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Abstract: Bacterial sepsis characterised by an immunosuppressive and cytokine storm state is a
challenge to treat clinically. While conventional antibiotics have been associated with exacerbating
the cytokine storm, the role that bacteriophages may play in immune modulation of sepsis remains
unclear. Bacteriophages are bacterial viruses that have the capacity to lyse specific bacteria and hence
provide a natural alternative to antibiotics. K. pneumoniae is known to cause sepsis in humans, and
in this study we isolated two lytic bacteriophages against this pathogen, one of which was a novel
jumbo bacteriophage. We employed THP-1 monocyte cell lines, with different functional phenotypes
for the interleukin-1 receptor associated kinase 3 (IRAK3- a cytoplasmic homeostatic mediator and
prognostic marker of inflammation), to evaluate the role of the K. pneumoniae bacteriophages in
modulating the immune response in-vitro. We showed for the first time that bacteriophages did not
stimulate excessive production of tumour necrosis factor alpha, or interleukin-6, in THP-1 monocyte
cell lines which displayed varying levels of IRAK3 expression.

Keywords: bacteriophages; Kiebsiella pneumoniae; THP-1 monocytes; IRAK3; cytokines; immune
modulation

1. Introduction

Klebsiella pneumoniae is a Gram-negative rod belonging to the family Enterobacteri-
aceae [1] and a major cause of sepsis and associated mortality [2—4]. Sepsis is often charac-
terised by uncontrolled inflammatory responses involving the production of a ‘cytokine
storm’ and immune suppression [5]. The cytokine storm is an important response to the
bacteria infection. However, during the immune suppressive phase of the response, bacte-
ria are not readily eliminated from the body leading to positive feedback on the ‘cytokine
storm’ [6]. Excessive cytokine production is then responsible for multi-organ failure and
septic shock, potentially leading to death [5,6].

The exact pathogenesis of sepsis and septic shock is still unclear. Analyses of differ-
entially expressed genes in sepsis have shown that the Interleukin-1 receptor associated
kinase 3 (IRAK3) is among the genes whose expression is increased in Toll-like receptor
(TLR) signalling pathways [7]. TLR signalling pathways sense pathogen associated molec-
ular patterns (PAMPs) and trigger an innate inflammatory response to eradicate invading
microbes [8]. Together with IRAK1, IRAK2 and IRAK4, IRAK3 belongs to a family of
cytoplasmic regulators of inflammation [9]. Unlike other IRAK members, IRAK3 down-
regulates the release of cytokines such as interleukin 6 (IL-6) and tumour necrosis factor
alpha (TNF-o) [10]. IRAKS is also known as IRAK-M as it is mainly found in monocytes
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and macrophages [10,11]. In sepsis, its activation is implicated in the immune suppressive
phase [12].

While elimination of bacteria causing sepsis remains fundamental for its treatment,
therapies for sepsis can be problematic [13]. Specifically, bacterial resistance can reduce the
efficacy of antibiotics in such applications [2-4] and when the bacteria are susceptible, there
can be an exacerbation of inflammation in sepsis [14]. This is stimulated by the release of
reactive oxygen species, lipopolysaccharide (LPS) and outer membrane vesicles. These
in turn promote the release of cytokines as part of the innate immune response [15,16]. It
has been suggested, therefore, that the use of antibiotics may create a clinical treatment
dilemma between elimination of bacteria and risk of septic shock [17].

Bacteriophages are bacterial viruses that have the capacity to lyse specific bacteria
and hence provide a natural alternative to antibiotics. They are bacterial predators that
have co-evolved with their prey and are equipped with the capacity to negate some of
the bacterial resistance through mechanisms developed in an evolutionary arms race over
millennia [18]. Bacteriophages have been shown to be safe when injected in sepsis mod-
els in mammals and have not been implicated in excessive cytokine production [19]. In
humans, injections of bacteriophages have not been associated with significant adverse
events [20-22]. It is known that physiological levels of TNF-« and IL-6 are significantly in-
creased in sepsis patients compared to healthy individuals [23,24]. However, when applied
in therapy, bacteriophages may normalise TNF-o and IL-6 cytokine levels regardless of
initial response [25]. IRAKS3 has also been shown to modulate TNF-« and IL-6 in blood-
stream infections [10,12,26]. Given the capacity for K. pneumoniae to cause sepsis infections
in humans, in this study we isolated two lytic bacteriophages against this bacteria, one of
which was a novel jumbo bacteriophage. Using these, we aimed to further assess the role
of bacteriophages in modulating cytokine production (TNF-« and IL-6), by using IRAK3
knockdown, knockout and wildtype THP-1 monocytes as a model.

2. Materials and Methods
2.1. THP-1 Monocyte Wild Type, IRAK3 Knockdown and IRAK3 Knockout Cell Culture

The cell lines utilised in this study were wild type THP-1 human monocytes, IRAK-3
knockdown THP-1 human monocytes, and IRAK3 knockout THP-1 human monocytes
as described previously [27]. THP-1 cells were cultured in RPMI 1640 medium (Gibco
-ThermoFisher Scientific, Scoresby, Australia) with 10% (v/v) foetal bovine serum (FBS;
Gibco -ThermoFisher Scientific, Scoresby, Australia) in 5% CO; at 37 °C. The cells were
grown to 70-80% confluence before being passaged, approximately 80% of the volume
of cell medium was removed and replaced with fresh RPMI media. The cells were then
split for three passages before they were confirmed to be mycoplasma free using the PCR
Mycoplasma Detection Kit (TOKU-E, Singapore).

2.2. Bacteriophage Isolation and Purification

To isolate bacteriophages, K. prieumoniae strain KLEB009 (NCBI: WGS Project: JAERPY01)
was cultured in Tryptone Soy Broth (TSB) and on 1% Tryptone Soy Agar (TSA) (Oxoid—
ThermoFisher Scientific, Scoresby, Australia) culture plates before incubation at 37 °C aer-
obically for 24 h. Lytic bacteriophages for K. pneumoniae were screened from wastewater
samples collected from Victoria, Australia as described previously [28]. Briefly, 9 mL
KLEBO009 were grown up to 1 x 10® CFU mL-1 before adding 1 mL of 0.2 um cellulose
acetate filtered wastewater. This enrichment was incubated at 37 °C for 4 days before filter-
ing using 0.2 um Advantec cellulose acetate filters (MicroAnalytix, Caringbah, Australia)
and spotting 10 puL of the filtrate onto a freshly prepared lawn of KLEB009 on TSA. These
were then incubated for 24 h at 37 °C and examined for clearance zones or plaques caused
by bacteriophages. Wastewater samples from two different sites (Gisborne and Woodend,
VIC, Australia) were shown to produce plaques on KLEB009. Isolated bacteriophages
vB_KpnP_KPN7 (KPN7) and vB_KpnM_KPN8 (KPN8), were then purified from their
single plaques and concentrated as described previously [29]. This provided a “crude”
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purification KPN7 and KPN8. To remove bacterial cellular debris not limited to broken up
cell wall components (lipopolysaccharides) or nucleic acids (DNA and RNA) that may pass
through the 0.2 pm cellulose acetate filtration (providing a “highly purified” preparation
of KPN7 and KPNS), a 10 mL concentrated bacteriophage suspension (approximately
1 x 10 PFU mL~!) was treated with 10 pg/mL of DNase I and RNase A for 30 min at
room temperature before incubating at 4 °C in 10% w/v polyethylene glycol (PEG) 8000 and
1 mol/L NaCl for 15 min. As described previously [30] precipitated bacteriophage particles
were treated with 2% /v Triton® X-100 (Sigma-Aldrich®, Macquarie Park, Australia) and
washed 3 times in phosphate-buffered saline (PBS; pH 7.4) by centrifugation at 12,000 g
for 15 min. The precipitation, Triton® X-100 treatment and PBS (pH 7.4) wash steps were
repeated 3 times before precipitated bacteriophages were filtered using 0.2um cellulose
acetate filters and resuspended in 5 mL RPMI 1640.

2.3. Transmission Electron Microscopy

Transmission electron microscopy (TEM) was performed using 400-mesh formvar
and carbon copper grids (ProSciTech, Townsville, Australia) as described previously [28].
Bacteriophage stocks (>107 PFU/mL) were allowed to adsorb to the grid for one min before
excess solution was removed using filter paper. The grids were then negatively stained
three times with 2% (w/v) uranyl acetate for 20 s. Excess stain was removed by filter
paper and grids were air-dried for 20 min before examination under a JEOL JEM-2100
transmission electron microscope. This was operated at an accelerating voltage of 200 kV
and high-resolution digital images were recorded on a Gatan Orius SC200D 1 wide angle
camera with Gatan Microscopy Suite and Digital Micrograph (Version 2.32.888.0) imaging
software. Virions were measured using Image] software [31] (Version 1.8.0_112).

2.4. Bacteriophage Whole Genome Sequencing and In Silico Analysis

Bacteriophage DNA was extracted as previously described [29]. Ten mL PBS (pH 7.4)
suspensions of Klebsiella bacteriophages KPN7 and KPN8 at concentrations of
1 x 108 PFU mL~! were treated with 5 mmol/L of MgCl, (Sigma-Aldrich®, Macquarie
Park, Australia), 10 pg/mL RNAse A, and 10 pg/mL DNAse I (Promega, Alexandria,
Australia) for 30 min at room temperature. Using 10% (w/v) PEG-8000 and 1 g/L sodium
chloride (Sigma-Aldrich®, Macquarie Park, Australia), the bacteriophages were then pre-
cipitated at 4 °C and resuspended in 50 mL nuclease-free water (Promega, Alexandria,
Australia). Viral proteins were then digested with 50 pug/mL of proteinase K, 20 mmol/L
EDTA (Sigma-Aldrich®, Macquarie Park, Australia) and 0.5% (v/v) of sodium dodecyl sul-
fate (Sigma—Aldrich®, Macquarie Park, Australia) for 1 h at 55 °C before an equal volume of
phenol-chloroform-isoamyl alcohol (29:28:1) (Sigma-Aldrich®, Macquarie Park, Australia)
was added to the DNA /bacteriophage protein mixture. The DNA and protein were sepa-
rated by centrifugation at 12,000 x g for 10 min to collect DNA in the aqueous phase before
incubating it with 200 uL of absolute isopropanol-2-propanol (Sigma-Aldrich®, Macquarie
Park, Australia) at —20 °C overnight. Following centrifugation for 10 min at 12,000 x g, the
supernatant was taken and discarded, and the DNA pellet washed with 200 pL 70% ethanol
(ThermoFisher Scientific, Scoresby, Australia) before 2 min centrifugation at 12,000x g. The
70% ethanol (ThermoFisher Scientific, Scoresby, Australia) was discarded then the DNA
pellet resuspended in 30 pL nuclease-free water (Promega, Alexandria, Australia).

The extracted bacteriophage DNA was then sequenced using the Illumina MiSeq®
technology. DNA libraries were prepared using the DNA Library Prep Kit (NEB) and a
MiSeq® V3 600 cycle reagent kit (Illumina, Melbourne, Australia) according to manufac-
turer’s instructions. Generated reads were trimmed using Trim Galore v0.6.4 with the
default settings (Q scores of >20, with automatic adapter detection) and assembled using
the Unicycler de novo assembly pipeline [32]. The bacteriophage genomes were then anno-
tated automatically using the Rapid Annotation Subsystem Technology (RAST) [33] and
quality checked manually using Geneious Prime 2022.2.1 (https://www.geneious.com/
(accessed on 10 October 2022)) employing the bacterial translation Table 11 including codon
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start ATG, TTG, and GTG. To predict taxa, bacteriophage whole genomes were uploaded to
the Viral Proteomic Tree (ViPTree) webserver to construct a viral proteomic tree with other
related bacterial viral genomes in the reference database [34]. To assess the phylogeny of
the isolated bacteriophages, closely related genomes were download from NCBI nucleotide
BLAST [35]. Based on the evolutionary relatedness of putative capsid proteins, putative
terminase proteins, and putative DNA polymerase proteins where available, phylogenetic
trees were constructed using the APE package [36] and annotated using GGTREE pack-
age [37] in the programming language R version 2022.07.1+554 (https:/ /www.r-project.org/
(accessed on 10 October 2022)).

2.5. Assessment of THP-1 Monocyte In-Vitro Cytokine Production

Wild type and IRAK3 knockout/knockdown THP-1 cells were split at approximately
2 x 10* cells in 300 uL media per well in Corning® Costar cell culture clear flat bottom
96 well plates (Sigma-Aldrich®, Macquarie Park, Australia). Cells were treated with
1 x PBS as the negative control, 1 pg/mL lipopolysaccharide (LPS, Escherichia coli 055:B5;
Merck, Bayswater, Australia) as the positive control, or 3.0 x 10° plaque forming units (PFU)
per mL of crudely purified or highly purified (see above) suspensions of bacteriophages
KPN7 or KPNS for 24 h. 100 pL of cell supernatants were then collected and measured
for concentrations of human cytokines (TNF-a and IL-6) using BD OptEIA™IL-6 and
OptEIA™TNEF-a ELISA kits (BD Biosciences, North Ryde, Australia) according to the
manufacturer’s instructions.

2.6. Statistical Analysis

Experimental data were collected as above to assess whether there were differences in
cytokine production between THP-1 monocytes with varying expression levels of IRAK3,
and treated with different preparations of bacteriophages, LPS or PBS. Using the Shapiro—
Wilk normality test, data was found to be significantly skewed, hence, the difference in
the medians of IL-6 and TNF-« production between the treatment groups was compared
using the Kruskal-Wallis non-parametric test. All data were visualised as boxplots com-
prising the five-member statistic median, 25th percentile, 75th percentile and the upper
(Q3 + 1.5 x IQR) and the lower limit (Q1 — 1.5 x IQR). Bacteriophage morphology char-
acteristics were normally distributed and summarised as standard error of mean. All
statistical analyses were performed in R version 2022.07.1+554 (https:/ /www.r-project.org/
(accessed on 10 October 2022)).

3. Results
3.1. Characterisation of Klebsiella Bacteriophages KPN7 and KPN8

Two bacteriophages, KPN7 and KPN8, were isolated from samples of wastewater from
treatment plants in Gisborne and Woodend, respectively (VIC, Australia). A summary of
their characteristics is highlighted in Table 1. An assessment of the TEM revealed that the
bacteriophages KPN7 and KPN8 were Podovirus and Myovirus, respectively (Figure 1A,C).
Capsid diameters were recorded at mean (SE) 62.3 (1.1) nm for the bacteriophage KPN7 and
mean (SE), 130.2 (3.2) nm for the bacteriophage KPNS8. The tails lengths were 15.3 (2.7) nm
(KPN7) and 196.1 (3.5) nm (KPNB8) while tail widths were 15.6 (1.4) nm and 53.7 (11.4) nm
for KPN7 and KPNS, respectively.
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Figure 1. Characterisation of bacteriophages KPN7 and KPNS8. (A,C): Electron micrographs of
bacteriophage KPN7 (A) (Capsid dimensions: diameter = 62.3 £ 1 nm, Tail length = 15.3 &+ 3 nm,
Tail width = 15.6 £+ 1 nm) showing a typical Podovirus morphology and bacteriophage KPN8 (C)
(Capsid dimensions: diameter = 130.2 + 3 nm, Tail length = 196.1 £ 4 nm, Tail width = 53.7 + 11 nm)
shown with a typical Myovirus morphology. (B,D): Genomic representation of bacteriophages KPN7
(B) and KPNS8 (D), shown in circular form for ease of visualisation. Putative functions of genes are
denoted by purple (putative packaging protein), green (putative head or capsid structural protein),
blue (putative tail structural genes), red (putative lysin proteins), brown (putative metabolic proteins),
and pink (putative DNA manipulation proteins). Hypothetical proteins are shown in yellow.
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Table 1. KPN7 and KPN8 morphological and genomic characteristics.

Characteristics KPN7 KPN8
Morphology Podovirus Myovirus
TEM Capsid diameter, mean (SE) 62.3 (1.1) nm 130.2 (3.2) nm
Tail length, mean (SE) 15.3 (2.7) nm 196.1 (3.5) nm
Tail width, mean (SE) 15.6 (1.4) nm 53.7 (11.4) nm
Genome size 44 391 bases 256 576 bases
Genomics GC% content 51.80% 44.10%
Hypothetical genes, 1 (%) 38/57 (66.7%) 249/298 (83.6%)
Putative viral family Autographiviridae Myoviridae

In silico analysis of the bacteriophage DNA sequences revealed a 44 kb Autographiviri-
dae, with GC% content of 52% and 57 open reading frames (ORFs) for the bacteriophage
KPN7. Of the 57 annotated ORFs in the bacteriophage KPN7 genome, approximately
two-thirds (66.7%) were denoted as hypothetical proteins (Figure 1B). The much larger
bacteriophage KPN8 genome (referred to as a Jumbo bacteriophage) contained 257 kb
with a GC% content of 44%, and 83.6% (249/298) of the genome annotated as hypothetical
proteins (Figure 1D). These annotated genomes have been submitted to GenBank® under ac-
cession numbers OP079918 and OP079919 for bacteriophages KPN7 and KPNS, respectively.
Further analysis did not reveal the presence of putative tRNAs, tmRNAs [38], CRISPR
sequences [39], antibiotic resistance genes [40] or toxins. Annotations are summarised in
Tables S1 and S2.

3.2. Phylogeny of Klebsiella Bacteriophages KPN7 and KPN8

Phylogenetic analysis using the capsid proteins revealed that bacteriophage KPN7
formed a clade with the bacteriophage MAG TPA asm: Caudovirales sp. isolate ct60gl
(Accession number: BK056972) (Figure 2A). Using NCBI nucleotide BLAST, a query of
the whole genome revealed that bacteriophage KPN7 was most closely related to the
Klebsiella phage vB_KpnP_ZK1 (accession number: OK625527) (query cover of 94% and
identity of 97.3%) with which it formed a monophyletic clade in the phylogenetic analysis
of the putative terminase genes (Figure 2B). Phylogenetic analysis using the putative DNA
polymerase gene revealed that bacteriophage KPN7 did not form a clade with either of
these aforementioned bacteriophages (Figure 2C).

Whole genome NCBI nucleotide BLAST for the bacteriophage KPN8 could not be
completed due to its large size. However, many sections of its genome were found to BLAST
to the previously reported novel Klebsiella jumbo phage Miami (MT701590) [41]. When
analysed in a phylogenetic tree of putative capsid proteins, these two jumbo bacteriophages
clustered together in a clade (Figure 2A). Unlike the analyses for KPN7, for KPNS, it was not
possible to undertake phylogenetic analysis using putative terminase and DNA polymerase
genes, as putative genes for these could not be annotated from the KPN8 genome. Viral
proteomic analysis revealed that KPN8 was more closely related to the Myoviridae family of
bacteriophages while KPN7 formed a clade with bacteriophages from the Autographiviridae
family (Figure 2D).
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Figure 2. Phylogenetic and proteomic analysis of the bacteriophages KPN7 and KPN8 (highlighted
in red and blue rectangles, respectively). Phylogenetic tree construction carried out with 100 boot-
straps for putative capsid protein (A) putative terminase protein (B) and putative DNA polymerase
proteins (C). To ascertain genomic viral taxa, viral protein analysis was constructed using VIPTree

webserver (D).

3.3. Effect of KPN7 and KPN8 Bacteriophages on IL-6 and TNF-a Cytokine Production in Wild
Type, IRAK3 Knockdown and IRAK3 Knockout THP-1 Monocytes

KPN7 and KPNB8 were tested for their capacity to stimulate the production of IL-6
and TNF-« in monocyte cell lines, including those with an IRAK3 knockdown (partial
expression) and a complete IRAK3 knockout (lacking IRAK3 expression) phenotype. In
this analysis, the crude bacteriophage preparations involving only the 0.2 um filtration
process (sufficient to remove whole bacterial cells, but not bacterial cell debris), and the
highly purified bacteriophage suspensions (where bacterial cell debris such as endotoxin
and LPS is removed, as described in the methods) were assessed. Both KPN7 and KPN8
revealed relatively similar results with the highly purified preparations, showing similar
levels of IL-6 stimulation as the PBS control. The crude preparations induced a significantly
higher IL-6 level in comparison, in all monocyte cells regardless of the IRAK3 functionality
(p < 0.001) (Figure 3A). The IL-6 levels induced by the crudely prepared bacteriophage
suspensions was similar to those induced by commercial LPS solution (Figure 3A). This
observation was consistent with that seen in the TNF-a induced assays (Figure 3B). Com-
bining the data from all the six samples tested in each of the three phenotypically distinct
monocyte cell lines, it was observed that for both IL-6 and TNF-« stimulation the wild type
cells showed the lowest inductions followed by the monocytes with IRAK3 knockdown,
and highest levels were seen in the IRAK3 knockout THP-1 monocytes (p < 0.001). IL-6
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production stimulated by purified KPN7 and KPN8 was lower (less than 2 pg/mL) across
all cell lines used. In the wild-type THP-1 monocytes, IL-6 was at a mean (Q1-Q3) of
0.3 (0.2-0.5) pg/mL and 0.2 (0.1-0.7) pg/mL for KPN7 and KPNS, respectively. In the
IRAK3 knockdown THP-1 monocytes, the IL-6 mean (Q1-Q3) concentrations for KPN7
and KPN8 were 0.04 (0.007-0.09) pg/mL and 0.01 (0.007-0.03) pg/mL, while in the IRAK3
knockout cells, the mean (Q1-Q3) was 1.1 (0.01-2.2) and 0.05 (0.03-0.08), for KPN7 and
KPNS, respectively. Similarly induced TNF-o were also lower. Mean (Q1-Q3) of the TNF-o
levels for the purified KPN7 and KPN8 in the wild-type THP-1 monocyte cell lines were
0.02 (0.01-0.06) pg/mL and 1.44 (1.1-1.67) pg/mL, respectively. In the IRAK3 knockdown
THP-1 monocytes, the mean (Q1-Q3) TNF-« levels induced by KPN7 were 0.93 (0.26-1.61)
pg/mL while those produced by the KPN8 were 5.93 (5.87-5.98) pg/mL. When monocytes
had no functional IRAKS3, the purified bacteriophages stimulated mean (Q1-Q3) TNF-«
levels that were 11.37 (5.8-16.95) pg/mL and 4.56 (2.4-5.78) pg/mL for KPN7 and KPNS,
respectively. The data on the mean and quantiles across all cell lines are summarised in
supplementary Tables S3 and S4.
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Figure 3. Effects of PBS, LPS (1 ug/mL) and bacteriophage treatments on cytokine production
by wild-type (WT), IRAK3 knockdown and IRAK3 knockout THP-1 monocytes. (A) Interleukin 6
production (B) Tumour necrosis factor alpha production. *** p value <0.001; **** p value < 0.0001.
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4. Discussion

This study isolated and characterised two bacteriophages targeting the K. pneumoniae
bacteria strain KLEB0O09 (NCBI: WGS Project: JAERPYO01). The GC% content of both
bacteriophages KPN7 and KPN8 were lower (51% and 44%, respectively) than the 57.5%
of the host KLEB009. Bacteriophage GC% content has been known to be close to that
of their host, and in cases where they have lower GC% content than their host, it has
been suggested that bacteriophages may carry tRNAs to complement potential biochemical
shortfalls [42,43]. In-silico analysis of both KPN7 and KPNS, revealed no tRNAs or tmRNAs.
No putative antibiotic resistance genes, CRISPR sequences, integrase genes or toxins were
identified in the genomes of KPN7 or KPN8, and so these two bacteriophages may possibly
be candidates for use in bacteriophage therapy. Phylogenetic analyses using the terminase
gene revealed that KPN7 formed a monophyletic clade with Klebsiella phage vB_KpnP_ZK1
(accession number: OK625527), and with the bacteriophage MAG TPA_asm: Caudovirales sp.
isolate ct60g1 (Accession number: BK056972), when using the capsid proteins. Phylogenetic
analysis using the capsid protein showed that KPN8 differed markedly from most of the
bacteriophages with which it clustered, and formed a monophyletic clade with the novel
Klebsiella phage Miami, another Jumbo bacteriophage.

We demonstrated that introducing purified K. pneumoniae bacteriophages into cultures
of wild type THP-1 monocytes had little effect; levels of TNF-o and IL-6 cytokines were
similar to the low levels produced by negative control PBS. Other studies using monocytes
and purified bacteriophages showed similarly low levels of cytokines in their models [44].
The levels of TNF-« and IL-6 stimulated by the purified bacteriophages in the IRAK3
knockdown monocytes were also similar to those produced by the negative control PBS. In
the wild-type and IRAK3 knockdown THP-1 monocytes (Figure 3), the addition of KPN7
and KPNS8 resulted in concentrations of the measured cytokines that fell within the known
physiological range in humans (<2 pg/mL IL-6 and 5.5 pg/mL TNEF-c, respectively) [23,45].
In the IRAK3 knockout THP-1 monocytes, the TNF-« levels were above the physiological
range for both PBS and KPN7. There was no statistical difference between PBS and KPN7
TNF-« concentration in the IRAK3 knockout THP-1 monocytes.

The tests using crudely prepared bacteriophage suspensions highlight the importance
of removing endotoxin and other bacterial cell debris to prevent immune stimulation. That
the purified bacteriophages did not elicit an extreme immune response may be due to the
fact that these viruses do not target cells of higher organisms, and that humans have had
extensive exposure to them (including regular presence in the circulation, from gut origins)
throughout their evolution [46]. Others have shown that regular bacteriophage injections
into human subjects including those with immunodeficiency, does not stimulate extensive
responses or adverse effects [47].

The low levels of TNF-a and IL-6 in both the wild type and the IRAK3 knockdown
THP-1 monocytes suggest that the pure bacteriophages are not recognised by PRRs such as
TLRs on human monocytes. Studies exploring this relationship are very limited, however,
one study suggests that T4 bacteriophage (lytic for Escherichia coli) failed to induce expres-
sion of TLR2 and TLR4 in human monocytes [48]. Therefore, the downstream immune
response was not induced, and cytokine levels remained minimal or unchanged. Bacterio-
phages did not cause an inflammatory response in some studies [49-51], while others have
suggested their increased presence is linked to aggravated intestinal inflammation, which
could also be attributed to a microbiome shift [52]. Research that further explores these
issues would greatly enhance the understanding of bacteriophage and immune receptor
dynamics. This notwithstanding, the work presented here, and that of others showing
similar minimal stimulation of immune cells, suggests that bacteriophages may present a
relatively safe option, if needed to be delivered internally for therapy.

The IRAK3 knockdown and knockout THP-1 monocytes were included in this study
as a model to evaluate if individuals with dysregulated immune response have increases
in inflammatory cytokines induced by bacteriophages. To our knowledge, this is the first
study to assess the effects of these viruses on monocytes where the negative attenuation of
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IRAKS3 is diminished or abolished. What was interesting in this investigation was that there
was little difference when the purified bacteriophage was added to the IRAK3 knockdown
THP-1 monocytes or the wild type monocytes. Despite the reduced levels of IRAK3 in
the knockdown monocyte cell line and an absence of detectable IRAK3 protein in the
knockout monocyte cell line [27], the purified bacteriophage did not induce a dramatic
increase in secretion of TNF-o and IL-6 cytokines. Predictably, in the IRAK3 knockdown
and wild type THP-1 monocytes, the unpurified bacteriophages elicited high concentrations
of the cytokines due to the presence of LPS and other bacterial remnants. In the purified
bacteriophage assays, we hypothesised that there would be a reduced output of TNF-x
and IL-6 based on the removal of LPS, and the results confirmed this.

Therefore, our work has verified that some form of endotoxin removal needs to occur
before application of bacteriophages clinically or in veterinary applications. Bacteriophage
therapy is being applied clinically in humans in isolated cases, especially on compassionate
grounds, where antibiotics and other treatments have failed [53,54]. In these cases, they
have shown efficacy. Further testing in animal models and clinical trials is necessary for
regulatory bodies to accept that this innovative approach to antimicrobial therapy is viable.

Supplementary Materials: The following supporting information can be downloaded at: https://
www.mdpi.com/article/10.3390/v14112582/s1, Table S1: Bacteriophage KPN7 annotations; Table S2:
Bacteriophage KPN8 annotations; Table S3: Production of interleukin 6; Table S4: Production of
Tumour Necrosis Factor—alpha.

Author Contributions: J.T. and H.I. conceived and designed the research project. ]J.T. and H.I
supervised the research project. B.D.S., HK., TH.N. and M.K. conducted experiments. B.D.S., H.K.
and M K. analysed data. B.D.S. wrote the original draft. M.K. wrote the final draft. TH.N., H.IL,
M.K. and ].T. edited the manuscript. All authors have read and agreed to the published version of
the manuscript.

Funding: This research received no external funding.

Institutional Review Board Statement: This study does not contain any studies with animals or hu-
mans. The study was approved by the La Trobe University Ethics Committee under reference S17-112
and performed as per La Trobe University Ethics, Biosafety, and Integrity guidelines and regulations.

Informed Consent Statement: Not applicable.

Data Availability Statement: Genomic sequences for the bacteriophages KPN7 and KPN8 are sub-
mitted to NCBI GenBank under accession numbers OP079918 and OP079919, respectively. All other
data is presented here and available in supplementary data.

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

References

1. Podschun, R.; Ullmann, U. Klebsiella spp. as nosocomial pathogens: Epidemiology, taxonomy, typing methods, and pathogenicity
factors. Clin. Microbiol. Rev. 1998, 11, 589-603. [CrossRef] [PubMed]

2. Kabwe, M,; Tembo, J.; Chilukutu, L.; Chilufya, M.; Ngulube, F; Lukwesa, C.; Kapasa, M.; Enne, V.; Wexner, H.; Mwananyanda, L.;
et al. Etiology, Antibiotic Resistance and Risk Factors for Neonatal Sepsis in a Large Referral Center in Zambia. Pediatr. Infect. Dis.
J. 2016, 35, e191-e198. [CrossRef] [PubMed]

3. Munoz-Price, L.S.; Poirel, L.; Bonomo, R.A.; Schwaber, M.].; Daikos, G.L.; Cormican, M.; Cornaglia, G.; Garau, J.; Gniadkowski,
M.; Hayden, M.K;; et al. Clinical epidemiology of the global expansion of Klebsiella pneumoniae carbapenemases. Lancet Infect. Dis.
2013, 13, 785-796. [CrossRef]

4. Antimicrobial Resistance Collaborators. Global burden of bacterial antimicrobial resistance in 2019: A systematic analysis. Lancet
2022, 399, 629-655. [CrossRef]

5. Hotchkiss, R.S.; Moldawer, L.L.; Opal, S.M.; Reinhart, K.; Turnbull, LR.; Vincent, J.-L. Sepsis and septic shock. Nat. Rev. Dis.
Primers 2016, 2, 16045. [CrossRef]

6.  Shimaoka, M.; Park, E.J. Advances in understanding sepsis. Eur. ]. Anaesthesiol. 2008, 42, 146-153. [CrossRef]

7. Lu, X; Xue, L,; Sun, W,; Ye, J.; Zhu, Z.; Mei, H. Identification of key pathogenic genes of sepsis based on the Gene Expression
Omnibus database. Mol. Med. Rep. 2018, 17, 3042-3054. [CrossRef]

8.  Lim, K.H,; Staudt, L.M. Toll-like receptor signaling. Cold Spring Harb. Perspect. Biol. 2013, 5, a011247. [CrossRef]


https://www.mdpi.com/article/10.3390/v14112582/s1
https://www.mdpi.com/article/10.3390/v14112582/s1
http://doi.org/10.1128/CMR.11.4.589
http://www.ncbi.nlm.nih.gov/pubmed/9767057
http://doi.org/10.1097/INF.0000000000001154
http://www.ncbi.nlm.nih.gov/pubmed/27031259
http://doi.org/10.1016/S1473-3099(13)70190-7
http://doi.org/10.1016/S0140-6736(21)02724-0
http://doi.org/10.1038/nrdp.2016.45
http://doi.org/10.1017/S0265021507003389
http://doi.org/10.3892/mmr.2017.8258
http://doi.org/10.1101/cshperspect.a011247

Viruses 2022, 14, 2582 11 of 12

10.

11.

12.

13.
14.

15.

16.

17.
18.

19.

20.

21.

22.

23.

24.

25.

26.

27.

28.

29.

30.

31.

32.

33.

34.

35.

Jain, A.; Kaczanowska, S.; Davila, E. IL-1 Receptor-Associated Kinase Signaling and Its Role in Inflammation, Cancer Progression,
and Therapy Resistance. Front. Immunol. 2014, 5, 553. [CrossRef]

Kobayashi, K.; Hernandez, L.D.; Galan, J.E.; Janeway, C.A., Jr.; Medzhitov, R.; Flavell, R.A. IRAK-M is a negative regulator of
Toll-like receptor signaling. Cell 2002, 110, 191-202. [CrossRef]

Wesche, H.; Gao, X,; Li, X.; Kirschning, C.J.; Stark, G.R.; Cao, Z. IRAK-M is a novel member of the Pelle/interleukin-1 receptor-
associated kinase (IRAK) family. J. Biol. Chem. 1999, 274, 19403-19410. [CrossRef]

Nguyen, T.H.; Turek, I.; Meehan-Andrews, T.; Zacharias, A.; Irving, H.R. A systematic review and meta-analyses of interleukin-1
receptor associated kinase 3 (IRAK3) action on inflammation in in vivo models for the study of sepsis. PLoS ONE 2022, 17,
€0263968. [CrossRef]

Marshall, ].C. Why have clinical trials in sepsis failed? Trends Mol. Med. 2014, 20, 195-203. [CrossRef] [PubMed]

Ye, C; Li, W,; Yang, Y,; Liu, Q.; Li, S.; Zheng, P.; Zheng, X.; Zhang, Y.; He, J.; Chen, Y,; et al. Inappropriate use of antibiotics
exacerbates inflammation through OMV-induced pyroptosis in MDR Klebsiella pneumoniae infection. Cell Rep. 2021, 36, 109750.
[CrossRef]

van Langevelde, P.; Kwappenberg, KM.; Groeneveld, P.H.; Mattie, H.; van Dissel, ].T. Antibiotic-induced lipopolysaccharide
(LPS) release from Salmonella typhi: Delay between killing by ceftazidime and imipenem and release of LPS. Antimicrob. Agents
Chemother. 1998, 42, 739-743. [CrossRef] [PubMed]

Kohanski, M.A; Tharakan, A.; Lane, A.P.; Ramanathan, M., Jr. Bactericidal antibiotics promote reactive oxygen species formation
and inflammation in human sinonasal epithelial cells. Int. Forum Allergy Rhinol. 2016, 6, 191-200. [CrossRef]

Hopkin, D.A. Frapper fort ou frapper doucement: A Gram-negative dilemma. Lancet 1978, 2, 1193-1194. [CrossRef]

Piel, D.; Bruto, M.; Labreuche, Y.; Blanquart, F; Goudenége, D.; Barcia-Cruz, R.; Chenivesse, S.; Le Panse, S.; James, A.; Dubert, J.;
et al. Phage-host coevolution in natural populations. Nat. Microbiol. 2022, 7, 1075-1086. [CrossRef]

Van Belleghem, J.D.; Dabrowska, K.; Vaneechoutte, M.; Barr, ].J.; Bollyky, P.L. Interactions between Bacteriophage, Bacteria, and
the Mammalian Immune System. Viruses 2018, 11, 10. [CrossRef] [PubMed]

Ochs, H.D.; Buckley, R.H.; Kobayashi, R.H.; Kobayashi, A.L.; Sorensen, R.U.; Douglas, S.D.; Hamilton, B.L.; Hershfield, M.S.
Antibody responses to bacteriophage phi X174 in patients with adenosine deaminase deficiency. Blood 1992, 80, 1163-1171.
[CrossRef]

Petrovic Fabijan, A.; Khalid, A.; Maddocks, S.; Ho, J.; Gilbey, T.; Sandaradura, I; Lin, R.C.; Ben Zakour, N.; Venturini, C.; Bowring,
B.; et al. Phage therapy for severe bacterial infections: A narrative review. Med. ]. Aust. 2020, 212, 279-285. [CrossRef] [PubMed]
Petrovic Fabijan, A.; Lin, R.C.Y.; Ho, J.; Maddocks, S.; Ben Zakour, N.L.; Iredell, ].R. Safety of bacteriophage therapy in severe
Staphylococcus aureus infection. Nat. Microbiol. 2020, 5, 465-472. [CrossRef] [PubMed]

Gharamti, A.A.; Samara, O.; Monzon, A.; Montalbano, G.; Scherger, S.; DeSanto, K.; Chastain, D.B.; Sillau, S.; Montoya, J.G.;
Franco-Paredes, C.; et al. Proinflammatory Cytokine Levels in Sepsis and in Health and TNF« Association with Sepsis Mortality
and patient characteristics: A Systematic Review and Meta-analysis. medRxiv 2021, 12, 267720. [CrossRef]

Song, J.; Park, D.W.; Moon, S.; Cho, H.-J.; Park, J.H.; Seok, H.; Choi, W.S. Diagnostic and prognostic value of interleukin-6,
pentraxin 3, and procalcitonin levels among sepsis and septic shock patients: A prospective controlled study according to the
Sepsis-3 definitions. BMC Infect. Dis. 2019, 19, 968. [CrossRef]

Weber-Dabrowska, B.; Zimecki, M.; Mulczyk, M. Effective phage therapy is associated with normalization of cytokine production
by blood cell cultures. Arch. Immunol. Ther. Exp. Warsz. 2000, 48, 31-37.

Wiersinga, W.J.; van Veer, C.; van den Pangaart, P.S.; Dondorp, A.M.; Day, N.P; Peacock, S.J.; van der Poll, T. Inmunosuppression
associated with interleukin-1R-associated-kinase-M upregulation predicts mortality in Gram-negative sepsis (melioidosis). Crit.
Care Med. 2009, 37, 569-576. [CrossRef]

Nguyen, T.H.; Axell, A ; Turek, I.; Wright, B.; Meehan-Andrews, T.; Irving, H.R. Modulation of Inflammatory Cytokine Production
in Human Monocytes by cGMP and IRAKS. Int. J. Mol. Sci. 2022, 23, 2552. [CrossRef]

Brown, T.L.; Petrovski, S.; Hoyle, D.; Chan, H.T.; Lock, P.; Tucci, J. Characterization and formulation into solid dosage forms of a
novel bacteriophage lytic against Klebsiella oxytoca. PLoS ONE 2017, 12, e0183510. [CrossRef]

Kabwe, M.; Brown, T.; Ku, H.; Dashper, S.; Tucci, J. Isolation and Functional Characterization of Fusobacterium nucleatum
Bacteriophage. Methods Mol. Biol. 2021, 2327, 51-68. [CrossRef]

Branston, S.D.; Wright, J.; Keshavarz-Moore, E. A non-chromatographic method for the removal of endotoxins from bacterio-
phages. Biotechnol. Bioeng. 2015, 112, 1714-1719. [CrossRef]

Schneider, C.A.; Rasband, W.S.; Eliceiri, K.W. NIH Image to Image]: 25 years of image analysis. Nat. Methods 2012, 9, 671-675.
[CrossRef] [PubMed]

Wick, R.R.; Judd, L.M.; Gorrie, C.L.; Holt, K.E. Unicycler: Resolving bacterial genome assemblies from short and long sequencing
reads. PLoS Comput. Biol. 2017, 13, €1005595. [CrossRef] [PubMed]

Aziz, RK,; 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, 75. [CrossRef] [PubMed]

Nishimura, Y.; Yoshida, T.; Kuronishi, M.; Uehara, H.; Ogata, H.; Goto, S. ViPTree: The viral proteomic tree server. Bioinformatics
2017, 33, 2379-2380. [CrossRef]

Mount, D.W. Using the Basic Local Alignment Search Tool (BLAST). CSH Protoc. 2007, 2007, pdb-top17. [CrossRef] [PubMed]


http://doi.org/10.3389/fimmu.2014.00553
http://doi.org/10.1016/S0092-8674(02)00827-9
http://doi.org/10.1074/jbc.274.27.19403
http://doi.org/10.1371/journal.pone.0263968
http://doi.org/10.1016/j.molmed.2014.01.007
http://www.ncbi.nlm.nih.gov/pubmed/24581450
http://doi.org/10.1016/j.celrep.2021.109750
http://doi.org/10.1128/AAC.42.4.739
http://www.ncbi.nlm.nih.gov/pubmed/9559775
http://doi.org/10.1002/alr.21646
http://doi.org/10.1016/S0140-6736(78)92170-0
http://doi.org/10.1038/s41564-022-01157-1
http://doi.org/10.3390/v11010010
http://www.ncbi.nlm.nih.gov/pubmed/30585199
http://doi.org/10.1182/blood.V80.5.1163.1163
http://doi.org/10.5694/mja2.50355
http://www.ncbi.nlm.nih.gov/pubmed/31587298
http://doi.org/10.1038/s41564-019-0634-z
http://www.ncbi.nlm.nih.gov/pubmed/32066959
http://doi.org/10.1101/2021.12.13.21267720
http://doi.org/10.1186/s12879-019-4618-7
http://doi.org/10.1097/CCM.0b013e318194b1bf
http://doi.org/10.3390/ijms23052552
http://doi.org/10.1371/journal.pone.0183510
http://doi.org/10.1007/978-1-0716-1518-8_4
http://doi.org/10.1002/bit.25571
http://doi.org/10.1038/nmeth.2089
http://www.ncbi.nlm.nih.gov/pubmed/22930834
http://doi.org/10.1371/journal.pcbi.1005595
http://www.ncbi.nlm.nih.gov/pubmed/28594827
http://doi.org/10.1186/1471-2164-9-75
http://www.ncbi.nlm.nih.gov/pubmed/18261238
http://doi.org/10.1093/bioinformatics/btx157
http://doi.org/10.1101/pdb.top17
http://www.ncbi.nlm.nih.gov/pubmed/21357135

Viruses 2022, 14, 2582 12 of 12

36.

37.

38.

39.

40.

41.

42.

43.

44.

45.

46.

47.

48.

49.

50.

51.

52.

53.

54.

Paradis, E.; Claude, J.; Strimmer, K. APE: Analyses of Phylogenetics and Evolution in R language. Bioinformatics 2004, 20, 289-290.
[CrossRef] [PubMed]

Yu, G.; Smith, D.K;; Zhu, H.; Guan, Y.; Lam, T.T.Y. ggtree: An R package for visualization and annotation of phylogenetic trees
with their covariates and other associated data. Methods Ecol. Evol. 2017, 8, 28-36. [CrossRef]

Lowe, T.M.; Chan, PP. tRNAscan-SE On-line: Integrating search and context for analysis of transfer RNA genes. Nucleic Acids Res.
2016, 44, W54-W57. [CrossRef]

Grissa, I.; Vergnaud, G.; Pourcel, C. CRISPRFinder: A web tool to identify clustered regularly interspaced short palindromic
repeats. Nucleic Acids Res. 2007, 35, W52-W57. [CrossRef]

Jia, B.; Raphenya, A.R.; Alcock, B.; Waglechner, N.; Guo, P; Tsang, K.K.; Lago, B.A.; Dave, B.M.; Pereira, S.; Sharma, A.N.; et al.
CARD 2017: Expansion and model-centric curation of the comprehensive antibiotic resistance database. Nucleic Acids Res. 2017,
45, D566-D573. [CrossRef]

Mora, D.; Lessor, L.; Le, T.; Clark, J.; Gill, J.J.; Liu, M. Complete Genome Sequence of Klebsiella pneumoniae Jumbo Phage Miami.
Microbiol. Resour. Announc. 2021, 10, e01404—-e01420. [CrossRef]

Kabwe, M.; Brown, T.; Speirs, L.; Ku, H.; Leach, M.; Chan, H.T.; Petrovski, S.; Lock, P.; Tucci, ]. Novel Bacteriophages Capable of
Disrupting Biofilms From Clinical Strains of Aeromonas hydrophila. Front. Microbiol. 2020, 11, 194. [CrossRef]

Bailly-Bechet, M.; Vergassola, M.; Rocha, E. Causes for the intriguing presence of tRNAs in phages. Genome Res. 2007, 17,
1486-1495. [CrossRef]

Perea, L.; Rodriguez-Rubio, L.; Nieto, J.C.; Zamora, C.; Canto, E.; Soriano, G.; Poca, M.; Blanco-Picazo, P.; Navarro, F.; Muniesa,
M_; et al. Bacteriophages immunomodulate the response of monocytes. Exp. Biol. Med. 2021, 246, 1263-1268. [CrossRef]

Ridker, PM.; Rifai, N.; Stampfer, M.J.; Hennekens, C.H. Plasma concentration of interleukin-6 and the risk of future myocardial
infarction among apparently healthy men. Circulation 2000, 101, 1767-1772. [CrossRef]

Wahida, A.; Tang, F.; Barr, J.J. Rethinking phage-bacteria-eukaryotic relationships and their influence on human health. Cell Host
Microbe 2021, 29, 681-688. [CrossRef] [PubMed]

Ochs, H.D.; Davis, S.D.; Wedgwood, R.J. Inmunologic responses to bacteriophage ¢$X 174 in immunodeficiency diseases. J. Clin.
Investig. 1971, 50, 2559-2568. [CrossRef]

Jariah, R.O.A.; Hakim, M.S. Interaction of phages, bacteria, and the human immune system: Evolutionary changes in phage
therapy. Rev. Med. Virol. 2019, 29, e2055. [CrossRef] [PubMed]

Sinha, A.; Maurice, C.F. Bacteriophages: Uncharacterized and Dynamic Regulators of the Immune System. Mediat. Inflamm. 2019,
2019, 3730519. [CrossRef] [PubMed]

Van Belleghem, ].D.; Clement, F.; Merabishvili, M.; Lavigne, R.; Vaneechoutte, M. Pro- and anti-inflammatory responses of
peripheral blood mononuclear cells induced by Staphylococcus aureus and Pseudomonas aeruginosa phages. Sci. Rep. 2017, 7,
8004. [CrossRef]

Zhang, L.; Hou, X; Sun, L.; He, T.; Wei, R.; Pang, M.; Wang, R. Staphylococcus aureus Bacteriophage Suppresses LPS-Induced
Inflammation in MAC-T Bovine Mammary Epithelial Cells. Front. Microbiol. 2018, 9, 1614. [CrossRef] [PubMed]

Gogokhia, L.; Buhrke, K.; Bell, R.; Hoffman, B.; Brown, D.G.; Hanke-Gogokhia, C.; Ajami, N.J.; Wong, M.C.; Ghazaryan, A;
Valentine, J.F,; et al. Expansion of Bacteriophages Is Linked to Aggravated Intestinal Inflammation and Colitis. Cell Host Microbe
2019, 25, 285-299.€288. [CrossRef] [PubMed]

Dedrick, R.M.; Guerrero-Bustamante, C.A.; Garlena, R.A.; Russell, D.A.; Ford, K.; Harris, K.; Gilmour, K.C.; Soothill, J.; Jacobs-Sera,
D.; Schooley, R.T,; et al. Engineered bacteriophages for treatment of a patient with a disseminated drug-resistant Mycobacterium
abscessus. Nat. Med. 2019, 25, 730-733. [CrossRef] [PubMed]

Maddocks, S.; Fabijan, A.P.; Ho, J.; Lin, R.C.Y.; Ben Zakour, N.L.; Dugan, C.; Kliman, I.; Branston, S.; Morales, S.; Iredell, J.R.
Bacteriophage Therapy of Ventilator-associated Pneumonia and Empyema Caused by Pseudormonas aeruginosa. Am. J. Respir. Crit.
Care Med. 2019, 200, 1179-1181. [CrossRef] [PubMed]


http://doi.org/10.1093/bioinformatics/btg412
http://www.ncbi.nlm.nih.gov/pubmed/14734327
http://doi.org/10.1111/2041-210X.12628
http://doi.org/10.1093/nar/gkw413
http://doi.org/10.1093/nar/gkm360
http://doi.org/10.1093/nar/gkw1004
http://doi.org/10.1128/MRA.01404-20
http://doi.org/10.3389/fmicb.2020.00194
http://doi.org/10.1101/gr.6649807
http://doi.org/10.1177/1535370221995154
http://doi.org/10.1161/01.CIR.101.15.1767
http://doi.org/10.1016/j.chom.2021.02.007
http://www.ncbi.nlm.nih.gov/pubmed/33735620
http://doi.org/10.1172/JCI106756
http://doi.org/10.1002/rmv.2055
http://www.ncbi.nlm.nih.gov/pubmed/31145517
http://doi.org/10.1155/2019/3730519
http://www.ncbi.nlm.nih.gov/pubmed/31582898
http://doi.org/10.1038/s41598-017-08336-9
http://doi.org/10.3389/fmicb.2018.01614
http://www.ncbi.nlm.nih.gov/pubmed/30083140
http://doi.org/10.1016/j.chom.2019.01.008
http://www.ncbi.nlm.nih.gov/pubmed/30763538
http://doi.org/10.1038/s41591-019-0437-z
http://www.ncbi.nlm.nih.gov/pubmed/31068712
http://doi.org/10.1164/rccm.201904-0839LE
http://www.ncbi.nlm.nih.gov/pubmed/31437402

	Introduction 
	Materials and Methods 
	THP-1 Monocyte Wild Type, IRAK3 Knockdown and IRAK3 Knockout Cell Culture 
	Bacteriophage Isolation and Purification 
	Transmission Electron Microscopy 
	Bacteriophage Whole Genome Sequencing and In Silico Analysis 
	Assessment of THP-1 Monocyte In-Vitro Cytokine Production 
	Statistical Analysis 

	Results 
	Characterisation of Klebsiella Bacteriophages KPN7 and KPN8 
	Phylogeny of Klebsiella Bacteriophages KPN7 and KPN8 
	Effect of KPN7 and KPN8 Bacteriophages on IL-6 and TNF- Cytokine Production in Wild Type, IRAK3 Knockdown and IRAK3 Knockout THP-1 Monocytes 

	Discussion 
	References

