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Recently, the role of intestinal microbiota in maintaining metabolic and immunological homeostasis has received increasing attention. Many studies have reported a close association between intestinal ecosystem dysbiosis and the development
of several pathological processes, including autoimmune, metabolic, and malignant diseases. Because there is a steady
increase in the numbers of patients with liver diseases, future studies of the function of the gut-liver axis will be important. The relationship between the liver and intestines occurs through bidirectional signal exchange via metabolic, epigenetic, and neuroendocrine mechanisms. The quantitative and qualitative characteristics of the intestinal microflora can affect
intestinal permeability and the translocation of endotoxins, as well as control the activity of Kupffer cells and the transcriptional activation of many proinflammatory genes and cytokines in the liver through the production of various metabolites.
The normalization of intestinal microflora might be a promising method for the treatment and prevention of socially significant
liver diseases.
Keywords: intestinal microbiota, intestinal microflora, gut-liver metabolic axis, non-alcoholic fatty liver disease, cirrhosis,
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В последние годы все более пристальное внимание ученых и клиницистов привлекает вопрос о роли кишечной
микробиоты в поддержании метаболического и иммунологического гомеостаза организма. В современной научной
литературе имеется достаточно много сведений о тесной ассоциации дисбиоза кишечника с развитием ряда патологических процессов, включая аутоиммунные, метаболические и злокачественные заболевания. В связи с неуклонным ростом числа пациентов с тяжелыми заболеваниями печени перспективным становится изучение особенностей
функционирования оси «кишечник-печень». Наличие перекрестных взаимоотношений между печенью и кишечником
обеспечивается двунаправленным обменом различными сигналами посредством метаболических, эпигенетических
и нейроэндокринных механизмов. Качественный состав и количественные характеристики кишечной микрофлоры способны оказывать существенное влияние не только на проницаемость кишечного барьера и бактериальную
транслокацию, но также контролировать активность клеток Купфера и уровень транскрипции большого числа генов,
участвующих в воспалительном ответе на бактериальные стимулы. Восстановление кишечной микробиоты может
рассматриваться в качестве перспективного подхода к лечению и профилактике социально значимых заболеваний
печени.
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aunched in 2007, the global large-scale Human
Microbiome Project, which followed the Human
Genome program, made several discoveries
that radically changed the existing ideas about the
role of microorganisms in our lives [1]. The genetic
analyses of biomaterial samples demonstrated the
human intestine contains 500 to 1000 species of
microorganisms with total biomass of 1–3 % of total
body weight [2]. Furthermore, the human genome
contains approximately 22,000 genes that encode
proteins and the microbiome contains approximately
8 million unique bacterial genes [3].
Most microorganisms that form the microbiota of the
gastrointestinal tract are bacterial cells, of which more
than 90 % belong to two taxa – Firmicutes and Bacteroidetes. Of note, the ratio between Firmicutes and Bacteroidetes is considered the most important indicator of the
functional state of the intestinal microbiota. Normally, the
composition of the intestinal microflora is dominated by
obligate anaerobes, whereas facultative anaerobes are
present at lower amounts, mainly in the proximal parts
of the small intestine. Furthermore, the distal parts of the
intestine contain significantly greater numbers of microorganisms compared with the proximal parts of the small
intestine [4, 5]. According to the type of interaction with
the gastrointestinal tract, all microorganisms that colonize
the intestine are usually divided into cavity (lumen) and
parietal (mucosa) microflora [6, 7]. The intestinal microflora include obligate and transient microorganisms and
in general, the intestinal microbiome can be considered a
labile and potentially-modifiable population of various microorganisms that coexist within the gastrointestinal tract.
The targeted correction of the species composition of the
intestinal microflora and their interspecific relationships
might provide an innovative approach for the prevention
and treatment of many socially significant diseases, especially all-liver pathology.
According to modern concepts, the gut microbiota is
functionally considered an independent «organ» that has
a key role in food digestion as well as maintaining the immunological and metabolic homeostasis of the macroorganism [8, 9]. Considering the large contribution of the
intestinal microbiota to the regulation of the metabolism
of organic substances and trace elements, the creation of
colonization resistance, maintenance of the integrity of the
intestinal barrier, provision of immunological tolerance, it
follows that dysbiotic disorders are closely associated with
a cascade of systemic pathological reactions underlying
the development of a wide range of diseases [10–12].
Given the discouraging global trend in the field of clinical medicine with regard to the increase in the number of
patients with liver diseases, the study of the function of
metabolic «intestine-liver axis», has become particularly
important [13, 14]. There is a close interaction between
the liver and the intestine, related to their anatomical and
physiological features. Products synthesized by the liver
enter the intestinal lumen and are involved in the assimilation of various nutrients. Furthermore, 70 % of the blood
passing through the portal vein system to the liver is pro-

TGR5 – G-protein-coupled receptor
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TNF-α – tumor necrosis factor alpha

vided by the venous outflow from the intestine [15, 16].
Therefore, a violation of the intestinal barrier allows the entry of various toxicants that can affect the liver. In turn, liver
dysfunction can cause severe intestinal disorders. Indeed,
concomitant dysbiotic changes in the intestinal microbiota
are observed in 25–75 % of patients suffering from chronic liver diseases, which are commonly related to excessive
bacterial growth [17].
Recent studies of patients with verified liver diseases
reported that qualitative changes occur in the intestinal
microflora characterized by an increase in the number
of aerobic and «proinflammatory» microorganisms
(Enterobacteriaceae, Enterococcus, and Clostridium),
as well as a significant decrease in the number of «antiinflammatory» microorganisms (Lactobacillus and
Bifidobacterium) [18, 19]. Furthermore, Michail et al.
(2015) reported a study of children and adolescents with
non-alcoholic fatty liver disease where representatives
of the genera Gammaproteobacteria and Prevotella
predominated in the intestinal microbiome [20]. In
overweight adults or those with non-alcoholic fatty liver
disease, high numbers of microorganisms from the genera
Pasteurellaceae,
Lactobacillaceae,
Veillonellaceae,
as well as some genera of Lachnospiraceae (Dorea,
Robinsoniella, and Roseburia) were found in the intestinal
microflora [21]. A metagenomic study of fecal samples
from patients with cirrhosis of the liver with hepatocellular
carcinoma reported that the amount of Escherichia coli
was significantly higher compared with patients without
liver pathology [22]. Furthermore, patients with primary
liver cancer had a high proportion of representatives of
the genera Pasteurellaceae, Veillonellaceae, and some
genera of Lachnospiraceae in the intestinal microbiome
[23]. Currently, which qualitative changes occur in the
composition of the intestinal microbiota in patients with
liver diseases remain unclear and require further study.
Regarding the molecular and biochemical aspects of
the function of the metabolic «intestinal-hepatic axis», the
relationship between the liver and the intestine is provided
by the bidirectional exchange of various signals through
metabolic, epigenetic, and neuroendocrine mechanisms
[24, 25]. The qualitative composition of the intestinal
microflora and its quantitative characteristics can have a
significant impact on intestinal barrier permeability and
bacterial translocation, as well as controlling the activity of
Kupffer cells and the level of transcription of many genes
involved in the inflammatory response to bacterial stimuli
[26, 27].
Although most products of the intestinal microbiota can have a regulatory effect on the liver under normal
and pathological conditions, interactions between the
intestinal-liver communication system often occur via intestinal lipopolysaccharide, an obligate structural and
functional component of the cell wall of all Gr- bacteria,
the level of which was increased significantly in the portal and systemic blood flow in various liver diseases [28].
Toll-like receptor (TLR) 4, the main signaling cell receptor
for lipopolysaccharide, is expressed on the plasma membrane of Kupffer cells. The interaction of lipopolysaccha223
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ride with TLR4 activates inflammatory signaling pathways
(NF-κB pathway, MAP-kinase pathway, AP-1) and nuclear
transcription factors to promote the intensive production
of proinflammatory cytokines (TNF-α, IL-1, IL-6). In addition, it blocks the transmission of insulin signals and contributes to the emergence of insulin resistance [29, 30].
Under the conditions of inflammation and oxidative stress,
the increased production of inflammatory mediators causes chronic damage and the compensatory proliferation of
hepatocytes. In addition, the state of insulin resistance initiates the release of free fatty acids from adipocytes, the
accumulation of which contributes to liver steatosis [31].
Ultimately, these pathogenetic pathways can lead to cellular dysplasia and the development of carcinogenesis in
the hepatic parenchyma. Park et al. (2010) provided data
indicating the development of hepatocellular carcinoma
under obese conditions as a direct consequence of TNF-α
and IL-6 hyperproduction [32]. Another study provided
evidence that proinflammatory cytokines in the liver triggered the oncogenic transcription factor STAT3, which
enhanced proliferative and dysplastic changes in liver
cells [33].
Another important element in the «gut-liver»
communication axis is bile acids (BA), which are cholesterol
metabolites. BA that function as signaling molecules to
control metabolic homeostasis are a promising target for
the development of innovative targeted drugs [34]. In the
liver, primary BA (in particular, cholic and chenodeoxycholic
acids) are actively conjugated with amino acids (glycine,
taurine) and released by hepatocytes into the bile. In the
small intestine, about 95 % of BA are reabsorbed, and
the rest is metabolized by the intestinal microbiota to
secondary BA (in particular, deoxycholic and lithocholic
acids) [35].
In disorders of the composition of normal intestinal microflora, bacterial cells use dietary choline for the synthesis of trimethylamine, which is rapidly metabolized by liver
flavin monooxygenases to trimethylamine oxide that increases the permeability of the intestinal barrier and varies
lipid metabolism (in particular, by reducing the formation
of phosphatidylcholine, reducing the acceptor properties
of high-density lipoproteins and increasing the secretion
of very low-density lipoproteins) [36, 37].
Previously, BA were considered to only have surface-active properties, but after the discovery of farnesoid X-receptors (FXR) at the end of the last century, their
range of functions was significantly expanded. In particular, primary and secondary BA interact with a wide range of
nuclear and membrane-bound receptors in the intestine
and liver, thereby directly participating in the regulation of
many molecular and biochemical processes [38].
Thus, FXR receptor in the liver activated by binding to
BA inhibits 7-alpha-hydroxylase, an enzyme that catalyzes the main stages of the conversion of cholesterol to BA.
A marked decrease in the activity of this enzyme reduced
the levels of primary BA, and increased the intensity of lipogenesis and gluconeogenesis [39, 40]. This effect can
be explained by another cascade reaction: the activation
of FXR inhibits the sterol regulatory element-binding protein 1 (SREBP-1c), which is responsible for the synthesis
of cholesterol and BA, and the capture and catabolism of
fatty acids [41]. Taken together, the liver eventually develops dyslipidemia, insulin resistance, and steatosis.
According to previous scientific data, quantitative and
qualitative changes in the intestinal microbiota of patients
with liver diseases induce a secondary increase in the level of toxic unconjugated BA in the intestinal lumen, which
damages the intestinal epithelium, increasing the permeability of the protective barrier [42]. As a result, a large
amount of intestinal lipopolysaccharide enters the liver
224
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through the portal bloodstream, which triggers a cascade
of pathological reactions including the hyperproduction
of inflammatory mediators [43]. Indeed, the excessive
production of TNF-α interacted with its corresponding
membrane receptors on hepatocytes and inhibited the response to insulin, which also inhibited the activity of FXR
[44]. According to the feedback principle, this activates
the formation of BA with a predominance of cholic acid,
an agonist of FXR and the BA membrane receptor TGR5 (a
G-protein-coupled receptor). A secondary decrease in the
activity of FXR and TGR5 contributed to an increase in the
synthesis of fatty acids in the liver and a decrease in their
catabolism, which led to the development of steatosis and
the progression of non-alcoholic fatty liver disease [45].
TGR5 (also known as GP-Bar1) is widely expressed on
the surface of the epithelium of the small intestine, Kupffer
cells, endotheliocytes of the liver sinusoids, and the epithelium of the bile tubules. When this transmembrane receptor was activated, the response to insulin in the tissues
and the production of glucagon-like peptide-1, GLP-1,
were increased, which stimulated the formation and secretion of insulin by pancreatic cells [46]. It was assumed
that the activation of TGR5 inhibited the inflammatory
response of macrophages to lipopolysaccharide and reduced the migration of these cells to the hepatic parenchyma, but we still do not have a complete understanding
of these processes [47].
In the context of this review, the results of a study by
Ma et al. are particularly interesting and informative [48].
They showed that a modification of the intestinal microflora in a mouse model of liver cancer to increase the proportion of commensal bacteria contributed to an increase in
a hepatic-selective antitumor effect, which was confirmed
by a significant increase in the number of NKT cells in the
hepatic parenchyma. NKT cells accumulated in the liver
had high phenotypic activity when stimulated by antigen
and produced more interferon-γ compared with other
immunocompetent clones. Further study demonstrated
the survival and accumulation of NKT cells in the liver was
regulated by the expression of chemokine type 6 receptor
(CXCR6) on sinusoidal liver cells. Of note, the only ligand
of the CXCR6 receptor is the protein chemokine CXCL16
[49], which was increased in association with an increase
in the primary BA concentration. The authors of that study
demonstrated that antibiotic therapy with vancomycin
contributed to the elimination of Gram-positive bacteria
from experimental mice, which mediated the metabolism
of primary BA to secondary BA, which led to an increase in
the number of NKT cells and a decrease in tumor growth
in the liver. The introduction of secondary BA to mice with
modified intestinal microbiota inhibited the accumulation
of NKT cells in the hepatic parenchyma and increased the
growth rate of the malignant liver tumor. Thus, this study
allowed us to establish the following significant associations: the levels of primary BA (chenodeoxycholic acid) directly correlated with the expression of CXCL16, whereas
there was an inverse correlation with secondary BA.
The substrates for gut microbiota markedly influence
the content of short-chain fatty acids. Intestinal bacteria
synthesize three main short-chain fatty acids: acetic
(acetate), propionic (propionate), and butyric (butyrate)
[34, 37]. The most important short-chain fatty acid
for the normal function of hepatocytes is propionate,
which is transported to the liver where it is involved in
gluconeogenesis and the synthesis of biogenic amines
(hypolipidemic, hypoammonemic effect), improves
microcirculation in the intestinal mucosa, and blocks
the attachment of conditionally pathogenic microflora to
colonocytes. Thus, a decrease in the proportion of specific
short-chain fatty acids can aggravate inflammatory and
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dysmetabolic processes in the hepatic parenchyma, as
well as accelerate the risk of undesirable side effects in
liver diseases (in particular, hepatic encephalopathy) [40,
43].
Because of the lack of effective screening programs for
high-risk groups and late diagnoses, the steady increase
in the number of liver diseases continues to be an urgent
and socially significant problem. In addition, the current
treatment methods are often ineffective because of our
poor understanding of the molecular and biochemical
mechanisms related to the occurrence and development
of liver pathology. Recent studies have reported a close
interaction between the liver and intestine, termed the
«intestinal-hepatic axis», but the interactions between
its biochemical and molecular pathways are extremely
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complex and poorly understood. Nevertheless, many
researchers agree that disorders of the intestinal
microbiota contribute to chronic inflammation, the
progression of changes in the hepatic parenchyma and its
replacement with fibrous tissue or fat accumulation, and the
direct inhibition of antitumor immune responses. Further
research should significantly expand our understanding
of the pathogenetic role of intestinal microflora and its
metabolites in the occurrence and development of various
liver diseases, as well as helping develop novel targeted
therapies for liver disease.
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