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ABSTRACT The spread of antibiotic resistance among pathogens represents a threat to human health around the 
world. In 2017, the World Health Organization published a list of 12 top-priority antibiotic-resistant pathogenic 
bacteria for which new effective antibiotics or new ways of treating the infections caused by them are needed. 
This review focuses on Acinetobacter baumannii, one of these top-priority pathogens. The pathogenic bacterium 
A. baumannii is one of the most frequently encountered infectious agents in the world; its clinically significant 
features include resistance to UV light, drying, disinfectants, and antibiotics. This review looks at the various 
attempts that have been made to tackle the problem of drug resistance relating to A. baumannii variants without 
the use of antibiotics. The potential of bacteriophages and antimicrobial peptides in the treatment of infections 
caused by A. baumannii in both planktonic and biofilm form is assessed. Such topics as research into the devel-
opment of vaccines based on the outer membrane proteins of A. baumannii and the use of silver nanoparticles, 
as well as photodynamic and chelate therapy, are also covered.
KEYWORDS Acinetobacter baumannii, multidrug resistance, biofilms, bacteriophage therapy, antimicrobial 
peptides.
ABBREVIATIONS WHO – World Health Organization; MDR – multidrug resistance; ESKAPE – Enterococcus 
faecium, Staphylococcus aureus, Klebsiella pneumoniae, Acinetobacter baumannii, Pseudomonas aeruginosa, 
Enterobacter spp.; MIC – minimum inhibitory concentration.
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INTRODUCTION
Antimicrobial therapy is among the most consequential 
medical breakthroughs achieved in the 20th century. It 
has helped save millions of lives. However, antimicro-
bial therapy also has shortcomings, such as a certain 
degree of toxicity, microbiome disturbance, and the 
formation of resistant pathogen forms causing serious 
infectious diseases. Their rapid spread threatens to 
dent the effectiveness of modern medicine, includ-
ing that of surgical intervention, organ transplanta-
tion, and hematologic diseases when patients have a 
weakened immune system and, therefore, the risk of 
infection increases. According to the World Health 
Organization (WHO), Acinetobacter baumannii is one 
amongst six particularly dangerous bacteria because 
it is multidrug-resistant (MDR) and does not respond 
to antimicrobial therapy. For these bacteria, WHO has 

suggested using the abbreviation ESKAPE (to escape 
from the action of antibiotics): Enterococcus faecium, 
Staphylococcus aureus, Klebsiella pneumoniae, Acine-
tobacter baumannii, Pseudomonas aeruginosa, and En-
terobacter spp. [1]. After eight years, the list of bacterial 
pathogens that do not respond to antimicrobial therapy 
was expanded to 12 and the bacteria were subdivided 
into three groups according to their level of threat to 
human health (critical, high or medium); new effective 
antibiotics or new ways to treat infections caused by 
these pathogens need to be developed [2].

Numerous articles published thus far have suggest-
ed various options for antimicrobial therapy that are 
effective on the infections caused by these pathogens 
[3]. Our review focuses exclusively on antibiotic-re-
sistant strains of the Gram-negative A. baumannii 
pathogen and aims to describe alternative approaches 
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to the treatment of infections caused by A. baumannii, 
including bacteriophage therapy, preventive vacci-
nation, light therapy, silver ion therapy, and chelate 
therapy.

The genus Acinetobacter contains Gram-negative, 
strictly aerobic, lactose-fermenting, fixed rod-shaped 
bacteria. Members of the genus Acinetobacter are ubiq-
uitous saprophytic microorganisms. They can be iso-
lated from various sources: soil, surface water, and the 
mucous membranes of the upper respiratory tract of 
humans. The genus Acinetobacter currently includes 27 
species. From a clinical point of view, three phylogenet-
ically related Acinetobacter species are of the greatest 
interest: A. baumannii, A. pittii, and A. nosocomialis. 
They are the most significant pathogens causing noso-
comial infections [4]. The important adaptive features 
of A. baumannii include its high mutation rate, which 
leads to rapid development of antibiotic resistance. 
Figure 1 shows the time intervals separating the intro-
duction of an antibiotic into medical practice and the 
detection of resistance by A. baumannii to it [5].

Presumably, the first infections caused by A. bau-
mannii were documented at U.S. military treatment 
facilities during the wars in Iraq and Afghanistan [6, 
7]. Acinetobacter baumannii was even referred to as 
“Iraqibacter”, since it affected thousands of American 
soldiers during the Iraq war [8]. The first studies of hos-
pital-acquired infections caused by A. baumannii were 
conducted in the early 1980s [9, 10]. It is interesting 
to note that 30 years ago infections caused by Acine-
tobacter species were not considered a public health 
threat, although the mechanisms of innate resistance 

by A. baumannii were documented and described. 
However, the research conducted over the past decade 
has shown that in addition to its own internal resistance 
mechanisms, A. baumannii can successfully acquire 
multiple determinants of resistance by horizontal gene 
transfer, becoming an MDR bacterium. Today, A. bau-
mannii MDR strains are endemic and epidemic in 
hospitals around the world, with mortality rates rang-
ing from 40% to 70% for diseases requiring artificial 
lung ventilation, 25–30% for meningitis, and 34–49% 
for bacteremia [11]. A study of infections spread in 
intensive care units conducted in 75 countries across 
five continents assumes that A. baumannii is one of the 
most common infectious agents in the world [12]. The 
WHO estimates that the spread of MDR A. baumannii 
is today a serious global threat. Table 1 shows the main 
stages in recognizing A. baumannii as a multidrug-re-
sistant nosocomial pathogen.

Sequencing of the genomes of 49 strains of MDR 
A. baumannii within one U.S. hospital system showed 
that almost every analyzed strain was unique [25]. A 
comparative analysis of A. baumannii strains revealed 
a transfer of mobile genetic elements, homologous re-
combination within the entire genome, deletions and 
mutations, all occurring within short periods of time. 
The variations in the gene composition of the strains 
did not have clear spatial (location in a hospital) or 
temporal patterns, thus proving that there was a pool 
of circulating strains in this hospital with significant 
interstrain interaction. Thus, the exchange of genetic 
material and rearrangements of the bacterial genome 
lead to multiple genetic combinations and provide an 
infinite source of genetic adaptability for A. baumannii.

A. baumannii is a successfully survivable in-hospital 
pathogen not only because of its ability to “switch” its 
genomic structure and capture resistance markers, 
but also because of its innate biofilm-forming ability 
[11]. In contrast to the planktonic state, biofilms are 
communities of bacteria enclosed in a self-produced 
exopolysaccharide matrix that serves to attach the 
bacteria to surfaces, including medical implants and 
human tissue: teeth, skin, trachea, and urethra. It is 
known that bacteria in the biofilm can be 10–1,000 
times more resistant to antibiotics than their plankton-
ic forms [26]. Infections associated with the formation 
of biofilms attached to surfaces are very difficult to 
treat. Therefore, preventing the early stage of biofilm 
formation is considered an important step in infection 
prevention and treatment.

Biofilm formation is a step-by-step process that 
includes three phases: adhesion, maturation, and 
detachment (Fig. 2). During the adhesion phase, 
plankton cells attach to the surface through weak in-
teractions [27]. After initial attachment, weakly bound 
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Fig. 1. Time intervals between the introduction of an anti-
biotic into medical practice and the first reports of Acine-
tobacter baumannii resistance [5]
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cells stably attach due to more specific molecular in-
teractions between bacterial surface structures such 
as pili and host molecules functioning as receptors 
(such as fibronectin). During the biofilm maturation 
phase, bacteria produce large amounts of exopolysac-
charides, which form most of the biofilm’s biomass. 
During the detachment phase, cells (single or clusters) 
separate and colonize neighboring sites. The biofilm is 
highly resistant to drugs because of the low diffusion 
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Table 1. Historical reference of the Acinetobacter baumannii pathogen

Year Fact Reference

1911 The genus Acinetobacter was first described [13]

1968 The modern designation of the genus Acinetobacter (from the Greek akinetos, “fixed”) proposed by 
Brisou and Prevot in 1954, was accepted. [14, 15]

1974 The genus Acinetobacter designation is included in Bergey’s Manual of Systematic Bacteriology 
(described as having only one species: Acinetobacter calcoaceticus) [16]

1984 First report of resistance to imipenem [17]

1986
The Acinetobacter calcoaceticus-baumannii complex is divided into four species based on DNA hybridiza-

tion studies: A. calcoaceticus; A. baumannii; A. pittii; A. nosocomialis
A. baumannii is described as an agent that causes a nosocomial infection

[18]

1999 First report of resistance to colistin [19]

2001 The WHO published the first international appeal: “Global Strategy for Containment of Antimicrobial 
Resistance” [20]

2007 First report of resistance to tigecycline [21]

2009
Bacteria that are dangerous to human health are grouped in ESKAPE (including Acinetobacter) [1]

The USA (CDC) and EU (ECDC) established the Transatlantic Taskforce on Antimicrobial Resistance 
(TATFAR) [22]

2015 The WHO developed a new “Global Strategy for Containment of Antimicrobial Resistance” [23]

2017 The WHO published the “Global priority list of antibiotic-resistant bacteria to guide research, discovery, 
and development of new antibiotics” [24]

of antibiotics in it, the presence of persistent cells, and 
the slow growth rates and low metabolism of cells 
deep in the biofilm. Due to the proximity of the cells, 
the biofilm is characterized by increased horizontal 
transfer of resistance genes. It has been proved that 
A. baumannii can attach to tissues and form a biofilm 
at a surgical site, which complicates infection pre-
vention and treatment and is especially critical when 
medical implants are used [28].
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During outbreaks of nosocomial infections, A. bau-
mannii isolates have been found on various surfaces 
surrounding patients, including furniture and hospital 
equipment, doors, electrical switches, wash basins, etc. 
(over 30 items) [11]. It is noteworthy that outbreaks 
associated with infected items have ended once the 
source of the infection was removed, replaced, or 
properly disinfected. Today, proper hygiene, and hand 
hygiene in particular, is an efficient and simple means 
for preventing a bacterial infection of whatever nature.

The mechanism of A. baumannii infection is associ-
ated with a number of factors, including a long hospital 
stay (especially in intensive care units), the disease se-
verity, blood transfusion, the use of an intravascular 
catheter or endotracheal tube, intubation with artificial 
ventilation, inadequate initial antibacterial therapy, 
and contamination of patient environment with A. bau-
mannii. Contaminated surfaces, medical equipment, 
poor hand hygiene, and violations of sanitary require-
ments by patients and medical staff can be the cause of 
infection and result in its rapid transmission; medical 
staff transmits microorganisms to patients or facilitates 
bacteria exchange between patients [29]. A. baumannii 
is transmitted from person to person through airborne 
droplets: so, the respiratory system is the main infec-
tion route. Kotay et al. [30] found that bacteria can 
also spread through wash basins. It was shown that 
the bacteria, in the form of a biofilm, multiply in drain 
pipes and gradually occupy the space higher up the pipe 
towards the wash basin. Water flows from a faucet lead 
to dispersion of droplets, which spread the bacteria.

Diseases caused by A. baumannii do not differ in any 
special clinical manifestations from other infections. 
However, the following specific features may help 
medical staff determine whether a patient is infected 
with A. baumannii: (1) late infection and (2) excessive 
use of broad-spectrum antibiotics in the early stages 
of treatment. The loose use of antibiotics is considered 
the main reason behind the development of a signifi-
cant proportion of MDR A. baumannii variations [31]. 
It has been repeatedly shown that administration of 
antibiotics in concentrations below MIC increases the 
probability of A. baumannii biofilm formation [32].

The effectiveness of antimicrobial drugs against 
Gram-negative bacteria depends on the balance be-
tween several fundamental molecular intracellular 
processes that occur before the antimicrobial drug 
interacts with the target: (1) drug influx mediated by 
porins; (2) drug outflow mediated by efflux systems; 
(3) drug inactivation, usually by irreversible cleavage 
catalyzed by periplasmic and cytoplasmic enzymes; 
and (4) modification of the target to which the drug 
can bind [33]. High antimicrobial resistance of A. bau-
mannii is due to an interconnection between all these 

mechanisms. It is achieved by obtaining new genet-
ic information through horizontal gene transfer and 
mutations. New genetic determinants are acquired by 
A. baumannii strains through the combined effect of 
mobile genetic elements (insertion sequences, trans-
posons), integrons, and transferable plasmids. Changes 
can be a result of either spontaneous mutations leading 
to a modification of the drug target or insertions/dele-
tions of the mobile elements that alter the expression of 
endogenous resistance mechanisms or membrane per-
meability. In addition to these mechanisms, A. bauman-
nii can accumulate many determinants of resistance 
in the so-called “resistance islands” (specific genome 
regions containing clusters of horizontally transferred 
DNA that include antimicrobial resistance genes). Such 
clusters provide a “shelter” to mobile elements, since 
insertion into this site causes no damage to the host cell 
[34, 35]. It has been assumed that Acinetobacter spp. 
can play an important role in the transfer of resistance 
genes to other Gram-negative microorganisms [36].

Thirty years ago, infections caused by A. bauman-
nii could be effectively treated with conventional 
antibiotics, but the global spread of MDR strains has 
dramatically reduced the number of agents that are ef-
fective on infections caused by this pathogen. To date, 
it has been established that A. baumannii is resistant 
to such antibiotics as penicillins, cephalosporins, chlo-
ramphenicol, aminoglycosides, fluoroquinolones, and 
tetracyclines [29]. Multidrug resistance of many clinical 
A. baumannii isolates severely restricts the currently 
available treatment options, so there is an urgent need 
for new therapies and methods that would be effective 
against MDR A. baumannii.

In recent years, combination therapy has been 
increasingly used for infections caused by MDR 
Gram-negative bacteria. It is obvious that the proba-
bility of resistance against a combination of two drugs 
is much less than that against one drug. In addition, the 
synergistic effect of combination antibiotics exceeds 
the effect of antibiotic monotherapy. However, some 
combinations cause an opposite effect, resulting in 
much more severe damage. One antibiotic can induce 
resistance to the second antibiotic administered within 
the combination, thus leading to an antagonistic effect 
[3].

Adjuvants show good prospects for use in clinical 
antibacterial practice. These substances per se have 
almost no antimicrobial activity, but in combination 
with antibiotics, adjuvants can inhibit resistance 
mechanisms in various ways: (1) by increasing antibi-
otic absorption through the bacterial membrane; (2) by 
inhibiting efflux pumps; and (3) by changing the phys-
iology of resistant cells that promote biofilm spreading 
(in particular, by quorum quenching) [37]. It is known 
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that bacteria produce the chemical signals necessary 
for intercellular communication and adaptation to the 
environment. The mechanism of quorum sensing in 
bacteria consists in the expression of a certain pheno-
type when a high population density is reached [38]. 
The molecules inhibiting quorum sensing suppress 
phenotypic manifestation of the trait, such as biofilm 
formation. Combinations of 1-[(2,4-dichlorophenethyl)
amino]-3-phenoxypropan-2-ol and combinations with 
various antibiotics inhibit the growth of all pathogens 
of the ESKAPE group in both planktonic and biofilm 
form [39].

The number of antibiotics effective on Gram-neg-
ative infections decreases with every year. In the 21st 
century, only 33 antibiotics have been introduced into 
medical practice, including only two new natural anti-
biotics, daptomycin and fidaxomicin [40]. An analysis 
of the list of antibiotics recommended by the Clinical 
and Laboratory Standards Institute (CLSI, USA) has 
shown that since 2010, many antibiotics proposed for 
the treatment of ESKAPE-related infections have been 
replaced by a relatively small number of antibiotic + 
antibiotic combinations [3]. Thus, due to the limited 
availability of antibiotics for treating infections caused 
by Gram-negative MDR bacteria, alternative strate-
gies are needed. Among them, feature such methods as 
the use of bacteriophages and their enzymes, antimi-
crobial peptides, photodynamic and chelate therapy, 
and nanoparticles.

Bacteriophage therapy
One of the possible therapeutic agents against A. bau-
mannii is bacteriophages, the most widely encountered 
organisms on the planet, whose number exceeds 1031 
according to a number of estimates [41]. The funda-
mental aspect of phage–bacterium interaction is phage 

specificity, i.e. the ability to infect a strictly defined 
host bacterium. Bacteriophages are adsorbed on the 
bacterial cell, inject their genome through the mem-
brane into the cell, through which mechanism they 
express their own genes, replicate the genome in the 
host cell, and release virions after lysis of bacterial cells. 
The advantages of bacteriophage over antibiotic ther-
apy include drug tolerance and the fact that bacteria 
develop resistance to bacteriophages at the lowest rate. 
In addition, bacteriophages are highly specific to their 
targets, unlike broad-spectrum antibiotics, which kill 
normal bacterial flora and disrupt the microbiome of 
healthy humans [42].

As the incidence and mortality rate of MDR patho-
gens increase, interest in bacteriophages is returning 
all over the world. Since 2010, scientists from different 
countries have discovered new bacteriophages infect-
ing MDR A. baumannii [43–46]. In most cases, bacte-
riophages against A. baumannii have been studied in 
vitro, but the ability of bacteriophages to lyse A. bau-
mannii has recently increasingly come to be evaluated 
by simulating the infectious process in vivo. Table 2 
summarizes the results of bacteriophage therapy of 
infections caused by A. baumannii over the past five 
years. Thus, it was shown that two lytic bacteriophages 
isolated from hospital wastewater were able to infect 
more than 50% of carbapenem-resistant clinical strains 
of A. baumannii. Less than 20% of Galleria mellonella 
larvae survived 96 h after infection with A. baumannii. 
With the introduction of bacteriophages, larval surviv-
al increased to 75%, while treatment with polymyxin 
B increased survival to only 25% [47]. Improvement in 
wound infection healing in the phage-infected group 
and a significant reduction in mortality in rats, com-
pared to infected animals treated with an antibiotic, 
was also observed [48].

Table 2. Summary of the data from studies on bacteriophage use

Antimicrobial agent Infection model Efficiency of infection inhibition Antibiofilm 
activity Reference

WCHABP1, WCHABP12 Larvae of Galleria mellonella 
infected by A. baumannii

The survival of larvae of Galleria 
mellonella increased to 75% * [47]

Phage (without definition, probably 
belongs to the Siphoviridae family) Rat wound infection 100% inhibition of the pathogen * [48]

Cocktail of AB-Army1 and 
AB-Navy1-4 Murine wound infection Inhibition of the pathogen ▲ [49]

Cocktail of AB-Navy1, AB-Navy4, 
AB-Navy71, AB-Navy97 and 

AbTP3Φ1

Human pancreatic 
pseudocyst 100% inhibition of the pathogen * [50]

Note: “*” – no data; “▲” – biofilm destruction.
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A bacteriophage cocktail was successfully used 
against A. baumannii in the mouse model of a 
full-thickness dorsal infected wound: bacterial load in 
the wound decreased, thus preventing the spread of 
the infection and necrosis in surrounding tissues [49]. 
It was shown that the bacteriophages in the cocktail 
function in combination: the action of one of them is 
aimed at transferring the population of A. baumannii 
from the biofilm to the planktonic state, in which the 
cells are sensitive to other bacteriophages in the mix-
ture. Although individual bacteriophages in that study 
exhibited some antibacterial properties, they were not 
as effective as a complex bacteriophage cocktail [49]. It 
should be noted that testing a phage cocktail against a 
collection of 92 clinical isolates of MDR A. baumannii 
revealed that only 10 strains were susceptible to ther-
apy: this fact emphasizes that the spectrum of action 
of phages is very narrow, which must be taken into 
account when using them as therapeutic agents. So, it 
is optimal to use bacteriophages belonging to different 
families and having a wide range of hosts (different 
A. baumannii isolates) to prepare a phage cocktail.

A bacteriophage cocktail was successfully applied 
in the treatment of a diabetic patient with necrotizing 
pancreatitis complicated by a MDR A. baumannii in-
fection [50]. Despite numerous courses of antibiotics (a 
combination of meropenem, tigecycline, and colistin), 
the condition of the 68-year-old patient deteriorated 
over a 4-month period. After the failure of antibiotic 
treatment, three phage cocktails with lytic activity 
against A. baumannii were prepared. Administration of 
these bacteriophages intravenously and percutaneous-
ly into the abscess cavities led to complete cure of the 
patient. It should be noted that during bacteriophage 
therapy, serial A. baumannii isolates with significantly 
reduced sensitivity to the introduced phages appeared; 
i.e., the A. baumannii population started to evolve in re-
sponse to the selection pressure exerted by the phages. 
This aligns with the data [51] showing that during the 
use of bacteriophages some A. baumannii can acquire 
resistance and avoid lysis by bacteriophages. A bacteri-
ophage loses its ability to effectively infect its bacterial 
host if receptors become unavailable, for example, due 
to the biofilm formation that prevents bacteriophage 
access to the cell membrane. Although the bacterio-
phage cocktail had lost its antibacterial activity, it still 
prevented the growth of A. baumannii with increased 
resistance to minocycline [50]. This antibiotic was add-
ed to bacteriophage therapy 4 days after the initial ad-
ministration of the cocktail. The combinatorial activity 
existing between bacteriophages and conventional an-
tibiotics was previously demonstrated in animal models 
[49]. Once the A. baumannii population is transferred 
to an encapsulated state, antibiotics can more readily 

penetrate the bacterial membrane. Thus, in addition 
to potential therapeutic applications, bacteriophages 
can be used to eliminate A. baumannii biofilms. In this 
case, the combination of phages with antibiotics creates 
a situation in which bacteria are destroyed either by 
the bacteriophage, or by an antibiotic, or through their 
combined action. 

It is assumed that bacteriophages can transfer the 
genetic elements that cause drug resistance and path-
ogenicity in bacteria. However, culturing on a bacterial 
isolate already present in the patient minimizes the 
risk of introducing exogenous genetic information that 
ensures increased virulence or resistance to antibiotics. 
In addition, the natural specificity of a bacteriophage to 
a bacterial type and even strain minimizes the potential 
for horizontal gene transfer, compared to more random 
plasmid conjugation or absorption of exogenous DNA 
in nature.

The numerous advances achieved in the treatment 
of MDR A. baumannii infections through local and sys-
temic administration of bacteriophages, including in 
combination with antibiotics, highlight the potential of 
bacteriophages as relates to bacterial infections. How-
ever, bacteriophage therapy is difficult to standardize 
for mass production. In addition, the complete genomes 
of bacteriophages contain some genes with unknown 
functions: so, it is difficult to predict the long-term 
safety of bacteriophages [52].

Phage adsorption on a susceptible host cell is deter-
mined by a specific interaction between the phage’s 
receptor-binding proteins located on the tail fibrils 
(with or without enzymatic activity) and a specific 
receptor on the cell surface. Exopolysaccharide depol-
ymerases are responsible for partial destruction of the 
exopolysaccharides of the bacterial cell wall. These 
enzymes are shared components between bacterio-
phage spines and fibrils. Destruction of the bacterial 
capsule reduces biofilm formation and, as a result, 
antibiotic resistance: so, using bacteriophage depol-
ymerases to eliminate the biofilm in the treatment 
of bacterial infections was proposed [53–55]. Various 
isolated phages against A. baumannii were shown to 
encode depolymerase, which successfully eliminates 
the capsular exopolysaccharide of the bacterium [53, 
56, 57]. Thus, endolysin (LysAB3) of phage φAB3 
specific to A. baumannii effectively eliminates the 
biofilm associated with A. baumannii in vitro [58]. The 
antibacterial mechanism of LysAB3 may be associated 
with the ability of the structural region of amphiphilic 
peptide to enhance the permeability of the cytoplas-
mic membrane of A. baumannii by degradation of 
bacterial wall peptidoglycan.

Bacteriophages infecting Acinetobacter species are 
usually highly specific to the host strain [59]. From the 
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perspective of therapeutic application, the high spec-
ificity of bacteriophages can be considered as either 
a useful or a limiting factor. However, if the genes 
encoding the bacteriophage’s fibril tail protein are re-
placed with genes from other phages, the new chimeric 
phage will lose its sensitivity to the original hosts and 
be able to lyse the new hosts. Thus, the chimeric phage 
φAB1tf6 obtained by replacing the gene encoding the 
tail fiber protein of phage φAB1 with the correspond-
ing gene from φAB6 has acquired the host range of the 
second bacteriophage [53]. 

The bacteriophage’s tail spine proteins can be used 
as a bioengineering tool to obtain a glycoconjugate vac-
cine against A. baumannii [53, 60, 61]. Glycoconjugate 
vaccines are produced by conjugating an antibacterial 
exopolysaccharide to a carrier protein. The vaccine, 
based on oligosaccharide fragments, elicits a stronger 
immune response compared to that elicited by a vac-
cine based on whole bacterial exopolysaccharides, due 
to their heterogeneity. Chemical synthesis of polysac-
charides is labor-intensive and has a low yield, while 
chemical hydrolysis of bacterial exopolysaccharides 
yields a mixture of heterogeneous oligosaccharide frag-
ments. Using bacteriophage tail spine proteins that can 
hydrolyze the bacterial exopolysaccharide is a potential 
alternative to obtaining oligosaccharides of a given size. 
It has been shown that the tail spike protein of bacteri-
ophage φAB6 can depolymerize the exopolysaccharide 
of the A. baumannii strain 54149, with the formation 
of homogeneous oligosaccharide fragments that can 
be used as a platform for obtaining a glycoconjugate 
vaccine [60, 61].

Prophylactic vaccination
Prophylactic vaccination can be one of the alternative 
methods to combat bacterial infections [62]. A classic 
vaccine is a pharmaceutical product that stimulates 
the immune system, thus preventing pathogen de-
velopment. To trigger a long-term immune response 
that includes both the innate and adaptive immune 
systems, the vaccine must resemble the pathogen but 
not cause the concomitant disease. In the initial de-
velopments of vaccines against A. baumannii, it was 
assumed that a lot of bacterial antigens must be in-
cluded in the vaccine. It was believed that whole-cell 
vaccines could stimulate a response against multiple 
antigens, which would provide protection against a 
wide range of strains within a species. Thus, outer 
membrane vesicles of A. baumannii were successfully 
used as an antigen [63]. The inactivated whole-cell 
vaccine successfully protected mice against two clin-
ical isolates of A. baumannii, including a resistant 
strain. Later, separate bacterial components were 
used to develop the vaccine. It was discovered using 

a murine model that vaccination with a specific cell 
surface protein involved in the formation of a A. bau-
mannii biofilm reduces the bacterial load in tissues 
and ensures high antibody titers [64].

The A. baumannii outer membrane proteins OmpA, 
Omp34 kDa, and OprC were shown to be effective in 
developing an antibacterial vaccine. A DNA vaccine 
consisting of plasmids encoding two proteins of the 
A. baumannii outer membrane, OmpA and Pal, was 
designed [65]. The OmpA protein is considered the 
most promising antigen for developing vaccines against 
A. baumannii, since it is a virulence factor involved in 
the pathogenesis of A. baumannii and shows high im-
munogenicity in animal models. In addition, OmpA is 
highly conserved among various strains; it is the most 
common protein identified in the outer membrane ves-
icles of A. baumannii. Pal is a peptidoglycan-associated 
cell wall lipoprotein that plays an important role in 
ensuring outer membrane integrity. A mouse model 
of pneumonia showed the significant efficacy of the 
DNA vaccine against an acute A. baumannii infection; 
effective cross-protection was observed when we im-
munized mice infected with clinical strains of A. bau-
mannii.

Prophylactic vaccination and passive immunization 
can be very effective tools in preventing and treating 
the most common and serious infections caused by 
A. baumannii. However, only a few vaccines tested on 
animals have been included in clinical studies, and no 
vaccine against A. baumannii has yet been approved 
for human vaccination. In addition, the question re-
mains: which population groups will benefit from 
prophylactic vaccination against A. baumannii and 
when should they be vaccinated? 

Antimicrobial peptides 
Antimicrobial peptides (AMPs) meet the definition 
of “antibiotics.” They are formed by living organisms 
and exhibit an antibiotic effect against pathogens. 
One of the first antibiotics was lysozyme isolated from 
human tears and saliva by Alexander Fleming in the 
1920s. In 1939, at the beginning of antibiotics science, 
gramicidins, peptide antibiotics of bacillary origin, 
were described. AMPs are now found in organisms 
belonging to all taxonomic groups. In most multicel-
lular organisms, AMPs are the central element of the 
non-specific innate defense system; it is the first line of 
defense against an invasion by a wide range of patho-
gens [66–68]. This review considers a special group of 
antimicrobial peptides; namely, those formed in the 
human and animal bodies. These AMPs also meet the 
definition of “humoral factors of innate immunity” [69].

Natural antimicrobial peptides usually consist of 
12–60 amino acid residues and contain cationic amino 
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acids, usually arginine and lysine residues. This allows 
AMPs to interact with negatively charged bacterial 
membranes and, in some cases, even penetrate them 
(translocate into host cells) due to a large electric po-
tential gradient, which leads to bacterial cell lysis [70]. 
In addition to destroying the membranes, AMPs can 
interfere within intracellular processes, preventing the 
biosynthesis of nucleic acids, proteins, and cell walls. 
Furthermore, cell wall peptidoglycans, cytosolic RNAs, 
proteins, and cytosolic enzymes/chaperones can act as 
targets for AMPs [71].

Today, many of the AMPs of higher organisms 
are undergoing clinical trials as potential new anti-
microbials, or as adjuncts to existing antibiotics in 
treatment regimens for infectious diseases [72]. Table 
3 summarizes the results of a study of the ability of 
AMPs to inhibit infections caused by A. baumannii. 
Histatin 5 (Hst 5), a histidine-rich AMP isolated from 
human and higher primate saliva, was shown to ex-
hibit strong bactericidal activity against ESKAPE 
pathogens [73]. The action of this AMP caused the 
death of 85–90% of A. baumannii cells, while Hst 5 
showed no significant antibiofilm activity. Conjuga-
tion of Hst 5 with spermidine was found to increase 
the bactericidal activity of the peptide against A. bau-
mannii. The results of testing of the natural peptide 
1018 triggering the degradation of the important sig-
naling nucleotide (p)ppGpp have been reported [74]. 
Treatment with peptide 1018 at concentrations hav-
ing no effect on plankton cell growth fully prevented 
the formation of biofilms and led to the destruction 

of mature biofilms in representative strains of both 
Gram-positive and Gram-negative pathogens, in-
cluding A. baumannii. Low concentrations of peptide 
1018 led to biofilm dispersal; higher concentrations 
caused the death of biofilm cells. Thus, the recogni-
tion and dispersal of bacterial membranes (without 
destroying the bacteria) can interfere with bacterial 
attachment to surfaces (such as medical implants or 
surgical sites) and contribute to the success of antimi-
crobial therapy.

In addition to natural AMPs, synthetic derivatives 
with improved activity have been proposed; natural 
AMPs were used as a reference template for their de-
velopment. Chimeric AMPs created from two different 
AMPs were shown to improve antimicrobial activity. 
Other successful examples of AMPs modification 
include substitutions with D-amino acids, β-naphth-
ylalanine, and α,α-dialkyl amino acids [75]. A panel 
of synthetic peptides was obtained based on human 
LL-37 AMP [76]. It was shown that peptide SAAP-148 
suppresses MDR A. baumannii without causing resist-
ance and prevents biofilm formation. A 4-h course of 
treatment with a hypromellose ointment containing 
SAAP-148 was shown to completely eliminate acute 
and biofilm-related A. baumannii infections in an ex 
vivo human wound infection model and an in vivo 
murine skin infection model. Synthetic peptide K11 
(a hybrid of melittin, cecropin A1, and magainin 2) in 
subinhibitory concentrations exhibits antimicrobial 
activity against A. baumannii [77]. In addition, K11 can 
modulate oxidant and antioxidant levels, thereby pro-

Table 3. Summary of the data from studies of the use of antimicrobial peptides (AMPs)

Antimicrobial agent Infection model Efficiency inhibition of the infection Antibiofilm 
activity Reference

Histatin 5 (N) In vitro 85–90% inhibition of the pathogen – [73]

LL37 (N), WLBU2 (S) In vitro Inhibition of the pathogen ∆ [28]

1018 (N) In vitro Inhibition of the pathogen ▲, ∆ [74]

HBcARD-150-177C (M) Mouse model of lung infection The survival of mice increased to 
62.5–80% * [75]

SAAP-148 (S) Ex vivo mouse and in vivo human 
wound skin infection 100% inhibition of the pathogen ▲, ∆ [76]

К11 (S) Murine wound infection 99% inhibition of the pathogen * [77]

N10 (S), NB2 (S) In vitro Inhibition of the pathogen ▲ [79]

Note: “N” – naturally occurring AMPs; “M” – modification of naturally occurring AMPs; “S” – synthetic AMPs; “–” – no 
activity; “*” – no data; “▲” – biofilm destruction, “∆” – prevention of biofilm formation.
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moting wound tissue regeneration in mice. K11 mixed 
with carbopol hydrogel heals infected wounds thanks 
to the synergism of the antibacterial properties of AMP 
and the moisturizing properties of the gel. Thus, thanks 
to their dual bioactivity, AMPs can destroy an infec-
tion and simultaneously exhibit immunomodulatory 
properties. Therefore, AMPs are considered a prom-
ising therapeutic tool for treating skin and soft tissue 
infections.

The phage display technique is one of the approach-
es used to identify peptides with antibacterial proper-
ties [78]. This method was used to select peptides tar-
geted to A. baumannii [79].  To search for antimicrobial 
peptides against A. baumannii growing either in plank-
tonic or biofilm form, biopanning was performed using 
a peptide library on five XDR A. baumannii strains 
grown in a medium containing human blood (blood 
biopanning) and the biofilms formed by these strains 
(biofilm biopanning). Thus, a number of peptides spe-
cific to A. baumannii were detected. Among those, two 
peptides were selected based on the similarity of their 
amino acid composition to that of other known AMPs. 
Both peptides exhibited antibacterial activity against 
A. baumannii (MIC 500 µg/mL), as well as significant 
antimicrobial activity; the combination of these two 
peptides more effectively reduced the formation of 
a A. baumannii biofilm compared to each individual 
peptide [79].

However, despite the numerous successful results 
both in vitro and in vivo, new AMPs have not found 
clinical application, yet. Destruction of AMPs by tissue 
proteases and their cytotoxicity stands in the way of 
their introduction into clinical practice.

Antimicrobial photodynamic therapy
Antimicrobial photodynamic therapy, either per 
se or in combination with a photosensitizer, induces 
photooxidative stress, which causes microbial death. 
In vitro studies have shown that blue light is effective 
against both planktonic and biofilm-growth forms of 
all six ESKAPE pathogens, including A. baumannii 
[80]. This conclusion has also been confirmed through 
in vivo data. It was shown that the use of weakly pene-
trating blue light (λ = 415 ± 10 nm) may be preferable 
for wound infections and the disinfection of a hospital 
environment. Bacterial biofilms were also highly sus-
ceptible to blue light. In general, antimicrobial photo-
dynamic therapy is a promising approach to treating 
infections caused by ESKAPE pathogens, especially 
when applied topically.

Metal nanoparticles
Metal nanoparticles, especially silver and silver-con-
taining compounds, have recently been of increas-

ing interest for managing bacterial infections. Silver 
nanoparticles (AgNPs) synthesized using physical, 
chemical, or biological methods release silver cations 
that disrupt electron transport and signal pathways or 
cause the formation of reactive oxygen species, which 
ultimately damage important biomolecules such as 
cell wall components, membranes, DNA, or proteins. 
Silver is an effective low-toxicity antimicrobial agent. 
A combination of AgNPs and antibiotics may be an ef-
fective solution to the problem of MDR A. baumannii; 
they can possibly be used at lower and less toxic doses 
compared to the drugs currently commonly used in 
clinical settings. In mice infected with carbapen-
em-resistant A. baumannii, synergistic antibacterial 
activity of AgNPs, in combination with polymyxin B, 
was detected; the survival rate was 60% compared to 
the control group receiving the antibiotic or AgNP 
alone [81]. Cobrado et al. [82] have recently reported 
that a burn unit contaminated with A. baumannii 
was successfully disinfected using an automated 
aerosolized hydrogen peroxide/silver cation dry-mist 
disinfection system.

Iron chelation therapy
Iron is an important cofactor in many processes occur-
ring in bacterial cells; so, it is possible to view iron che-
lators and iron competitors as potential antibacterial 
agents. Chelation therapy is aimed at iron metabolism 
and achieving antibacterial activity by suppressing 
iron intake into cells. Pathogenic microorganisms have 
an effective mechanism for obtaining iron through 
using siderophores, low-molecular-weight compounds 
that bind iron [83]. The siderophore–iron complex 
binds to the corresponding receptors on the bacterial 
cell surface and is absorbed at places where iron is 
needed for intracellular metabolism. Most sidero-
phores are high-affinity iron chelators whose affinity 
for Fe3+ is so high that they can use the host organism 
as a source of iron. Synthetic chelators have recently 
been developed to compete with the iron absorption 
systems of pathogenic microorganisms. The high ef-
ficiency of iron chelators (deferoxamine, deferiprone, 
Apo6619, and VK28) was evaluated against A. bau-
mannii strains in vitro [84]. Synthetic iron chelators 
based on hydroxypyridinone ligands have been pro-
posed as new bacteriostatic agents [83]. A number of 
new secondary/tertiary amine/amide chelators were 
obtained, and their antimicrobial properties were 
evaluated on the panel of microorganisms. Although it 
is an established fact that iron chelators can sequester 
iron and provide an alternative approach to treatment 
without the use of antibiotics, it is necessary to per-
form additional studies and characterize their in vivo 
effectiveness.



REVIEWS

  VOL. 12  № 3 (46)  2020  | ACTA NATURAE | 43

REFERENCES
1. Boucher H.W., Talbot G.H., Bradley J.S., Edwards J.E., Gil-

bert D., Rice L.B., Scheld M., Spellberg B., Bartlett J. // 
Clin. Infect. Dis. 2009. V. 48. № 1. P. 1–12.

2. Tacconelli E., Carrara E., Savoldi A., Harbarth S., Mendel-
son M., Monnet D.L., Pulcini C., Kahlmeter G., Kluytmans 
J., Carmeli Y., et al. // Lancet Infect. 2018. V. 18. P. 318–327. 

3. Mulani M.S., Kamble E.E., Kumkar S.N., Tawre M.S., 
Pardesi K.R. // Front. Microbiol. 2019. V. 10. № article 539. 
DOI: 10.3389/fmicb.2019.00539.

4. Nemec A., Krizova L., Maixnerova M., van der Reijden 
T.J., Deschaght P., Passet V., Vaneechoutte M., Brisse S., 
Dijkshoorn L. // Res. Microbiol. 2011. V. 162. P. 393–404.

5. Gonzalez-Villoria A.M., Valverde-Garduno V. // J. Patho-
gens. 2016. V. 2016. Article ID 7318075. P. 1–10.

6. Zapor M.J., Moran K.A. // Curr. Opin. Infect. Dis. 2005. 
V. 18. № 5. P. 395–399.

7. Turton J.F., Kaufmann M.E., Gill M.J., Pike R., Scott P.T., 
Fishbain J., Craft D., Deye G., Riddell S., Lindler L.E., et al. 
// J. Сlin. Мicrobiol. 2006. V. 44. № 7. Р. 2630–2634.

8. Howard A., O’Donoghue M., Feeney A., Sleator R.D. // 
Virulence. 2012. V. 3. Р. 243–250.

9. Aarabi B. // Neurosurgery. 1987. V. 20. Р. 610–616. 
10. Joly-Guillou M.L., Bergogne-Berezin E., Vieu J.F. // 

Presse Medicale. 1990. V. 19. № 8. P. 357–361.
11. Petrosillo N., Drapeau C.M., Di Bella S. Emerging Infec-

tious Disease. (Amsterdam). Elsevier. Acad. Press, 2014. Ch. 
20. P. 255–272.

12. Vincent J.L., Rello J., Marshall J., Silva E., Anzueto A., 
Martin C.D., Moreno R., Lipman J., Gomersall C., Sakr Y., et 
al. // J. Am. Med. Assoc. 2009. V. 302. P. 2323–2329.

13. Beijerinck M.W. // Proc. Royal Acad. Sci. (Amsterdam). 
1911. V. 13. P. 1066–1077.

14. Brisou J., Prevot A. // Ann. l’Institut Pasteur. 1954. V. 86. 
№ 6. P. 722–728.

15. Baumann P., Doudoroff M., Stanier R.Y. // J. Bacteriol. 
1968. V. 95. P. 1520–1541.

16. Bergey D.H., Buchanan R.E., Gibbons N.E., American 
Society for Microbiology. // Bergey’s manual determina-
tive bacteriology. Baltimore: Williams & Wilkins Co., 1974. 

P. 1246.
17. Paton R., Miles R.S., Hood J., Amyes S.G., Miles 

R.S., Amyes S.G. // Int. J. Antimicrob. Agents. 1993. V. 2. 
№ 2. P. 81–87.

18. Bouvet P.J., Grimont P.A. // Int. J. Syst. Evol. Microbiol. 
1986. V. 36. № 2. P. 228–240.

19. Hejnar P., Kolár M., Hájek V. // Acta Univ. Palacki. Olo-
muc. Fac. Med. 1999. V. 142. P. 73–77.

20. World Health Organization (WHO). Global Strategy for 
Containment of Antimicrobial Resistance. Available online 
at: https://www.who.int/drugresistance/WHO_Global_
Strategy.htm/ru/

21. Navon-Venezia S., Leavitt A., Carmeli Y. // J. Antimicrob. 
Chemother. 2007. V. 59. № 4. P. 772–774.

22. Transatlantic Taskforce on Antimicrobial Resistance: 
Progress report. Available online at: https://www.cdc.gov/
drugresistance/pdf/tatfar-progress_report_2014.pdf

23. World Health Organization (WHO). Global Strategy 
for Containment of Antimicrobial Resistance. Availa-
ble online at: https://apps.who.int/iris/bitstream/hand
le/10665/254884/9789244509760-rus.pdf

24. World Health Organization (WHO). Global priority list of 
antibiotic-resistant bacteria to guide research, discovery, 
and development of new antibiotics. Available online at: 
http://www.who.int/medicines/publications/WHO-PPL-
Short_Summary_25Feb-ET_NM_WHO.pdf?ua=1.

25. Wright M.S., Haft D.H., Harkins D.M., Perez F., Hujer 
K.M., Bajaksouzian S., Benard M.F., Jacobs M.R., Bonomo 
R.A., Adams M.D. // mBio. 2014. V. 5. № 1. P. e00963–13.

26. Bjarnsholt T. // APMIS Suppl. 2013. V. 136. P. 1–51. DOI: 
10.1111/apm.12099.

27. Batoni G., Maisetta G., Esin S. // Biophys. Acta Biomembr. 
2016. V. 1858. P. 1044–1060.

28. Lin Q., Deslouches B., Montelaro R.C., Di Y.P // Int. J. 
Antimicrob. Agents. 2018. V. 52. P. 667–672.

29. Nasr P. // J. Hosp. Infect. 2020. V. 104. № 1. Р. 4–11.
30. Kotay S., Chai W., Guilford W., Barry K., Mathers A.J. // 

Appl. Environ. Microbiol. 2017. V. 83. P. e03327–16.
31. Garnacho-Montero J., Amaya-Villar R., Ferrandiz-Mil-

lon C., Diaz-Martin A., Lopez-Sanchez J.M., Gutier-

CONCLUSIONS
Antibiotics can be viewed as chemical weapons in the 
interspecific struggle between microorganisms that has 
unfolded over millions of years of evolution. Moreover, 
each time a new antibiotic has been introduced into 
clinical practice, bacteria have developed an appro-
priate complex resistance strategy. As a result of this 
endless tug of war, pathogens armed with multiple 
resistance mechanisms have emerged, such as the 
A. baumannii considered in this review. The successful 
survival of A. baumannii as an in-hospital pathogen 
is facilitated by its high adaptability due to mutabili-
ty and its ability to “switch” its genomic structure by 
horizontal transfer of resistance genes, as well as its 
innate ability to form biofilms.

The spread of multidrug-resistant strains neces-
sitates the development of new approaches to the 

prevention and treatment of infections caused by 
A. baumannii, forcing us to search for alternative treat-
ment methods that can be widely used in the future. 
The following methods have been proposed thus far: 
bacteriophage therapy, prophylactic vaccination, the 
use of antimicrobial peptides, photodynamic therapy, 
silver ion therapy, and chelate therapy. However, for 
each of these methods for preventing and treating the 
infections caused by MDR A. baumannii, there exist 
limitations that need to be addressed before these 
treatments can be applied in clinical practice.

In our review, we considered the existing research 
and prospects for expanding the means used to combat 
MDR A. baumannii strains. 

This work was supported by the Russian Science 
Foundation (project no. 17-00-00393).



44 | ACTA NATURAE |   VOL. 12  № 3 (46)  2020

REVIEWS

rez-Pizarraya A. // Expert Rev. Anti. Infect. Ther. 2015. 
V. 13. P. 769–777.

32. Geisinger E., Isberg R.R. // PLoS Pathog. 2015. V. 11. 
P. e1004691.

33. Tommasi R., Brown D.G., Walkup G.K., Manchester 
J.I., Miller A.A. // Nat. Rev. Drug Discovery. 2015. V. 14. 
P. 529–542. 

34. Fournier P.E., Vallenet D., Barbe V., Audic S., Ogata H., 
Poirel L., Richet H., Robert C., Mangenot S., Abergel C., et 
al. // PLoS Genet. 2006. V. 2. № 1. P. e7.

35. Roca I., Espinal P., Vila-Farrés X., Vila J. // Front. Micro-
biol. 2012. V. 3. № article 148. DOI: 10.3389/fmicb.2012.00148.

36. Bonnin R.A., Poirel L., Nordmann P. // Future Microbiol. 
2014. V. 9. Р. 33–41.

37. Bernal P., Molina-Santiago C., Daddaoua A., Llamas M.A. 
// Microb. Biotechnol. 2013. V. 6. P. 445–449. 

38. Whitehead N.A., Barnard A.M., Slater H., Simpson 
N.J., Salmond G.P. // FEMS Microbiol. Rev. 2001. V. 25. № 4. 
P. 365–404.

39. Defraine V., Verstraete L., van Bambeke F., Ananthara-
jah A., Townsend E.M., Ramage G., Corbau R., Marchand 
A., Chaltin P., Fauvart M., et al. // Front. Microbiol. 2017. 
V. 8. № article 2585. DOI: 10.3389/fmicb.2017.02585.

40. Efimenko T.A., Terekhova L.P., Efremenkova O.V. // 
Antibiotiki i Khimioterapiya. 2019. №5–6. P. 64–68. (In 
Russian)

41. Comeau A.M., Hatfull G.F., Krisch H.M., Lindell D., Mann 
N.H., Prangishvili D. // Res. Microbiol. 2008. V. 159. № 5. 
P. 306–313.

42. Pelfrene E., Willebrand E., Cavaleiro Sanches A., Sebris 
Z., Cavaleri M. // J. Antimicrob. Chemother. 2016. V. 71. 
P. 2071–2074.

43. Ghajavand H., Esfahani B.N., Havaei A., Fazeli H., Jafari 
R., Moghim S. // Res. Pharm. Sci. 2017. V. 12. P. 373–380.

44. Fedotova O.S., Zakharova Yu.A. // Medical almanac. 
2018. V.1. P. 126–129. (In Russian)

45. Hua Y., Luo T., Yang Y., Dong D., Wang R., Wang Y., Xu 
M., Guo X., Hu F., He P. // Front. Microbiol. 2018. V. 8. № 
article 2659. DOI: 10.3389/fmicb.2017.02659.

46. Cha K., Oh H.K., Jang J.Y., Jo Y., Kim W.K., Ha G.U., Ko 
K.S., Myung H. // Front. Microbiol. 2018. V. 9. № article 696. 
DOI: 10.3389/fmicb.2018.00696.

47. Zhou W., Feng Y., Zong Z. // Front. Microbiol. 2018. V. 9. № 
article 850. DOI: 10.3389/fmicb.2018.00850. 

48. Shivaswamy V.C., Kalasuramath S.B., Sadanand 
C.K., Basavaraju A.K., Ginnavaram V., Bille S., Ukken 
S.S., Pushparaj U.N. // Microb. Drug Resist. 2015. V. 21. 
Р. 171–177.

49. Regeimbal J.M., Jacobs AC., Corey B.W., Henry M.S., 
Thompson M.G., Pavlicek R.L., Quinones J., Hannah R.M., 
Ghebremedhin M., Crane N.J., et al. // Antimicrob. Agents 
Chemother. 2016. V. 60. Р. 5806–5816.

50. Schooley R.T., Biswas B., Gill J.J., Hernandez-Morales 
A., Lancaster J., Lessor L., Barr J.J., Reed S.L., Rohwer F., 
Benler S., et al. // Antimicrob. Agents Chemother. 2017. 
V. 61. № 10. P. e00954–17.

51. Liu Y., Mi Z., Niu W., An X., Yuan X., Liu H., Wang 
Y., Feng Y., Huang Y., Zhang X., et al. // Future Microbi-
ol. 2016. V. 11. P. 1383–1393.

52. Hatfull G.F. // Bacteriophage Genomics. Curr. Opin. Mi-
crobiol. 2008. V. 11. № 5. P. 447–453.

53. Lai M.J., Chang K.C., Huang S.W., Luo C.H., Chiou P.Y., 
Wu C.C., Lin N.T. // PLoS One. 2016. V. 11. № 4. № article 
e0153361. DOI: 10.1371/journal.pone.0153361.

54. Lin H., Paff M.L., Molineux I.J., Bull J.J. // Front. Microbi-

ol. 2017. V. 8. № article 2257. DOI: 10.3389/fmicb.2017.02257.
55.  Pan Y.J., Lin T.L., Chen Y.Y., Lai P.H., Tsai Y.T., Hsu C.R., 

Hsieh P.F., Lin Y.T., Wang J.T. // Microb. Biotechnol. 2019. 
V. 12. № 3. P. 472–486.

56. Hernandez-Morales A.C., Lessor L.L., Wood T.L., Migl D., 
Mijalis E.M., Cahill J., Russell W.K., Young R.F., Gill J.J. // 
J. Virol. 2018. V. 92. № 6. № article e01064–17. DOI: 10.1128/
JVI.01064-17.

57. Liu Y., Leung S.S.Y., Guo Y., Zhao L., Jiang N., Mi L., Li 
P., Wang C., Qin Y., Mi Z., et al. // Front. Microbiol. 2019. 
V. 10. № article 545. DOI: 10.3389/fmicb.2019.00545.

58. Zhang J., Xu L.L., Gan D., Zhang X. // Clin. Lab. 2018. 
V. 64. P. 1021–1030.

59. Lin N.T., Chiou P.Y., Chang K.C., Chen L.K., Lai M.J. // 
Res. Microbiol. 2010. V. 161. P. 308–314.

60. Lee I.M., Tu I.F., Yang F.L., Ko T.P., Liao J.H., Lin N.T., 
Wu C.Y., Ren C.T., Wang A.H.J., Chang C.M., et al. // Sci. 
Rep. 2017. V. 7. № article 42711. DOI:10.1038/srep42711.

61. Lee I.M., Yang F.L., Chen T.L., Liao K.S., Ren C.T., Lin 
N.T., Chang Y.P., Wu C.Y., Wu S.H. // J. Am. Chem. Soc. 
2018. V. 140. P. 8639–8643.

62. Shahid F., Ashraf S.T., Ali A. // Methods Mol. Biol. 2019. 
V. 1946. P. 329–336.

63. McConnell M.J., Rumbo C., Bou G., Pachón J. // Vaccine. 
2011. V. 29. P. 5705–5710.

64. Fattahian Y., Rasooli I., Mousavi Gargari S.L., Rahbar 
M.R., Darvish Alipour Astaneh S., Amani J. // Microb. 
Pathog. 2011. V. 51. P. 402–406.

65. Lei L., Yang F., Zou J., Jing H., Zhang J., Xu W., Zou Q., 
Zhang J., Wang X. // Mol. Biol. Rep. 2019. V. 46. P. 5397–
5408.

66. Phoenix D.A., Dennison S.R., Harris F. //Antimicrobial 
Peptides: Their History, Evolution, and Functional Prom-
iscuity / Singapore: Wiley-VCH Verlag GmbH & Co., 2013. 
Р. 231.

67. Kang H., Kim C., Seo C.H., Park Y. // J. Microbiol. 2017. 
V. 55. P. 1–12.

68. Musin Kh.G. // Infektsiya i immunitet. 2018. V. 8. № 3. 
P. 295–308. (In Russian)

69. Zharkova M.S., Orlov D.S., Kokryakov V.N., Shamova O.V. 
// Vestnik SPbGU. 2014, Iss. 1, P. 98-114. (In Russian)

70. Pfalzgraff A., Brandenburg K., Weindl G. // Front. 
Pharmacol. 2018. V. 9. № article 281. DOI: 10.3389/
fphar.2018.00281.

71. Gaglione R., Dell’Olmo E., Bosso A., Chino M., Pane K., 
Ascione F., Itri F., Caserta S., Amoresano A., Lombardi A., 
et al. // Biochem. Pharmacol. 2017. V. 130. P. 34–50.

72. Ma Y.X., Wang C.Y., Li Y.Y., Li J., Wan Q.Q., Chen J.H., Tay 
F.R., Niu L.N. // Adv. Sci. (Weinh). 2019. V. 7. № 1. P. 1901872.

73. Du H., Puri S., McCall A., Norris H. L., Russo T., Edgerton 
M. // Front. Cell. Infect. Microbiol. 2017. V. 7. № article 41. 
DOI: 10.3389/fcimb.2017.00041.

74. de la Fuente-Nunez C., Reffuveille F., Haney E.F., Straus 
S.K., Hancock R.E. // PLoS Pathog. 2014. V. 10. № 5. P. 
e1004152.

75. Chen H.L., Su P.Y., Kuo S.C., Lauderdale T.L.Y., Shih C. 
// Front. Microbiol. 2018. V. 9. № article 1440. DOI: 10.3389/
fmicb.2018.01440. 

76.  de Breij A., Riool M., Cordfunke R.A., Malanovic N., de 
Boer L., Koning R.I., Ravensbergen E., Franken M., van 
der Heijde T., Boekema B.K., et al. // Sci. Transl. Med. 2018. 
V. 10. № 423. P. eaan4044. 

77. Rishi P., Vashist T., Sharma A., Kaur A., Kaur A., Kaur 
N., Kaur I. P., Tewari R. // Pathog. Dis. 2018. V. 76. № article 
7. DOI: 10.1093/femspd/fty072.



REVIEWS

  VOL. 12  № 3 (46)  2020  | ACTA NATURAE | 45

78. Huang J.X., Bishop-Hurley S.L., Cooper M.A. // Antimi-
crob. Agents Chemother. 2012. V. 56. P. 4569–4582.

79. Irani N., Basardeh E., Samiee F., Fateh A., Shooraj F., Ra-
himi A., Shahcheraghi F., Vaziri F., Masoumi M., Pazhou-
handeh M., et al. // Microb. Pathog. 2018. V. 121. P. 310–317.

80. Halstead F.D., Thwaite J.E., Burt R., Laws T.R., Raguse 
M., Moeller R., Webber M.A., Oppenheim B.A. // Appl. 
Environ. Microbiol. 2016. V. 82. P. 4006–4016.

81. Wan G., Ruan L., Yin Y., Yang T., Ge M., Cheng X. // Int. 

J. Nanomed. 2016. V. 11. P. 3789–3800.
82. Cobrado L., Pinto S. A., Pina-Vaz C., Rodrigues A. // Surg 

Infect (Larchmt). 2018. V. 19. P. 541–543.
83. Workman D.G., Hunter M., Wang S., Brandel J., Hubscher 

V., Dover L.G., Tétard D. // Bioorganic Chem. 2020. V. 95. № 
article 103465. DOI: 10.1016/j.bioorg.2019.103465.

84. Thompson M.G., Corey B.W., Si Yuan., Craft D.W., Zu-
rawski D.V. // Antimicrob. Agents Chemother. 2012. V. 56. 
P. 5419–5421.


