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Abstract
Bacterial microbiota of the gastrointestinal tract is known to prevent the invasion of 

pathogenic microorganisms and regulate intestinal permeability, digestion, metabolism, and 
immune response. It affects function, homeostasis, and disease outcomes in the gastrointestinal 
tract and extra-intestinal sites such as the lungs. This review summarizes the currently available 
knowledge regarding the gut-lung axis. The association of bacterial composition and/or dysbiosis 
in the gut with asthma, chronic obstructive lung disease, cystic fibrosis, recurrent respiratory tract 
infections, and lung cancer in humans is highlighted, as well as data obtained from animal models 
of pulmonary inflammation, which indicated that modulation of immune system activity lies at 
the base of this interaction. Additionally, the potential use of prebiotics, probiotics, and postbiotics 
in the treatment of lung inflammation is presented.
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Introduction
Although the term microbiota includes different microorganisms such as bacteria, 

viruses, fungi, and protozoa distributed over different body surfaces in humans and 
animals, bacterial microbiota of the gastrointestinal tract (GIT) is the most studied. There
is a large amount of data regarding gut bacterial microbiota composition and their role in 
preventing the invasion of pathogenic microorganisms, intestinal permeability, digestion, 
metabolism, and immune response (1). The impact of gut microbiota composition and 
dysbiosis on homeostasis in the gastrointestinal tract and its relationship with various 
diseases in the GIT has been extensively studied. In recent years, the impact of gut 
microbiota on distal sites such as the brain (2), skin (3), or lungs (4) has been shown, 
leading to the coining of terms such as the gut-brain, gut-skin, or gut-lung axis. These 
new concepts investigate mechanisms by which bacterial microbiota in the GIT affects 
function, homeostasis, and disease in extra-intestinal sites. Examining the interaction 
between the gut and lungs might be interesting as these organs have the same embryonic 
origin (both alveolar and intestinal epithelia develop from the endoderm, and have 
physical, chemical, and physiological barrier functions), have specific microbiota, and 
are part of the common mucosal immune system. Additionally, due to their same 
embryonic origin, both the gastrointestinal and respiratory systems share an entrance (oral 
cavity) through which microorganisms from the external environment gain access to the 
host.

The respiratory system (and the lungs), besides gas exchange as its main 
physiological role, protects individuals from harmful substances present in the air (such 
as particles, pollen, dust, bacteria, viruses, etc.) by the production of mucus and the 
activity of cilia. Various xenobiotics to which lungs are continuously exposed might 
affect their function, resulting in many conditions and disorders of which some are minor 
and temporary, while others are chronic and more severe. The most common lung 
disorders include asthma, chronic obstructive lung disease (COPD), cystic fibrosis (CF), 
lung cancer, bacterial (Mycobacterium tuberculosis), viral (respiratory syncytial 
virus/RSV, influenza virus, severe acute respiratory syndrome coronavirus 2/SARS-
CoV-2) or fungal (Aspergillus fumigatus) infections. The immune system is relevant for 
the development and/or progression of each mentioned disease. For example, childhood 
asthma develops in susceptible (atopic) individuals following an encounter with various 
environmental allergens that results in the activation of the T helper (Th) 2 response 
(production of interleukin (IL)-4, IL-5, IL-13), migration of the eosinophils to the lungs 
and production of immunoglobulin (Ig) E (5). The development of COPD is mainly 
associated with the immune response to chronic inhalation of cigarette smoke, 
characterized by an increased number of immune cells (macrophages, neutrophils, 
lymphocytes and dendritic cells) in the lungs, impaired macrophage function (reduced 
phagocytosis), increased production of reactive oxygen and nitrogen species, and 
increased proinflammatory response (interferon (IFN)- -17) (6). Inflammation 
(migration of neutrophils to the lungs, high production of cytokines and chemokines, 
etc.), in addition to the production of more viscous mucus resulting in impaired 
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mucociliary clearance, is noted in CF patients (7). Immune cells (Th lymphocytes, 
macrophages, dendritic cells and natural killer cells) are also important for lung tumor 
pathogenesis, and the production of proinflammatory cytokines by Th1 cells and 
increased cytolytic response contribute to the limitation of tumor progression (8). The 
activation of the immune response in the lungs is vital for the elimination of pathogens 
from this organ, but the characteristics of the response depend on the pathogen (9-11).

Bacterial microbiota in the gastrointestinal tract can affect immune reactions in the 
lungs, but on the other hand, pulmonary inflammation might cause gut dysbiosis (4). In 
this review, we presented only one aspect of bidirectional communication between the
gut and lungs, limited to the papers investigating how bacterial microbiota composition 
in the gut affects inflammation in the lungs. Results from epidemiological studies are 
included to show an association of gut dysbiosis with human diseases, although from 
these studies it is generally not clear whether gut dysbiosis precedes the disease or is its 
consequence (except for asthma). Evidence from experimental models in which gut 
dysbiosis exists prior to lung inflammation (germ-free or antibiotic treated animals) or in 
which microbiota was targeted (by oral application of prebiotics, probiotics or 
postbiotics) indicate that the modulation of immune system activity is the main 
mechanism of the gut to lung axis.   

Association of gut bacteria with lung diseases

The first indices of the gut-lung axis are co-occurrences of pulmonary abnormalities 
with inflammatory bowel disease (12). Currently, bacteria in the gastrointestinal tract 
have been associated with asthma (13-18), COPD (19-22), CF (23), recurrent respiratory 
tract infection (24), and lung cancer (25-28).   

Asthma is a chronic lung disease affecting people of all ages that often starts in 
childhood, and increased risk for developing asthma in childhood is associated with less 
mature gut microbiota in the first year of life (13, 18). Early life application of antibiotics 
that results in decreased alpha diversity indices of gut microbiota (13) and a lower 
abundance of Faecalibacterium prausnitzii, Roseburia, Ruminococcus bromii and 
Clostridium perfringens (13), or reduction in Lachnospira, Veillonella,
Faecalibacterium, and Rothia (14), were noted in asthmatic children. Early life 
colonization with Bacteroides fragilis (at 3 weeks of age) (15) and Clostridium difficile
(1 month) (16) might contribute to the development of asthma. Other factors that can 
impact gut microbial colonization are also associated with asthma. For example, a higher 
risk of asthma at the age of six years was noted in children born by cesarean section that 
results in lower alpha diversity (at age one month and a year) and different microbial
composition (differences were most obvious at early time points) when compared with 
vaginal delivery (17). However, children born by cesarean section have a high risk of 
asthma only if their gut microbiota remains less mature up to the first year of life. In 
another study that examined bacterial microbiota at different time points, the occurrence 
of asthma at the age of 5 years was related to different microbial compositions between 
healthy and asthmatic children born to asthmatic mothers at age 1 (18). Asthma in these 
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children is a consequence of the increased abundance of Veillonella and lower abundance 
of Roseburia, Alistipes, and Plavonifactor. Apart from microbial composition, the 
relevance of the metabolic activity of bacteria in this disease was also recognized. Asthma 
was shown to be connected with a lower level of lipopolysaccharide biosynthesis (14), 
decreased concentration of acetate (14), increased levels of histamine synthesis (29), and 
a higher level of 3-ketoshinganine (at 3-6 months of age) but a lower linoleic acid (at age 
one year) (30). In one study examining the impact of cesarean section on asthma 
development, a higher risk of asthma in children born by cesarean section (compared to 
naturally born infants) was associated with lower levels of metabolites (tryptophan, bile 
acid, and phenylalanine) early following birth (31). 

Chronic obstructive pulmonary disease is an inflammatory chronic lung disease 
characterized by airflow blockage and breathing-related problems. A comparison of gut 
microbiota in COPD patients during the period of stable disease with healthy controls 
revealed differences in bacterial composition between the two groups, with a higher 
abundance of Streptococcus, Rothia, Romboutsia, and Intestinibacter, but a lower 
abundance of Bacteroides, Roseburia, and Lachnospira in COPD patients (19). Bacterial 
microbiota is correlated with disease severity as well (20). Although no differences were 
noted in alpha diversity and composition between patients with different stages of 
diseases (GOLD recommendations), the relative abundance of Veillonella,
Corynebacterium, Romboutsia and Aerococcus was higher in patients with stages 3 and 
4 of the disease, while Megasphaera was the lowest in patients with stage 1 disease (20). 
Associations were found between gut microbiota and better lung function in a patient 
population with a higher abundance of some Streptococcus and Lachnospiraceae species 
and a lower abundance of Desulfovibrio. Gut microbiota in COPD patients can affect 
disease progression, as a decline in lung function was correlated with an increase in alpha 
diversity indices, a decrease in the abundance of Firmicutes, and an increase in 
Stentrophomonas (21). In contrast to that, in patients with stable lung function a higher 
abundance of Bacteriodetes and Alloprevotella was noted. Bacterial products can also 
affect disease severity. Measurements of short-chain fatty acid (SCFA) in patients with 
COPD revealed lower levels of total SCFA, acetic, isobutyric and isovaleric acids in 
patients with COPD with stages 3 and 4 (compared to healthy controls) (22).

Cystic fibrosis is a genetic disorder characterized by a mutation in the cystic fibrosis 
transmembrane conductance regulator (CFTR) gene resulting in viscous epithelial 
secretion. As this disease affects the function of different organs, including the gut, the 
association of gut dysbiosis with CF cannot be directly estimated. Data show that CF 
results in a different pattern of gut bacterial colonization compared to healthy 
controls (32). Regardless of the disease’s impact on gut colonization, a significant 
association was found between disease exacerbation and gut microbiota 
composition (23).

Recurrent respiratory tract infections are the most frequent diseases in children 
under 5 years of age. An analysis of fecal bacteria revealed a decrease in bacterial 
diversity and distinct community structures in patients compared to healthy controls (24).
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A higher abundance of Enterococcus, but lower Eubacterium, Bacteroidetes, and 
Faecalibacterium was noted in children with recurrent respiratory tract infections.

The examination of fecal microbiota in lung cancer patients and healthy controls 
revealed different bacterial compositions between these groups (25, 26), with higher 
Bacteroides, Veillonella, and Fusobacterium, and lower Escherichia-Shigella, Kluyvera,
Fecalibacterium, Enterobacter and Dialister in cancer patients (25). Additionally, gut 
microbiota compositions were shown to correlate with different tumor biomarkers (27), 
tumor stages, and subtypes (28).

Based on the above data, a clear connection between gut dysbiosis and risk for 
disease development exists only for asthma, as dysbiosis was documented prior to the 
disease. Although for other diseases the role of gut microbiota composition in disease 
development is not so obvious (whether dysbiosis exists before disease symptoms or is a 
consequence of lung inflammation), gut bacteria might have an impact on disease course 
and stability (exacerbation, stable disease periods, etc.).  

Experimental evidence of a gut-lung axis

Studies examining the impact of gut bacteria on inflammatory reactions in the lungs 
are based on a comparison of germ-free (GF) animals with conventional or GF animals 
colonized with specific bacteria, animals with different microbial compositions, or 
animals treated with antibiotics.

The presence of gut commensal bacteria is important for the control of allergic 
airway inflammation, as shown in GF mice that develop an exaggerated response to 
ovalbumin (OVA) administration compared to specific pathogen-free (SPF) mice (33). In 
the absence of commensal bacteria, a higher goblet cell hyperplasia, increased 
perivascular and peribronchial infiltration of inflammatory cells were noted, as well as a 
higher production of IL-4 and IL-5, and augmented IgE response. This exaggerated 
response can be reversed by the colonization of GF mice with commensal flora of SPF 
mice (33). Additionally, a comparison of airway inflammatory response to OVA in F1 
generation of GF mice colonized with humanized microbiota (fecal microbiota from a 
patient that developed asthma at the age of 3 years) or with the same microbiota 
supplemented with Faecalibacterium spp., Lachnospira spp., Veillonella spp. and Rothia
spp. (FLVR) pointed to beneficial role of FLVR in lung inflammation (14). These genera 
are decreased in the feces of children with asthma, and enrichment of microbiota with 
FLVR results in decreased infiltration of total lung cells, neutrophils, and lymphocytes in 
the lungs in response to OVA (14). The presence of commensal bacteria was shown to 
impact pulmonary response to bacterial infection also, indicated by higher mortality, 
higher infection rate in the lungs, and systemic dissemination in GF compared to 
conventional mice following Klebsiella pneumoniae infection (34). The absence of 
neutrophil infiltration and a lower tumor necrosis factor (TNF) and chemokine CXCL-1
response, but increased IL-10 response, were noted in infected GF mice (34). This 
aberrant pulmonary response to bacterial infection in GF mice can be reversed by 
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restoring gut microbiota, pretreating mice with bacterial product lipopolysaccharide, or 
neutralizing IL-10.

A comparison of animals that differ in the presence of segmented filamentous 
bacteria (SFB) in the GIT pointed to the role of these bacteria in Th17 cell 
differentiation, as a higher number of Th17 cells in the lungs was noted in mice 
colonized with SFB (35-37). The presence of SFB resulted in altered lung antifungal 
response to opportunistic fungal pathogen Aspergillus fumigatus (although the increase 
in fungal burden was not statistically significant) (35), increased resistance to 
Staphylococcus aureus infection (36), or induction of autoimmunity in prone mice (37). 
Besides its effect on a number of Th17 cells, SFB stimulates the expression of dual T cell 
receptors on the Th17 cell surface (for SFB and self-antigens) that contribute to the 
development of autoimmunity (37). These dual receptor-expressing Th17 cells migrate to 
the lungs and are responsible for lung pathology noted in rheumatoid arthritis (37). In this 
regard, it should be noted that many systemic autoimmune diseases have pulmonary 
manifestations (38). The presence of SFB also results in increased production of 

-22) in the intestine, leading to an increase in serum 
levels of IL-

A combination of antibiotics such as ampicillin, vancomycin, metronidazole, and 
neomycin, or gentamycin, in drinking water, is used to deplete gut microbiota. Using 
this approach, the role of gut microbiota in lung response to viral (39, 40) and 
bacterial (41-44) infections was investigated. Depletion of gut microbiota results in higher 
influenza virus titers (39, 40) and bacterial colonization (41-44) in the lungs, higher 
mortality of infected animals (39, 41-43), and more pronounced lung tissue 
damage (39, 41, 42). Increased susceptibility of antibiotic-treated animals to pulmonary 
infections was shown to be a consequence of diminished macrophage function (39, 41-43)
and altered cytokine and chemokine production. In general, influenza infection in 
antibiotic-treated animals results in reduced production of IL-6, TNF, and chemokine 
MIP- sed 
IL-6 and IL- , 42), as well as reduced IL-17A, granulocyte-
macrophage colony-stimulating factor (GM-CSF), chemokine (C-X-C motif) ligand 2 
(CXCL2), and CXCL1 (43). Besides innate immunity, adaptive immunity was also 
affected, as the reduction of pathogen-specific antibody titers (40, 44) and the number 
and activity of CD4+ T cells (40) and CD8+ cells (39) were noted in the antibiotic-treated 
group. Microbiota transfer in antibiotic-treated animals was shown to improve lung 
immunity (42, 43). Additionally, stimulation of receptors that recognize microbial 
patterns, Toll-like receptors (TLR) (40, 41), and NOD-like receptors (43) can improve 
immune response in antibiotic-treated animals, suggesting that signals from bacterial 
products may be sufficient to support immune priming in the lungs. Treatment of mice 
with a combination of antibiotics prior to exposure to cigarette smoke (CS) was shown to 
ameliorate lung inflammation (45). An increase in the relative abundance of 
Parabacteroides goldsteinii noted in these animals was shown to correlate with decreased 
symptoms, and oral treatment with P. goldsteinii had a protective effect in CS exposed 
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mice (45). The previously described models contributed to understanding the impact of 
gut bacteria on immune reactions in the lungs, but should be carefully interpreted, as a 
mixture of antibiotics significantly depletes both gut and lung microbiota (43, 44).

Several papers have examined the effect of antibiotics with poor oral absorption, 
such as neomycin, vancomycin, or colistin. The administration of neomycin solely has a 
similar effect on anti-viral immunity as an antibiotic mixture (40). The infection of 
neomycin-treated animals with influenza virus resulted in more pronounced lung tissue 
damage, which was associated with reduced expression of TLR7 receptor mRNA in the 
lungs and impaired signal transduction (lower NF-
lower interferon (IFN)- -17 but a higher IL-4 and IL-10 response was noted in the 
infected neomycin group compared to the infected control group (46). Gut dysbiosis 
caused by vancomycin application lowered the number of Th17 cells in the lungs, and 
this effect was associated with a decrease in SFB (35, 37). The application of vancomycin 
in early life aggravates airway inflammation in adulthood, as a higher number of 
eosinophils and IL-13 and IL-4 production was noted following OVA application in 
vancomycin-treated compared to control animals (47). Neomycin and vancomycin affect 
Gram-positive bacteria, pointing to the role of these bacteria in lung immunity. In one 
study, both Gram-positive and Gram-negative bacteria, solely in the gut, were depleted 
following the application of vancomycin (for Gram-positive bacteria) and colistin (for 
Gram-negative bacteria), which resulted in worse infection outcomes, a higher lung 
injury, and lower survival of antibiotic-treated animals (compared to controls) following 
Pseudomonas aeruginosa infection as a result of depression of lung cellular 
immunity (48).

In general, bacteria from the gastrointestinal tract are necessary for adequate lung 
immunity as the absence of bacteria (germ-free animals) or gut dysbiosis (following 
antibiotic treatment) results in increased susceptibility to both bacterial and viral 
infections and an exaggerated allergic response (summarized in Table I). Additionally, in 
the absence of gut dysbiosis, some bacterial species might also affect the immune 
response in the lungs, as suggested by more pronounced inflammation in animals 
containing SFB compared to animals without these bacteria in the gut. 

Mitigation of lung inflammation by prebiotics, probiotics or postbiotics

Concurrently with an examination of the mechanisms of the gut-lung axis, there are 
attempts to modulate immune reactions in the lungs by affecting gastrointestinal 
microbiota using prebiotics, probiotics or postbiotics (summarized in Table II). 

By definition, a prebiotic is a substrate that is selectively utilized by host 
microorganisms conferring a health benefit (49). In other words, prebiotics are 
compounds (such as fructooligosaccharides, galactooligosaccharides, oligosaccharides 
present in human milk, some dietary fibers and polyunsaturated fatty acid) metabolized 
solely by microorganisms in the gut, which modulate the composition and/or activity of 
gut bacteria resulting in the improvement of host health. Beneficial effects of omega-3
polyun -PUFA) were noted in a model of lung injury induced by 
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Table I Overview of data regarding the impact of gut bacteria on immune reactions in the 
lungs obtained from animal models

Tabela I
dobijenih u modelima na životinjama

Model Effect Characteristics of response Ref.
GERM-FREE 
ANIMALS

    

Allergic airway 
inflammation 

Exaggerated response to allergen 
- -  

33 

Klebsiella pneumoniae 
infection 

 
- -10 

34 

ANIMALS
CONTAINING SFB IN 
THE GUT

    

Aspergillus fumigatus 
infection  

- - -
in intestine 

35 

Staphylococcus aureus 
infection 

 - -
 

36 

 
 

- -

 

37 

ANIMALS TREATED 
WITH ANTIBIOTICS

    

infection  - + 

- - -1 -1 -
- -

 

39
40  
46 

Escherichia coli infection  
- -1

-2 

41 

Streptococcus 
pneumoniae infection 

 - -1 -

-

-  

42
43 

Klebsiella pneumoniae 
infection 

 - -

macrophages 

43 

Pseudomonas 
aeruginosa infection 

 
-1

-6 

44
48 

Allergic airway 
inflammation 

Exaggerated response to allergen 
- -13 

47 

- - decrease; N/A - not available; *Immune response was examined following antibiotic application, but not during 
infection. Characteristics of the response are presented in comparison to relevant controls, i.e. specific-pathogen free animals for germ-
free, animals without SFB, or animals not treated with antibiotics.
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Table II Summary of the effects of application of prebiotics, probiotics and postbiotics on 
immune reactions in the lungs

Tabela II Pregled efekata primene prebiotika, probiotika i postbiotika na imunske reakcije u 
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-PUFA before 
induction of lung injury was shown to mitigate inflammation (TNF, IL- -6, and IL-
17 production) and oxidative stress in the lungs caused by PM2.5. This effect was 
associated with the attenuation of changes in the relative abundance of bacterial phyla in 
the gut induced by PM2.5, and with alteration in lung metabolic pathways that positively 
correlate with Verrucomicrobiota (50). In another study, supplementation with 
polysaccharides isolated from Panax ginseng was shown to result in potentiating the 
antitumor effect of anti-programmed cell death 1/ programmed cell death ligand 1 (anti-
PD-1/PD-L1) therapy in a mouse model of lung tumor (51). Combined therapy resulted 
in higher activation of CD8+ T cells and suppression of regulatory T cells compared with 
solely anti-PD-1 therapy. The application of ginseng polysaccharides altered microbial 
composition in the gut, which resulted in an increased concentration of short-chain fatty 
acids (SCFA) in plasma and a decrease in tryptophan metabolite L-kynurenine (51). The 
beneficial effect of prebiotics was also shown in a model of allergic airway inflammation 
(induced by house dust mite extract) in which a diet supplemented with readily 
fermentable fiber pectin reduced the infiltration of cells into the lungs and decreased IL-
4, IL-5, IL-13, and IL-17A (52). The noted effect was mediated by an increased 
concentration of SCFA. In clinical trials, the application of prebiotic (1:1 mixture of 
galactooligosaccharides and polydextrose) was shown to lower the incidence of viral 
respiratory tract infection and the incidence of rhinovirus-induced episodes in preterm 
infants (53).

Probiotics are defined as live microorganisms that, when administered in adequate 
amounts, confer health benefits to the host (54). In the context of the beneficial role of 
probiotics in lung inflammation, Bifidobacterium spp. and Lactobacillus spp. were 
examined. Allergic airway response (induced by OVA administration) was attenuated 
with prior oral administration of B. longum AH1206 (55), L. reuteri (56), or a 
combination of probiotic strains (L. acidophilus LA-5, L. rhamnosus GG, and B. 
animalis) (57). Probiotic strains decreased the number of eosinophils (55-57) and 
macrophages (56) and reduced the production of TNF (55, 56), IL-6 (55), MCP-1 (56), 
IL-5 and IL-13 (56, 57), IL-4, IL-17, IL-25 and IL-33 (57). The noted effect is strain-
specific and depends on live organisms, as B. breve AH1205 (55) and L. salivarius (56) 
or heat-killed L. reuteri (56) do not modulate the allergic airway response. The beneficial 
effect might be mediated by increased numbers of regulatory T cells (in Peyer’s patch 
and spleen) (55) or stimulation of TLR-9 by L. reuteri (56). In the model of pulmonary 
injury, the oral application of L. rhamnosus GG strain restored pulmonary function that 
was decreased in response to PM2.5 exposure and ameliorated pulmonary 
inflammation (58). Probiotics increased the number of regulatory T cells and decreased 
the number of Th17 cells in comparison to PM2.5. Additionally, lower levels of 
proinflammatory (IL-6, TNF, IL-17A, and IL- -inflammatory 
(IL-10 and TGF- ) cytokines were noted following probiotic administration (58). The 
beneficial effects of probiotic administration were also examined in humans. In clinical 
trials, the prevention of respiratory infections with L. rhamnosus strain GG (53, 59, 60) 
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and L. paracasei subsp. paracasei (61) was investigated. These studies indicated that the 
application of probiotics reduces the duration of upper respiratory symptoms following 
influenza infection (61), the risk of respiratory tract infection (59, 60), the severity of 
infection (60), and episodes of respiratory tract infection that lasted over 3 days in 
hospitalized children (59). In another clinical study, supplementation with L. casei Shirota 
in smokers for three weeks was shown to increase the activity of NK cells and the number 
of CD16+ cells (CD16 is a molecule that is expressed on NK cells, but also on other cell 
types) that are reduced in smokers (62).

Combined administration of prebiotics and probiotics (designated as symbiotics) 
on asthma (63, 64) and the incidence of lung cancer (65) was estimated. Daily 
supplementation with vegetable and fruit concentrate, fish oil, and L. salivarius PM-
A0006 reduced medication use and improved pulmonary function in asthmatic school 
children (63), while a symbiotic containing galactooligosaccharides, 
fructooligosaccharides, and B. breve M-16V had no effect on bronchial inflammation, but 
reduced production of Th2-cytokines by peripheral blood mononuclear cells isolated from 
patients with allergic asthma (64). An analysis of the association between lung cancer risk 
and dietary fiber and yogurt (containing starter cultures of Streptococcus thermophilus
and Lactobacillus delbrueckii subsp. bulgaricus, but other Lactobacilli spp. and 
Bifidobacteria spp. may also be added) consumption revealed that the risk of lung cancer 
was reduced by more than 30% in adults with a high yogurt consumption and with the 
highest quintile of fiber intake, suggesting a protective role of symbiotics against lung 
carcinogenesis (65).

In the treatment of lung inflammation, postbiotics, which are defined as 
preparations of inanimate microorganisms and/or their components that confer health 
benefits to the host (66), might be used as well. Formalin-inactivated non-typeable 
Haemophilus influenzae was shown to reduce the severity of COPD exacerbations, 
proportions of episodes requiring corticosteroid therapy, and duration of episodes (67). A 
similar effect in patients with COPD was noted when a polyvalent mechanical bacterial 
lysate (PMBL) (of Staphylococcus aureus, Streptococcus pyogenes, Streptococcus 
viridans, Klebsiella ozaenae, Haemophilus influenzae type b, Moraxella catarrhalis and 
Streptococcus pneumoniae) was added to regular treatment (68). Infection is one of the 
risk factors in COPD exacerbations, and the use of inactivated bacteria for stimulation of 
immune response against potential pathogens might be beneficial for these patients. In 
patients with recurrent respiratory tract infections, a reduced number of infectious 
episodes was recorded following the application of PMBL (69) and Lantigen B (chemical 
lysate of suspension containing Streptococcus pneumoniae type 3, S. pyogenes Group A, 
Branhamella catarrhalis, Staphylococcus aureus, H. influenzae type b, and K. 
pneumoniae) (70).



474

Additional perspectives

While this review summarized the effects of bacterial microbiota from the GIT on 
immune reactions in the lungs, the effect of other microorganisms (viruses, fungi, and 
protozoa) should not be neglected. For example, the overgrowth of Candida spp. in the 
gut following antibiotic treatment promotes allergic airway inflammation (71, 72) by 
increasing the level of prostaglandin E2, which induces M2 macrophage 
polarization (72). 

Another aspect that was neglected is the effect of lung microbiota on the immune 
homeostasis in this organ. The lungs of healthy individuals have long been considered 
sterile, but with the development of new technics (sequencing of 16S rRNA gene), it is 
now established that the lungs harbor a vast range of microorganisms. Bacterial 
microbiota in the lungs is involved in the regulation of homeostasis in this organ and 
can be altered during the disease (73). In this context, lung dysbiosis is noted in diseases
such as asthma (74), COPD (75), and CF (76), in patients with tuberculosis (77), 
invasive pulmonary aspergillosis (78), and during influenza A virus infection (79). In 
recent years, the alteration of lung microbiota in various animal models of lung 
inflammation/injury has been investigated (80-86). Whether gut microbiota affects 
bacterial composition in the lungs, thus resulting in altered tissue homeostasis, is still 
not clear, but data indicate that lung microbiota is enriched in the GIT taxa (gaining 
access to the lungs through microaspiration) (73).

Communication between the GIT and the lungs is not a one-way interaction (with 
the GIT microbiota affecting lung immunity), as immune reactions in the lungs might 
affect the gut microbiome. Dysbiosis in the gut was documented during pulmonary 
viral (87-91), bacterial (92, 93), and fungal infections (94, 95), as well as in mice 
exposed to high oxygen levels (80). The effect of lung inflammation on gut dysbiosis is 
also mediated by the immune system (87, 88).

Conclusion
The bacterial microbiota of the gastrointestinal tract has numerous effects on 

tissue homeostasis both locally (in the gut) and in extra-intestinal sites such as the lungs. 
The association of gut bacteria with various pulmonary diseases in humans has been 
established, and experimental data on animal models confirmed the existence of a gut-
lung axis that is mediated by the effect of gut bacteria on immune system activities 
(Figure 1). The existence of the gut-lung axis provides the basis for modulating 
pulmonary immune response by affecting gut bacteria with prebiotics, probiotics, or 
postbiotics. 
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Figure 1. Impact of gut microbiota on immune reactions in the lungs. While bacterial 
dysbiosis leads to an exaggerated response to allergen (by increasing the 
number of eosinophils and IL-4 and IL-13 production) and impaired 
response to infections (by decreasing activities relevant for pathogen 
removal), treatment with prebiotics, probiotics or postbiotics was shown to 
diminish allergies (decreasing the number of eosinophils and IL-4 and IL-13
production), increase antitumor response, decrease lung injury induced by 
xenobiotics (by lowering inflammation and oxidative stress) and severity of 
infections.   

Slika 1. Bakterijska disbioza 

eozinofila i produkcije IL-4 i IL-13) i slabijeg odgovora na infektivne agense 
(smanjenje aktivnosti relevantnih za uklanjanje patogena). Sa druge strane, 
primena prebiotika, probiotika ili postbiotika smanjuje intenzitet alergijskog 
odgovora (smanjuje broj eozinofila i produkciju IL-4 i IL-13), potencira 

ksenobioticima (smanjenje inflamacije i oksidativnog stresa) i doprinosi 
smanjenju ozbiljnosti infekcija.

Acknowledgment
This study was supported by the Ministry of Science, Technological Development 

and Innovation of the Republic of Serbia [grant number 451-03-47/2023-01/ 200007].



476

References
1. Sommer F, Backhed F. The gut microbiota- masters of host development and physiology. Nat Rev 

Microbiol. 2013;11(4):227–38.
2. Carabotti M, Scirocco A, Maselli MA, Severi C. The gut-brain axis: interactions between enteric 

microbiota, central and enteric nervous system. Ann Gastroenterol. 2015;28(2):203–9.
3. De Pessemier B, Grine L, Debaere M, Maes A, Paetzold B, Callewaert C. Gut-skin axis: current 

knowledge of the interrelationship between microbial dysbiosis and skin conditions. 
Microorganisms. 2021;9(2):353.

4. Ma PJ, Wang MM, Wnag Y. Gut microbiota: A new insight into lung diseases. Biomed 
Pharmacother. 2022;155:113810.

5. Hammad H, Lambrecht BN. The basic immunology of asthma. Cell. 2021;184(6):1469–85. 
6. Caramori G, Casolari P, Barczyk A, Durham AL, Di Stefano A, Adcock I. COPD immunopathology. 

Semin Immunopathol. 2016;38:497–515.
7. Bruscia EM, Bonfield TL. Update on innate and adaptive immunity in cystic fibrosis. Clin Chest 

Med. 2022;43(4):603–15.
8. Nguyen AH, Berim IG, Agrawal DK. Cellular and molecular immunology of lung cancer: 

therapeutic implications. Expert Rev Clin Immunol. 2014;10(12):1711–30.
9. Herrera MT, Guzmán-Beltrán S, Bobadilla K, Santos-Mendoza T, Flores-Valdez MA, Gutiérrez-

Gonzáles LH, et al. Human pulmonary tuberculosis: understanding the immune response in the 
bronchoalveolar system. Biomolecules. 2022;12(8):1148.

10. Clementi N, Ghosh S, De Santis M, Castelli M, Criscuolo E, Zanoni I, et al. Viral respiratory 
pathogens and lung injury. Clin Microbiol Rev. 2021;34(3):e00103-20.

11. Heung LJ, Wiesner D, Wang K, Rivera A, Hohl TM. Immunity to fungi in the lung. Semin Immunol. 
2023;66:101728.

12. Wang H, Liu JS, Peng SH, Deng XY, Zhu DM, Javidiparsijani S, et al. Gut-lung crosstalk in 
pulmonary involvement with inflammatory bowel diseases. World J Gastroenterol. 
2013;19(40):6794–804.

13. Patrick DM, Sbihi H, Dai DLY, Al Mamun AA, Rasali D, Rose D, et al. Decreasing antibiotic use, 
the gut microbiota, and asthma incidence in children: evidence from population-based and 
prospective cohort studies. Lancet Respir Med. 2020;8(11):1094–105.

14. Arrieta MC, Stiemsma LT, Dimitriu PA, Thorson L, Russell S, Yurist-Doutsch S, et al. Early infancy 
microbial and metabolic alterations affect the risk of childhood asthma. Sci Transl Med. 
2015;7(307):307ra152.

15. Vael C, Nelen V, Verhulst SL, Goossens H, Desager KN. Early intestinal Bacteroides fragilis 
colonization and development of asthma. BMC Pulm Med. 2008;8:19.

16. Van Nimwegen F, Penders J, Stobberingh EE, Postma DS, Koppelman GH, Kerkof M, et al. Mode 
and place of delivery, gastrointestinal microbiota, and their influence on asthma and atopy. J Allergy 
Clin Immunol. 2011;128(5):948–55.e1-3.

17. Stokholm J, Thorsen J, Blaser MJ, Rasmunssen MA, Hjelmsø M, Shah S, et al. Delivery mode and 
gut microbial changes correlate with an increased risk of childhood asthma. Sci Transl Med. 
2020;12(569):eaax9929.



477

18. Stokholm J, Blaser MJ, Thorsen J, Rasmunssen MA, Waage J, Vinding RK, et al. Maturation of the 
gut microbiome and the risk of asthma in childhood. Nat Commun. 2018;9(1):141.

19. Bowerman KL, Rehman SF, Vaughan A, Lachner N, Budden KF, Kim RY, et al. Disease-associated 
gut microbiome and metabolome changes in patients with chronic obstructive pulmonary disease. 
Nat Commun. 2020;11(1):5886.

20. Chiu YC, Lee SW, Liu CW, Lin RCJ, Huang YC, Lan TY, et al. Comprehensive profiling of the gut 
microbiota in patients with chronic obstructive pulmonary disease of varying severity. PLoS One. 
2021;16(4):e0249944.

21. Chiu YC, Lee SW, Liu CW, Lan TY, Wu LSH. Relationship between gut microbiota and lung 
function decline in patients with chronic obstructive pulmonary disease: a 1-year follow-up study. 
Respir Res. 2022;23(1):10.

22. Li N, Dai Z, Wang Z, Deng Z, Zhang J, Pu J, et al. Gut microbiota dysbiosis contributes to the 
development of chronic obstructive pulmonary disease. Respir Res. 2021;22(1):274.

23. Hoen AG, Li J, Moulton LA, O’Toole GA, Housman ML, Koestler DC, et al. Associations between 
gut microbial colonization in early life and respiratory outcomes in cystic fibrosis. J Pediatr. 
2015;167(1):138–47.e1-3.

24. Li L, Wang F, Liu Y, Gu F. Intestinal microbiota dysbiosis in children with recurrent respiratory 
tract infections. Microb Pathog. 2019;136:103709.

25. Zhang WQ, Zhao SK, Luo LW, Dong XP, Hao YT, Li H, et al. Alterations of fecal bacterial 
communities in patients with lung cancer. Am J Transl Res. 2018;10(10):3171–85. 

26. Zhuang H, Cheng L, Wang Y, Zhang YK, Zhao MF, Liang GD, et al. Dysbiosis of the gut 
microbiome in lung cancer. Front Cell Infect Microbiol. 2019;9:112.

27. Liu F, Li J, Guan Y, Lou Y, Chen H, Xu M, et al. Dysbiosis of the gut microbiome is associated with 
tumor biomarkers in lung cancer. Int J Biol Sci. 2019;15(11):2381–92.

28. Zheng Y, Fang Z, Xue Y, Zhang J, Zhu J, Gao R, et al. Specific gut microbiome signature predicts 
the early-stage lung cancer. Gut Microbes. 2020;11(4):1030–42.

29. Barick W, Pugin B, Westermann P, Rodriguez Perez N, Ferstl R, Wawrzyniak M, et al. Histamine-
secreting microbes are increased in the gut of adult asthma patients. J Allergy Clin Immunol. 
2016;138(5):1419-94.e7.

30. Lee-Sarwar KA, Chen YC, Chen YY, Kozyrskyj AL, Mandhane PJ, Turvey SE, et al. The maternal 
prenatal and offspring early-life gut microbiome of childhood asthma phenotypes. Allergy. 
2023;78(2):418–28.

31. Gürdeniz G, Ernst M, Rago D, Kim M, Courraud J, Stokholm J, et al. Neonatal metabolome of 
caesarean section and risk of childhood asthma. Eur Respir J. 2022;59(6):2102406. 

32. Vernocchi P, Del Chierico F, Russo A, Majo F, Rossitto M, Valerio M, et al. Gut microbiota 
signatures in cystic fibrosis: loss of host CFTR function drives the microbiota entorophenotype. 
PLoS One. 2018;13(12):e0208171.

33. Herbst T, Sichelstiel A, Schär C, Yadava K, Bürki K, Chandzli J, et al. Dysregulation of allergic 
airway inflammation in the absence of microbial colonization. Am J Respir Crit Care Med. 
2011;184(2):198–205.



478

34. Fagundes CT, Amaral FA, Vieira AT, Soares AC, Pinho V, Nicoli JR, et al. Transient TLR activation 
restores inflammatory response and ability to control pulmonary bacterial infection in germfree mice. 
J Immunol. 2012;188(3):1411–20.

35. McAleer JP, Nguyen NLH, Chen K, Kumar P, Ricks DM, Binnie M, et al. Pulmonary Th17 
antifungal immunity is regulated by the gut microbiome. J Immunol. 2016;197(1):97–107.

36. Gauguet S, D’Ortona S, Ahnger-Pier K, Duan B, Surana NK, Lu R, et al. Intestinal microbiota of 
mice influences resistance to Staphylococcus aureus pneumonia. Infect Immun. 2015;83(10):4003–
14.

37. Bradley CP, Teng F, Felix KM, Sano T, Naskar D, Block KE, et al. Segmented filamentous bacteria 
provoke lung autoimmunity by inducing gut-lung axis Th17 cells expressing dual TCRs. Cell Host 
Microbe. 2017;22(5):697–704.

38. Cojocaru M, Cojocaru IM, Silosi I, Vrabie CD. Pulmonary manifestations of systemic autoimmune 
diseases. Maedica (Bucur). 2011;6(3):224–229.

39. Abt MC, Osborne LC, Monticelli LA, Doering TA, Alenghat T, Sonnenberg GF, et al. Commensal 
bacteria calibrate the activation threshold of innate antiviral immunity. Immunity. 2012;37(1):158–
70.

40. Ichinohe T, Pang IK, Kumamoto Y, Peaper DR, Ho JH, Murray TS, et al. Microbiota regulates 
immune defense against respiratory tract influenza A virus infection. Proc Natl Acad Sci U S A. 
2011;108(13):5354–9.

41. Chen LW, Chen PH, Hsu CM. Commensal microflora contribute to host defense against Escherichia 
coli pneumonia through Toll-like receptors. Shock. 2011;36(1):67–75.

42. Schuijt TJ, Lankelma JM, Scicluna BP, de Sousa e Melo F, Roelofs JJTH, de Boer JD, et al. The gut 
microbiota plays a protective role in the host defense against pneumococcal pneumonia. Gut. 
2016;65(4):575–83.

43. Brown RL, Sequeira RP, Clarke TB. The microbiota protects against respiratory infection via GM-
CSF signaling. Nat Commun. 2017;8(1):1512.

44. Robak OH, Heimesaat MM, Kruglov AA, Prepens S, Ninnemann J, Gutbier B, et al. Antibiotic 
treatment-induced secondary IgA deficiency enhances susceptibility to Pseudomonas aeruginosa
pneumonia. J Clin Invest. 2018;128(8):3535–45.

45. Lai HC, Lin TL, Chen TW, Kou YL, Chang CJ, Wu TR, et al. Gut microbiota modulates COPD 
pathogenesis: role of anti-inflammatory Parabacteroides goldsteinii lipopolysaccharide. Gut. 
2022;71(2):309–21.

46. Wu S, Jiang ZY, Sun YF, Yu B, Chen J, Dai CQ, et al. Microbiota regulates the TLR7 signaling 
pathway against respiratory tract influenza A virus infection. Curr Microbiol. 2013;67(4):414–22.

47. Yang X, Feng H, Zhan X, Zhang C, Cui R, Zhong L, et al. Early-life vancomycin treatment promotes 
airway inflammation and impairs microbiome homeostasis. Aging. 2019;11(7):2071–81.

48. Dessein R, Bauduin M, Grandjean T, Le Guern R, Figeac M, Beury D, et al. Antibiotic-related gut 
dysbiosis induces lung immunodepression and worsens lung infection in mice. Crit Care. 
2020;24(1):611.

49. Gibson GR, Hutkins R, Sanders ME, Prescott SL, Reimer RA, Salminen SJ, et al. Expert consensus 
document: The International Scientific Association for Probiotics and Prebiotics (ISAPP) consensus 



479

statement on the definition and scope of prebiotics. Nat Rev Gastroenterol Hepatol. 2017;14(8):491–
502. 

50. Li J, Chen Y, Shi Q, Sun J, Zhang C, Liu L. Omega-3 polyunsaturated fatty acids ameliorate PM2.5 
exposure induced lung injury in mice through remodeling the gut microbiota and modulating the 
lung metabolism. Environ Sci Pollut Res. 2023;30(14):40490–506.

51. Huang J, Liu D, Wang Y, Liu L, Li J, Yuan J, et al. Ginseng polysaccharides alter the gut microbiota 
and kynurenine/tryptophan ratio, potentiating the antitumor effect of anti-programmed cell death 1/ 
programmed cell death ligand 1 (anti-PD-1/PD-L1) immunotherapy. Gut. 2022;71(4):734–45.

52. Trompette A, Gollwitzer ES, Yadava K, Sichelstiel AK, Sprenger N, Ngom-Bru C, et al. Gut 
microbiota metabolism of dietary fiber influences allergic airway disease and hematopoiesis. Nat 
Med. 2014;20(2):159–66.

53. Luoto R, Ruuskanen O, Waris M, Kalliomäki M, Salminen S, Isolauri E. Prebiotic and probiotic 
supplementation prevents rhinovirus infections in preterm infants: A randomized, placebo-controlled 
trial. J Allergy Clin Immunol. 2014;133(2):405–13.

54. Hill C, Guarner F, Reid G, Gibson GR, Merenstein DJ, Pot B, et al. Expert consensus document: The 
International Scientific Association for Probiotics and Prebiotics consensus statement on the scope 
and appropriate use of the term probiotics. Nat Rev Gastroenterol Hepatol. 2014;11(8):506–14.

55. Lyons A, O’Mahony D, O’Brien F, MacSharry J, Sheil B, Ceddia M, et al. Bacterial strain-specific 
induction of Foxp3+ T regulatory cells is protective in murine allergy models. Clin Exp Allergy. 
2010;40(5):811–9.

56. Forsythe P, Inman MD, Bienenstock J. Oral treatment with live Lactobacillus reuteri inhibits tha 
allergic airway response in mice. Am J Respir Crit Care Med. 2007;175(6):561–9. 

57. Wu Z, Mehrabi Nasab E, Arora P, Athari SS. Study effect of probiotics and prebiotics on treatment 
of OVA-LPS-induced allergic asthma inflammation and pneumonia by regulating the TLR4/NF-
signaling pathway. J Transl Med. 2022;20(1):130.

58. Wu Y, Pei C, Wang X, Wang Y, Huang D, Shi S, et al. Probiotics ameliorates pulmonary 
inflammation via modeling gut microbiota and rectifying Th17/Treg imbalance in a rat model of 
PM2.5 induced lung injury. Ecotoxicol Environ Saf. 2022;244:114060.

59. Lactobacillus GG in the 
prevention of nosocomial gastrointestinal and respiratory tract infections. Pediatrics. 
2010;125(5):e1171–7.

60. Hatakka K, Savilahti E, Pönkä A, Meurman JH, Poussa T, Näse L, et al. Effect of long term 
consumption of probiotic milk on infections in children attending day care centers: double blind, 
randomized trial. BMJ. 2001;322(7298):1327.

61. Jespersen L, Tarnow I, Eskesen D, Melsaether Morberg C, Michelsen B, Bügel S, et al. Effect of 
Lactobacillus paracasei subsp. paracasei, L. casei 431 on immune response to influenza vaccination 
and upper respiratory tract infections in healthy adult volunteers: a randomized, double-blind, 
placebo-controlled, parallel-group study. Am J Clin Nutr. 2015;101(6):1188–96.

62. Reale M, Boscolo P, Bellante V, Tarantelli C, Di Nicola M, Forcella L, et al. Daily intake of 
Lactobacillus casei Shirota increases natural killer cell activity in smokers. Br J Nutr. 
2012;108(2):308–14.



480

63. Lee SC, Yang YH, Chuang SY, Huang SY, Pan WH. Reduced medication use and improved 
pulmonary function with supplements containing vegetable and fruit concentrate, fish oil and 
probiotics in asthmatic school children: a randomized controlled trial. Br J Nutr. 2013;110(1):145–
55.

64. Van de Pol MA, Lutter R, Smids BS, Weersink EJM, van der Zee JS. Symbiotics reduce allergen-
induced T-helper 2 response and improve peak expiratory flow in allergic asthmatics. Allergy. 
2011;66(1):39–47.

65. Yang JJ, Yu D, Xiang YB, Blot W, White E, Robien K, et al. Association of dietary fiber and yogurt 
consumption with lung cancer risk: a pooled analysis. JAMA Oncol. 2020;6(2):e194107.

66. Salminen S, Collado MC, Endo A, Hill C, Lebeer S, Quigley EMM, et al. The International Scientific 
Association of Probiotics and Prebiotics (ISAPP) consensus statement on the definition and scope of 
postbiotics. Nat Rev Gastroenterol Hepatol. 2021;18(9):649–67.

67. Tandon MK, Phillips M, Waterer G, Dunkley M, Comans P, Clancy R. Oral immunotherapy with 
inactivated nontypeable Haemophilus influenzae reduces severity of acute exacerbations in severe 
COPD. Chest. 2010;137(4):805–11.  

68. Cazzola M, Noschese P, Di Perna F. Value of adding a polyvalent mechanical bacterial lysate to 
therapy of COPD patients under regular treatment with salmeterol/fluticasone. Ther Adv Respir Dis. 
2009;3(2):59–63.

69. Cazzola M, Anapurapu S, Page CP. Polyvalent mechanical bacterial lysate for the prevention of 
recurrent respiratory infections: a meta-analysis. Pulm Pharmacol Ther. 2012;25(1):62–8.

70. Braido F, Melioli G, Candoli P, Cavalot A, Di Gioacchino M, Ferrero V, et al. The bacterial lysate 
Lantigen B reduces the number of acute episodes in patients with recurrent infections of the 
respiratory tract: the results of a double blind, placebo controlled, multicenter clinical trial. Immunol 
Lett. 2014;162(2 Pt B):185–93.

71. Noverr MC, Noggle RM, Toews GB, Huffnagle GB. Role of antibiotics and fungal microbiota in 
driving pulmonary allergic responses. Infect Immun. 2004;72(9):4996–5003.

72. Kim YG, Uduyanga KGS, Totsuka N, Weinberg JB, Núñez G, Shibuya A. Gut dysbiosis promotes 
M2 macrophage polarization and allergic airway inflammation via fungi-induced PGE2. Cell Host 
Microbe. 2014;15(1):95–102.

73. Dickson RP, Huffnagle GB. The lung microbiome: new principles for respiratory bacteriology in 
health and disease. PLoS Pathog. 2015;11(7):e1004923.

74. Hilty M, Burke C, Pedro H, Cardenas P, Bush A, Bossley C, et al. Disordered microbial communities 
in asthmatic airways. PLoS One. 2010;5(1):e8578.

75. Wang Z, Bafadhel M, Haldar K, Spivak A, Mayhew D, Miller BE, et al. Lung microbiome dynamic 
in COPD exacerbations. Eur Respir J. 2016;47(4):1082–92.

76. Cuthbertson L, Walker AW, Oliver AE, Rogers GB, Rivett DW, Hampton TH, et al. Lung function 
and microbiota diversity in cystic fibrosis. Microbiome. 2020;8(1):45.

77. Hu Y, Cheng M, Liu B, Dong J, Sun L, Yang J, et al. Metagenomic analysis of the lung microbiome 
in pulmonary tuberculosis-a pilot study. Emerg Microbes Infect. 2020;9(1):1444–52.

78. Hérivaux A, Willis JR, Mercier T, Lagrou K, Gonçalves SM, Gonçales RA, et al. Lung microbiota 
predict invasive pulmonary aspergillosis and its outcome in immunocompromised patients. Thorax. 
2022;77(3):283–91.



481

79. Leung RKK, Zhou JW, Guan W, Li SK, Yang ZF, Tsui SKW. Modulation of potential respiratory 
pathogens by pH1N1 viral infection. Clin Microbiol Infect. 2013;19(10):930–5.

80. Ashley SL, Sjoding MW, Popova AP, Cui TX, Hoostal MJ, Schmidt TM, et al. Lung and gut 
microbiota are altered by hyperoxia and contribute to oxygen-induced lung injury in mice. Sci Transl 
Med. 2020;12(556):eaau9959.

81. Barford KK, Vrankx K, Mirsepasi-Lauridsen HC, Hansen JS, Hougaard KS, Larsen ST, et al. The 
murine lung microbiome changes during lung inflammation and intranasal vancomycin treatment. 
Open Microbiol J. 2015;9:167–79.

82. Yadava K, Pattaroni C, Sichelstiel AK, Trompette A, Gollwitzer ES, Salami O, et al. Microbiota 
promotes chronic pulmonary inflammation by enhancing IL-17A and autoantibodies. Am J Respir 
Crit Care Med. 2016;193(9):975–87.

83. Poroyko V, Meng F, Meliton A, Afonyushkin T, Ulanov A, Semenyuk E, et al. Alternations of lung 
microbiota in a mouse model of LPS-induced lung injury. Am J Physiol Lung Cell Mol Physiol. 
2015;309(1):L76–83.

84. O’Dwyer DN, Ashley SL, Gurczynski SJ, Xia M, Wilke C, Falkowski NR, et al. Lung microbiota 
contribute to pulmonary inflammation and disease progression in pulmonary fibrosis. Am J Respir 
Crit Care Med. 2019;199(9):1127–38.

85. Li J, Hu Y, Liu L, Wang Q, Zeng J, Chen C. PM2.5 exposure perturbs lung microbiome and its 
metabolic profile in mice. Sci Total Environ. 2020;721:137432.

86. Popovic D, Kulas J, Tucovic D, Popov Aleksandrov A, Glamoclija J, Sokovic Bajic S, et al. Lung 
microbiota changes during pulmonary Aspergillus fumigatus infection in rats. Microbes Infect. 2023. 
doi: 10.1016/j.micinf.2023.105186.

87. Wang J, Li F, Wei H, Lian ZX, Sun R, Tian Z. Respiratory influenza virus infection induces intestinal 
immune injury via microbiota-mediated Th17 cell-dependent inflammation. J Exp Med. 
2014;211(2):2397–410.

88. Deriu E, Boxx GM, He X, Pan C, Benavidez SD, Cen L, et al. Influenza virus affects intestinal 
microbiota and secondary Salmonella infection in the gut through type I interferons. PLoS Pathog. 
2016;12(5):e1005572.

89. Bartley JM, Zhou X, Kuchel GA, Weinstock GM, Haynes L. Impact of age, caloric restriction, and 
influenza infection on mouse gut microbiome: an exploratory study of the role of age-related 
microbiome changes on influenza response. Front Immunol. 2017;8:1164.

90. Groves HT, Cuthbertson L, James P, Moffatt MF, Cox MJ, Tregoning JS. Respiratory disease 
following viral lung infection alters the murine gut microbiota. Front Immunol. 2018;9:182.

91. Yildiz S, Mazel-Sanchez B, Kandasamy M, Minicassamy B, Schmolke M. Influenza A virus 
infection impact systemic microbiota dynamic and causes quantitative enteric dysbiosis. 
Microbiome. 2018;6(1):9.

92. Winglee K, Eloe-Fadrosh E, Gupta S, Guo H, Fraser C, Bishai W. Aerosol Mycobacterium 
tuberculosis infection causes rapid loss of diversity in gut microbiota. PLoS One. 2014;9(5):e97048.

93. Wu T, Xu F, Su C, Li H, Lv N, Liu Y, et al. Alterations in the gut microbiome and cecal metabolome 
during Klebsiella pneumoniae-induced pneumosepsis. Front Immunol. 2020;11:1331.



482

94. Kulas J, Mirkov I, Tucovic D, Zolotarevski L, Glamoclija J, Veljovic K, et al. Pulmonary Aspergillus 
fumigatus infection in rats affects gastrointestinal homeostasis. Immunobiology. 2019;224(1):116–
23.

95. Popovic D, Kulas J, Tucovic D, Popov Aleksandrov A, Malesevic A, Glamoclija J, et al. Gut 
microbial dysbiosis occurring during pulmonary fungal infection in rats is linked to inflammation 
and depends on healthy microbiota composition. Microbiol Spectr. 2023. doi: 
10.1128/spectrum.01990-23.



483

 
 

Uticaj mikrobiote creva na imunske reakcije 
 

1 1 1,
Jelena Kulaš1, Aleksandra Popov Aleksandrov1, Ivana Mirkov1,*

1Grupa za imunotoksikologiju, Odeljenje za ekologiju, Institut za biološka istraživanja 
–

u Beogradu, Bulevar despota Stefana 142, 11000 Beograd, Srbija

*Autor za korespondenciju: Ivana Mirkov, e-mail: mirkovi@ibiss.bg.ac.rs

Kratak sadržaj

invazije patogenih mikroorganizama, regulaciji propustljivosti creva, varenju hrane, metabolizmu 
taze i ishod bolesti 

rad sumira trenutno dostupna znanja o osi creva-

modulacija aktivnosti imunskog sistema leži u osnovi ove interakcije. Potencijalna upotreba 

bakterijska mikrobiota creva, osa creva-


