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Abstract: Acinetobacter baumannii, one of the most significant nosocomial pathogens, is capable of
producing structurally diverse capsular polysaccharides (CPSs) which are the primary receptors for
A. baumannii bacteriophages encoding polysaccharide-degrading enzymes. To date, bacterial viruses
specifically infecting A. baumannii strains belonging to more than ten various capsular types (K
types) were isolated and characterized. In the present study, we investigate the biological properties,
genomic organization, and virus–bacterial host interaction strategy of novel myovirus TaPaz isolated
on the bacterial lawn of A. baumannii strain with a K47 capsular polysaccharide structure. The phage
linear double-stranded DNA genome of 93,703 bp contains 178 open reading frames. Genes encoding
two different tailspike depolymerases (TSDs) were identified in the phage genome. Recombinant
TSDs were purified and tested against the collection of A. baumannii strains belonging to 56 different
K types. One of the TSDs was demonstrated to be a specific glycosidase that cleaves the K47 CPS by
the hydrolytic mechanism.

Keywords: bacteriophage; Acinetobacter baumannii; tailspike depolymerase; glycosidase; capsular
polysaccharide; capsular type

1. Introduction

Hospital-acquired or nosocomial infections occur worldwide despite progress in pub-
lic health and hospital care [1]. Acinetobacter baumannii, a Gram-negative non-fermenting
aerobic bacterium, is one of the most significant nosocomial pathogens that causes a wide
range of infectious complications, especially in critically ill patients [2]. The spread of
multidrug-resistant A. baumannii strains presents a serious clinical challenge. In 2017, the
World Health Organization set carbapenem-resistant A. baumannii as a critical priority
target for the research and development of new antimicrobial treatments [3].
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The application of lytic bacteriophages and enzymes encoded in phage genomes is
one of the potential approaches to solve the problem of the spread of antibiotic-resistant
A. baumannii strains.

The widespread of A. baumannii strains in a hospital environment is facilitated by various
factors, such as biofilm formation and the production of capsular polysaccharides (CPSs).
CPSs surround the bacterial cells and protect them from external threats [4]. The structures of
the CPSs produced by A. baumannii are highly diverse, more than 140 capsular types (K types)
have been bioinformatically predicted (J.J. Kenyon, Queensland University of Technology,
Brisbane, Australia, personal communication), and the CPS structures for more than 40 capsu-
lar types (K types) have been biochemically established [5]. CPSs are the primary receptors
for A. baumannii-phages that carry genes encoding polysaccharide-degrading enzymes or
structural depolymerases [5–8]. Thus, phage depolymerases determine specific interactions
of phages with bacterial hosts producing CPS of a certain structure. To date, phages that are
specific to K1 (phage P1) [9], K2 (phages vB_AbaP_APK2, ϕAB6, and vB_AbaP_B3) [5,7,9],
K9 (phages vB_AbaP_B1, AM24, BS46) [9–11], K19 (phages Fri1 and AS11) [12], K27 (phage
AS12) [12], K32 (phage vB_AbaP_APK32) [5], K37 (phage vB_AbaP_APK37) [5], K44 (phage
vB_AbaP_APK44) [5], K45 (phage vB_AbaM_B9) [8], K48 (phage vB_AbaP_APK48) [5], K87
(phage vB_AbaP_APK87) [5], K89 (phage vB_AbaP_APK89) [5], K91 (phage AP22) [13], K93
(phages vB_AbaP_APK2 and vB_AbaP_APK93) [5], and K116 (phage vB_AbaP_APK116) [5]
capsular types of A. baumannii have been isolated and described. Genomes of all phages listed
above encode only one tailspike depolymerase (TSD) specific to a certain K type or two K
types with similar structures (for example K2/K93 in the case of phage vB_AbaP_APK2).

In this study, we present a characterization of the novel bacteriophage TaPaz, the first
reported virus specific to A. baumannii strain of the K47 capsular type. Genes encoding two
TSDs that presumably allow TaPaz to infect two different K types were identified in the
phage genome. For one of the TSDs responsible for the specific interaction of the phage
with A. baumannii K47, the mechanism of specific CPS cleavage was established. The data
on the characterization of phage TaPaz and encoding in its genome TSDs contributes to
enhancing knowledge of the diversity of A. baumannii viruses and the mechanisms of their
interaction with different A. baumannii K types.

2. Materials and Methods
2.1. Phage Isolation, Propagation, and Purification

Bacteriohage TaPaz was isolated from a sewage sample (collected in 2017, Moscow,
Russia), in accordance with a previously reported procedure [12]. The sample was cleared
by low-speed centrifugation (7000 G for 30 min), the supernatants supplemented with
LB medium were incubated for 16–18 h in the presence of growing A. baumannii strains
belonging to different capsular types at 37 ◦C, and then chloroform was added. Bacterial
debris was pelleted by centrifugation at 7000 G for 30 min, followed by filtration of the
supernatants through 1.20 and 0.45-µm-pore-size membrane filters, Millex-GV (Millipore,
Cork, Ireland). The purified filtrates were concentrated by ultracentrifugation at 85,000 G
at 4 ◦C for 2 h. The spot test method, as well as plaque assay [14], was used to screen for
the presence of lytic phage activity in the resultant concentrated preparations. The plates
were incubated overnight at 37 ◦C and examined for zones of lysis or plaque formation.

Single plaques formed on the lawn of sensitive A. baumannii strain were picked up in
the SM buffer (10 mM Tris-HCl, pH 7.5, 10 mM MgSO4, and 100 mM NaCl) and replated
three times to obtain pure phage stock.

A. baumannii strain NIPH601 (K47 capsular type) used as the bacterial host for phage
isolation and propagation was kindly provided by Dr. Alexandr Nemec (Centre for Epidemi-
ology and Microbiology, National Institute of Public Health, Czech Republic). The phage was
propagated using liquid culture of A. baumannii NIPH601 (OD600 of 0.3) at the multiplicity of
infection (MOI) of 0.1. The incubation was performed at 37 ◦C until lysis, and then chloroform
was added. Bacterial debris was pelleted by centrifugation at 7000 G for 30 min. The phage
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preparation was purified by cesium chloride density-gradient centrifugation at 100,000 G
(Beckman SW50.1 Ti rotor, Beckman Coulter Inc., Brea, CA, USA) for 24 h [15].

2.2. Phage Host Specificity Determination

For phage host specificity determination, a collection of various A. baumannii strains
with defined CPS structure (listed in Table S1), kindly provided by the members of research
groups from different countries (c.f. Acknowledgements), was used. In total, the host
specificity of the phage was tested against A. baumannii strains belonging to 56 different K
types using the double-layer method [14]. For this, 300 µL of A. baumannii bacterial cultures
grown in LB medium at 37 ◦C to OD600 of 0.3 were mixed with 4 mL of soft agar (LB broth
supplemented with 0.6% agarose). The mixture was plated onto the nutrient agar. Then,
the phage suspensions (~109 plaque-forming units (PFU) per mL) or purified recombinant
depolymerase, and their several 2- and 10-fold dilutions, were spotted on the soft agar
lawns and incubated at 37 ◦C for 18–24 h.

2.3. Phage Adsorption and One-Step Growth Experiments

For adsorption assay, exponentially grown A. baumannii NIPH601 bacterial cells were
mixed with the phages (MOI = 0.001) and incubated at room temperature. A volume of
100 µL of samples was taken in 0, 1, 2, 3, 4, 5, 8, 10, and 15 min and then mixed with
850 µL of SM buffer supplemented with 50 µL of chloroform. After centrifugation, the
supernatants were titrated for further determination of unabsorbed phages by the plaque
assay method [14] at different time intervals. The adsorption constant was calculated
according to the study by Adams [14] for a period of 5 min.

For the one-step growth experiments, 20 mL of host bacterial cells (OD600 of 0.3) was
harvested by centrifugation (3500 G, 10 min, 4 ◦C) and resuspended in 1 mL LB broth.
Bacterial cells were infected with the phage at MOI of 0.01. The bacteriophage was allowed
to adsorb for 5 min at 37 ◦C. Then, the mixture was centrifuged at 13,000 G for 2 min to
remove unabsorbed phage particles, and the pellet was resuspended in 20 mL of LB broth.
Samples were taken at 10-min intervals for 2 h incubation at 37 ◦C and immediately titrated.
The procedures were repeated three times.

2.4. Electron Microscopy

The phage was examined by negative contrast electron microscopy, using the following
procedure. 3 µL of purified and concentrated phage preparation was applied to the carbon-
coated 400 mesh copper grids and subjected to glow-discharge using the Emitech K100×
apparatus (Quorum Technologies, Laughton, UK). Grids were then negatively stained
with 1% uranyl acetate for 30 s, air-dried, and analyzed using a JEOL JEM-2100 200 kV
transmission electron microscope. Images of negatively stained phage particles were taken
with a Gatan Ultrascan 1000XP CCD camera (14 mkm pixels) and Gatan Digital Micrograph
software with the following parameters: 30,000×magnification, 0.5–1 µm defocus, 40 µm
objective aperture, 2k × 2k pixel size unbinned image size, 3.4 angstrom pixel size [16]. At
least 30 electronic phage images were used for the phage morphology determination.

2.5. DNA Isolation and Sequencing

Phage genomic DNA was isolated from concentrated and purified high titer phage
stocks by incubation in 0.5% SDS, 20 mM EDTA, and 50 µg/mL proteinase K at 56 ◦C for
1–3 h. The DNA was extracted with phenol-chloroform and then precipitated with ethanol
supplemented with sodium acetate [15]. Genome sequencing was performed on the MiSeq
platform using a Nextera DNA library preparation kit (Illumina, San Diego, CA, USA). The
generated reads were assembled de novo into single contig using SPAdes v. 3.13 [17] with
default parameters.
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2.6. Phage Genome Analysis

Potential open reading frames (ORFs) were identified with the RAST automated
annotation engine [18] and then manually inspected. Predicted proteins were searched
against the NR (non-redundant) database of the NCBI [19] and HHpred profile-profile
search [20]. ORFs were also compared against Virulence Factors of Pathogenic Bacteria
(VFDB) [21]. The presence of tRNAs in the genome sequence was determined using
ARAGORN [22]. Average nucleotide identity (ANI) was calculated using the OrthoANIu
tool [23]. Genome visualization and comparison were made with Easyfig [24]. Phylogenetic
analysis was performed by using the amino acid sequences of major capsid proteins, large
terminase subunits, portal proteins and tail tape measure proteins encoded in related
myoviruses deposited in the NCBI GenBank database. Considering that the large terminase
subunit of phage TaPaz was determined to contain an intein splicing domain, the amino
acid sequence without fragment from 35 to 388 residues of TaPaz_gp49 was used for
the phylogenetic tree construction. Gene products in other phage genomes annotated as
“hypothetical proteins” were considered as known genes if their pairwise identity with
known homologous was more than 50%. The alignments were made with MAFFT with
L-INS-i settings [25]. The best protein substitution model was found with MEGAX [26].
The phylogenetic tree was constructed with RAxML by rapid bootstrapping (bootstrap
1000) with GAMMA LG F protein model [27].

2.7. Nucleotide Sequence Accession Number

The genome sequence of phage TaPaz was deposited to GenBank under accession
number MZ043613.

2.8. Cloning, Expression, and Purification of the Recombinant Depolymerase

The DNA fragments corresponding to the deletion mutants lacking N-terminal domain
of phage TSDs TaPaz_gp78 and TaPaz_gp79 were amplified by PCR, using oligonucleotide
primers ataGGATCCagtgctgcaccttcccaca and ataCTCGAGttatattgatgaaagaataaacatg (for TSD
TaPaz_gp78), ataGGATCCtctaacgatttaataccacaact and ataCTCGAGttagttttctaacatgagtcga (for
TSD TaPaz_gp79), and cloned into the pTSL plasmid (GenBank accession KU314761) [28].

Expression vectors were transformed into chemically competent Escherichia coli BL21
(DE3) cells. Protein expression was performed in LB medium supplemented with ampicillin
at 100 mg/L. Transformed cells were grown at 37 ◦C until the optical density reached the
value of 0.4 at 600 nm. The medium was cooled to the temperature of 16 ◦C followed by
expression induction by the addition of isopropyl-1-thio-β-D-galactopyranoside (IPTG) to a
final concentration of 1 mM. After further incubation at 16 ◦C overnight (approximately 16 h),
the cells were harvested by centrifugation at 3700 G for 20 min, 4 ◦C. The cell pellets were
resuspended in 1/50th of the original cell volume in buffer A (20 mM Tris pH 8.0, 0.5 M NaCl,
20 mM imidazole) complemented with 1 mg/mL lysozyme and then lysed by sonication. The
cell debris was removed by centrifugation at 16,000 G for 30 min, 4 ◦C. The supernatants were
loaded onto nickel Ni2+-charged 5 mL GE HisTrap columns (GE Healthcare Life Sciences,
Chicago, IL, USA) equilibrated with buffer A containing 20 mM imidazole, and eluted with
a 20–500 mM imidazole linear gradient in buffer A. The fractions containing the target
proteins were pulled together and set up at 4 ◦C for the His-tag overnight digestion with TEV-
protease at a protease/protein ratio of 1/100 (w/w). This reaction mixture was simultaneously
dialyzed against 20 mM Tris pH 8.0, 200 mM NaCl, 0.5 mM DTT buffer resulting into His-SlyD
expression tag removal. Protein samples after digestion were applied to the His-Trap column
as before. A concentrated with Sartorius ultrafiltration devices (molecular weight cutoff of
10,000, Sartorius, Gottingen, Germany) flow-through was applied to a Superdex 200 Hiload
16/60 column (GE Healthcare Life Sciences) pre-equilibrated in 20 mM Tris-HCl, pH 7.5,
and 150 mM NaCl (buffer B). The final protein samples were concentrated with Sartorius
ultrafiltration devices and stored in the same buffer at 4 ◦C. The protein concentration was
determined using the Qubit Protein Assay Kit and the Qubit 4.0 fluorometer (Invitrogen,
Carlsvad, CA, USA).
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2.9. Phage Infection Inhibition Assay

TaPaz-TSD infection inhibition assay was performed according to the published
procedure [29]. A titer of 2.5× 106 PFU/mL for the phage was chosen for the competition
experiments. A. baumannii NIPH601 was grown in LB medium at 37 ◦C to an OD600 of
0.3. Then, TSD TaPaz_gp79 was added to a 100-µL aliquot of the cell culture to a final
concentration of 0.5 mg/mL and incubated for 20 min at 37 ◦C. One-hundred-microliter
aliquots of the A. baumannii host cells without anything and with TSD TaPaz_gp78 and
bovine serum albumin (BSA) to a final concentration of 0.5 mg/mL incubated for 20 min at
37 ◦C served as controls. After the incubation, several dilutions of phage TaPaz and 4 mL
of soft agar were added to the mixtures and plated onto the nutrient agar. The plates were
incubated overnight at 37 ◦C and assayed for the number of lysis plaques. The experiment
was performed in triplicate. The GraphPad Prism software (GraphPad Software, Inc., La
Jolla, CA, USA) was used for statistical analysis and graphical presentation of the results.

2.10. Isolation and Purification of the CPS

A. baumannii NIPH601 was cultivated in 2TY media (16 g Bacto Tryptone, 10 g Bacto
Yeast Extract, and 5 g NaCl, adjusted to 1 L with distilled H2O) for 16 h. Bacterial cells were
harvested by centrifugation (10000 G, 20 min), washed with phosphate-buffered saline,
suspended in aqueous 70% acetone, precipitated, and dried on air.

A K47 CPS sample was isolated by extraction of bacterial cells with 45% aqueous
phenol for 30 min at 65–68◦ C [30] and purified as described [31].

2.11. Cleavage of the CPS with TSD TaPaz_gp79

A purified K47 CPS sample (24 mg) was solubilized in the 20 mM Tris-HCl pH 7.5
buffer and 500µg of recombinant TSD TaPaz_gp79 was added for digestion. The reaction
mixture was incubated at 37 ◦C overnight.

CPS digestion products were fractionated by gel-permeation chromatography on a XK
16/100 column (110 cm × 16 mm, gel layer 90 cm) of Sephadex G-25 (GE Healthcare, UK)
in 1% acetic acid at a flow rate of 0.5 mL/min monitored using a differential refractometer
(Knauer, Berlin, Germany). Three fractions corresponding to a monomer, a dimer, and a
higher molecular-mass product(s) were obtained in yields 3.9, 11.2, and 4.2 mg, respectively.

2.12. NMR Spectroscopy

Samples were deuterium-exchanged by freeze-drying from 99.9% D2O and then
examined as the solution in 99.95% D2O. NMR spectra were recorded on a Bruker Avance II
600 MHz spectrometer (Bruker, Ballerica, MA, USA) at 30–60 ◦C. Sodium 3-trimethylsilylpr-
opanoate-2,2,3,3-d4 (δH 0, δC −1.6) was used as internal reference for calibration. Two-
dimensional 1H-1H correlation spectroscopy (COSY), 1H 1H total correlation spectroscopy
(TOCSY), 1H-1H rotating-frame nuclear Overhauser effect spectroscopy (ROESY), 1H-13C
heteronuclear single-quantum coherence (HSQC), and 1H-13C heteronuclear multiple-bond
correlation (HMBC) experiments were performed using standard Bruker software and were
used for assignment of 1H and 13C NMR chemical shifts [32]. Bruker TopSpin 2.1 program
was used to acquire and process the NMR data. A MLEV-17 spin-lock time of 60 ms and
a mixing time of 200 ms were used in TOCSY and ROESY experiments, respectively. A
60-ms delay was used for the evolution of long-range couplings to optimize the 1H,13C
HMBC experiment for coupling constant JH,C 8 Hz.

2.13. Mass Spectrometry

High-resolution electrospray ionization mass spectrometry (HR ESI MS) [33] was
performed in the positive ion mode using a micrOTOF II instrument (Bruker Daltonics).
Oligosaccharide samples (~50 ng/µL) were dissolved in a 1:1 (v/v) water acetonitrile
mixture and injected with a syringe at a flow rate of 3 µL/min. Capillary entrance voltage
was set at −4500 V, and the interface temperature at 180 ◦C. Nitrogen was used as the
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drying gas. Mass range was from m/z 50 to 3000. Internal calibration was done with ESI
Calibrant Solution (Agilent).

3. Results and Discussion
3.1. Phage Isolation, Morphology, Host Specificity, and Infection Parameters

Bacteriophage TaPaz was isolated on the bacterial lawn of A. baumannii NIPH601
belonging to K47 capsular type from a sewage sample using an enrichment procedure. On
the lawn of the host strain phage TaPaz produces small clear plaques surrounded by haloes
(Figure 1A) indicating the presence of phage structural depolymerase degrading the K47
CPS layer. Transmission electron microscopy of negatively stained phage particles revealed
that the phage has an icosahedral head of 85 ± 3 nm in diameter and a contractile tail of
110 ± 5 nm in length with distinguishable structural appendages (Figure 1B). The phage
can be assigned morphologically to the family Myoviridae.
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The host specificity of TaPaz was tested against a collection of A. baumannii strains
with biochemically characterized CPS structures belonging to 56 different K types used in
our previous study [5] (Table S1). It was found that TaPaz was highly specific as the other
depolymerase-carrying A. baumannii phages and was cable to infect only a strain with a
certain CPS structure, namely A. baumannii NIPH601 of K47 capsular type.

The infection process was determined by estimating adsorption efficiency and phage
infection parameters in TaPaz-A. baumannii NIPH601 system. It was determined that
80% of phage particles adsorbed to A. baumannii NIPH601 cells within 4 min, and more
than 95% within 15 min (Figure 2A). Phage TaPaz exhibited adsorption constant of
4.04 × 10−8 mL/min for the host strain for a period of 5 min.

To identify the different phases of the phage infection process, one-step growth exper-
iments were performed (Figure 2B). The latent period for TaPaz was about 30 min, and the
burst size was approximately 110 particles per infected cell.

3.2. Phage Genome Organization and Comparison

Phage TaPaz has a 93,703-bp linear double-stranded DNA genome with a G + C
content of 32.64%, which is close to phage vB_AbaM_B9 (32.57%) [8] but lower than almost
all other A. baumannii phages and A. baumannii strains (approximate average values are
38.94–39.4% [34]).

The genome was found to contain 178 putative open reading frames (ORFs), 111 of
which are located on the forward strand, and 67 are located on the reverse strand. Pu-
tative functions were assigned to 43 of 178 (24.2%) products of predicted ORFs. The
other 135 ORFs (75.8%) encoded hypothetical proteins with unknown functions or did
not match any characterized functional proteins. The search for tRNA sequences using
ARAGORN [22] revealed a region encoding one tRNA for Arg.
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The genome organization of phage TaPaz is shown in Figure 3A. The proteins en-
coded in the phage genome can be divided into several functional groups: phage assembly
and structural proteins (major capsid protein, tail sheath and tail tube proteins, base-
plate proteins, tail fiber proteins, tailspike proteins, etc.), proteins involved in nucleotide
metabolism, DNA replication and repair (CMP deaminase, DNA primase/helicase, DNA
polymerase, 5′-3′ exonuclease, alpha and beta subunits of ribonucleoside-diphosphate
reductase, thymidylate synthase, etc.), packaging of DNA into the capsid (large terminase
subunit, portal protein) and proteins involved in the bacterial cell lysis (cell wall hydrolase,
endolysin, etc.) (Figure 3A).

It should be noted that the structural module of the TaPaz genome contains genes
encoding two tailspike proteins (TaPaz_gp78 and TaPaz_gp79) and two fiber proteins
(TaPaz_gp58 and TaPaz_gp74), indicating a complex organized adsorption apparatus of
the phage (Figure 3A).

Despite modular organization, genes encoding proteins involved in disruption or
lysis of the bacterial cell are distributed throughout the TaPaz genome, for example, before
the genes responsible for the packaging of DNA into the capsid and within the structural
module before the genes encoding tailspikes (Figure 3A).

It is noteworthy that the large terminase subunit TaPaz_gp49 was predicted by
BLASTp and HHpred to contain an intein domain (35–388 residues within TaPaz_gp49).
Inteins or protein introns are self-splicing mobile genetic elements found in all domains of
life [35]. It was previously mentioned that phage terminases are a common target for intein
insertions [36,37]. ORFs encoding three putative HNH homing endonucleases (TaPaz_gp94,
gp102, and gp112) were also found in the nucleotide metabolism and DNA replication
genome module.

No genes encoding toxins, factors responsible for antibiotic resistance or products
related to lysogeny were identified in the TaPaz genome.

Phage TaPaz shares the highest similarity at the DNA level with Acinetobacter my-
ovirus vB_AbaM_B9 [8] (GenBank accession number: MH133207, the genome coverage
obtained to an E-value of 0.0 was 60% with an identity of 96% according to BLAST) isolated
in Portugal. According to ANI calculations, TaPaz demonstrates 90.58% identity with
vB_AbaM_B9, therefore these phages should be considered as separate species. Also, the
phage shares DNA similarity with Acinetobacter myovirus BS46 [11] (GenBank accession
number: MN276049, 79.47% ANI identity with TaPaz), Edwardsiella phage vB_EtaM_ET-
ABTNL-9 (GenBank accession number: MN399336, 63.59% ANI identity with TaPaz),
and Vibrio phage vB_VhaM_VH-8 (GenBank accession number: MN497415, 63.09% ANI
identity with TaPaz).
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To clarify the taxonomic position of phage TaPaz, a phylogenetic tree with concate-
nated alignments of amino acid sequences of four genes (encoding major capsid protein,
terminase large subunit, portal protein, and tail tape measure protein) found with BLAST
search was generated (Figure 4). The results of the phylogenetic analysis showed that phage
TaPaz was most closely related to phage vB_AbaM_B9 and together with Acinetobacter my-
ovirus BS46, Edwardsiella phage vB_EtaM_ET-ABTNL-9, and Vibrio phage vB_VhaM_VH-8
formed a distinct monophyletic branch. A. baumannii myoviruses of Saclayvirus genus
and unclassified Acinetobacter myoviruses AM24 and YMC13/03/R2096 appear to repre-
sent the closest groups. The representatives of Barbavirus and Qingdaovirus genera and
Vequintavirinae and Ounavirinae subfamilies formed more distantly related groups.

3.3. Phage TaPaz Structural Tailspike Depolymerases

On the example of several previously characterized A. baumannii phages, it was shown
that TSDs encoding in their genomes are responsible for the ability of bacterial viruses to
infect the strains with certain CPS structures [5–10,12]. Genes encoding two different TSDs
that presumably allow TaPaz to infect the representatives of two various Acinetobacter K
types were identified in the phage genome. Both TSDs TaPaz_gp78 and TaPaz_gp79 were
formed by single proteins encoded by the genes located at the end of the structural module
of the TaPaz genome (Figure 3A).
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BLASTp analysis revealed that the closest homologs of TSDs TaPaz_gp78 and TaPaz_gp79
were tail fiber domain-containing protein of Acinetobacter nosocomialis (WP_151789757, the
coverage obtained to an E-value of 0.0 was 73% with an identity of 74.88%) and hypothetical
protein of A. baumannii (WP_038405668, the coverage obtained to an E-value of 0.0 was 74%
with an identity of 50.38%), respectively. However, in both cases, there was no homology be-
tween N-terminal parts of TaPaz_gp78 and TaPaz_gp79 amino acid sequences and N-terminal
parts of sequences of these proteins at all. On the contrary, the N-terminal part of TSD
TaPaz_gp78 shares a high level of similarity with N-terminal parts of tailspike protein gp69 of
Acinetobacter phage vB_AbaM_B9 (AWD93192, the coverage obtained to an E-value of 3e−124

was 33% with an identity of 76.90%) and tailspike protein gp47 of Acinetobacter phage BS46
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(QEP53229, the coverage obtained to an E-value of 9e−101 was 37% with an identity of 56.14%)
(Figure 3B). N-terminal part of TSD TaPaz_gp79 shares a high level of similarity with gp70 of
Acinetobacter phage vB_AbaM_B9 (AWD93215, the coverage obtained to an E-value of 2e−101

was 24% with an identity of 76.39%) and putative tail fiber protein gp48 of Acinetobacter phage
BS46 (QEP53230, the coverage obtained to an E-value of 4e−91 was 24% with an identity of
72.17%) (Figure 3B). Thus, N-terminal parts of TSDs TaPaz_gp78 and TaPaz_gp79 responsible
for the attachment of variable CPS-recognizing/degrading parts of the tailspikes to the phage
particles were quite conservative within the group of phages (TaPaz, vB_AbaM_B9, and BS46)
sharing the similar genome organization and the highest percentage of homology at the DNA
level. While CPS-recognizing/degrading parts of TaPaz_gp78 and TaPaz_gp79 were highly
homologous to different proteins encoded in A. nosocomialis and A. baumannii genomes.

Interestingly, phage TaPaz encoded two different complete TSDs, whereas phage
vB_AbaM_B9 as well as phage BS46 encoded only one complete depolymerase (gp69 and
gp47, respectively) sharing homology with the N-terminal part of TaPaz_gp78. Gp70 (291
aa) of phage vB_AbaM_B9 and gp48 (256 aa) of phage BS46 presumably could be only the
N-terminal parts of complete TSDs without CPS-recognizing/degrading parts (Figure 3B).

According to HHpred analysis the amino acid sequences of TaPaz_gp78 and TaPaz_gp79
had the pectate lyase 3 (PF12708.9; E-value of 1.5e−9) and Glyco_hydro_28 (PF00295.19;
E-value of 1.3e−11) conserved Pfam motifs, respectively. Moreover, the predicted struc-
tures of TaPaz_gp78 and TaPaz_gp79 were similar to the structure of A. baumannii phage
vB_AbaP_AS12 tailspike (PDB accession number 6EU4) and tailspike protein of E. coli bacte-
riophage HK620 (PDB accession number 4XOT), respectively (Figure 3C).

TaPaz_gp78 and gp79 are 878- and 871-amino-acid proteins with predicted molecular
weights of 95.9 kDa and 96.2 kDa, respectively. Deletion mutants lacking the N-terminal
domains of the TaPaz tailspikes were cloned, expressed and purified by immobilized metal
ion affinity chromatography, followed by gel permeation chromatography. The spectra of
depolymerase activities of recombinant proteins were tested against a panel of A. baumannii
strains belonging to 56 different K types (Table S1). Purified recombinant depolymerase
TaPaz_gp79 was found to be highly specific and formed opaque halo only on the bacterial
lawn of A. baumannii NIPH601, meaning that this depolymerase effectively degraded K47
CPS of the host strain. Serial 2-fold and 10-fold titrations of the purified recombinant
depolymerase TaPaz_gp79 on the bacterial lawn of A. baumannii NIPH601, after 12 h of
incubation, are presented in Figure 5A,B.

Unfortunately, we were unable to determine the specificity of purified TSD TaPaz_gp78
using a collection of A. baumannii strains including representatives of 56 K types. Con-
sidering the fact that nowadays more than 140 KL variants (chromosomal capsule loci, K
loci or KL) have been bioinformatically predicted, this means that TSD TaPaz_gp78 quite
possibly could specifically interact with a CPS of one of those K types that have not been
tested in this study. Besides, the closest homolog of TaPaz_gp78 was found to be a protein
encoded in the A. nosocomialis genome. Thus, TSD TaPaz_gp78 could possibly interact with
CPS produced by not A. baumannii, but A. nosocomialis and TaPaz could be considered as
multi-host phage. These statements require further experimental confirmation.

To show that TSD TaPaz_gp79 is responsible for the initial step of the phage TaPaz-K47
bacterial cell interaction, the competition experiments have been performed (Figure 5C). For
this, A. baumannii NIPH601 bacterial culture preincubated with purified TSD TaPaz_gp79
was mixed with several phage TaPaz dilutions and plated on agar plates. In negative-control
experiments host bacterial cells were pretreated with BSA and TSD TaPaz_gp78 which is
not specific to K47 CPS. After overnight incubation, phage titer was measured. It was
shown that TSD TaPaz_gp79 fully blocked the phage infection, whereas coincubation of
host bacterial cells with BSA and TSD TaPaz_gp78 showed no significant differences in
phage titers. The results obtained from competition experiments are presented in Figure 5C.
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Figure 5. Spot tests with serial 2-fold (A) and 10-fold (B) titration of purified recombinant depolymerase TaPaz_gp79 on A.
baumannii NIPH601 lawn after 12 h of incubation. (C) Phage TaPaz infection inhibition by TSD TaPaz_gp79. From left to
right, phage titers observed on the bacterial lawns after the treatment of A. baumannii NIPH601 cells with phage TaPaz only,
after cell cultures preincubated with BSA (as a negative control), purified specific TSD TaPaz_gp79 and purified not specific
TaPaz_gp78 (as a negative control) followed by phage TaPaz treatment.

3.4. Cleavage of the A. baumannii NIPH 601 CPS by TSD TaPaz_gp79

To elucidate the mechanism of action of TSD TaPaz_gp79, K47 CPS degradation by
the purified recombinant protein was performed.

The structure of the K47 CPS from the host A. baumannii strain belonging to the K47
capsular type has been established earlier [38]. The CPS was determined to build up of
pentasaccharide repeats (K units) containing one residue each of D-Glc (E) and D-GalNAc
(B) and three residues of D-GlcNAc (A, C, D) (Figure 6).

The CPS was cleaved with recombinant TSD TaPaz_gp79, and oligosaccharide prod-
ucts were fractionated by Sephadex G-25 gel-permeation chromatography. The CPS gave
oligosaccharides 1 and 2 as well as a minor higher-molecular mass product corresponding
to a higher K unit oligomer(s). All isolated oligosaccharides had the same monosaccharide
composition as the initial CPS.

Oligosaccharides 1 and 2 were studied by positive ion mode high-resolution elec-
trospray ionization mass spectrometry (HR ESI MS) [32] and one- and two-dimensional
1H and 13C nuclear magnetic resonance (NMR) spectroscopy [33]. The mass spectra of 1
and 2 showed the major [M+Na]+ ion peaks at m/z 1015.3678 and 1989.7392 against the
calculated m/z values of 1015.3701 and 1989.7404 for a monomer and a dimer of the K
unit, respectively.

The 1H and 13C NMR spectra of the oligosaccharides 1 and 2 were fully assigned
by two-dimensional shift-correlated experiments (1H-1H COSY, 1H-1H TOCSY, and 1H-
13C HSQC) and compared with published data of the corresponding CPS. The 13C NMR
chemical shifts of three from five monosaccharide residues (B, C, and E) were essentially
the same in the CPS and the oligosaccharides, whereas those of two other residues (A’
and D’) were different. The reducing end in 1 is occupied by D-GlcNAc (residue A’),
which showed in the 13C NMR spectrum C-1 signals at d 92.2 and 95.8 characteristic for
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its a- and b-anomeric forms, respectively [39]. The 13C NMR chemical shifts of a-GlcNAc
that is 6-substituted in the CPS (residue D, C-6 resonance at d 66.2), are typical of the
corresponding nonsubstituted residue in 1 (residue D’, C-6 resonance at d 61.8) [39]. The
chemical shifts of residue A’ and D’ in 2 were similar to those in 1. These data defined the
structures of pentasaccharide 1 and decasaccharide 2 shown in Figure 6.
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Figure 6. Cleavage of the K47 CPS of A. baumannii NIPH601 with TSD TaPaz_gp79 giving rise to
oligosaccharides 1 and 2 corresponding to a monomer and a dimer of the K unit, respectively.

To sum up, TSD TaPaz_gp79 cleaved specifically the K47 CPS of A. baumannii NIPH601
by the hydrolytic mechanism by the α1→ 6-linkage between two D-GlcpNAc residues (A
and D) to give oligosaccharides 1 and 2 corresponding to a monomer and a dimer of the K
unit, respectively.

4. Conclusions

In this study, we present a characterization of the novel bacteriophage TaPaz belonging
to the family Myoviridae. This is the first reported A. baumannii virus carrying two different
TSDs, one of which is specific to A. baumannii strain of the K47 capsular type. Analysis
of oligosaccharide products obtained by degradation of the K47 CPS by the recombinant
depolymerase TaPaz_gp79 showed that the TSD was a specific glycosidase that cleaved
the CPS by the hydrolytic mechanism, to give a monomer and an oligomer of the K unit.
The comprehensive characterization of new lytic A. baumannii phages and their receptor-
binding proteins expand our knowledge of strategies of virus–bacteria interaction.
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specificities determination.

Author Contributions: A.V.P. and M.M.S. designed the experiments; A.S.S. (Anastasia S. Shchurova),
A.V.P., and M.M.S. performed the experiments; A.V.P., Y.P.S., A.S.S. (Anastasia S. Shchurova), and
M.M.S. performed the bioinformatics analysis; Y.V.M. and A.A.S. performed sequencing of phage
genome; N.P.A., A.S.S. (Alexander S. Shashkov), A.O.C., and Y.A.K. performed sugar analysis
and nuclear magnetic resonance spectroscopy experiments; O.S.S. contributed to phage electron
microscopy; K.A.M. contributed to data analysis; A.V.P. and A.S.S. (Anastasia S. Shchurova) wrote
the paper. All authors have read and agreed to the published version of the manuscript.

https://www.mdpi.com/article/10.3390/v13060978/s1
https://www.mdpi.com/article/10.3390/v13060978/s1


Viruses 2021, 13, 978 13 of 14

Funding: This work was supported by the Russian Science Foundation (grant no. 20-75-10113).

Institutional Review Board Statement: Not applicable.

Informed Consent Statement: Not applicable.

Data Availability Statement: The genome sequence of phage TaPaz is available in Genbank at
accession number MZ043613.

Acknowledgments: We thank Alexandr Nemec, Bin Liu, Lei Wang, Johanna Kenyon, Ruth Hall,
Raffaele Zarrilli, Veeraraghavan Balaji, and Indranil Biswas for providing A. baumannii strains. We
also thank Peter Evseev for assistance in the phylogenetic analysis and Nikolay Volozhantsev for the
careful reading of the manuscript and assistance in data analysis. Electron microscopy was performed
using the Unique equipment setup ‘3D-EMC’ of Moscow State University, Department of Biology.
OSS acknowledges support from the Interdisciplinary Scientific and Educational School of Moscow
Lomonosov University “Molecular Technologies of the Living Systems and Synthetic Biology”.

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

References
1. World Health Organisation. Prevention of Hospital-Acquired Infections; WHO Press: Geneva, Switzerland, 2002; Available online:

https://www.who.int/csr/resources/publications/whocdscsreph200212.pdf (accessed on 23 April 2021).
2. Vázquez-López, R.; Solano-Gálvez, S.G.; Juárez Vignon-Whaley, J.J.; Abello Vaamonde, J.A.; Padró Alonzo, L.A.; Rivera Reséndiz,

A.; Muleiro Álvarez, M.; Vega López, E.N.; Franyuti-Kelly, G.; Álvarez-Hernández, D.A.; et al. Acinetobacter baumannii Resistance:
A Real Challenge for Clinicians. Antibiotics 2020, 9, 205. [CrossRef] [PubMed]

3. World Health Organisation. Global Priority List of Antibiotic-Resistant Bacteria to Guide Research, Discovery and Development of New
Antibiotics; WHO Press: Geneva, Switzerland, 2017; Available online: https://www.who.int/medicines/publications/WHO-
PPL-Short_Summary_25Feb-ET_NM_WHO.pdf (accessed on 23 April 2021).

4. Harding, C.M.; Hennon, S.W.; Feldman, M.F. Uncovering the mechanisms of Acinetobacter baumannii virulence. Nat. Rev. Microbiol.
2018, 16, 91–102. [CrossRef] [PubMed]

5. Popova, A.V.; Shneider, M.M.; Arbatsky, N.P.; Kasimova, A.A.; Senchenkova, S.N.; Shashkov, A.S.; Dmitrenok, A.S.; Chizhov,
A.O.; Mikhailova, Y.V.; Shagin, D.A.; et al. Specific Interaction of Novel Friunavirus Phages Encoding Tailspike Depolymerases
with Corresponding Acinetobacter baumannii Capsular Types. J. Virol. 2021, 95, e01714-20. [CrossRef]

6. Lai, M.-J.; Chang, K.-C.; Huang, S.-W.; Luo, C.-H.; Chiou, P.-Y.; Wu, C.-C.; Lin, N.-T. The Tail Associated Protein of Acinetobacter
baumannii Phage ΦAB6 Is the Host Specificity Determinant Possessing Exopolysaccharide Depolymerase Activity. PLoS ONE
2016, 11, e0153361. [CrossRef]

7. 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. Structural
basis for fragmenting the exopolysaccharide of Acinetobacter baumannii by bacteriophage ΦAB6 tailspike protein. Sci. Rep. 2017, 7,
42711. [CrossRef] [PubMed]

8. Oliveira, H.; Costa, A.R.; Ferreira, A.; Konstantinides, N.; Santos, S.B.; Boon, M.; Noben, J.-P.; Lavigne, R.; Azeredo, J. Functional
Analysis and Antivirulence Properties of a New Depolymerase from a Myovirus That Infects Acinetobacter baumannii Capsule
K45. J. Virol. 2018, 93, e01163-18. [CrossRef]

9. Oliveira, H.; Costa, A.R.; Konstantinides, N.; Ferreira, A.; Akturk, E.; Sillankorva, S.; Nemec, A.; Shneider, M.; Dötsch, A.;
Azeredo, J. Ability of phages to infect Acinetobacter calcoaceticus-Acinetobacter baumannii complex species through acquisition of
different pectate lyase depolymerase domains. Environ. Microbiol. 2017, 19, 5060–5077. [CrossRef]

10. Popova, A.V.; Shneider, M.M.; Myakinina, V.P.; Bannov, V.A.; Edelstein, M.V.; Rubalskii, E.O.; Aleshkin, A.V.; Fursova, N.K.;
Volozhantsev, N.V. Characterization of myophage AM24 infecting Acinetobacter baumannii of the K9 capsular type. Arch. Virol.
2019, 164, 1493–1497. [CrossRef]

11. Popova, A.V.; Shneider, M.M.; Mikhailova, Y.V.; Shelenkov, A.A.; Shagin, D.A.; Edelstein, M.V.; Kozlov, R.S. Complete Genome
Sequence of Acinetobacter baumannii Phage BS46. Microbiol. Resour. Announc. 2020, 9, e00398-20. [CrossRef]

12. Popova, A.; Lavysh, D.; Klimuk, E.; Edelstein, M.; Bogun, A.; Shneider, M.; Goncharov, A.; Leonov, S.; Severinov, K. Novel Fri1-
like Viruses Infecting Acinetobacter baumannii—vB_AbaP_AS11 and vB_AbaP_AS12—Characterization, Comparative Genomic
Analysis, and Host-Recognition Strategy. Viruses 2017, 9, 188. [CrossRef]

13. Knirel, Y.A.; Shneider, M.M.; Popova, A.V.; Kasimova, A.A.; Senchenkova, S.N.; Shashkov, A.S.; Chizhov, A.O. Mechanisms of
Acinetobacter baumannii capsular polysaccharide cleavage by phage depolymerases. Biochemistry 2020, 85, 567–574. [CrossRef]
[PubMed]

14. Adams, M.D. Bacteriophages; Interscience Publishers, Inc.: New York, NY, USA, 1959; OCLC 326505.
15. Sambrook, J.; Fritsch, E.F.; Maniatis, T. Molecular cloning: A laboratory Manual, 2nd ed.; Cold Spring Harbor Laboratory Press: Cold

Spring Harbor, NY, USA, 1989; ISBN 0-87969-309-6.
16. Brenner, S.; Horne, R.W. A negative staining method for high resolution electron microscopy of viruses. Biochim. Biophys. Acta

1959, 34, 103–110. [CrossRef]

https://www.who.int/csr/resources/publications/whocdscsreph200212.pdf
http://doi.org/10.3390/antibiotics9040205
http://www.ncbi.nlm.nih.gov/pubmed/32340386
https://www.who.int/medicines/publications/WHO-PPL-Short_Summary_25Feb-ET_NM_WHO.pdf
https://www.who.int/medicines/publications/WHO-PPL-Short_Summary_25Feb-ET_NM_WHO.pdf
http://doi.org/10.1038/nrmicro.2017.148
http://www.ncbi.nlm.nih.gov/pubmed/29249812
http://doi.org/10.1128/JVI.01714-20
http://doi.org/10.1371/journal.pone.0153361
http://doi.org/10.1038/srep42711
http://www.ncbi.nlm.nih.gov/pubmed/28209973
http://doi.org/10.1128/JVI.01163-18
http://doi.org/10.1111/1462-2920.13970
http://doi.org/10.1007/s00705-019-04208-x
http://doi.org/10.1128/MRA.00398-20
http://doi.org/10.3390/v9070188
http://doi.org/10.1134/S0006297920050053
http://www.ncbi.nlm.nih.gov/pubmed/32571186
http://doi.org/10.1016/0006-3002(59)90237-9


Viruses 2021, 13, 978 14 of 14

17. Bankevich, A.; Nurk, S.; Antipov, D.; Gurevich, A.A.; Dvorkin, M.; Kulikov, A.S.; Lesin, V.M.; Nikolenko, S.I.; Pham, S.; Prjibelski,
A.D.; et al. SPAdes: A new genome assembly algorithm and its applications to single-cell sequencing. J. Comput. Biol. 2012, 19,
455–477. [CrossRef] [PubMed]

18. Aziz, R.K.; Bartels, D.; Best, A.A.; DeJongh, M.; Disz, T.; Edwards, R.A.; Formsma, K.; Gerdes, S.; Glass, E.M.; Kubal, M.; et al. The
RAST server: Rapid annotations using subsystems technology. BMC Genom. 2008, 9. [CrossRef]

19. Marchler-Bauer, A.; Anderson, J.B.; Chitsaz, F.; Derbyshire, M.K.; DeWeese-Scott, C.; Fong, J.H.; Geer, L.Y.; Geer, R.C.; Gonzales,
N.R.; Gwadz, M.; et al. CDD: Specific functional annotation with the Conserved Domain Database. Nucleic Acids Res. 2009, 37,
D205–D210. [CrossRef] [PubMed]

20. Söding, J.; Biegert, A.; Lupas, A.N. The HHpred interactive server for protein homology detection and structure prediction.
Nucleic Acids Res. 2005, 33, W244–W248. [CrossRef]

21. Liu, B.; Zheng, D.; Jin, Q.; Chen, L.; Yang, J. VFDB 2019: A comparative pathogenomic platform with an interactive web interface.
Nucleic Acids Res. 2019, 47, D687–D692. [CrossRef] [PubMed]

22. Laslett, D. ARAGORN, a program to detect tRNA genes and tmRNA genes in nucleotide sequences. Nucleic Acids Res. 2004, 32,
11–16. [CrossRef]

23. Yoon, S.-H.; Ha, S.-M.; Lim, J.; Kwon, S.; Chun, J. A large-scale evaluation of algorithms to calculate average nucleotide identity.
Antonie van Leeuwenhoek 2017, 110, 1281–1286. [CrossRef]

24. Sullivan, M.J.; Petty, N.K.; Beatson, S.A. Easyfig: A genome comparison visualizer. Bioinformatics 2011, 27, 1009–1010. [CrossRef]
25. Katoh, K.; Kuma, K.; Toh, H.; Miyata, T. MAFFT version 5: Improvement in accuracy of multiple sequence alignment. Nucleic

Acids Res. 2005, 33, 511–518. [CrossRef]
26. Tamura, K.; Stecher, G.; Kumar, S. MEGA11: Molecular Evolutionary Genetics Analysis version 11. Mol. Biol. Evol. 2021, msab120.

[CrossRef] [PubMed]
27. Stamatakis, A. RAxML version 8: A tool for phylogenetic analysis and post-analysis of large phylogenies. Bioinformatics 2014, 30,

1312–1313. [CrossRef]
28. Taylor, N.M.I.; Prokhorov, N.S.; Guerrero-Ferreira, R.C.; Shneider, M.M.; Browning, C.; Goldie, K.N.; Stahlberg, H.; Leiman, P.G.

Structure of the T4 baseplate and its function in triggering sheath contraction. Nature 2016, 533, 346–352. [CrossRef] [PubMed]
29. Plattner, M.; Shneider, M.M.; Arbatsky, N.P.; Shashkov, A.S.; Chizhov, A.O.; Nazarov, S.; Prokhorov, N.S.; Taylor, N.M.I.; Buth,

S.A.; Gambino, M.; et al. Structure and Function of the Branched Receptor-Binding Complex of Bacteriophage CBA120. J. Mol.
Biol. 2019, 431, 3718–3739. [CrossRef]

30. Westphal, O.; Jann, K. Bacterial lipopolysaccharides. Extraction with phenol-water and further applications of the procedure.
Methods Carbohydr. Chem. 1965, 5, 83–91.

31. Kenyon, J.J.; Kasimova, A.A.; Shneider, M.M.; Shashkov, A.S.; Arbatsky, N.P.; Popova, A.V.; Miroshnikov, K.A.; Hall, R.M.; Knirel,
Y.A. The KL24 gene cluster and a genomic island encoding a Wzy polymerase contribute genes needed for synthesis of the
K24 capsular polysaccharide by the multiply antibiotic resistant Acinetobacter baumannii isolate RCH51. Microbiology 2017, 163,
355–363. [CrossRef]

32. Tsedilin, A.M.; Fakhrutdinov, A.N.; Eremin, D.B.; Zalesskiy, S.S.; Chizhov, A.O.; Kolotyrkina, N.G.; Ananikov, V.P. How sensitive
and accurate are routine NMR and MS measurements? Mendeleev Commun. 2015, 25, 454–456. [CrossRef]

33. Duus, J.; Gotfredsen, C.H.; Bock, K. Carbohydrate Structural Determination by NMR Spectroscopy: Modern Methods and
Limitations. Chem. Rev. 2000, 100, 4589–4614. [CrossRef]

34. Farrugia, D.N.; Elbourne, L.D.H.; Hassan, K.A.; Eijkelkamp, B.A.; Tetu, S.G.; Brown, M.H.; Shah, B.S.; Peleg, A.; Mabbutt, B.C.;
Paulsen, I.T. The Complete Genome and Phenome of a Community-Acquired Acinetobacter baumannii. PLoS ONE 2013, 8, e58628.
[CrossRef]

35. Novikova, O.; Jayachandran, P.; Kelley, D.S.; Morton, Z.; Merwin, S.; Topilina, N.I.; Belfort, M. Intein Clustering Suggests
Functional Importance in Different Domains of Life. Mol. Biol. Evol. 2016, 33, 783–799. [CrossRef] [PubMed]

36. Pedulla, M.L.; Ford, M.E.; Houtz, J.M.; Karthikeyan, T.; Wadsworth, C.; Lewis, J.A.; Jacobs-Sera, D.; Falbo, J.; Gross, J.; Pannunzio,
N.R.; et al. Origins of Highly Mosaic Mycobacteriophage Genomes. Cell 2003, 113, 171–182. [CrossRef]

37. Dassa, B.; London, N.; Stoddard, B.L.; Schueler-Furman, O.; Pietrokovski, S. Fractured genes: A novel genomic arrangement
involving new split inteins and a new homing endonuclease family. Nucleic Acids Res. 2009, 37, 2560–2573. [CrossRef]

38. Shashkov, A.S.; Kenyon, J.J.; Arbatsky, N.P.; Shneider, M.M.; Popova, A.V.; Miroshnikov, K.A.; Hall, R.M.; Knirel, Y.A. Related
structures of neutral capsular polysaccharides of Acinetobacter baumannii isolates that carry related capsule gene clusters KL43,
KL47, and KL88. Carbohydr. Res. 2016, 435, 173–179. [CrossRef] [PubMed]

39. Lipkind, G.M.; Shashkov, A.S.; Knirel, Y.A.; Vinogradov, E.V.; Kochetkov, N.K. A computer-assisted structural analysis of regular
polysaccharides on the basis of 13C-n.m.r. data. Carbohydr. Res. 1988, 175, 59–75. [CrossRef]

http://doi.org/10.1089/cmb.2012.0021
http://www.ncbi.nlm.nih.gov/pubmed/22506599
http://doi.org/10.1186/1471-2164-9-75
http://doi.org/10.1093/nar/gkn845
http://www.ncbi.nlm.nih.gov/pubmed/18984618
http://doi.org/10.1093/nar/gki408
http://doi.org/10.1093/nar/gky1080
http://www.ncbi.nlm.nih.gov/pubmed/30395255
http://doi.org/10.1093/nar/gkh152
http://doi.org/10.1007/s10482-017-0844-4
http://doi.org/10.1093/bioinformatics/btr039
http://doi.org/10.1093/nar/gki198
http://doi.org/10.1093/molbev/msab120
http://www.ncbi.nlm.nih.gov/pubmed/33892491
http://doi.org/10.1093/bioinformatics/btu033
http://doi.org/10.1038/nature17971
http://www.ncbi.nlm.nih.gov/pubmed/27193680
http://doi.org/10.1016/j.jmb.2019.07.022
http://doi.org/10.1099/mic.0.000430
http://doi.org/10.1016/j.mencom.2015.11.019
http://doi.org/10.1021/cr990302n
http://doi.org/10.1371/journal.pone.0058628
http://doi.org/10.1093/molbev/msv271
http://www.ncbi.nlm.nih.gov/pubmed/26609079
http://doi.org/10.1016/S0092-8674(03)00233-2
http://doi.org/10.1093/nar/gkp095
http://doi.org/10.1016/j.carres.2016.10.007
http://www.ncbi.nlm.nih.gov/pubmed/27810710
http://doi.org/10.1016/0008-6215(88)80156-3

	Introduction 
	Materials and Methods 
	Phage Isolation, Propagation, and Purification 
	Phage Host Specificity Determination 
	Phage Adsorption and One-Step Growth Experiments 
	Electron Microscopy 
	DNA Isolation and Sequencing 
	Phage Genome Analysis 
	Nucleotide Sequence Accession Number 
	Cloning, Expression, and Purification of the Recombinant Depolymerase 
	Phage Infection Inhibition Assay 
	Isolation and Purification of the CPS 
	Cleavage of the CPS with TSD TaPaz_gp79 
	NMR Spectroscopy 
	Mass Spectrometry 

	Results and Discussion 
	Phage Isolation, Morphology, Host Specificity, and Infection Parameters 
	Phage Genome Organization and Comparison 
	Phage TaPaz Structural Tailspike Depolymerases 
	Cleavage of the A. baumannii NIPH 601 CPS by TSD TaPaz_gp79 

	Conclusions 
	References

