x

 267. Chen P, Zhang Q, Dang H et al (2014) Oral administration of 
Lactobacillus rhamnosus CCFM0528 improves glucose tolerance 
and cytokine secretion in high-fat-fed, streptozotocin-induced 
type 2 diabetic mice. J Funct Foods 10:318–326. https:// doi. org/ 
10. 1016/j. jff. 2014. 06. 014

 268. Chen P, Zhang Q, Dang H et al (2014) Antidiabetic effect 
of Lactobacillus casei CCFM0412 on mice with type 2 

diabetes induced by a high-fat diet and streptozotocin. Nutri-
tion 30:1061–1068. https:// doi. org/ 10. 1016/j. nut. 2014. 03. 022

 269. Marazza JA, LeBlanc JG, de Giori GS, Garro MS (2013) 
Soymilk fermented with Lactobacillus rhamnosus CRL981 
ameliorates hyperglycemia, lipid profiles and increases anti-
oxidant enzyme activities in diabetic mice. J Funct Foods 
5:1848–1853. https:// doi. org/ 10. 1016/j. jff. 2013. 09. 005

 270. Manaer T, Yu L, Zhang Y et al (2015) Anti-diabetic effects of 
shubat in type 2 diabetic rats induced by combination of high-
glucose-fat diet and low-dose streptozotocin. J Ethnopharmacol 
169:269–274. https:// doi. org/ 10. 1016/j. jep. 2015. 04. 032

 271. Dolatkhah N, Hajifaraji M, Abbasalizadeh F et al (2015) Is 
there a value for probiotic supplements in gestational diabe-
tes mellitus? A randomized clinical trial. J Health Popul Nutr 
33:25. https:// doi. org/ 10. 1186/ s41043- 015- 0034-9

 272. Castaner O, Goday A, Park Y-M et al (2018) The gut microbi-
ome profile in obesity: a systematic review. Int J Endocrinol 
2018:1–9. https:// doi. org/ 10. 1155/ 2018/ 40957 89

 273. Al-Assal K, Martinez AC, Torrinhas RS et  al (2018) Gut 
microbiota and obesity. Clin Nutr Exp 20:60–64. https:// doi. 
org/ 10. 1016/j. yclnex. 2018. 03. 001

 274. Abenavoli L, Scarpellini E, Colica C et al (2019) Gut micro-
biota and obesity: a role for probiotics. Nutrients 11:2690. 
https:// doi. org/ 10. 3390/ nu111 12690

 275. Davis CD (2016) The gut microbiome and its role in obesity. Nutr 
Today 51:167–174. https:// doi. org/ 10. 1097/ NT. 00000 00000 000167

 276. Cerdó T, García-Santos J, G. Bermúdez M, Campoy C (2019) 
The role of probiotics and prebiotics in the prevention and 
treatment of obesity. Nutrients 11:635. https:// doi. org/ 10. 3390/ 
nu110 30635

 277. Luoto R, Kalliomäki M, Laitinen K, Isolauri E (2010) The impact 
of perinatal probiotic intervention on the development of over-
weight and obesity: follow-up study from birth to 10 years. Int J 
Obes 34:1531–1537. https:// doi. org/ 10. 1038/ ijo. 2010. 50

 278. Ejtahed H-S, Angoorani P, Soroush A-R et al (2019) Probiot-
ics supplementation for the obesity management; a system-
atic review of animal studies and clinical trials. J Funct Foods 
52:228–242. https:// doi. org/ 10. 1016/j. jff. 2018. 10. 039

 279. Bubnov RV, Babenko LP, Lazarenko LM et al (2017) Compara-
tive study of probiotic effects of Lactobacillus and Bifidobacteria 
strains on cholesterol levels, liver morphology and the gut micro-
biota in obese mice. EPMA Journal 8:357–376. https:// doi. org/ 
10. 1007/ s13167- 017- 0117-3

 280. Alisi A, Bedogni G, Baviera G et al (2014) Randomised clini-
cal trial: the beneficial effects of VSL#3 in obese children with 
non-alcoholic steatohepatitis. Aliment Pharmacol Ther 39:1276–
1285. https:// doi. org/ 10. 1111/ apt. 12758

 281. Famouri F, Shariat Z, Hashemipour M et al (2017) Effects of pro-
biotics on nonalcoholic fatty liver disease in obese children and 
adolescents. J Pediatr Gastroenterol Nutr 64:413–417. https:// 
doi. org/ 10. 1097/ MPG. 00000 00000 001422

 282. Sanchis-Chordà J, del Pulgar EMG, Carrasco-Luna J et al (2018) 
Bifidobacterium pseudocatenulatum CECT 7765 supplementa-
tion improves inflammatory status in insulin-resistant obese chil-
dren. Eur J Nutr. https:// doi. org/ 10. 1007/ s00394- 018- 1828-5

 283. Jung S, Lee YJ, Kim M et al (2015) Supplementation with two 
probiotic strains, Lactobacillus curvatus HY7601 and Lacto-
bacillus plantarum KY1032, reduced body adiposity and Lp-
PLA2 activity in overweight subjects. J Funct Foods 19:744–752. 
https:// doi. org/ 10. 1016/j. jff. 2015. 10. 006

 284. Gomes AC, de Sousa RGM, Botelho PB et al (2017) The addi-
tional effects of a probiotic mix on abdominal adiposity and 
antioxidant status: a double-blind, randomized trial. Obesity 
25:30–38. https:// doi. org/ 10. 1002/ oby. 21671

 285. Higashikawa F, Noda M, Awaya T et al (2016) Antiobesity effect 
of Pediococcus pentosaceus LP28 on overweight subjects: a 

https://doi.org/10.1136/bmjopen-2017-017178
https://doi.org/10.3168/jds.2018-15203
https://doi.org/10.3168/jds.2018-15203
https://doi.org/10.1111/jdi.12863
https://doi.org/10.1111/jdi.12863
https://doi.org/10.1002/14651858.CD009951.pub3
https://doi.org/10.1038/ijo.2017.161
https://doi.org/10.1038/ijo.2017.161
https://doi.org/10.1042/CS20130339
https://doi.org/10.1002/dmrr.2665
https://doi.org/10.1016/j.nut.2006.09.002
https://doi.org/10.1016/j.nut.2006.09.002
https://doi.org/10.1016/j.bbrc.2012.12.121
https://doi.org/10.1016/j.bbrc.2012.12.121
https://doi.org/10.1507/endocrj.44.357
https://doi.org/10.1507/endocrj.44.357
https://doi.org/10.1271/bbb.67.1421
https://doi.org/10.1271/bbb.67.1421
https://doi.org/10.1017/S0007114510002874
https://doi.org/10.1017/S0007114510002874
https://doi.org/10.1016/j.medici.2015.11.008
https://doi.org/10.1111/j.1365-2672.2009.04350.x
https://doi.org/10.1016/j.jff.2014.06.014
https://doi.org/10.1016/j.jff.2014.06.014
https://doi.org/10.1016/j.nut.2014.03.022
https://doi.org/10.1016/j.jff.2013.09.005
https://doi.org/10.1016/j.jep.2015.04.032
https://doi.org/10.1186/s41043-015-0034-9
https://doi.org/10.1155/2018/4095789
https://doi.org/10.1016/j.yclnex.2018.03.001
https://doi.org/10.1016/j.yclnex.2018.03.001
https://doi.org/10.3390/nu11112690
https://doi.org/10.1097/NT.0000000000000167
https://doi.org/10.3390/nu11030635
https://doi.org/10.3390/nu11030635
https://doi.org/10.1038/ijo.2010.50
https://doi.org/10.1016/j.jff.2018.10.039
https://doi.org/10.1007/s13167-017-0117-3
https://doi.org/10.1007/s13167-017-0117-3
https://doi.org/10.1111/apt.12758
https://doi.org/10.1097/MPG.0000000000001422
https://doi.org/10.1097/MPG.0000000000001422
https://doi.org/10.1007/s00394-018-1828-5
https://doi.org/10.1016/j.jff.2015.10.006
https://doi.org/10.1002/oby.21671


Probiotics and Antimicrobial Proteins 

randomized, double-blind, placebo-controlled clinical trial. Eur 
J Clin Nutr 70:582–587. https:// doi. org/ 10. 1038/ ejcn. 2016. 17

 286. Sanchez M, Darimont C, Panahi S et al (2017) Effects of a diet-
based weight-reducing program with probiotic supplementation 
on satiety efficiency, eating behaviour traits, and psychosocial 
behaviours in obese individuals. Nutrients 9:284. https:// doi. org/ 
10. 3390/ nu903 0284

 287. Szulińska M, Łoniewski I, van Hemert S et al (2018) Dose-
dependent effects of multispecies probiotic supplementation on 
the lipopolysaccharide (LPS) level and cardiometabolic profile 
in obese postmenopausal women: a 12-week randomized clinical 
trial. Nutrients 10:773. https:// doi. org/ 10. 3390/ nu100 60773

 288. Chen Y-C, Greenbaum J, Shen H, Deng H-W (2017) Associa-
tion between gut microbiota and bone health: potential mecha-
nisms and prospective. J Clin Endocrinol Metab 102:3635–3646. 
https:// doi. org/ 10. 1210/ jc. 2017- 00513

 289. Ohlsson C, Sjögren K (2018) Osteomicrobiology: a new cross-
disciplinary research field. Calcif Tissue Int 102:426–432. 
https:// doi. org/ 10. 1007/ s00223- 017- 0336-6

 290. Rupesh K S (2015) Probiotics and bone health: it takes guts to 
improve bone density. Int J Immunother Cancer Res 018–022. 
https:// doi. org/ 10. 17352/ 2455- 8591. 000005

 291. Sjögren K, Engdahl C, Henning P et al (2012) The gut microbiota 
regulates bone mass in mice. J Bone Miner Res 27:1357–1367. 
https:// doi. org/ 10. 1002/ jbmr. 1588

 292. Britton RA, Irwin R, Quach D et al (2014) Probiotic L. reuteri 
treatment prevents bone loss in a menopausal ovariectomized 
mouse model. J Cell Physiol 229:1822–1830. https:// doi. org/ 10. 
1002/ jcp. 24636

 293. Clynes MA, Harvey NC, Curtis EM et al (2020) The epidemiol-
ogy of osteoporosis. Br Med Bull. https:// doi. org/ 10. 1093/ bmb/ 
ldaa0 05

 294. Kanis JA, Cooper C, Rizzoli R, Reginster J-Y (2019) European 
guidance for the diagnosis and management of osteoporosis in 
postmenopausal women. Osteoporos Int 30:3–44. https:// doi. org/ 
10. 1007/ s00198- 018- 4704-5

 295. Lee CS, Kim J-Y, Kim BK et al (2021) Lactobacillus- fermented 
milk products attenuate bone loss in an experimental rat model 
of ovariectomy-induced post-menopausal primary osteoporosis. 
J Appl Microbiol 130:2041–2062. https:// doi. org/ 10. 1111/ jam. 
14852

 296. Desfita S, Sari W, Yusmarini Y et al (2021) Effect of fermented 
soymilk-honey from different probiotics on osteocalcin level in 
menopausal women. Nutrients 13:3581. https:// doi. org/ 10. 3390/ 
nu131 03581

 297. Jansson P-A, Curiac D, Lazou Ahrén I et al (2019) Probiotic 
treatment using a mix of three Lactobacillus strains for lum-
bar spine bone loss in postmenopausal women: a randomised, 
double-blind, placebo-controlled, multicentre trial. Lancet Rheu-
matol 1:e154–e162. https:// doi. org/ 10. 1016/ S2665- 9913(19) 
30068-2

 298. Takimoto T, Hatanaka M, Hoshino T et al (2018) Effect of 
Bacillus subtilis C-3102 on bone mineral density in healthy 
postmenopausal Japanese women: a randomized, placebo-
controlled, double-blind clinical trial. Biosci Microbiota Food 
Health 37:87–96. https:// doi. org/ 10. 12938/ bmfh. 18- 006

 299. Nilsson AG, Sundh D, Bäckhed F, Lorentzon M (2018) Lacto-
bacillus reuteri reduces bone loss in older women with low bone 
mineral density: a randomized, placebo-controlled, double-blind, 
clinical trial. J Intern Med 284:307–317. https:// doi. org/ 10. 1111/ 
joim. 12805

 300. Jafarnejad S, Djafarian K, Fazeli MR et  al (2017) Effects 
of a multispecies probiotic supplement on bone health in 
osteopenic postmenopausal women: a randomized, double-
blind, controlled trial. J Am Coll Nutr 36:497–506. https:// doi. 
org/ 10. 1080/ 07315 724. 2017. 13187 24

 301. Dar HY, Pal S, Shukla P et al (2018) Bacillus clausii inhibits 
bone loss by skewing Treg-Th17 cell equilibrium in postmeno-
pausal osteoporotic mice model. Nutrition 54:118–128. https:// 
doi. org/ 10. 1016/j. nut. 2018. 02. 013

 302. Gholami A, Dabbaghmanesh MH, Ghasemi Y et al (2022) The 
ameliorative role of specific probiotic combinations on bone loss 
in the ovariectomized rat model. BMC Complement Med Ther 
22:241. https:// doi. org/ 10. 1186/ s12906- 022- 03713-y

 303. Montazeri-Najafabady N, Ghasemi Y, Dabbaghmanesh MH 
et al (2019) Supportive role of probiotic strains in protecting 
rats from ovariectomy-induced cortical bone loss. Probiotics 
Antimicrob Proteins 11:1145–1154. https:// doi. org/ 10. 1007/ 
s12602- 018- 9443-6

 304. Yu J, Cao G, Yuan S et al (2021) Probiotic supplements and bone 
health in postmenopausal women: a meta-analysis of randomised 
controlled trials. BMJ Open 11:e041393. https:// doi. org/ 10. 1136/ 
bmjop en- 2020- 041393

 305. Tak PP, Bresnihan B (2000) The pathogenesis and prevention 
of joint damage in rheumatoid arthritis: advances from syno-
vial biopsy and tissue analysis. Arthritis Rheum 43:2619–2633. 
https:// doi. org/ 10. 1002/ 1529- 0131(200012) 43: 12% 3c261 9:: AID- 
ANR1% 3e3.0. CO;2-V

 306. Conigliaro P, Triggianese P, De Martino E et al (2019) Chal-
lenges in the treatment of rheumatoid arthritis. Autoimmun Rev 
18:706–713. https:// doi. org/ 10. 1016/j. autrev. 2019. 05. 007

 307. Dhanoa H (2019) Probiotics for the management of rheumatoid 
arthritis. In: Bioactive food as dietary interventions for arthritis 
and related inflammatory diseases. Elsevier, pp 23–35

 308. Amdekar S, Singh V, Singh R et al (2011) Lactobacillus casei 
reduces the inflammatory joint damage associated with colla-
gen-induced arthritis (CIA) by reducing the pro-inflammatory 
cytokines. J Clin Immunol 31:147–154. https:// doi. org/ 10. 1007/ 
s10875- 010- 9457-7

 309. Gohil P, Patel V, Deshpande S et al (2018) Anti-arthritic activ-
ity of cell wall content of Lactobacillus plantarum in freund’s 
adjuvant-induced arthritic rats: involvement of cellular inflam-
matory mediators and other biomarkers. Inflammopharmacology 
26:171–181. https:// doi. org/ 10. 1007/ s10787- 017- 0370-z

 310. Mohammed AT, Khattab M, Ahmed AM et  al (2017) The 
therapeutic effect of probiotics on rheumatoid arthritis: a sys-
tematic review and meta-analysis of randomized control tri-
als. Clin Rheumatol 36:2697–2707. https:// doi. org/ 10. 1007/ 
s10067- 017- 3814-3

 311. Wang Z, Xue K, Bai M et al (2017) Probiotics protect mice 
from CoCrMo particles-induced osteolysis. Int J Nanomedicine 
12:5387–5397. https:// doi. org/ 10. 2147/ IJN. S1304 85

 312. Lei M, Hua L-M, Wang D-W (2016) The effect of probiotic treat-
ment on elderly patients with distal radius fracture: a prospective 
double-blind, placebo-controlled randomised clinical trial. Benef 
Microbes 7:631–637. https:// doi. org/ 10. 3920/ BM2016. 0067

 313. Collins FL, Irwin R, Bierhalter H et al (2016) Lactobacillus reu-
teri 6475 increases bone density in intact females only under an 
inflammatory setting. PLoS ONE 11:e0153180. https:// doi. org/ 
10. 1371/ journ al. pone. 01531 80

 314. Cheng L-H, Liu Y-W, Wu C-C et al (2019) Psychobiotics in 
mental health, neurodegenerative and neurodevelopmental dis-
orders. J Food Drug Anal 27:632–648. https:// doi. org/ 10. 1016/j. 
jfda. 2019. 01. 002

 315. Burokas A, Arboleya S, Moloney RD et al (2017) Targeting the 
microbiota-gut-brain axis: prebiotics have anxiolytic and anti-
depressant-like effects and reverse the impact of chronic stress 
in mice. Biol Psychiatry 82:472–487. https:// doi. org/ 10. 1016/j. 
biops ych. 2016. 12. 031

 316. Riezzo G, Chimienti G, Orlando A et al (2019) Effects of long-
term administration of Lactobacillus reuteri DSM-17938 on 
circulating levels of 5-HT and BDNF in adults with functional 

https://doi.org/10.1038/ejcn.2016.17
https://doi.org/10.3390/nu9030284
https://doi.org/10.3390/nu9030284
https://doi.org/10.3390/nu10060773
https://doi.org/10.1210/jc.2017-00513
https://doi.org/10.1007/s00223-017-0336-6
https://doi.org/10.17352/2455-8591.000005
https://doi.org/10.1002/jbmr.1588
https://doi.org/10.1002/jcp.24636
https://doi.org/10.1002/jcp.24636
https://doi.org/10.1093/bmb/ldaa005
https://doi.org/10.1093/bmb/ldaa005
https://doi.org/10.1007/s00198-018-4704-5
https://doi.org/10.1007/s00198-018-4704-5
https://doi.org/10.1111/jam.14852
https://doi.org/10.1111/jam.14852
https://doi.org/10.3390/nu13103581
https://doi.org/10.3390/nu13103581
https://doi.org/10.1016/S2665-9913(19)30068-2
https://doi.org/10.1016/S2665-9913(19)30068-2
https://doi.org/10.12938/bmfh.18-006
https://doi.org/10.1111/joim.12805
https://doi.org/10.1111/joim.12805
https://doi.org/10.1080/07315724.2017.1318724
https://doi.org/10.1080/07315724.2017.1318724
https://doi.org/10.1016/j.nut.2018.02.013
https://doi.org/10.1016/j.nut.2018.02.013
https://doi.org/10.1186/s12906-022-03713-y
https://doi.org/10.1007/s12602-018-9443-6
https://doi.org/10.1007/s12602-018-9443-6
https://doi.org/10.1136/bmjopen-2020-041393
https://doi.org/10.1136/bmjopen-2020-041393
https://doi.org/10.1002/1529-0131(200012)43:12%3c2619::AID-ANR1%3e3.0.CO;2-V
https://doi.org/10.1002/1529-0131(200012)43:12%3c2619::AID-ANR1%3e3.0.CO;2-V
https://doi.org/10.1016/j.autrev.2019.05.007
https://doi.org/10.1007/s10875-010-9457-7
https://doi.org/10.1007/s10875-010-9457-7
https://doi.org/10.1007/s10787-017-0370-z
https://doi.org/10.1007/s10067-017-3814-3
https://doi.org/10.1007/s10067-017-3814-3
https://doi.org/10.2147/IJN.S130485
https://doi.org/10.3920/BM2016.0067
https://doi.org/10.1371/journal.pone.0153180
https://doi.org/10.1371/journal.pone.0153180
https://doi.org/10.1016/j.jfda.2019.01.002
https://doi.org/10.1016/j.jfda.2019.01.002
https://doi.org/10.1016/j.biopsych.2016.12.031
https://doi.org/10.1016/j.biopsych.2016.12.031


 Probiotics and Antimicrobial Proteins

constipation. Benef Microbes 10:137–147. https:// doi. org/ 10. 
3920/ BM2018. 0050

 317. Martinowich K, Lu B (2008) Interaction between BDNF and 
serotonin: role in mood disorders. Neuropsychopharmacology 
33:73–83. https:// doi. org/ 10. 1038/ sj. npp. 13015 71

 318. Heldt SA, Stanek L, Chhatwal JP, Ressler KJ (2007) Hippocam-
pus-specific deletion of BDNF in adult mice impairs spatial 
memory and extinction of aversive memories. Mol Psychiatry 
12:656–670. https:// doi. org/ 10. 1038/ sj. mp. 40019 57

 319. Lu Y, Christian K, Lu B (2008) BDNF: a key regulator for protein 
synthesis-dependent LTP and long-term memory? Neurobiol Learn 
Mem 89:312–323. https:// doi. org/ 10. 1016/j. nlm. 2007. 08. 018

 320. Sarkar A, Lehto SM, Harty S et al (2016) Psychobiotics and 
the manipulation of bacteria–gut–brain signals. Trends Neurosci 
39:763–781. https:// doi. org/ 10. 1016/j. tins. 2016. 09. 002

 321. Dinan TG, Cryan JF (2017) The microbiome-gut-brain axis in 
health and disease. Gastroenterol Clin North Am 46:77–89. 
https:// doi. org/ 10. 1016/j. gtc. 2016. 09. 007

 322. Mazzoli R, Pessione E, Dufour M et al (2010) Glutamate-induced 
metabolic changes in Lactococcus lactis NCDO 2118 during 
GABA production: combined transcriptomic and proteomic 
analysis. Amino Acids 39:727–737. https:// doi. org/ 10. 1007/ 
s00726- 010- 0507-5

 323. Barrett E, Ross RP, O’Toole PW et al (2012) γ-Aminobutyric 
acid production by culturable bacteria from the human intestine. 
J Appl Microbiol 113:411–417. https:// doi. org/ 10. 1111/j. 1365- 
2672. 2012. 05344.x

 324. Schousboe A, Waagepetersen HS (2007) GABA: homeostatic 
and pharmacological aspects. pp 9–19

 325. O’Mahony SM, Clarke G, Borre YE et al (2015) Serotonin, tryp-
tophan metabolism and the brain-gut-microbiome axis. Behav 
Brain Res 277:32–48. https:// doi. org/ 10. 1016/j. bbr. 2014. 07. 027

 326. Roshchina V V. (2016) New trends and perspectives in the evolu-
tion of neurotransmitters in microbial, plant, and animal cells. pp 
25–77

 327. Bravo JA, Forsythe P, Chew MV et al (2011) Ingestion of Lac-
tobacillus strain regulates emotional behavior and central GABA 
receptor expression in a mouse via the vagus nerve. Proc Natl Acad 
Sci 108:16050–16055. https:// doi. org/ 10. 1073/ pnas. 11029 99108

 328. Teame T, Wang A, Xie M et al (2020) Paraprobiotics and post-
biotics of probiotic lactobacilli, their positive effects on the host 
and action mechanisms: a review. Front Nutr 7:. https:// doi. org/ 
10. 3389/ fnut. 2020. 570344

 329. Bercik P, Verdu EF, Foster JA et al (2010) Chronic gastroin-
testinal inflammation induces anxiety-like behavior and alters 
central nervous system biochemistry in mice. Gastroenterology 
139:2102-2112.e1. https:// doi. org/ 10. 1053/j. gastro. 2010. 06. 063

 330. Allen AP, Hutch W, Borre YE et al (2016) Bifidobacterium 
longum 1714 as a translational psychobiotic: modulation of 
stress, electrophysiology and neurocognition in healthy volun-
teers. Transl Psychiatry 6:e939–e939. https:// doi. org/ 10. 1038/ tp. 
2016. 191

 331. Mohammadi AA, Jazayeri S, Khosravi-Darani K et al (2016) 
The effects of probiotics on mental health and hypothalamic–
pituitary–adrenal axis: a randomized, double-blind, placebo-
controlled trial in petrochemical workers. Nutr Neurosci 19:387–
395. https:// doi. org/ 10. 1179/ 14768 30515Y. 00000 00023

 332. Athari Nik Azm S, Djazayeri A, Safa M et al (2018) Lac-
tobacilli and bifidobacteria ameliorate memory and learning 
deficits and oxidative stress in β-amyloid (1–42) injected rats. 
Appl Physiol Nutr Metab 43:718–726. https:// doi. org/ 10. 1139/ 
apnm- 2017- 0648

 333. Mehrabadi S, Sadr SS (2020) Assessment of probiotics mix-
ture on memory function, inflammation markers, and oxidative 
stress in an Alzheimer’s disease model of rats. Iran Biomed J 
24:220–228. https:// doi. org/ 10. 29252/ ibj. 24.4. 220

 334. Fasano A, Visanji NP, Liu LWC et al (2015) Gastrointestinal 
dysfunction in Parkinson’s disease. Lancet Neurol 14:625–639. 
https:// doi. org/ 10. 1016/ S1474- 4422(15) 00007-1

 335. Borzabadi S, Oryan S, Eidi A et al (2018) The effects of pro-
biotic supplementation on gene expression related to inflam-
mation, insulin and lipid in patients with Parkinson’s disease: 
a randomized, double-blind, placebocontrolled trial. Arch Iran 
Med 21:289–295

 336. Hsieh T-H, Kuo C-W, Hsieh K-H et al (2020) Probiotics allevi-
ate the progressive deterioration of motor functions in a mouse 
model of Parkinson’s disease. Brain Sci 10:206. https:// doi. org/ 
10. 3390/ brain sci10 040206

 337. Cassani E, Privitera G, Pezzoli G et al (2011) Use of probi-
otics for the treatment of constipation in Parkinson’s disease 
patients. Minerva Gastroenterol Dietol 57:117–121

 338. American Psychiatric Association (2013) Diagnostic and statistical 
manual of mental disorders. American Psychiatric Association

 339. Shaaban SY, El Gendy YG, Mehanna NS et al (2018) The role 
of probiotics in children with autism spectrum disorder: a pro-
spective, open-label study. Nutr Neurosci 21:676–681. https:// 
doi. org/ 10. 1080/ 10284 15X. 2017. 13477 46

 340. Carlessi AS, Borba LA, Zugno AI et al (2021) Gut microbiota–
brain axis in depression: the role of neuroinflammation. Eur J 
Neurosci 53:222–235. https:// doi. org/ 10. 1111/ ejn. 14631

 341. Westfall S, Lomis N, Kahouli I et al (2017) Microbiome, pro-
biotics and neurodegenerative diseases: deciphering the gut 
brain axis. Cell Mol Life Sci 74:3769–3787. https:// doi. org/ 
10. 1007/ s00018- 017- 2550-9

 342. Reid G, Charbonneau D, Erb J et al (2003) Oral use of Lactobacillus 
rhamnosus GR-1 and L. fermentum RC-14 significantly alters 
vaginal flora: randomized, placebo-controlled trial in 64 healthy 
women. FEMS Immunol Med Microbiol 35:131–134. https:// doi. 
org/ 10. 1016/ S0928- 8244(02) 00465-0

 343. Strus M, Chmielarczyk A, Kochan P et al (2012) Studies on 
the effects of probiotic Lactobacillus mixture given orally on 
vaginal and rectal colonization and on parameters of vaginal 
health in women with intermediate vaginal flora. European 
Journal of Obstetrics & Gynecology and Reproductive Biology 
163:210–215. https:// doi. org/ 10. 1016/j. ejogrb. 2012. 05. 001

 344. Gueniche A, Philippe D, Bastien P et al (2014) Randomised 
double-blind placebo-controlled study of the effect of Lactoba-
cillus paracasei NCC 2461 on skin reactivity. Benef Microbes 
5:137–145. https:// doi. org/ 10. 3920/ BM2013. 0001

 345. Fabbrocini G, Bertona M, Picazo Ó et  al (2016) Supple-
mentation with Lactobacillus rhamnosus SP1 normalises 
skin expression of genes implicated in insulin signalling and 
improves adult acne. Benef Microbes 7:625–630. https:// doi. 
org/ 10. 3920/ BM2016. 0089

 346. West CE, Rydén P, Lundin D et al (2015) Gut microbiome 
and innate immune response patterns in <scp>I</scp> 
g <scp>E</scp> -associated eczema. Clin Exp Allergy 
45:1419–1429. https:// doi. org/ 10. 1111/ cea. 12566

 347. Prado FC, Parada JL, Pandey A, Soccol CR (2008) Trends 
in non-dairy probiotic beverages. Food Res Int 41:111–123. 
https:// doi. org/ 10. 1016/j. foodr es. 2007. 10. 010

 348. Kolaček S, Hojsak I, Berni Canani R et al (2017) Commercial 
probiotic products: a call for improved quality control. A posi-
tion paper by the ESPGHAN working group for probiotics and 
prebiotics. J Pediatr Gastroenterol Nutr 65:117–124. https:// 
doi. org/ 10. 1097/ MPG. 00000 00000 001603

 349. Shah NP (2000) Probiotic bacteria: selective enumeration and 
survival in dairy foods. J Dairy Sci 83:894–907. https:// doi. org/ 
10. 3168/ jds. S0022- 0302(00) 74953-8

 350. Chapman CMC, Gibson GR, Rowland I (2011) Health benefits 
of probiotics: are mixtures more effective than single strains? Eur 
J Nutr 50:1–17. https:// doi. org/ 10. 1007/ s00394- 010- 0166-z

https://doi.org/10.3920/BM2018.0050
https://doi.org/10.3920/BM2018.0050
https://doi.org/10.1038/sj.npp.1301571
https://doi.org/10.1038/sj.mp.4001957
https://doi.org/10.1016/j.nlm.2007.08.018
https://doi.org/10.1016/j.tins.2016.09.002
https://doi.org/10.1016/j.gtc.2016.09.007
https://doi.org/10.1007/s00726-010-0507-5
https://doi.org/10.1007/s00726-010-0507-5
https://doi.org/10.1111/j.1365-2672.2012.05344.x
https://doi.org/10.1111/j.1365-2672.2012.05344.x
https://doi.org/10.1016/j.bbr.2014.07.027
https://doi.org/10.1073/pnas.1102999108
https://doi.org/10.3389/fnut.2020.570344
https://doi.org/10.3389/fnut.2020.570344
https://doi.org/10.1053/j.gastro.2010.06.063
https://doi.org/10.1038/tp.2016.191
https://doi.org/10.1038/tp.2016.191
https://doi.org/10.1179/1476830515Y.0000000023
https://doi.org/10.1139/apnm-2017-0648
https://doi.org/10.1139/apnm-2017-0648
https://doi.org/10.29252/ibj.24.4.220
https://doi.org/10.1016/S1474-4422(15)00007-1
https://doi.org/10.3390/brainsci10040206
https://doi.org/10.3390/brainsci10040206
https://doi.org/10.1080/1028415X.2017.1347746
https://doi.org/10.1080/1028415X.2017.1347746
https://doi.org/10.1111/ejn.14631
https://doi.org/10.1007/s00018-017-2550-9
https://doi.org/10.1007/s00018-017-2550-9
https://doi.org/10.1016/S0928-8244(02)00465-0
https://doi.org/10.1016/S0928-8244(02)00465-0
https://doi.org/10.1016/j.ejogrb.2012.05.001
https://doi.org/10.3920/BM2013.0001
https://doi.org/10.3920/BM2016.0089
https://doi.org/10.3920/BM2016.0089
https://doi.org/10.1111/cea.12566
https://doi.org/10.1016/j.foodres.2007.10.010
https://doi.org/10.1097/MPG.0000000000001603
https://doi.org/10.1097/MPG.0000000000001603
https://doi.org/10.3168/jds.S0022-0302(00)74953-8
https://doi.org/10.3168/jds.S0022-0302(00)74953-8
https://doi.org/10.1007/s00394-010-0166-z


Probiotics and Antimicrobial Proteins 

 351. Mikelsaar M, Lazar V, Onderdonk A, Donelli G (2011) Do pro-
biotic preparations for humans really have efficacy? Microb Ecol 
Health Dis 22:10128. https:// doi. org/ 10. 3402/ mehd. v22i0. 10128

 352. Selle K, Klaenhammer TR (2013) Genomic and phenotypic evi-
dence for probiotic influences of Lactobacillus gasseri on human 
health. FEMS Microbiol Rev 37:915–935. https:// doi. org/ 10. 
1111/ 1574- 6976. 12021

 353. Dianawati D, Mishra V, Shah NP (2016) Viability, acid and bile 
tolerance of spray dried probiotic bacteria and some commercial 
probiotic supplement products kept at room temperature. J Food 
Sci 81:M1472–M1479. https:// doi. org/ 10. 1111/ 1750- 3841. 13313

 354. de Simone C (2019) The unregulated probiotic market. Clin 
Gastroenterol Hepatol 17:809–817. https:// doi. org/ 10. 1016/j. 
cgh. 2018. 01. 018

 355. Cinque B, La Torre C, Lombardi F et al (2016) Production condi-
tions affect the in vitro anti-tumoral effects of a high concentra-
tion multi-strain probiotic preparation. PLoS ONE 11:e0163216. 
https:// doi. org/ 10. 1371/ journ al. pone. 01632 16

 356. Cinque B, La Torre C, Lombardi F et al (2017) VSL#3 probiotic 
differently influences IEC-6 intestinal epithelial cell status and 
function. J Cell Physiol 232:3530–3539. https:// doi. org/ 10. 1002/ 
jcp. 25814

 357. Trinchieri V, Laghi L, Vitali B et al (2017) Efficacy and safety of 
a multistrain probiotic formulation depends from manufacturing. 
Front Immunol 8:. https:// doi. org/ 10. 3389/ fimmu. 2017. 01474

 358. Grześkowiak Ł, Isolauri E, Salminen S, Gueimonde M (2011) Manu-
facturing process influences properties of probiotic bacteria. Br J 
Nutr 105:887–894. https:// doi. org/ 10. 1017/ S0007 11451 00044 96

 359. Elo S, Saxelin M, Salminen S (1991) Attachment of Lactobacillus 
casei strain GG to human colon carcinoma cell line Caco-2: com-
parison with other dairy strains. Lett Appl Microbiol 13:154–156. 
https:// doi. org/ 10. 1111/j. 1472- 765X. 1991. tb005 95.x

 360. Kukkonen K, Savilahti E, Haahtela T et al (2008) Long-term 
safety and impact on infection rates of postnatal probiotic and 
prebiotic (synbiotic) treatment: randomized, double-blind, pla-
cebo-controlled trial. Pediatrics 122:8–12. https:// doi. org/ 10. 
1542/ peds. 2007- 1192

 361. Clements ML, Levine MM, Ristaino PA et al (1983) Exogenous 
lactobacilli fed to man - their fate and ability to prevent diarrheal 
disease. Prog Food Nutr Sci 7:29–37

 362. Auclair J, Frappier M, Millette M (2015) Lactobacillus acidophilus 
CL1285, Lactobacillus casei LBC80R, and Lactobacillus rhamno-
sus CLR2 (Bio-K+): characterization, manufacture, mechanisms of 
action, and quality control of a specific probiotic combination for 
primary prevention of clostridium difficile infection. Clin Infect Dis 
60:S135–S143. https:// doi. org/ 10. 1093/ cid/ civ179

 363. Nivoliez A, Camares O, Paquet-Gachinat M et al (2012) Influ-
ence of manufacturing processes on in vitro properties of the 
probiotic strain Lactobacillus rhamnosus Lcr35®. J Biotechnol 
160:236–241. https:// doi. org/ 10. 1016/j. jbiot ec. 2012. 04. 005

 364. Barroso FAL, de Jesus LCL, da Silva TF et al (2022) Lactobacil-
lus delbrueckii CIDCA 133 ameliorates chemotherapy-induced 
mucositis by modulating epithelial barrier and TLR2/4/Myd88/

NF-κB signaling pathway. Front Microbiol 13:. https:// doi. org/ 
10. 3389/ fmicb. 2022. 858036

 365. Guarner F, Khan AG, Garisch J et al (2012) World gastroen-
terology organisation global guidelines. J Clin Gastroenterol 
46:468–481. https:// doi. org/ 10. 1097/ MCG. 0b013 e3182 549092

 366. Koutsoumanis K, Allende A, Alvarez‐Ordóñez A et al (2022) 
Update of the list of QPS‐recommended biological agents inten-
tionally added to food or feed as notified to EFSA 15: suitabil-
ity of taxonomic units notified to EFSA until September 2021. 
EFSA Journal 20:. https:// doi. org/ 10. 2903/j. efsa. 2022. 7045

 367. FDA (2023) New Dietary Ingredient (NDI) Notification pro-
cess. In: USA Government. https:// www. fda. gov/ food/ dieta ry- 
suppl ements/ new- dieta ry- ingre dient- ndi- notif icati on- proce ss. 
Accessed 15 Jul 2023

 368. De Filippis F, Pasolli E, Ercolini D (2020) The food-gut axis: 
lactic acid bacteria and their link to food, the gut microbiome 
and human health. FEMS Microbiol Rev 44:454–489. https:// 
doi. org/ 10. 1093/ femsre/ fuaa0 15

 369. O’Toole PW, Marchesi JR, Hill C (2017) Next-generation probi-
otics: the spectrum from probiotics to live biotherapeutics. Nat 
Microbiol 2:17057. https:// doi. org/ 10. 1038/ nmicr obiol. 2017. 57

 370. Vallabhaneni S, Walker TA, Lockhart SR et al (2015) Notes from 
the field: fatal gastrointestinal mucormycosis in a premature infant 
associated with a contaminated dietary supplement–Connecticut, 
2014. MMWR Morb Mortal Wkly Rep 64:155–156

 371. Besselink MG, van Santvoort HC, Buskens E et al (2008) Pro-
biotic prophylaxis in predicted severe acute pancreatitis: a ran-
domised, double-blind, placebo-controlled trial. The Lancet 
371:651–659. https:// doi. org/ 10. 1016/ S0140- 6736(08) 60207-X

 372. Martin IW, Tonner R, Trivedi J et al (2017) Saccharomyces 
boulardii probiotic-associated fungemia: questioning the safety 
of this preventive probiotic’s use. Diagn Microbiol Infect Dis 
87:286–288. https:// doi. org/ 10. 1016/j. diagm icrob io. 2016. 12. 004

 373. Atıcı S, Soysal A, Karadeniz Cerit K et al (2017) Catheter-related 
Saccharomyces cerevisiae fungemia following Saccharomyces 
boulardii probiotic treatment: in a child in intensive care unit and 
review of the literature. Med Mycol Case Rep 15:33–35. https:// 
doi. org/ 10. 1016/j. mmcr. 2017. 02. 002

 374. Weese JS (2003) Evaluation of deficiencies in labeling of com-
mercial probiotics. Can Vet J 44:982–983

 375. Toscano M, de Vecchi E, Rodighiero V, Drago L (2013) Micro-
biological and genetic identification of some probiotics proposed 
for medical use in 2011. J Chemother 25:156–161. https:// doi. 
org/ 10. 1179/ 19739 47812Y. 00000 00068

Publisher's Note Springer Nature remains neutral with regard to 
jurisdictional claims in published maps and institutional affiliations.

Springer Nature or its licensor (e.g. a society or other partner) holds 
exclusive rights to this article under a publishing agreement with the 
author(s) or other rightsholder(s); author self-archiving of the accepted 
manuscript version of this article is solely governed by the terms of 
such publishing agreement and applicable law.

View publication stats

https://doi.org/10.3402/mehd.v22i0.10128
https://doi.org/10.1111/1574-6976.12021
https://doi.org/10.1111/1574-6976.12021
https://doi.org/10.1111/1750-3841.13313
https://doi.org/10.1016/j.cgh.2018.01.018
https://doi.org/10.1016/j.cgh.2018.01.018
https://doi.org/10.1371/journal.pone.0163216
https://doi.org/10.1002/jcp.25814
https://doi.org/10.1002/jcp.25814
https://doi.org/10.3389/fimmu.2017.01474
https://doi.org/10.1017/S0007114510004496
https://doi.org/10.1111/j.1472-765X.1991.tb00595.x
https://doi.org/10.1542/peds.2007-1192
https://doi.org/10.1542/peds.2007-1192
https://doi.org/10.1093/cid/civ179
https://doi.org/10.1016/j.jbiotec.2012.04.005
https://doi.org/10.3389/fmicb.2022.858036
https://doi.org/10.3389/fmicb.2022.858036
https://doi.org/10.1097/MCG.0b013e3182549092
https://doi.org/10.2903/j.efsa.2022.7045
https://www.fda.gov/food/dietary-supplements/new-dietary-ingredient-ndi-notification-process
https://www.fda.gov/food/dietary-supplements/new-dietary-ingredient-ndi-notification-process
https://doi.org/10.1093/femsre/fuaa015
https://doi.org/10.1093/femsre/fuaa015
https://doi.org/10.1038/nmicrobiol.2017.57
https://doi.org/10.1016/S0140-6736(08)60207-X
https://doi.org/10.1016/j.diagmicrobio.2016.12.004
https://doi.org/10.1016/j.mmcr.2017.02.002
https://doi.org/10.1016/j.mmcr.2017.02.002
https://doi.org/10.1179/1973947812Y.0000000068
https://doi.org/10.1179/1973947812Y.0000000068
https://www.researchgate.net/publication/379342369

	Unlocking the Potential of Probiotics: A Comprehensive Review on Research, Production, and Regulation of Probiotics
	Abstract
	Background
	Potential Probiotic Isolation
	Strain Characterization
	Identification of Bacterial Species and Strains
	Genomic Characterization of Probiotics
	In Silico Identification of Potential Pathogenic Traits in Probiotic Strains
	Virulence Factors
	Prophages and Integrases
	Antibiotic Resistance
	Biogenic Amine Production
	Mucin Degradation

	In Vitro Characterization of Probiotic Candidates
	Acid Tolerance and Survival in Artificial Gastric Juice
	Bile Tolerance and Metabolism
	Adherence to the Host’s Intestinal Wall
	Production of Antimicrobials and Pathogen Antagonists
	Probiotic Modulation of Gene Expression In Vitro


	Animal Studies and Clinical Trials
	Animal Toxicity Studies
	Probiotic Modulation of Intestinal Diseases In Vivo
	Probiotics as Alternative Therapeutic Approach for Treatment of IBD
	Probiotics as Alternative Therapeutic Approach for Treatment of Intestinal Mucositis
	Intestinal Dysbiosis Resolution and Microbiota Modulation by Probiotics

	Probiotics in Metabolic Diseases
	Diabetes Mellitus
	Obesity

	Probiotics and Inflammation of the Bone-Muscular System
	Probiotics and the Central Nervous System
	Probiotic Applications on Skin-Related Pathogenies

	Probiotic Products
	Role of Probiotic Matrix on the Probiotic Effect
	Regulation and Safety of Probiotic Products

	Final Considerations and Future Perspectives
	References


