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Abstract 

Background  Klebsiella pneumoniae capsular types K1, K2, K5, K20, K54, and K57 are prevalent hypervirulent types 
associated with community infections, and worrisomely, hypervirulent strains that acquired drug resistance have 
been found. In the search for alternative therapeutics, studies have been conducted on phages that infect K. pneumo-
niae K1, K2, K5, and K57-type strains and their phage-encoded depolymerases. However, phages targeting K. pneumo-
niae K20-type strains and capsule depolymerases capable of digesting K20-type capsules have rarely been reported. 
In this study, we characterized a phage that can infect K. pneumoniae K20-type strains, phage vB_KpnM‐20.

Methods  A phage was isolated from sewage water in Taipei, Taiwan, its genome was analyzed, and its predicted 
capsule depolymerases were expressed and purified. The host specificity and capsule-digesting activity of the capsule 
depolymerases were determined. The therapeutic effect of the depolymerase targeting K. pneumoniae K20-type 
strains was analyzed in a mouse infection model.

Results  The isolated Klebsiella phage, vB_KpnM‐20, infects K. pneumoniae K7, K20, and K27-type strains. Three capsule 
depolymerases, K7dep, K20dep, and K27dep, encoded by the phage were specific to K7, K20, and K27-type capsules, 
respectively. K20dep also recognized Escherichia coli K30-type capsule, which is highly similar to K. pneumoniae K20-
type. The survival of K. pneumoniae K20-type-infected mice was increased following administration of K20dep.

Conclusions  The potential of capsule depolymerase K20dep for the treatment of K. pneumoniae infections was 
revealed using an in vivo infection model. In addition, K7dep, K20dep, and K27dep capsule depolymerases could be 
used for K. pneumoniae capsular typing.
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Background
Klebsiella pneumoniae, an opportunistic pathogen, is 
associated with various nosocomial and community-
acquired infections, including soft tissue infections, 
urinary tract infections, surgical site infections, cath-
eter-related infections, pneumonia, and septicemia [1, 
2]. Since the mid-1980s, community-acquired pyogenic 
liver abscesses, complicated by metastatic meningitis 
and endophthalmitis, caused by K. pneumoniae have 
emerged globally [3–9]. Besides, the rapid spread of car-
bapenem and multi-drug resistance in K. pneumoniae is 
of great concern [10–14]. Colistin was reintroduced into 
the clinical setting to eradicate carbapenem-resistant K. 
pneumoniae (CRKP) [15, 16]. However, colistin-resist-
ant CRKP strains have been reported, at a rate of ~ 40% 
in some countries [17–19]. In 2017, the World Health 
Organization named CRKP as priority bacteria for urgent 
development of new antimicrobials [20].

Growing resistance to several classes of antibiotics 
has renewed interest in alternative treatments, such as 
phage therapy, for controlling hard-to-treat bacterial 
infections. Several promising K. pneumoniae phages 
have been reported, and their potential therapeutic effi-
cacy has been demonstrated using infection models in 
Galleria mellonella larvae and mice [21–25]. Bacterio-
phage-encoded antibacterial proteins, such as capsule 
depolymerases, have also shown promise against various 
Gram-negative bacteria [26–28].

The capsule is a major virulence factor in K. pneumo-
niae that provides protection against phagocytosis and 
the bactericidal effects of serum; thus, enzymes with 
capsule-digesting activity have antimicrobial poten-
tial. Over 130 Klebsiella capsular types (K-types) have 
been described, and the clinical importance of different 
K-types has been investigated. Six K-types, K1, K2, K5, 
K20, K54, and K57, are thought to be closely related to 
hypervirulence and associated with community invasive 
disease and pyogenic liver abscesses in Taiwan [29–33], 
where these K-types also account for ~ 70% of K. pneu-
moniae-caused community-acquired pneumonia [34]. 
K1, K2, and K20-types were reported to be closely asso-
ciated with hypermucoviscosity—an indicator of hyper-
virulence [35]. One study in China analyzed the K-types 
of 21 hypermucoviscous CRKP strains; ~ 33% were K20, 
and ~ 5% were K2 [36]. Another study in Iran identified 
K20 as the prevalent (~ 55%) hypervirulent K-type [37]. 
Many of these strains carried blaNDM-1/blaOXA-48, sug-
gesting that K20-type may be associated with carbap-
enem resistance and hypermucoviscosity.

Several phages infecting K1, K2, K5, and K57-type 
strains and their depolymerases have been character-
ized [23, 24, 38, 39]. However, to our knowledge, phages 
infecting K20-type K. pneumoniae and K20-type-specific 

capsule depolymerases have rarely been reported. Here, 
we isolated a phage that infects K. pneumoniae K7, K20, 
and K27-type strains and characterized its three K-type-
specific depolymerases. One of the depolymerases, 
K20dep, was further analyzed for its efficacy in treat-
ing K20-type-infected mice. The results suggest phage-
encoded capsule depolymerases as a potential alternative 
for infection control. These capsule depolymerases may 
also be useful tools for capsular typing.

Methods
Bacterial strains
One Escherichia coli strain, O9:K30:H12 (Statens Serum 
Institut, Copenhagen, Denmark), and 95 Klebsiella 
strains (representing 82  K-types) were used for host 
range determination. The Klebsiella strains included 
76  K-type reference strains (Statens Serum Institut), 1 
strain showing K1-type (NTUH-K2044), 2 strains show-
ing K20-type (A13 and 5262), and 16 strains showing 
KN1, KN2, KN3, KN4, or KN5-type (Additional file  1: 
Table S1). Two K20-type strains, A13 and KP440 (a clini-
cal CRKP strain), were used in the mouse study.

Phage isolation
Sewage water (4 ml) collected in Taipei was mixed with 
0.5  ml of a freshly cultured Klebsiella K27-type refer-
ence strain (K27ref ) and cultured with 1 ml of 5X Luria–
Bertani (LB) medium (Bioshop, Burlington, Canada) at 
37  °C overnight. After centrifugation, the supernatant 
was filtered (0.45 μm filter; Merck Millipore, Tullagreen, 
Germany) and spotted on LB plates overlaid with strain 
K27ref to detect phage plaques. The agar overlay method 
was used to isolate pure phage and determine the titer 
[40].

Determination of host range and capsule depolymerase 
activity
To determine which bacterial strains were permissive 
to phage infection and the activity range of the capsule 
depolymerases, spot tests were conducted [41]. An LB 
agar plate was overlaid with top agar containing 200  μl 
of fresh bacterial culture. Aliquots of phage containing 
108 plaque-forming units or various amounts of puri-
fied recombinant capsule depolymerase (100, 50, 40, 30, 
20, 10, 5, 2.5, and 1 ng/4 μl) were spotted onto the plate. 
After overnight incubation at 37  °C, lytic or semi-clear 
spots were observed.

Efficiency of plating assay
The ability of the phage to infect different hosts was 
quantified using a previously described efficiency of plat-
ing (EOP) method [42]. Briefly, tenfold serial dilutions 
of phage suspensions (1 × 101–1 × 109/ml) were prepared 
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with SM buffer (100 mM NaCl, 8 mM MgSO4·7H2O, and 
50 mM Tris, pH 7.5). For plating, 100 μl of an exponential 
phase culture of the test strain (1 × 108 colony-forming 
units (CFU)/ml) was mixed with 100 μl of a phage dilu-
tion and incubated for 10  min. Then, 4  ml of 0.7% top 
agar was added, and the mixture was poured onto LB 
agar, incubated at 37 °C for 18 h, and scored for the pres-
ence of plaques. The EOP for each strain was obtained by 
comparing to the EOP for strain K27ref, which showed 
the highest efficiency and was set to 100% (control strain), 
and three independent experiments were analyzed.

Transmission electron microscopy
A phage suspension was layered on top of a CsCl step 
gradient (densities: 1.1 and 1.7  g/ml; Sigma-Aldrich) 
and centrifuged in a SW41 Ti swinging bucket rotor at 
66,000 × g for 16 h at 4 °C. Phage was collected from the 
visible hazy blue/white bands using a syringe with a 23 
G needle, and CsCl was removed by buffer exchange in 
ddH2O using an Amicon Ultra centrifugal filter (100,000 
MWCO; Millipore). Purified phage was applied to car-
bon-coated nitrocellulose grids, stained with 2% uranyl 
acetate, and examined using a Hitachi H-7100 transmis-
sion electron microscope.

Genome sequence analysis
Phage genomic DNA was isolated using the Qiagen 
Lambda kit (Qiagen, Valencia, CA, United States). 
Sequencing was performed using the Illumina/Sol-
exa GAII sequencing platform with the High-through-
put Genome Analysis Core at Yang-Ming Genome 
Research Center. Phage DNA (50  ng) was used to 
construct a sequencing library using the Illumina-
compatible Nextera DNA Sample Prep Kit (Epicenter 
Biotechnologies, Madison, WI, United States) accord-
ing to the manufacturer’s instructions. The library was 
quantified through quantitative PCR, and the library 
size was determined using a 2100 Bio analyzer (Agilent 
Technologies, Santa Clara, CA, United States) with a 
high-sensitivity DNA chip. Sequencing was performed 
on an Illumina HiSeq2000 system through paired-end 
sequencing (100  bp read length). The sequencing reads 
were trimmed to remove low quality sequences (< Q20) 
and adapters and assembled de novo using the CLC 
Genomics Workbench (CLC bio, Denmark). Gaps were 
filled using Sanger sequencing. The termini of the phage 
genome were investigated through PCR with primers 
(Additional file 1: Table S2) located at the end of genome 
sequences obtained from the whole-genome sequenc-
ing described above. The products were subjected to 
Sanger sequencing, which showed a circular map of the 
genome. The phage genome and coding region were ana-
lyzed using NCBI nucleotide BLAST and visualized using 

Easyfig [43]. Coding sequences were predicted using 
Vector NTI and annotated using NCBI protein BLAST. 
Sequences encoding capsule depolymerase were fur-
ther analyzed using NCBI Conserved Domain Database 
and Multiple Sequence Alignment Viewer, GenomeNet 
MOTIF Search (MotifFinder) against Pfam library, and 
HHpred [44–46].

Extraction and quantification of exopolysaccharide
The exopolysaccharide (EPS) of bacteria was extracted 
as previously described [47]. Briefly, a 500  μl overnight 
bacterial culture (OD595 = 1) was mixed with 100  μl of 
1% Zwittergent 3–14 (Sigma-Aldrich) in 100  mM cit-
ric acid (pH 2.0). After 20 min at 50 °C, the mixture was 
centrifuged at 17,700 × g for 10 min. A 250 μl aliquot of 
the supernatant was transferred to a clean tube and pre-
cipitated with 1  ml of ethanol at 4  °C for 20  min. After 
centrifugation, the pellet was dried and dissolved in 
ddH2O. The sample was appropriately diluted, and then 
1,200 μl of 12.5 mM sodium tetraborate (Sigma-Aldrich) 
in H2SO4 was added. The mixture was boiled for 5 min. 
After cooling, 20 μl of 0.15% 3-hydroxydiphenol (Sigma-
Aldrich) was added, and the absorbance at 520 nm was 
measured. A standard curve ranging from 0.9375 to 
30 μg of D-glucuronic acid (Sigma-Aldrich) dissolved in 
200 μl of ddH2O was used to calculate the concentration 
of the diluted EPS [48]. The extracted EPS from 3 ml of 
the tested strains ranged from ~ 70 to ~ 200 μg (different 
in each strain) in 100 μl of ddH2O.

Alcian blue staining
Extracted EPS (8 μg) was incubated with purified capsule 
depolymerase (3 μg) in 15 μl of reaction volume at 37 °C 
for 1, 4, or 24 h and then visualized by 10% SDS-PAGE. 
The gel was stained with Alcian blue (Sigma-Aldrich) as 
previously described [49, 50]. Briefly, the gel was washed 
three times (for 5, 10, and 15  min) with fix/wash solu-
tion (25% ethanol and 10% acetic acid) at 50  °C, soaked 
with 0.125% Alcian blue in fix/wash solution for 15 min 
at 50 °C, and then destained with fix/wash solution. EPS 
was visualized as blue-stained material.

Mouse infection model
Twenty 5-week-old female BALB/cByl mice were intra-
peritoneally inoculated with ~ 3 × 103  CFU of K. pneu-
moniae strain A13 (hypervirulent strain with low median 
lethal dose (LD50) of < 1 × 103  CFU), and another 20 
mice were inoculated with ~ 3 × 107  CFU of K. pneumo-
niae strain KP440 (carbapenem-resistant strain with 
high LD50 of ~ 1 × 106 CFU). The mice infected with each 
strain were then assigned to five groups (n = 4/group): 
control (1 group), treatment with elution buffer (EB; 2 
groups: 1 and 8 h), and treatment with K20dep (2 groups: 
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1 and 8 h). At 1 or 8 h after bacterial infection, mice in 
the groups except control were injected intraperitoneally 
with 100  μl of either EB only or EB containing purified 
K20dep protein (35 µg).

Statistical analysis
Phage EOP on different strains was analyzed with a 
paired t-test from three independent experiments. 
Mouse survival during a 30-day observation period was 
visualized using Kaplan–Meier analysis with a log-rank 
test [24]. All statistical analyses were conducted using 
GraphPad Prism 5.01, and a p-value < 0.05 was consid-
ered significant.

Results
Bacteriophage vB_KpnM‐20 infects Klebsiella K7, K20, 
and K27‑type strains
A bacteriophage isolated from sewage water was named 
vB_KpnM‐20, and its host range was determined by spot-
ting on lawns of 95 Klebsiella strains (82 K-types) (Addi-
tional file 1: Table S1). Phage vB_KpnM‐20 formed lytic 
spots on Klebsiella K7 (K7ref ), K20 (A13 and 5262), and 
K27-type (K27ref ) strains but did not form lytic spots on 
the other tested strains showing different K-types, includ-
ing K1-type (NTUH-K2044), suggesting that this phage 
is specific to three Klebsiella K-types (Fig.  1 and Addi-
tional file  2: Fig. S1a). Phage vB_KpnM‐20 also infected 
an E. coli K30-type strain, which has a capsule that is 
highly similar to Klebsiella K20-type (Fig.  1 and Addi-
tional file 2: Fig. S1a) [51]. The plaques formed by phage 
vB_KpnM‐20 on K. pneumoniae K7, K20, and K27-type 

strains were ~ 1  mm diameter, clear, and surrounded 
by halos, suggesting that the phage might carry capsule 
depolymerases that digest these three K-types. The puri-
fied phage particles were visualized using the transmis-
sion electron microscope, which showed myovirus-like 
morphology—icosahedral heads and contractile tails 
(Fig. 2). From eight visualized phage particles, the aver-
age head diameter was 85 nm, and the average tail length 
was 136 nm.

Infectivity of phage vB_KpnM‐20 varies in different hosts
An EOP assay was used to quantify phage infectiv-
ity in different strains (Fig.  3 and Additional file  2: Fig. 
S1b). Among the four Klebsiella strains tested, phage 

Fig. 1  Spot tests of phage vB_KpnM‐20. Aliquots containing 108 
plaque-forming units of phage vB_KpnM‐20 were spotted on 
individual lawns of Klebsiella K7 (K7ref ), K20 (A13 and 5262), K27 
(K27ref ), and K1-type (NTUH-K2044) strains and an Escherichia coli 
K30-type strain

Fig. 2  Electron micrograph of phage vB_KpnM‐20. Purified phage 
vB_KpnM‐20 particles showed icosahedral heads and contractile tails

Fig. 3  Infectivity of phage vB_KpnM‐20 in different strains. An 
efficiency-of-plating (EOP) assay was performed to quantitate phage 
infectivity in different hosts. The titer of phage vB_KpnM‐20 was 
determined using Klebsiella strain K27ref on which EOP was set to 
100% (control). The EOP for each strain was obtained by comparing 
to the EOP for strain K27ref. For example, the EOP for strain A13 was 
61.3% (65/106) compared to strain K27ref (Additional file 2: Fig. S1b). 
The EOP values from three independent experiments were compared 
and analyzed
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vB_KpnM‐20 showed the highest infectivity toward 
strain K27ref (control). Interestingly, distinct infectivity 
was observed in the K20-type strains and the E. coli K30-
type strain, which express highly similar capsules (A13 
and 5262, p = 0.0251; A13 and E. coli K30-type strain, 
p = 0.0017; 5262 and E. coli K30-type strain, p = 0.0460). 
A 50-fold difference was even observed between A13 and 
the E. coli K30-type strain.

Analysis of the genome sequence of phage vB_KpnM‐20
Sequencing showed that the phage vB_KpnM‐20 genome 
is 158,784  bp in length (accession number MZ826764), 
with 46.5% G + C content and 125 open reading frames 
(> 500  bp in length). Phage vB_KpnM‐20 shares high 
sequence similarity with Klebsiella phage 0507-KN2-1 
(accession number AB797215.1; 87% coverage, 98.34% 
identity), which has a circular genome, and Klebsiella 
phage May (accession number MG428991.1; 90% cover-
age, 93.97% identity) [52]. Phage 0507-KN2-1 is a KN2-
type-specific phage carrying a KN2-type-specific enzyme, 
ORF96 [52]. The KN2-type depolymerase is located in 
a region (flanked by conserved tail fiber and vrlC genes) 
with low sequence similarity to vB_KpnM‐20 (Fig. 4). In 
this variable region in phage vB_KpnM‐20 (n.t.108307–
120568), four genes, orf90 (n.t.108361–111903; 1180 
amino acids), orf91 (n.t.112008–115892; 1294 amino 

acids), orf92 (n.t.115936–117744; 602 amino acids), and 
orf93 (n.t.117838–120009; 723 amino acids), were found. 
The encoded protein ORF90 is similar to a tail pro-
tein of phage May (accession number YP_009796159.1; 
100% coverage, 99.58% identity). ORF91 is similar 
to a tail fiber protein of phage May (accession num-
ber YP_009796160.1; 99% coverage, 97.75% identity). 
ORF92 is similar to a hypothetical protein of Klebsiella 
phage K751 (accession number UPW36206.1; 83% cov-
erage, 88.91% identity) and a phage tail fiber protein in 
K. pneumoniae (accession number WP_181502371.1; 
86% coverage, 72.83% identity). ORF93 is similar to 
another hypothetical protein of phage K751 (accession 
number UPW36008.1; 100% coverage, 99.31% identity). 
Sequences of two groups of tail fiber/spike proteins, for 
example, a non-contractile tail fiber protein of Klebsiella 
phage vB_KpnS-VAC70 (accession number UEW68236.1; 
84% coverage, 67.59% identity) and a tail spike protein of 
Klebsiella phage vB_KpnM_KpS110 (accession number 
YP_009798897.1; 11% coverage, 84.88% identity), can be 
aligned to different parts of ORF93 (residue 114–722 and 
1–86, respectively).

Highly conserved amino acid positions were found in 
the alignments of ORF90 (~ residue 1–410) with similar 
sequences mostly from tail proteins, tail fibers/spikes, 
endo-N-neuraminidases, and hypothetical proteins in the 

Fig. 4  Genomic comparisons of phage vB_KpnM‐20, phage May, and phage 0507-KN2-1. Partial genome sequences neighboring the variable 
region (n.t.108307–120568) flanked by conserved tail fiber and vrlC genes of phage vB_KpnM‐20 and similar phages were compared using Easyfig. 
Genes located in the variable region are shown as gray arrows, while the conserved upstream and downstream genes are shown in black
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database. Similar results of conservation were detected 
in ORF91 (~ residue 220–1290) and ORF92 (~ residue 
120–240). Conserved peptidase of C-terminal intramo-
lecular chaperone domain was identified in ORF90 (resi-
due 1023–1171; E-value = 4.85e−29) and ORF91 (residue 
1125–1278; E-value = 1.89e−33); one catalytic domain of 
bacteriophage endosialidase from the Pfam database was 
found in ORF91 (residue 1079–1124; E-value = 0.054). 
The analysis using HHpred, a server for remote protein 
homology detection, also indicated the homology of the 
four proteins to tail spike proteins in certain regions. The 
above bioinformatic analyses are shown in the Additional 
files (Additional file 3:  results shown using the Multiple 
Sequence Alignment viewer, Additional file  1: Table  S3, 
and Additional file 2: Fig. S2).

Above all, orf90, orf91, orf92, and orf93 showed high 
possibility of encoding tail fiber/spike proteins. Since 
phage tail fiber/spike proteins were commonly found 
showing capsule depolymerase activities, we expressed 
the four genes of phage vB_KpnM‐20.

Expression of the putative capsule depolymerases
The four suspected tail fiber/spike encoded genes, orf90, 
orf91, orf92, and orf93, were expressed in E. coli. Con-
struction of expression plasmids containing orf90, orf91, 

orf92, and orf93 and expression and purification of the 
recombinant proteins (SDS-PAGE of ORF90, ORF91, 
and ORF93) are detailed in the Methods in Additional 
file 3 and Additional file 2: Fig. S3. The activities of these 
recombinant proteins were examined using spot tests in 
the phage vB_KpnM‐20 hosts (Klebsiella K7, K27, and 
K20-type strains and an E. coli K30-type strain) and the 
strains representing other 79 K-types to detect semi-clear 
spots, indicating capsule digestion. ORF90 (K7dep) and 
ORF91 (K27dep) generated semi-clear spots on lawns 
of Klebsiella K7-type and K27-type strains, respec-
tively, and ORF93 (K20dep) formed semi-clear spots on 
the K20-type strains (5262, A13, and KP440) and an E. 
coli K30-type strain. K7dep, K20dep, and K27dep only 
showed activities against the respective unique Klebsiella 
K-type, and not the other tested K-types (e.g., no spots 
of 100 ng of K7dep, K20dep, and K27dep were observed 
on the Klebsiella K1-type strain), confirming their speci-
ficity. Furthermore, different concentrations of enzymes 
(100, 50, 40, 30, 20, 10, 5, 2.5, and 1 ng/4 μl) were tested. 
The results revealed that the minimum concentration 
of the three enzymes that showed degradation activity 
was ~ 20 ng in 4 μl SM buffer. No obvious difference was 
observed among the three K20-type strains and E. coli 
K30-type strain (Fig. 5). In contrast, no enzyme activity 

Fig. 5  Spot tests of the three capsule depolymerases from phage vB_KpnM‐20, K7dep, K20dep, and K27dep. Four microliters of aliquots containing 
either 100, 50, 40, 30, 20, 10, 5, 2.5, or 1 ng of K7dep, K20dep, or K27dep capsule depolymerase were spotted on individual lawns of Klebsiella K7 
(K7ref ), K20 (5262, A13, and KP440), and K27-type (K27ref ) strains, and an E. coli K30-type strain. A K1-type strain (NTUH-K2044) was used as negative 
control for the three enzymes of which 100 ng were spotted. Semi-clear zones were observed when capsules were digested



Page 7 of 12Wu et al. Journal of Biomedical Science           (2023) 30:31 	

was observed for ORF92 on any of the 82 tested Kleb-
siella K-types, and thus ORF92 was named hypothetical 
protein-1.

Alcian blue staining of enzyme‑treated EPS
The capsule depolymerization activities of K7dep, 
K20dep, and K27dep were validated through Alcian blue 
staining of treated EPS (Fig. 6 and Additional file 2: Fig. 
S4). The results showed that K7, K20, and K27-type EPS 
was digested by K7dep, K20dep, and K27dep, respec-
tively. The specificity of these enzymes was demonstrated 
by the insusceptibility of EPS from an irrelevant K-type 
strain, NTUH-K2044 (K1-type). A time-course effect was 
observed in K7dep depolymerizing the EPS of K7-type 
strain for 1, 4, and 24  h, while in K20dep and K27dep, 
1 h reaction of the enzymes to the EPS of K20 (A13) and 
K27-type strain, respectively, showed similar depolym-
erization activities to the 24 h reaction.

Therapeutic effect of K20dep in a mouse model
The therapeutic effect of K20dep was evaluated by peri-
toneal infection of mice with either the K20-type invasive 
strain A13 (~ 3 × 103 CFU) or the K20-type CRKP strain 
KP440 (~ 3 × 107 CFU). The effects were assessed at 1 or 
8  h post-infection. The results showed that in 1  h post-
infection experiments, compared to the control group, 
enzyme treatment can rescue all mice infected with 
either A13 or KP440 (mice survived to day 30, without 
clinical signs of illness; significantly different, p = 0.0082 
in both strains), but EB only had no therapeutic effect 
(even though one mouse infected with KP440 survived 
after EB treatment, no significant difference was observed 
between the control group and the KP440 + EB group, 
p = 0.1266). For 8  h post-infection treatment, similarly, 
EB only showed no therapeutic effects, whereas enzyme 
treatment rescued A13-infected mice (p = 0.0082) but not 
KP440-infected mice (p = 1.0000; Fig. 7).

Discussion
We isolated a Klebsiella bacteriophage, vB_KpnM‐20, 
and identified three bacteriophage-encoded proteins 
with capsule depolymerization activities against K. 
pneumoniae K7, K20, and K27-type strains. Interest-
ingly, vB_KpnM‐20 also infected an E. coli K30-type 
strain, although at much lower infectivity. This cross-
genus infection is due to the recognition of the surface 
receptor, capsule, which is almost identical in Klebsiella 

K20-type and E. coli K30-type [51]. Accordingly, K20dep 
also degraded the E. coli K30-type capsule. However, sur-
face recognition is not the only determinant of success-
ful lytic infection; nucleic acid injection into the host cell, 
viral genome and protein synthesis, viral particle assem-
bly, and virion release are also critical. Thus, the differ-
ences in phage infectivity toward different strains could 
be observed.

Comparison of phage genomes with high sequence 
similarity to phage vB_KpnM‐20 revealed one variable 
region (n.t.108307–120568), flanked by conserved tail 
fiber and vrlC genes, which contains multiple tail fiber/
spike-related genes. We expressed four genes from the 
variable region of vB_KpnM‐20, orf90, orf91, orf92, and 
orf93, which possibly encode putative tail fibers/spikes 
and may exhibit capsule depolymerase activities. Even 
though ORF92 (hypothetical protein-1) showed no 
activities against the K. pneumoniae strains we tested, 
we cannot exclude the possibility that this protein may 
have enzymatic activity against an unknown K-type. Our 
results indicate that genes encoding capsule depolymer-
ases are carried in this variable region in different phages. 
Thus, PCR amplification of this region from other phages 
of this group may identify more capsule depolymerases.

The protein expression and purification experiments 
revealed certain unexpected results. SDS-PAGE showed 
that the molecular weight of K27dep with the TF tag on 
pCold plasmid was lower (~ 170  kDa) than its expected 
weight (194  kDa). Additionally, few proteins with unex-
pected molecular weights were present; for example, 
proteins weighing ~ 25  kDa were detected when K7dep 
(with expected molecular weight of 127  kDa) was puri-
fied. Previous studies have proposed that autoproteolytic 
removal of the C-terminal chaperone domain is neces-
sary for proper folding and kinetically stable conforma-
tion of phage proteins, including tail fibers or capsule 
depolymerases [53, 54]. Thus, we reasoned that shorter-
length proteins could result from self-cleavage; however, 
whether they were part of the targeted recombinant or 
non-specific binding proteins remains to be determined. 
No enzyme activity against the specific K-type was 
observed when the same expression system (the same 
plasmid and E. coli host) was used for the expression 
of other capsule depolymerases [55]; therefore, it was 
hypothesized that the enzyme activities were contrib-
uted by the protein encoded in the gene that was cloned 
into the plasmids (and then expressed) rather than the 

Fig. 6  Alcian blue staining of exopolysaccharide treated with K7dep, K20dep, or K27dep. Exopolysaccharide (EPS; 8 μg) extracted from Klebsiella K7 
(K7ref ), K20 (A13), K27 (K27ref ), and K1-type (NTUH-K2044) strains was treated with or without 3 μg of K7dep, K20dep, or K27dep in 15 μl of reaction 
volume at 37 °C for 1, 4, or 24 h and then visualized by Alcian blue stained SDS-PAGE gels. Ctrl (control) indicates no enzyme added. A different 
capsular-type strain, NTUH-K2044 (K1-type), abbreviated as 2044, was used as a control. BLUeye prestained protein ladder (GeneDireX) was used to 
indicate molecular weights from ~ 11 to ~ 245 kDa on the gels

(See figure on next page.)
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Fig. 6  (See legend on previous page.)
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irrelevant proteins co-expressed in the expression experi-
ments. Nevertheless, there is a slight possibility that 
other proteins with specific capsule depolymerization 
activities from the E. coli expression system interacted 
with the target protein and were co-purified.

The high specificity of phage vB_KpnM‐20-borne cap-
sule depolymerases, K7dep, K20dep, and K27dep, might 
be useful for typing Klebsiella K7, K20, and K27-type 
strains, respectively. K20dep can also be used to type 
E. coli K30-type strains. Phage vB_KpnM‐20 targets 
all the four K-types but not a specific one, and in this 
case, the phage itself is less appropriate for typing a spe-
cific K-type. However, the limitation of either phage or 
enzyme typing is that bacteria with acapsular mutations 
resulting in phage-resistance or no recognition by cap-
sule depolymerases would fail to be typed.

Studies of phages that infect K. pneumoniae and their 
potential therapeutic effects have been reported. Lytic 
Klebsiella phages SS [56], NTUH-K2044-K1-1 [24], 
VTCCBPA43 [57], and vB_KpnM_P-KP2 [58] were 
shown to effectively treat K. pneumoniae-infected ani-
mal models. Although phages can continuously propa-
gate and infect their bacterial hosts in  vivo, the quality 
of phages as biological agents is not easy to control, and 
safety concerns associated with the application of phages 
in therapeutic use need to be addressed. In addition to 
direct phage application, phage-encoded enzymes like 
capsule depolymerases, which can sensitize the targeted 
K-types to immune or antibiotic attack by breaking down 
the capsule, have been suggested as another potential 
therapeutic agent. Compared to phages, phage-borne 
enzymes are easier to produce and purify. Besides, the 
depolymerases appeared to be more specific in their 
actions than phages to target bacteria, which may be ben-
eficial, or at least harmless. To date, capsule depolymer-
ases targeting K1, K2, K3, K5, K8, K11, K13, K19, K21, 

K22, K23, K25, K30, K35, K37, K47, K51, K56, K57, K63, 
K64, K69, KN1, KN2, KN3, KN4, and KN5-type K. pneu-
moniae strains have been identified (Additional file  1: 
Table S4). Some of these have therapeutic effects in vitro 
and in  vivo. Capsule depolymerase Dep42 from Kleb-
siella phage SH-KP152226 showed synergistic effects 
with polymyxin for degrading K47-type biofilms [59]; 
K64-ORF41 produced by Klebsiella phage SH-KP152410 
enhanced the serum and neutrophil killing effects on 
K64-type strain [60], and both KP32gp37 and KP32gp38 
derived from Klebsiella phage KP32 sensitized Kleb-
siella K3 and K21-type, respectively, to complement-
mediated killing and macrophage phagocytosis [53]. 
KP32gp37 and KP32gp38 and another capsule depoly-
merase (depoKP36) from phage KP36, which infects K. 
pneumoniae K63-type, improved the survival of G. mel-
lonella larvae infected with enzyme-targeted K-types 
[53, 61]. Capsule depolymerase K1-ORF34 from the 
K1-type-targeting phage NTUH-K2044-K1-1, showed 
therapeutic effects in K. pneumoniae-infected mice [24], 
as did Klebsiella phage KpV79-encoded Dep_kpv79 and 
Klebsiella phage KpV767-encoded Dep_kpv767, both 
targeting K57-type [39]. Dp42 produced by phage vB_
KpnP_IME321 was efficient as both a pre- and post-treat-
ment for K. pneumoniae KN1-type-challenged/infected 
mice [22]. Considering these findings and the lack of 
phage/phage-derived capsule depolymerase targeting K. 
pneumoniae K20-type strains, we thought an investiga-
tion of a K20-type-targeting phage and K20-type-specific 
depolymerase was worthwhile.

An in  vivo assay is necessary to test the efficacy of 
the studied treating agent in the organism. For K. pneu-
moniae infection, G. mellonella and mouse are widely 
applied models; some studies used either of them, and 
some used both. Compare the advantages of these mod-
els, the G. mellonella model with cheaper price and less 
problems related to the ethics is more useful for high-
throughput experiments of selection, and the mouse 
model belonging to mammals as human with more com-
plicated physiological systems is appropriate to assess 
details in treating effects and outcomes [62–64]. In the 
current study, a mouse model that had been established 
for K. pneumoniae infection in our lab was applied to 
evaluate the therapeutic effects of the phage-borne cap-
sule depolymerase K20dep [24].

Our data revealed that early treatment (1  h after 
infection) for both hypervirulent and carbapenem-
resistant K20-type strain infections can effectively 
save the lives of mice, while late treatment (8  h after 
infection) only rescued the mice infected with the 
hypervirulent strain when there was a lower load of 
initial bacterial inoculation. The load of bacteria in 
mice and the amount of injected enzyme may alter the 

Fig. 7  Kaplan–Meier survival curves of A13- and KP440-infected mice 
with and without K20dep treatment. Four groups of K. pneumoniae 
K20-type-infected mice (A13 + K20dep and KP440 + K20dep, 1 h/8 h) 
were treated with K20dep, and six other groups (A13 and KP440; 
A13 + EB and KP440 + EB, 1 h/8 h) were not treated with K20dep. 
Thirty-day Kaplan–Meier survival curves were generated using 
GraphPad Prism 5.01
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enzyme’s ability to treat the infection in a later stage. 
In this study, we showed that the capsule depoly-
merase K20dep increased the survival rate of mice 
infected with K20-type strains, highlighting the poten-
tial of K20dep and phage vB_KpnM‐20 for therapeutic 
development.

There are some limitations to the in vivo assay used 
in this study. One is that bacteria and the capsule 
depolymerase were injected at the same site (intra-
peritoneum). Whether the treatment effects of K20dep 
can also be observed when administered through dif-
ferent routes remains unknown. The other limitation 
is that the treatment was only effective a short time 
after infection and is better to be validated for longer 
infection times during which the bacteria would have 
more time to cause a systemic infection. Volozhantsev 
et  al. demonstrated the differences in mouse survival 
under treatment with phage-derived capsule depoly-
merase Dep_kpv74 after 30 min, 3 h, and 24 h of infec-
tion (60% of mice were rescued after 3  h and 24  h 
compared to 90% after 30 min) [38]. Pan et al. admin-
istered capsule depolymerase K64dep 1, 8, and 24  h 
post-infection, with mice treated after 1  h of infec-
tion all surviving, while mice treated after 8 h of infec-
tion were almost dead [55]. Both studies revealed the 
reduction in the treatment efficacy of phage-encoded 
capsule depolymerases when the treatment time is 
delayed. In the present study, we evaluated the treat-
ment effects of K20dep after 1 and 8 h infection with 
different strains, and mice infected with strain A13 
(hypervirulent K20-type strain) were all alive following 
treatment. Whether a 24 h-post-infection administra-
tion of K20dep would rescue the mice infected with 
A13 remains unknown.

The clinical significance of K20 as a hypervirulent 
K-type has been frequently emphasized [30, 34, 65, 
66], and drug resistance in K20-type strains poses a 
serious threat [35, 36, 67–69]. The need for new strat-
egies to combat K20-type is unignorable. K. pneumo-
niae K7 and K27-types have been rarely reported as 
an infection threat, except that K27-type was once 
prevalent among multi-drug resistant K. pneumoniae 
in Brazil and among CRKP in Tunisia [70, 71]. In the 
present study, we identified a phage infecting K. pneu-
moniae K7, K20, and K27-type strains that encodes 
three capsule depolymerases specific to K7, K20, or 
K27-type capsules. The phage and its capsule depoly-
merases exhibited lytic and capsule-degrading effects, 
and one of the depolymerases reversed the fatal effect 
of K20-type K. pneumoniae infection in mice, provid-
ing a foundation for further investigation into possible 
clinical applications.

Conclusions
To our knowledge, this is the first study of a phage harbor-
ing K7, K20, and K27-type capsule depolymerases. The 
therapeutic effects of K20dep in an in vivo infection model 
suggest that phage vB_KpnM‐20 or its depolymerases could 
be applied as an alternative, non-antibiotic treatment for 
infections. Considering issues related to safety and specific-
ity, depolymerases are preferable to the phage itself for treat-
ment. The high specificity of the phage-encoded capsule 
depolymerases, K7dep, K20dep, and K27dep, also suggests 
their potential for capsular typing, which is important for 
diagnosis, surveillance, and laboratory studies.

Abbreviations
CRKP	� Carbapenem-resistant K. pneumoniae
K-types	� Capsular types
LB	� Luria–Bertani
EOP	� Efficiency of plating
CFU	� Colony-forming units
EPS	� Exopolysaccharide
LD50	� Median lethal dose
EB	� Elution buffer

Supplementary Information
The online version contains supplementary material available at https://​doi.​
org/​10.​1186/​s12929-​023-​00928-0.

Additional file 1: Table S1. Klebsiella strains used in this study. Table S2. 
Primers used in this study. Table S3. NCBI protein BLAST and HHpred 
analysis of ORF90, ORF91, ORF92, and ORF93. Table S4. Klebsiella phage-
borne capsule depolymerases.

Additional file 2: Fig. S1. Spot tests and efficiency of plating results of 
phage vB_KpnM‐20 on the plates. Fig. S2. Bioinformatic analysis using 
NCBI Conserved Domain Database and GenomeNet MOTIF Search against 
Pfam library. Fig. S3. Coomassie blue staining of SDS-PAGE gels show‑
ing the process of protein expression and purification of K7dep (orf90), 
K20dep (orf93), and K27dep (orf91). Fig. S4. Original images of SDS-PAGE 
gels stained with Alcian blue of purified EPS treated with K7dep, K20dep, 
and K27dep for 1, 4, or 24 h.

Additional file 3. Methods. Plasmid construction. Expression and puri‑
fication of putative capsule depolymerases. Coomassie blue staining and 
quantification of capsule depolymerases. Results. NCBI protein BLAST-
Multiple Sequence Alignment viewer

Acknowledgements
Experiments and data analysis were performed in part using the Medical 
Research Core Facilities Center, Office of Research and Development at China 
Medical University, Taichung, Taiwan and the Instrument Center, Office of 
Research and Development at National Chung Hsing University, Taichung, 
Taiwan.

Author contributions
JWW performed the experiments and wrote the manuscript. JTW planned 
and supervised the work. TLL designed the experiments. YZL performed the 
in vivo experiments. LTW supervised the work. YJP designed and performed 
the experiments and wrote the manuscript. All authors read and approved the 
final manuscript.

Funding
This study was supported by the Ministry of Science and Technology, Taiwan 
(grant number MOST 110-2320-B-039-059) and China Medical University, 
Taiwan (grant numbers DMR-111-163, CMU111-MF-27, and CMU111-S-21).

https://doi.org/10.1186/s12929-023-00928-0
https://doi.org/10.1186/s12929-023-00928-0


Page 11 of 12Wu et al. Journal of Biomedical Science           (2023) 30:31 	

Availability of data and materials
All data generated or analyzed during this study are included in this published 
article and its supplementary information files.

Declarations

Ethics approval and consent to participate
The animal use protocol was approved by the Institutional Animal Care and 
Use Committee of China Medical University, and related guidelines have been 
followed.

Consent for publication
Not applicable.

Competing interests
The authors declare that they have no competing interests.

Author details
1 Graduate Institute of Biomedical Sciences, College of Medicine, China Medi‑
cal University, Taichung, Taiwan. 2 Department of Microbiology and Immunol‑
ogy, School of Medicine, College of Medicine, China Medical University, No. 91 
Hsueh‑Shih Road, Taichung, Taiwan. 3 Department of Microbiology, National 
Taiwan University College of Medicine, Taipei, Taiwan. 4 Department of Internal 
Medicine, National Taiwan University Hospital, Taipei, Taiwan. 5 Department 
of Medical Biotechnology and Laboratory Science, Chang Gung University, 
Taoyuan, Taiwan. 

Received: 1 February 2023   Accepted: 12 May 2023

References
	1.	 Podschun R, Ullmann U. Klebsiella spp. as nosocomial pathogens: 

epidemiology, taxonomy, typing methods, and pathogenicity factors. 
Clin Microbiol Rev. 1998;11(4):589–603.

	2.	 Abbott SL. Klebsiella, Enterobacter, Citrobacter, Serratia, Plesiomonas, 
and Other Enterobacteriaceae. In: Versalovic J, Carroll KC, Funke G, Jor‑
gensen JH, Landry ML, Warnock DW, eds. Manual of Clinical Microbiol‑
ogy, 10th edn. 2011; pp. 639–57.

	3.	 Ohmori S, Shiraki K, Ito K, Inoue H, Ito T, Sakai T, et al. Septic endoph‑
thalmitis and meningitis associated with Klebsiella pneumoniae liver 
abscess. Hepatol Res. 2002;22(4):307–12.

	4.	 Tsai FC, Huang YT, Chang LY, Wang JT. Pyogenic liver abscess as 
endemic disease. Taiwan Emerg Infect Dis. 2008;14(10):1592–600.

	5.	 Jun JB. Klebsiella pneumoniae Liver Abscess. Infect Chemother. 
2018;50(3):210–8.

	6.	 Chung DR, Lee HR, Lee SS, Kim SW, Chang HH, Jung SI, et al. Evidence 
for clonal dissemination of the serotype K1 Klebsiella pneumoniae 
strain causing invasive liver abscesses in Korea. J Clin Microbiol. 
2008;46(12):4061–3.

	7.	 Ko WC, Paterson DL, Sagnimeni AJ, Hansen DS, Von Gottberg A, Mohapa‑
tra S, et al. Community-acquired Klebsiella pneumoniae bacteremia: global 
differences in clinical patterns. Emerg Infect Dis. 2002;8(2):160–6.

	8.	 Okano H, Shiraki K, Inoue H, Kawakita T, Yamamoto N, Deguchi M, et al. 
Clinicopathological analysis of liver abscess in Japan. Int J Mol Med. 
2002;10(5):627–30.

	9.	 Wang WJ, Tao Z, Wu HL. Etiology and clinical manifestations of bacterial 
liver abscess: a study of 102 cases. Medicine (Baltimore). 2018;97(38): 
e12326.

	10.	 Zowawi HM, Forde BM, Alfaresi M, Alzarouni A, Farahat Y, Chong TM, et al. 
Stepwise evolution of pandrug-resistance in Klebsiella pneumoniae. Sci 
Rep. 2015;5:15082.

	11.	 Pitout JD, Nordmann P, Poirel L. Carbapenemase-producing Klebsiella 
pneumoniae, a key pathogen set for global nosocomial dominance. 
Antimicrob Agents Chemother. 2015;59(10):5873–84.

	12.	 Mavroidi A, Katsiari M, Likousi S, Palla E, Roussou Z, Nikolaou C, et al. 
Characterization of ST258 colistin-resistant, blaKPC-Producing Klebsiella 
pneumoniae in a Greek Hospital. Microb Drug Resist. 2016;22(5):392–8.

	13.	 Rojas LJ, Weinstock GM, De La Cadena E, Diaz L, Rios R, Hanson BM, et al. 
An analysis of the epidemic of Klebsiella pneumoniae carbapenemase-
producing K. pneumoniae: convergence of two evolutionary mechanisms 
creates the “Perfect Storm.” J Infect Dis. 2017;217(1):82–92.

	14.	 Wright MS, Perez F, Brinkac L, Jacobs MR, Kaye K, Cober E, et al. Population 
structure of KPC-producing Klebsiella pneumoniae isolates from mid‑
western U.S. hospitals. Antimicrob Agents Chemother. 2014;58(8):4961–5.

	15.	 Falagas ME, Kasiakou SK. Colistin: the revival of polymyxins for the man‑
agement of multidrug-resistant gram-negative bacterial infections. Clin 
Infect Dis. 2005;40(9):1333–41.

	16.	 Biswas S, Brunel JM, Dubus JC, Reynaud-Gaubert M, Rolain JM. Colistin: an 
update on the antibiotic of the 21st century. Expert Rev Anti Infect Ther. 
2012;10(8):917–34.

	17.	 Monaco M, Giani T, Raffone M, Arena F, Garcia-Fernandez A, Pollini S, et al. 
Colistin resistance superimposed to endemic carbapenem-resistant Kleb-
siella pneumoniae: a rapidly evolving problem in Italy, November 2013 to 
April 2014. Euro Surveill. 2014;19(42):20939.

	18.	 Capone A, Giannella M, Fortini D, Giordano A, Meledandri M, Ballardini M, 
et al. High rate of colistin resistance among patients with carbapenem-
resistant Klebsiella pneumoniae infection accounts for an excess of mortal‑
ity. Clin Microbiol Infect. 2013;19(1):E23–30.

	19.	 Chiu SK, Wu TL, Chuang YC, Lin JC, Fung CP, Lu PL, et al. National surveil‑
lance study on carbapenem non-susceptible Klebsiella pneumoniae in Tai‑
wan: the emergence and rapid dissemination of KPC-2 carbapenemase. 
PLoS ONE. 2013;8(7): e69428.

	20.	 Tacconelli E, Magrini N. Global priority list of antibiotic-resistant bacteria 
to guide research, discovery, and development of new antibiotics. World 
Health Organization. 2017. https://​www.​who.​int/​news/​item/​27-​02-​2017-​
whopu​blish​es-​list-​of-​bacte​ria-​for-​which-​new-​antib​iotics-​are-​urgen​tly-​
needed. Accessed 22 Jul 2022.

	21.	 Thiry D, Passet V, Danis-Wlodarczyk K, Lood C, Wagemans J, De Sordi L, 
et al. New Bacteriophages against Emerging Lineages ST23 and ST258 
of Klebsiella pneumoniae and Efficacy Assessment in Galleria mellonella 
Larvae. Viruses. 2019;11(5):411.

	22.	 Wang C, Li P, Niu W, Yuan X, Liu H, Huang Y, et al. Protective and 
therapeutic application of the depolymerase derived from a novel KN1 
genotype of Klebsiella pneumoniae bacteriophage in mice. Res Microbiol. 
2019;170(3):156–64.

	23.	 Hsieh PF, Lin HH, Lin TL, Chen YY, Wang JT. Two T7-like bacteriophages, 
K5–2 and K5–4, each encodes two capsule depolymerases: isolation and 
functional characterization. Sci Rep. 2017;7(1):4624.

	24.	 Lin TL, Hsieh PF, Huang YT, Lee WC, Tsai YT, Su PA, et al. Isolation of 
a bacteriophage and its depolymerase specific for K1 capsule of 
Klebsiella pneumoniae: implication in typing and treatment. J Infect Dis. 
2014;210(11):1734–44.

	25.	 Manohar P, Nachimuthu R, Lopes BS. The therapeutic potential of bac‑
teriophages targeting gram-negative bacteria using Galleria mellonella 
infection model. BMC Microbiol. 2018;18(1):97.

	26.	 Raz A, Serrano A, Hernandez A, Euler CW, Fischetti VA. Isolation of 
phage lysins that effectively kill Pseudomonas aeruginosa in mouse 
models of lung and skin infection. Antimicrob Agents Chemother. 
2019;63(7):e00024-e119.

	27.	 Roach DR, Donovan DM. Antimicrobial bacteriophage-derived proteins 
and therapeutic applications. Bacteriophage. 2015;5(3): e1062590.

	28.	 Mulani MS, Kamble EE, Kumkar SN, Tawre MS, Pardesi KR. Emerging strate‑
gies to combat ESKAPE pathogens in the era of antimicrobial resistance: a 
review. Front Microbiol. 2019;10:539.

	29.	 Yu WL, Ko WC, Cheng KC, Lee CC, Lai CC, Chuang YC. Comparison of 
prevalence of virulence factors for Klebsiella pneumoniae liver abscesses 
between isolates with capsular K1/K2 and non-K1/K2 serotypes. Diagn 
Microbiol Infect Dis. 2008;62(1):1–6.

	30.	 Chuang C, Fan WC, Lin YT, Wang FD. The emergence of Klebsiella pneu-
moniae liver abscess in non-diabetic patients and the distribution of 
capsular types. Gut Pathog. 2016;8:46.

	31.	 Fung CP, Chang FY, Lee SC, Hu BS, Kuo BI, Liu CY, et al. A global emerging 
disease of Klebsiella pneumoniae liver abscess: is serotype K1 an important 
factor for complicated endophthalmitis? Gut. 2002;50(3):420–4.

	32.	 Fang CT, Lai SY, Yi WC, Hsueh PR, Liu KL, Chang SC. Klebsiella pneumoniae 
genotype K1: an emerging pathogen that causes septic ocular or central 
nervous system complications from pyogenic liver abscess. Clin Infect 
Dis. 2007;45(3):284–93.

https://www.who.int/news/item/27-02-2017-whopublishes-list-of-bacteria-for-which-new-antibiotics-are-urgently-needed
https://www.who.int/news/item/27-02-2017-whopublishes-list-of-bacteria-for-which-new-antibiotics-are-urgently-needed
https://www.who.int/news/item/27-02-2017-whopublishes-list-of-bacteria-for-which-new-antibiotics-are-urgently-needed


Page 12 of 12Wu et al. Journal of Biomedical Science           (2023) 30:31 

	33.	 Pan YJ, Fang HC, Yang HC, Lin TL, Hsieh PF, Tsai FC, et al. Capsular polysac‑
charide synthesis regions in Klebsiella pneumoniae serotype K57 and a 
new capsular serotype. J Clin Microbiol. 2008;46(7):2231–40.

	34.	 Lin YT, Wang YP, Wang FD, Fung CP. Community-onset Klebsiella pneumo-
niae pneumonia in Taiwan: clinical features of the disease and associated 
microbiological characteristics of isolates from pneumonia and naso‑
pharynx. Front Microbiol. 2015;9:122.

	35.	 Zhang Y, Zhao C, Wang Q, Wang X, Chen H, Li H, et al. High prevalence of 
hypervirulent klebsiella pneumoniae infection in china: geographic distri‑
bution, clinical characteristics, and antimicrobial resistance. Antimicrob 
Agents Chemother. 2016;60(10):6115–20.

	36.	 Zhan L, Wang S, Guo Y, Jin Y, Duan J, Hao Z, et al. Outbreak by hypermu‑
coviscous Klebsiella pneumoniae ST11 isolates with carbapenem resist‑
ance in a tertiary hospital in China. Front Cell Infect Microbiol. 2017;7:182.

	37.	 Sanikhani R, Moeinirad M, Solgi H, Hadadi A, Shahcheraghi F, Badmasti 
F. The face of hypervirulent Klebsiella pneumoniae isolated from clinical 
samples of two Iranian teaching hospitals. Ann Clin Microbiol Antimicrob. 
2021;20(1):58.

	38.	 Volozhantsev NV, Borzilov AI, Shpirt AM, Krasilnikova VM, Verevkin VV, 
Denisenko EA, et al. Comparison of the therapeutic potential of bacterio‑
phage KpV74 and phage-derived depolymerase (β-glucosidase) against 
Klebsiella pneumoniae capsular type K2. Virus Res. 2022;322: 198951.

	39.	 Volozhantsev NV, Shpirt AM, Borzilov AI, Komisarova EV, Krasilnikova 
VM, Shashkov AS, et al. Characterization and therapeutic potential of 
bacteriophage-encoded polysaccharide depolymerases with β galactosi‑
dase activity against Klebsiella pneumoniae K57 capsular type. Antibiotics 
(Basel). 2020;9(11):732.

	40.	 Pieroni P. Application of Bacteriophage Typing to Klebsiella pneumoniae. 
Canada: Saskatchewan University, Saskatchewan; 1996.

	41.	 Verma V, Harjai K, Chhibber S. Characterization of a T7-like lytic bacterio‑
phage of Klebsiella pneumoniae B5055: a potential therapeutic agent. Curr 
Microbiol. 2009;59(3):274–81.

	42.	 Pieroni P, Rennie RP, Ziola B, Deneer HG. The use of bacteriophages to 
differentiate serologically cross-reactive isolates of Klebsiella pneumoniae. 
J Med Microbiol. 1994;41(6):423–9.

	43.	 Sullivan MJ, Petty NK, Beatson SA. Easyfig: a genome comparison visual‑
izer. Bioinformatics. 2011;27(7):1009–10.

	44.	 Gabler F, Nam SZ, Till S, Mirdita M, Steinegger M, Söding J, et al. Protein 
Sequence Analysis Using the MPI Bioinformatics Toolkit. Curr Protoc 
Bioinformatics. 2020;72(1): e108.

	45.	 Marchler-Bauer A, Derbyshire MK, Gonzales NR, Lu S, Chitsaz F, Geer 
LY, et al. CDD: NCBI’s conserved domain database. Nucleic Acids Res. 
2015;43(Database issue):D222–6.

	46.	 Bateman A, Birney E, Cerruti L, Durbin R, Etwiller L, Eddy SR, et al. The 
Pfam protein families database. Nucleic Acids Res. 2002;30(1):276–80.

	47.	 Domenico P, Schwartz S, Cunha BA. Reduction of capsular polysaccharide 
production in Klebsiella pneumoniae by sodium salicylate. Infect Immun. 
1989;57(12):3778–82.

	48.	 Blumenkrantz N, Asboe-Hansen G. New method for quantitative determi‑
nation of uronic acids. Anal Biochem. 1973;54(2):484–9.

	49.	 Møller HJ, Heinegård D, Poulsen JH. Combined alcian blue and silver 
staining of subnanogram quantities of proteoglycans and glycosamino‑
glycans in sodium dodecyl sulfate-polyacrylamide gels. Anal Biochem. 
1993;209(1):169–75.

	50.	 Zamze S, Martinez-Pomares L, Jones H, Taylor PR, Stillion RJ, Gordon S, 
et al. Recognition of bacterial capsular polysaccharides and lipopoly‑
saccharides by the macrophage mannose receptor. J Biol Chem. 
2002;277(44):41613–23.

	51.	 Chakraborty AK, Friebolin H, Stirm S. Primary structure of the Escherichia 
coli serotype K30 capsular polysaccharide. J Bacteriol. 1980;141(2):971–2.

	52.	 Hsu CR, Lin TL, Pan YJ, Hsieh PF, Wang JT. Isolation of a bacteriophage 
specific for a new capsular type of Klebsiella pneumoniae and characteri‑
zation of its polysaccharide depolymerase. PLoS ONE. 2013;8(8): e70092.

	53.	 Majkowska-Skrobek G, Latka A, Berisio R, Squeglia F, Maciejewska B, Briers 
Y, et al. Phage-borne depolymerases decrease klebsiella pneumoniae 
resistance to innate defense mechanisms. Front Microbiol. 2018;9:2517.

	54.	 Schwarzer D, Stummeyer K, Gerardy-Schahn R, Mühlenhoff M. Charac‑
terization of a novel intramolecular chaperone domain conserved in 
endosialidases and other bacteriophage tail spike and fiber proteins. J 
Biol Chem. 2007;282(5):2821–31.

	55.	 Pan YJ, Lin TL, Lin YT, Su PA, Chen CT, Hsieh PF, et al. Identification of 
capsular types in carbapenem-resistant Klebsiella pneumoniae strains by 
wzc sequencing and implications for capsule depolymerase treatment. 
Antimicrob Agents Chemother. 2015;59(2):1038–47.

	56.	 Chhibber S, Kaur S, Kumari S. Therapeutic potential of bacteriophage in 
treating Klebsiella pneumoniae B5055-mediated lobar pneumonia in mice. 
J Med Microbiol. 2008;57(Pt 12):1508–13.

	57.	 Anand T, Virmani N, Kumar S, Mohanty AK, Pavulraj S, Bera BC, et al. Phage 
therapy for treatment of virulent Klebsiella pneumoniae infection in a 
mouse model. J Glob Antimicrob Resist. 2020;21:34–41.

	58.	 Wang Z, Cai R, Wang G, Guo Z, Liu X, Guan Y, et al. Combination therapy 
of phage vB_KpnM_P-KP2 and gentamicin combats acute pneumonia 
caused by K47 serotype Klebsiella pneumoniae. Front Microbiol. 2021;12: 
674068.

	59.	 Wu Y, Wang R, Xu M, Liu Y, Zhu X, Qiu J, et al. A novel polysaccharide 
depolymerase encoded by the phage SH-KP152226 confers specific 
activity against multidrug-resistant klebsiella pneumoniae via biofilm 
degradation. Front Microbiol. 2019;10:2768.

	60.	 Li J, Sheng Y, Ma R, Xu M, Liu F, Qin R, et al. Identification of a depolymer‑
ase specific for k64-serotype klebsiella pneumoniae: potential applications 
in capsular typing and treatment. Antibiotics (Basel). 2021;10(2):144.

	61.	 Majkowska-Skrobek G, Łątka A, Berisio R, Maciejewska B, Squeglia F, 
Romano M, et al. Capsule-targeting depolymerase, derived from Klebsiella 
KP36 phage, as a tool for the development of anti-virulent strategy. 
Viruses. 2016;8(12):324.

	62.	 Cieślik M, Bagińska N, Górski A, Jończyk-Matysiak E. Animal models in the 
evaluation of the effectiveness of phage therapy for infections caused by 
gram-negative bacteria from the ESKAPE group and the reliability of its 
use in humans. Microorganisms. 2021;9(2):206.

	63.	 Wei WJ, Yang HF, Ye Y, Li JB. Galleria mellonella as a model system to assess 
the efficacy of antimicrobial agents against Klebsiella pneumoniae infec‑
tion. J Chemother. 2017;29(4):252–6.

	64.	 Rydell-Törmänen K, Johnson JR. The applicability of mouse models to the 
study of human disease. Methods Mol Biol. 2019;1940:3–22.

	65.	 Chen CL, Hou PC, Wang YT, Lee HY, Zhou YL, Wu TS, et al. The High mor‑
tality and antimicrobial resistance of Klebsiella pneumoniae bacteremia in 
northern Taiwan. J Infect Dev Ctries. 2020;14(4):373–9.

	66.	 Hasani A, Soltani E, Ahangarzadeh Rezaee M, Pirzadeh T, Ahangar 
Oskouee M, Hasani A, et al. Serotyping of Klebsiella pneumoniae and its 
relation with capsule-associated virulence genes, antimicrobial resistance 
pattern, and clinical infections: a descriptive study in medical practice. 
Infect Drug Resist. 2020;13:1971–80.

	67.	 Chen Y, Marimuthu K, Teo J, Venkatachalam I, Cherng BPZ, De Wang L, 
et al. Acquisition of plasmid with carbapenem-resistance gene blaKPC2 
in hypervirulent Klebsiella pneumoniae. Singapore Emerg Infect Dis. 
2020;26(3):549–59.

	68.	 Kakuta N, Nakano R, Nakano A, Suzuki Y, Masui T, Horiuchi S, et al. Molecu‑
lar characteristics of extended-spectrum β-lactamase-producing Kleb-
siella pneumoniae in Japan: predominance of CTX-M-15 and emergence 
of hypervirulent clones. Int J Infect Dis. 2020;98:281–6.

	69.	 Ssekatawa K, Byarugaba DK, Nakavuma JL, Kato CD, Ejobi F, Tweyongyere 
R, et al. Prevalence of pathogenic Klebsiella pneumoniae based on PCR 
capsular typing harbouring carbapenemases encoding genes in Uganda 
tertiary hospitals. Antimicrob Resist Infect Control. 2021;10(1):57.

	70.	 Andrade LN, Novais Â, Stegani LMM, Ferreira JC, Rodrigues C, Darini 
ALC, et al. Virulence genes, capsular and plasmid types of multidrug-
resistant CTX-M(-2, -8, -15) and KPC-2-producing Klebsiella pneumoniae 
isolates from four major hospitals in Brazil. Diagn Microbiol Infect Dis. 
2018;91(2):164–8.

	71.	 Eckstein S, Stender J, Mzoughi S, Vogele K, Kühn J, Friese D, et al. Isolation 
and characterization of lytic phage TUN1 specific for Klebsiella pneumo-
niae K64 clinical isolates from Tunisia. BMC Microbiol. 2021;21(1):186.

Publisher’s Note
Springer Nature remains neutral with regard to jurisdictional claims in pub‑
lished maps and institutional affiliations.


	Identification of three capsule depolymerases in a bacteriophage infecting Klebsiella pneumoniae capsular types K7, K20, and K27 and therapeutic application
	Abstract 
	Background 
	Methods 
	Results 
	Conclusions 

	Background
	Methods
	Bacterial strains
	Phage isolation
	Determination of host range and capsule depolymerase activity
	Efficiency of plating assay
	Transmission electron microscopy
	Genome sequence analysis
	Extraction and quantification of exopolysaccharide
	Alcian blue staining
	Mouse infection model
	Statistical analysis

	Results
	Bacteriophage vB_KpnM‐20 infects Klebsiella K7, K20, and K27-type strains
	Infectivity of phage vB_KpnM‐20 varies in different hosts
	Analysis of the genome sequence of phage vB_KpnM‐20
	Expression of the putative capsule depolymerases
	Alcian blue staining of enzyme-treated EPS
	Therapeutic effect of K20dep in a mouse model

	Discussion
	Conclusions
	Anchor 28
	Acknowledgements
	References


