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Combination of genetically 
diverse Pseudomonas phages 
enhances the cocktail efficiency 
against bacteria
Ampapan Naknaen 1, Thanadon Samernate 2, Wichanan Wannasrichan 1, Komwit Surachat 3,4, 
Poochit Nonejuie 2 & Vorrapon Chaikeeratisak 1,5*

Phage treatment has been used as an alternative to antibiotics since the early 1900s. However, 
bacteria may acquire phage resistance quickly, limiting the use of phage treatment. The combination 
of genetically diverse phages displaying distinct replication machinery in phage cocktails has therefore 
become a novel strategy to improve therapeutic outcomes. Here, we isolated and studied lytic 
phages (SPA01 and SPA05) that infect a wide range of clinical Pseudomonas aeruginosa isolates. These 
relatively small myophages have around 93 kbp genomes with no undesirable genes, have a 30-min 
latent period, and reproduce a relatively high number of progenies, ranging from 218 to 240 PFU per 
infected cell. Even though both phages lyse their hosts within 4 h, phage-resistant bacteria emerge 
during the treatment. Considering SPA01-resistant bacteria cross-resist phage SPA05 and vice versa, 
combining SPA01 and SPA05 for a cocktail would be ineffective. According to the decreased adsorption 
rate of the phages in the resistant isolates, one of the anti-phage mechanisms may occur through 
modification of phage receptors on the target cells. All resistant isolates, however, are susceptible to 
nucleus-forming jumbophages (PhiKZ and PhiPA3), which are genetically distinct from phages SPA01 
and SPA05, suggesting that the jumbophages recognize a different receptor during phage entry. The 
combination of these phages with the jumbophage PhiKZ outperforms other tested combinations 
in terms of bactericidal activity and effectively suppresses the emergence of phage resistance. This 
finding reveals the effectiveness of the diverse phage-composed cocktail for reducing bacterial growth 
and prolonging the evolution of phage resistance.

Multidrug-resistant pathogens are a major public health concern that are expected to kill 10 million people world-
wide each year by  20501. This is, in part, due to the lack of novel classes of antibiotics that are potentially active 
against WHO critical threat bacteria in recent  years2. Thus, strategies for using novel therapeutic approaches 
must be urgently developed to tackle the emerging multidrug-resistant bacteria. Among all other strategies, the 
use of prokaryotic viruses or bacteriophages as a therapeutic agent is now becoming one of the most promis-
ing approaches, as documented in various clinical  studies3–5 and recently successful phage  therapy6–10. Unlike 
conventional antibiotics, which have chemical identities to define their properties and mechanisms of action 
(MOA), phages have intricated biological identities that they exhibit during the infection cycle to define their 
antibacterial properties, such as specificity to host cells and mechanisms of hijacking. During infection, phages 
specifically bind to receptors on the bacterial cell surface, inject their genome, self-replicate by hijacking the fun-
damental host cell machinery, and lyse the host bacteria to release viral progeny at the end of the lytic  cycle11–13. 
Knowledge regarding each infection step is therefore crucial in understanding how phage exerts its antibacte-
rial activities, and studies that reveal these intricate biological properties are thus important for developing an 
effective phage therapy.
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Multiple phages, also called phage cocktails, are highly preferable in phage therapy for better efficacy, and 
they have been employed to treat a number of patients in several countries, with the treatments coming out 
 successful3–5. Through distinct replication mechanisms of the phages in the cocktail, such as adsorption to differ-
ent  receptors14,15 and hijacking different molecular targets in bacterial  cells16–20, phage cocktails usually broaden 
the host spectrum and, in some cases, prevent or reduce the evolution of phage-resistant bacteria. A previous 
study investigating the in vitro testing of 827 unique phage combinations of 1–12 phages against Pseudomonas 
aeruginosa demonstrated that maximizing phage functional diversity in phage cocktails is an effective way to 
design an efficient phage cocktail and to decrease the phage richness in the  cocktail21. This is because functionally 
diverse phages tend to target or interfere with different host molecular targets, and mutations at these targets in 
bacteria rarely occur simultaneously, making phage resistance to the cocktail very unlikely.

One of the most common opportunistic bacteria is P. aeruginosa, as it causes bloodstream infections, pneumo-
nia, urinary tract infections, and surgical site infections, which are particularly complicated diseases in patients 
with compromised host  defense22. Furthermore, treatments of P. aeruginosa infections are extremely difficult 
because of its rapid intrinsic mutations and adaptation to resist  antibiotics23. Therefore, application of multiple 
phages in combinations for P. aeruginosa treatment has been attempted, and it has been widely proven promising 
in both increasing effectiveness and suppressing resistance compared to the use of a single  phage24,25. Here, we 
first isolated and characterized the biological properties of two virulent Pseudomonas phages: SPA01 and SPA05, 
for therapeutic use. We then investigated whether they were an appropriate combination for a phage cocktail and 
what possible anti-phage mechanisms in bacteria would emerge as a result of their use. Since these phages are 
closely related, we further examined the therapeutic potential of combining them with other distantly related 
Pseudomonas phages: nucleus-forming jumbophages. Through the combinations of the phages and the nucleus-
forming jumbophages, we demonstrated efficient cocktail formulas that better suppress bacterial regrowth and 
prolong the phage resistance.

Results and discussion
Phage morphological and biological properties of phages SPA01 and SPA05. The lytic phages 
named SPA01 and SPA05 were isolated from a canal in Bangkok, Thailand, using P. aeruginosa strain PAO1 
as a parental bacterial host. Both phages were capable of forming 2–4 mm clear plaques on the PAO1 lawns 
(Fig. 1A,E), which the relatively large clear plaque appearance indicated the potent lytic activity of the phages 
against the bacteria. The morphology of phages SPA01 (Fig. 1B) and SPA05 (Fig. 1F), as examined by TEM and 
classified based on the criteria proposed by  Ackermann26, revealed that both phages belong to the family Myo-
viridae due to the presence of an icosahedral head: 74 ± 9 nm and 75 ± 4 nm in diameter of SPA01 and SPA05 
(n = 4), and a contractile tail: 163 ± 10 nm and 164 ± 5 nm in length of SPA01 and SPA05 (n = 4).

To investigate whether these phages are appropriate for medical and biotechnological purposes, their biologi-
cal properties, including host range, adsorption rate, one-step growth curves, and phage tolerance were evalu-
ated. The host range of phages against various Pseudomonas spp., including lab and clinical isolates, was first 
determined and the result showed that most of the clinical isolates were susceptible to phages SPA01 (10/13) and 
SPA05 (7/13) (Table 1). However, both phages were unable to infect the P. stutzeri, P. mendocina, P. fluorescens, 
and P. putida strains. This suggests that both phages are likely specific to a relatively wide spectrum among P. 
aeruginosa species, highlighting their potential use in medical treatment. To measure the infectivity of phages, 
the efficiency of plating (EOP) was performed. Of all strains tested, while none of them showed a higher EOP 
value than the indicator host strain, P. aeruginosa PAO1, the majority of EOP values obtained from phage SPA01 
were higher than those obtained from phage SPA05 (Table 1), indicating that SPA01 exhibited higher infectivity 
towards tested strains.

In aspects of adsorption, the majority of phages SPA01 (90%) and SPA05 (92%) adsorbed to the bacterial 
host cells within 10–15 min (Fig. 1C,G), followed by a 30-min latent interval for replication inside the cells 
(Fig. 1D,H). Both phages then burst the bacterial host, which resulted in approximately 218–240 virions per cell 
(Fig. 1D,H), highlighting the potency of these phages in therapeutic aspects since phages with high burst sizes 
are  favorable27–29. The phage tolerance test showed that both phages were relatively stable over a wide range of 
temperatures and pHs (Fig. S1A and S1B). The phages withstood the high temperature of 70 °C and did not lose 
much of their infectivity when exposed to acidic and basic conditions (pH 4–10), indicating the high viability 
of phages SPA01 and SPA05 as resilient biocontrol agents (Fig. S1A and S1B). Altogether, these promising char-
acteristics of phages SPA01 and SPA05 render them potential candidates for both therapeutics and biocontrol 
of P. aeruginosa.

Genomic characterization of phages SPA01 and SPA05. Apart from desirable phenotypic charac-
teristics of phages that result in high infectivity against the targeted bacteria, genetic information is also crucial 
in selecting an appropriate, non-harmful phage for therapeutic use. To determine whether the undesirable genes 
associated with antibiotic resistance, bacterial virulence, and the lysogenic life cycle were present in the phage 
genomes, we conducted whole-genome sequencing, employed  SPAdes30 for de novo assembly, and annotated all 
open reading frames (ORFs) throughout the phage genomes. Genome analysis revealed that phages SPA01 and 
SPA05 contained 93,536 bp and 93,656 bp of double-stranded DNA genome, respectively (Fig. 1I,J); therefore, 
both phages were considered relatively small phages due to the genome size of less than 200  kb31. The %GC con-
tents of the SPA01 and SPA05 genomes were 49.34% and 49.49%, respectively. The schematic genome maps of 
phages SPA01 and SPA05 created by the CG view  server32 showed the outer ring representing coding sequence 
locations (CDS) in blue and tRNAs in this ring in yellow. Genome annotation of phages using  PHASTER33, 
 GeneMark34, and  RAST35 demonstrated that phages SPA01 and SPA05 encoded 171 and 175 ORFs, respectively. 
Among them, only 42 ORFs and 52 ORFs of phages SPA01 and SPA05 (TABLE S1) were identified as puta-
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tive functional proteins. Fifteen tRNA-encoding genes were identified in both phages SPA01 and SPA05 using 
 tRNAScanSE36. The tRNA functions in the phage genome are still not clear since the translation of viral proteins 
mostly depends on host  tRNA37,38. According to Megablast results, SPA01 has a 97.3% sequence similarity to 
Pseudomonas phage PAK P1, while SPA05 has a 97.8% sequence similarity to Pseudomonas phage vB_PaeM_
MAG1. Comparative intergenomic similarities by VIRIDIC analysis of phages SPA01 and SPA05 with other 
closely related phages revealed that both phage genomes showed high similarity to other Pakpunavirus, includ-
ing  PAK_P139,  K840,  PaP141,  JG00442,  vB_PaeM_MAG143,  PAK_P239, and vB_PaeM_C2 −  10_Ab144 (Fig.  S3). 
Moreover, the intergenomic similarities was below the threshold (95%) of identification of the similar  species50. 
Therefore, these phages were classified as a novel phage in the genus “Pakpunavirus” (Fig. S3B). The ORFs were 

Figure 1.  Morphological, biological, and genomic characteristics of phages SPA01 and SPA05. Plaque 
morphology of phages SPA01 (A) and SPA05 (E). Transmission electron micrographs of phages SPA01 (B) and 
SPA05 (F). Scale bar equals to 100 nm. Adsorption assays within 25 min of phages SPA01 (C) and SPA05 (G) 
with P. aeruginosa strain PAO1. One-step growth curve of phages SPA01 (D) and SPA05 (H) in P. aeruginosa 
strain PAO1 during a window of 70 min. Schematic whole genome maps of phages SPA01 (I) and SPA05 (J). The 
innermost circles colored in green and purple indicate the positive and negative GC skew, respectively. The open 
reading frames (ORFs) are indicated in blue color with arrows indicating the ORF direction. The functional 
annotation of these ORFs in phages SPA01 and SPA05 is shown in Table S1. The data shown in (C,D,G,H) 
represent the mean ± standard deviation of at least triplicates.
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mainly annotated as structural proteins, nucleotide metabolism and DNA replication-related proteins, and bac-
terial lysis proteins, as indicated in Table  S1. Importantly, undesirable genes involved in bacterial virulence, 
toxins (exotoxin A, pyocyanin, hydrocyanic acid, enterotoxin etc.), or lysogeny were not identified within the 
phage genomes, assuring the lytic nature and implying safety for use of these two phages.

Potential of phages SPA01 and SPA05 in P. aeruginosa suppression and formation of 
phage-resistant bacteria. Since both phages SPA01 and SPA05 exhibited desirable characteristics of a 
good candidate for bacterial growth control, an in vitro lysis assay was performed to evaluate the lytic activ-
ity of phages SPA01 and SPA05 against P. aeruginosa at different multiplicity of infections (MOIs). The results 
showed that both phages displayed efficient killing activity against the bacteria, even at the very low MOI of 0.01 
(Fig. 2A,B). Although no bacterial regrowth was observed throughout a window of 240 min in both phages, 
viable bacteria could be detected at a longer timepoint (Fig. 2A–D), suggesting the emergence of phage-resistant 
bacteria. SPA01 and SPA05 resistant P. aeruginosa isolates, in particular, were observed at 12 h and found to be 
approximately 2-log increased at 24 h in all tested MOIs (Fig. 2C,D). The revival frequency of bacteria toward 
phages SPA01 and SPA05 was quite comparable, which equals 0.0015–0.0017. This finding is unsurprising since 
it has been well documented that the use of phage, especially in vitro studies, normally leads to an early emer-
gence of  resistance45–47. Notably, despite resistance emergence during phage treatment, some studies have shed 
light on the possible evolutionary tradeoff of phage-resistant strains in P. aeruginosa that can lead to attenuation 
of bacterial  virulence46,48 or hypersensitivity to  antibiotics49,50 that would be beneficial for following treatments.

To further explore what possible resistance mechanisms the hosts exhibit against phages SPA01 and SPA05, we 
first isolated 10 P. aeruginosa strains that were resistant to each of the phages and examined the host adsorption 
rate, which is one of the most common anti-phage  mechanisms51. Interestingly, the percentage of adsorption 
of each phage to all corresponding phage-resistant strains substantially dropped (Fig. 2E), suggesting that the 
mechanism of phage resistance in these strains possibly occurs via receptor modification. However, since phage 
resistance mechanisms can occur through the host immune system or genetic  modification9,52,53, further inves-
tigation will be required to explore other possible resistance mechanisms in these isolates. We then investigated 
whether phage resistance to one phage affects susceptibility to another phage by measuring phage adsorption 
when cross-infected with the resistant isolates. The results demonstrated that all SPA01-resistant isolates were 
also resistant to phage SPA05 and vice versa, as indicated by the decreased phage adsorption percentage on the 
resistant strains (Fig. 2E). This finding suggested that these phages are closely related and infect the bacterial 
host through a similar adsorption mechanism. It has been shown that type IV pili (T4P) and lipopolysaccharide 
(LPS) O antigen are the common binding sites for P. aeruginosa  phages39–42,54,55. Our VIRIDIC data revealed that 
phages SPA01 and SPA05 are classified as Pakpunavirus (Fig. S3). Therefore, they are assumed to recognize LPS 

Table 1.  Bactericidal spectrum and efficiency of plating (EOP) of the phages. *Efficiency of plating (EOP) 
values were classified as highly productive (≥ 0.5), medium productive (0.1 ≤ EOP < 0.5), low productive 
(0.001 < EOP < 0.1) or inefficient (≤ 0.001).

Host Source SPA01* SPA05* PhiKZ* PhiPA3*

Pseudomonas aeruginosa PAO1 Lab strain 1 1 1 1

Pseudomonas aeruginosa PSU-PA01 Clinical strain, Rectal swab 0.300 0.102 0.571 0.938

Pseudomonas aeruginosa PSU-PA02 Clinical strain, Rectal swab – – – –

Pseudomonas aeruginosa PSU-PA03 Clinical strain, Rectal swab 0.355 0.327 0.259 0.750

Pseudomonas aeruginosa PSU-PA04 Clinical strain, Throat swab 0.150 0.123 0.100 0.219

Pseudomonas aeruginosa PSU-PA05 Clinical strain, Rectal swab 0.682 0.545 0.714 0.875

Pseudomonas aeruginosa PSU-PA06 Clinical strain, Rectal swab – – 0.202 –

Pseudomonas aeruginosa PSU-PA07 Clinical strain, Throat swab 0.545 – 0.857 –

Pseudomonas aeruginosa PSU-PA08 Clinical strain, Throat swab 0.277 0.555 0.232 –

Pseudomonas aeruginosa PSU-PA09 Clinical strain, Rectal swab 0.409 0.227 0.639 0.750

Pseudomonas aeruginosa PSU-PA10 Clinical strain, Throat swab 0.241 0.318 0.625 0.813

Pseudomonas aeruginosa PSU-PA11 Clinical strain, Throat swab 0.591 – 0.563 0.938

Pseudomonas aeruginosa PSU-PA13 Clinical strain, Throat swab – – – –

Pseudomonas aeruginosa PSU-PA14 Clinical strain, Throat swab 0.727 – 0.448 1.063

Pseudomonas aeruginosa ATCC9027 American Type Culture Collection – – – –

Pseudomonas aeruginosa ATCC15442 American Type Culture Collection 0.104 0.418 0.116 0.168

Pseudomonas aeruginosa ATCC27853 American Type Culture Collection 0.186 0.154 0.142 0.106

Pseudomonas stutzeri DMST28410 Department of Medical Sciences Thailand – – – –

Pseudomonas stutzeri DMST12562 Department of Medical Sciences Thailand – – – –

Pseudomonas mendocina ATCC25411 American Type Culture Collection – – – –

Pseudomonas fluorescens ATCC13525 American Type Culture Collection – – – –

Pseudomonas putida ATCC12633 American Type Culture Collection – – – –

Pseudomonas putida ATCC17522 American Type Culture Collection – – – –
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during the adsorption step, similar to other previous studied Pakpunavirus (Table S2). Thus, the impairment of 
phage adsorption in these resistant strains might affect the efficiency of the phage cocktail that is composed of 
SPA01 and SPA05. However, further investigation into the receptor, which serves a role in phage recognition, is 
needed to gain insights into the adsorption step of phages SPA01 and SPA05.

It is well known that closely related phages are not compatible candidates for being the major components in a 
phage cocktail due to the possibility of cross resistance, which could jeopardize the cocktail’s overall effectiveness. 
In order to diminish the emergence of phage-resistant bacteria, one of the strategies for cocktail design is to mix 
phages that are genetically divergent as they are assumed to display different replication mechanisms, such as 
targeting different host range and hijacking different bacterial molecular targets, particularly in this study as an 
example, recognizing different host cell receptors. This idea was previously supported by a study demonstrating 
that a combination of 5 genetically diverse phages against Mycobacterium tuberculosis greatly reduced persistence 
and phage-resistant  bacteria56. However, insights into the replication machinery of these 5 genetically diverse 
Mycobacterium phages has still been unexplored.

Phages SPA01 and SPA05 are genetically and mechanistically diverse from jumbophages 
PhiKZ and PhiPA3. With the previous evidence that genetically diverse phages might serve roles in pro-
longing the emergence of phage resistance in the phage  cocktail56, we reasoned that nucleus-forming Pseu-
domonas jumbophages that are believed to display a complicated infection machinery and could recognize a dif-
ferent phage receptor on the host cells would be beneficial as a candidate for the cocktail with phages SPA01 and 
SPA05. We first confirmed whether they are genetically different and investigated how they are phylogenetically 
clustered. The whole genome alignment of the phages demonstrated that the phage PhiKZ genome has a high 
degree of similarity in genome organization to that of phage PhiPA3, while the genomes of the jumbophages 
are organized differently from the genomes of the phages SPA01 and SPA05 (Fig. 3A). Phylogenetic analysis of 
the whole genome sequence further revealed that phages PhiKZ and PhiPA3 were closely related and grouped 
together in the clade of nucleus-forming jumbophages and speciated from other small phages, including phages 
SPA01 and SPA05 (Fig. 3B). Due to the large difference in genome size and organization among the phages, as 

Figure 2.  Potential of phages SPA01 and SPA05 in P. aeruginosa suppression and formation of phage-resistant 
bacteria. Killing profiles of phages SPA01 (A) and SPA05 (B) against P. aeruginosa strain PAO1 in vitro at MOIs 
of 0.01, 0.1, 1, 10, and 100. Survival P. aeruginosa PAO1 (CFU/ml) in the presence of SPA01 (C) and SPA05 (D) 
for 12 and 24 h, showing the increasing emergence of phage resistance through time. Quantitation of adsorption 
of phages SPA01 and SPA05 among phage resistant strains, suggesting cross resistance to phages through 
mutations of bacterial receptors (E). Unabsorbed phage titers were measured after incubation with each phage-
resistant strain: SPA01-resistant isolates (R1 to R10-SPA01) and SPA05-resistant isolates (R11 to R20-SPA05). 
The data shown in (A–D) represent the mean ± standard deviation of at least triplicates.
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expected, this result confirmed that our phages SPA01 and SPA05 are genetically diverse from the jumbophages 
PhiKZ and PhiPA3.

The viral replicating or hijacking machinery, as we called it “Mechanism of pre-killing (MOK)”, can be studied 
through the bacterial morphology that is triggered during phage infection. Through the morphological change, 
we have investigated how nucleus-forming jumbophages replicate inside  bacteria57–60 and predicted the bacterial 
fundamental metabolism that was interfered by  phages61. Since we speculated that the small phages SPA01 and 
SPA05 might exhibit a distinct replication process during infection differing from the jumbophages PhiKZ and 
PhiPA3, as corresponded to their genetic divergence, we performed a single cell infection assay to observe if the 
morphological changes as triggered during the infection by these phages are different. The result revealed that all 
phages induced morphological changes in bacteria when compared to uninfected cells (Fig. 3C). In particular, 
SPA01- and SPA05- infected cells contained two compact nucleoids, while PhiKZ- and PhiPA3- infected cells 
were slightly longer and contained only one condensed nucleoid close to midcell (Fig. 3C). The morphology of 
PhiKZ- and PhiPA3- infected cells was well in agreement with our previous studies that revealed the presence 
of the phage nucleus that is centrally located near midcell during jumbophage infection 62. We next quantitated 
the cytological profiles of each group at the single-cell level using morphological parameters reported previ-
ously 63,64 to test if the morphological changes caused by each phage are separated or clustered together. The 
result showed that SPA01- and SPA05-infected cytological profiles are clustered together and separated from 
PhiKZ- and PhiPA3-infected cells (Fig. 3C), suggesting that the two groups of phages trigger different morpho-
logical changes of cells during infection, possibly through different MOKs. Further studies will be needed to 
gain better understanding regarding MOKs of phage SPA01 and SPA05, in which it will provide insights into 
correlation between the MOK and the apparent morphological change. In summary, this evidence agrees with 

Figure 3.  Phages SPA01 and SPA05 are genetically and mechanistically diverse from the nucleus-forming 
jumbophages. Comparative genome analysis of small phage genomes (SPA01 and SPA05) with giant phage 
genomes (PhiKZ and PhiPA3) (A). The green arrows represent the coding sequence directions and locations, 
and gray shaded lines reflect the degree of homology between them. Phylogenetic tree based on whole-genome 
sequence comparisons of selected phages, generated with Geneious version 2022.2.2 using the neighbour-
joining method and visualized with iTOL (B). The single-cell level assay reveals the bacterial morphological 
changes triggered during infections of small (SPA01 and SPA05) and giant (PhiKZ and PhiPA3) phages at 
MOI 5. P. aeruginosa cells at  OD600 ~ 0.4 were infected with phages at MOI 5 and fixed at 20 min post infection 
(mpi), followed by staining cell membrane with FM4–64 (red) and nucleoid with DAPI (blue). Scale bar equals 
to 1 micron (C). The cytological profile was performed by Uniform Manifold Approximation and Projection 
(UMAP), showing cell clusters of uninfected cells (gray) and cells infected with small phages (SPA01; light blue, 
and SPA05; blue) and jumbophages (PhiKZ; orange, and PhiPA3; red).
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the evolutionary divergence of the phages, thus reassuring that these phages (SPA01 and SPA05) and the nucleus-
forming jumbophages are divergent.

The combination of the nucleus-forming jumbophages with either phages SPA01 or SPA05 effi-
ciently suppresses the growth of bacteria and reduces the frequency of bacterial revival. Dur-
ing replication, PhiKZ-like viruses exhibit an orchestrated infection machinery by encoding a tubulin homolog 
named PhuZ to organize a nucleus-like compartment at midcell and deliver procapsids to dock on the phage 
nucleus surface for  encapsidation57–60,65,66. The phage nucleus serves a role in partitioning proteins according to 
function and in protecting the phage nucleic acids against broad bacterial DNA-targeting immune systems such 
as clustered regularly interspaced short palindromic repeats (CRISPR) systems and restriction-modification 
(R-M)  systems65–67. Due to their advantages over the small phages, as mentioned here, together with the idea 
of combining them with the phages SPA01 and SPA05 to formulate an efficient cocktail, we first tested whether 
the nucleus-forming jumbophages could lyse the phage SPA01 or SPA05-resistant isolates. Strikingly, both giant 
phages were able to kill all isolates that were resistant to each small phages SPA01 and SPA05, and efficiently sup-
pressed the bacterial growth for at least 8 h (Fig. 4A,B). Results of the EOP also showed the high efficiency of the 
giant phages to lyse the resistant isolates in addition to their host bacteria (Fig. 4C). Seventeen phage-resistant 
isolates produced high levels of phage PhiPA3 production, having EOPs greater than 0.5, while thirteen strains 
could be classified as having high phage PhiKZ production (Fig.  4C). These results suggested that the giant 
phages (PhiKZ and PhiPA3) recognize different receptors on the target cells from those small phages (SPA01 and 
SPA05), making them a potential candidate for the phage cocktail formula.

Due to the therapeutic potential of giant phages PhiKZ and PhiPA3 as they kill various clinical P. aeruginosa 
strains (Table 1, Fig. S2) and are capable of infecting the phage SPA01 and SPA05-resistant isolates (Fig. 4A–C), 
various combinations between the giant phages and the small phages (SPA01 and SPA05) were then formulated to 
make phage cocktails. The cocktail mixtures included 6 formulas as follows: (1) SPA01-SPA05, (2) SPA01-PhiKZ, 
(3) SPA01-PhiPA3, (4) SPA05-PhiKZ, (5) SPA05-PhiPA3, and (6) PhiKZ-PhiPA3. The cultures of P. aeruginosa 
PAO1 were grown in the presence of the phage cocktails at MOI 1 and the viable bacterial number was counted at 
24 h and 48 h. The result showed that the remaining bacterial number that survived through the phage treatment 
was detectable in all formulas, suggesting the presence of phage resistance isolates in all conditions. However, 
the number of viable bacteria when treated with the small phage cocktail (SPA01-SPA05) was around 4 to 6 -log 
higher than those when treated with the combinations that contained a giant phage. The SPA01-SPA05 resistant 
bacteria outgrew faster than the others, with an around 2-log increase from 24 to 48 h (Fig. 4D). This result sug-
gested that the closely related phages are not an appropriate combination in the cocktail since resistance to one 
might result in cross-resistance to another. Interesting, adding either one of the giant phages into the cocktail 
could efficiently suppress the regrowth of bacteria, as the viable bacterial numbers detected at both time points 
were significantly reduced when compared to the small phage cocktail. Furthermore, adding the giant phages, 
particularly PhiKZ, to the combination completely suppressed the bacterial regrowth, resulting in a comparable 
bacterial number at 48 h to 24 h, except for the cocktail SPA05-PhiPA3 (Fig. 4D).

The revival frequency of P. aeruginosa PAO1 treated with each phage cocktail was then investigated to evaluate 
the durability of phage therapy. The results showed that the frequency of revival developed in the small phage 
cocktail significantly increased from 24 to 48 h. The increase in revival frequency was also observed in the cock-
tails containing PhiPA3, whereas the increased revival was not observed in the cocktails that included PhiKZ 
(Fig. 4E), indicating that the giant phage PhiKZ is an appropriate ingredient for the cocktail with the small phages. 
Additionally, the cocktail of giant phages (PhiKZ-PhiPA3) alone also gave a promising outcome as it suppressed 
the bacterial regrowth from 24 to 48 h with unchanged revival frequency at 48 h when compared to the small 
phage cocktail (Fig. 4D,E). However, it is worth noting that, due to the survival of bacteria during the treatment 
of the PhiKZ-PhiPA3 combination that was significantly higher than that of the combinations of small and giant 
phages (Fig. 4D), this might be a result of co-infection of these closely related jumbophages in bacteria that might 
impair their infectivity as they interfered with each other through virogenesis  incompatibility68.

It has long been known that phage cocktails consisting of different or distantly related phages are more effec-
tive in inhibiting the growth of targeted  bacteria69–72. This is, in part, because different phages usually possess 
different mechanisms during  replication11; therefore, multiple resistances are required for the bacteria to fend 
off the infections caused by various phages in the cocktail. Thus, as observed here, combining the diverse phages 
that recognize different receptors on the target cells during phage entry in the cocktail can enhance the efficacy 
of the cocktail and decelerate the emergence of phage resistance.

Implications for phage cocktail design. Conventional criteria for choosing phage cocktails are mainly 
based on empirical testing of different combinations of phages. Despite the fact that various methods for accel-
erating the process, such as high-throughput phage combination  studies73, laborious work are still required 
for studying individual phage biology in order to properly select the phages for cocktail. Recently, the rise 
of genomic research and bioinformatic tools facilitates biologists in dissecting phage biology based on DNA 
sequence, which serve as a navigator toward choosing the right mix of diverse phages into  cocktails74. However, 
the selection of phages for the cocktail is still largely based on genomic data. Here, we propose a complementary 
perspective for phage cocktail formulation via MOK-guided phage selection to choose genetically diverse phages 
for rapid cocktail design without the need for phage genomic data. Based on the morphological changes of bacte-
rial cells triggered during phage infection together with the quantitation of the cytological profiles at a single-cell 
level, this information will provide additional criteria to the current phage selection checklist.

Although these MOK-based approaches through morphological changes would be beneficial in the selection 
of diverse phages for the rapid design of effective phage cocktails, there are some limitations in this study worth 
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noting. First, not all phages could induce phenotypic changes of bacteria upon infection. Since our reports of 
MOKs in nucleus-forming jumbophages and a vibriophage, only a handful of studies have reported unique MOKs 
observed in other phages and their hosts, resulting in limited information regarding possible MOKs. Thus, to test 
whether this finding could be broadly applied to phage cocktail design, more systematic studies of MOKs in vari-
ous phage-host systems are needed. Second, while we were able to distinguish different types of phage-induced 
morphological changes at the single cell level, we were unable to pinpoint which mechanisms the phages used 
inside the bacterial cell to cause detectable cytological changes at the molecular level. Future studies on whole 
genome sequence of phage resistant bacteria that abolish cell morphology alteration will be critical in providing 
insight into the molecular targets of phage infection and thus bridging the knowledge gap between cytological 
response and molecular mechanism upon phage infection. Lastly, cytological changes of phage-infected cells 
could vary through each time point after infection, and synchronizing infection time is challenging, especially in 
a single cell study; thus, time course experiments are needed to truly understand the mechanism by which phage 
deploys during infection. Information regarding the temporal MOK of phages in the cocktails will also serve as a 
key to dissecting phage-phage interaction for the better development of therapeutic phage cocktails in the future.

Figure 4.  Giant phages PhiKZ and PhiPA3 efficiently suppress the growth of SPA01 and SPA05-resistant 
bacteria and improve the efficacy of the phage cocktail. Killing profiles of phages PhiKZ (A) and PhiPA3 (B) 
in all SPA01 and SPA05-resistant strains (R1 to R10-SPA01 and R11 to R20-SPA05) at a MOI of 1, indicating 
the susceptibility of small phage-resistant strains to giant phages. EOP of phages PhiKZ and PhiPA3 in all 
SPA01 and SPA05-resistant strains compared to P. aeruginosa PAO1, suggesting medium to high production of 
giant phages in the resistant isolates (C). Survival P. aeruginosa PAO1 (CFU/ml) at 24 and 48 h in six different 
formulas of phage cocktails: (1) SPA01-SPA05, (2) SPA01-PhiKZ, (3) SPA01-PhiPA3, (4) SPA05-PhiKZ, (5) 
SPA05-PhiPA3, and (6) PhiKZ-PhiPA3 (D). The revival frequency of P. aeruginosa PAO1 at 24 and 48 h in six 
different formulas of phage cocktails (E). The data shown in (A-E) represent the mean ± standard deviation of at 
least triplicates. Statistical significance in (D-E) was calculated by two-way ANOVA. Different letters above bars 
show values that are significantly different (p < 0.05).
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Conclusion
We successfully isolated 2 virulent Pseudomonas myophages, SPA01 and SPA05, that exhibited potential therapeu-
tic characteristics against various clinical strains of P. aeruginosa. Even though the phages efficiently suppressed 
the bacterial regrowth within 4 h, the phage SPA01 and SPA05-resistant bacteria subsequently emerged, possibly 
due to modification of a receptor where the phages bind during adsorption. The nucleus-forming jumbophages 
(PhiKZ and PhiPA3) that are distantly related to the phages SPA01 and SPA05 were thus selected as a potential 
candidate for formulating the phage cocktails. Through various cocktail formulas, we demonstrated that com-
bining the jumbophages PhiKZ with either of the small phages improved the overall efficiency of the cocktail by 
better suppressing bacterial regrowth and delaying the emergence of phage resistance.

Materials and methods
Bacterial strains and growth conditions. Twenty-three Pseudomonas strains were employed in this 
study including 17 P. aeruginosa strains, 2 P. stutzeri strains, 2 P. putida strains, P. mendocina ATCC25411, P. 
fluorescens ATCC13525. A complete list of Pseudomonas strains can be found in Table 1. P. aeruginosa strains 
PSU-PA01–PSU-PA14, isolated from patients in internal medicine, Songklanagarind hospital, Thailand, were a 
generous gift from the RP lab. All bacteria were grown on LB broth (10 g/l tryptone, 10 g/l NaCl, and 5 g/l yeast 
extract) at 37°C followed by shaking at 250 rpm. When plated, cells were grown on LB containing 1.5% agar and 
incubated inverted at 37°C.

This work has been reviewed and approved by Chulalongkorn University-Institutional Biosafety Commit-
tee (CU-IBC) in accordance with the levels of risk in pathogens and animal toxins, listed in the Risk Group of 
Pathogen and Animal Toxin (2017) published by Department of Medical Sciences (Ministry of Public Health), 
the Pathogen and Animal Toxin Act (2015) and Biosafety Guidelines for Modern Biotechnology BIOTEC (2016) 
with approval number: SC CU-IBC-028/2020 Ex1.

Phage isolation, amplification, host range, and transmission electron microscopy. Water sam-
ples were collected from Khlong Samrong Bangkok, Thailand. Briefly, filtered water sample through a 0.45 µm 
membrane was mixed with 2X LB medium and then added log phase culture of P. aeruginosa PAO1 followed by 
incubation at 37 °C with shanking at 250 rpm for 24 h. After centrifugation, the supernatant was mixed with LB 
containing 0.5% agar powder and subsequently combined with the host. The mixture was overlaid onto LB plate 
and incubated at 37 ◦ C for 24 h to observe plaque formation. The isolated plaque was collected and re-plated 
five times to ensure single phage purification. The purified phages were designated as phages SPA01 and SPA05. 
Phage stocks were maintained in SM buffer with gelatin (100 mM NaCl, 8 mM  MgSO4·7H2O, 50 mM Tris–Cl, 
pH 7.5 caution 0.01% (w/v) gelatin) and subsequently stored at 4 ◦C.

For phage propagation, 20 ml of the host culture (1 ×  106 CFU/ml) was infected at a multiplicity of infection 
(MOI) of 1 and incubated for 24 h at 37 ◦ C. The host cell was removed by centrifugation. The supernatant was 
filtrated (0.45 µm filter) and subsequently stored at 4 ◦ C for further experiments. To determine phage titration, 
a tenfold serial of phage stocks was mixed with the host culture and poured into an LB soft agar plate. The plate 
was incubated overnight at 37 °C. The number of phages was enumerated by plaque observation and expressed 
as plaque forming unit (PFU) per ml.

Host range was identified by 23 Pseudomonas strains. The bacterial lawn was prepared with the bacteria and 
then 5 µl of phages were dropped onto the lawn of each host. The plate was incubated at 37 ◦ C for 24 h to observe 
the lytic zone. The experiment was undertaken in triplicates. The efficiency of plating (EOP) values is calculated as 
the ratio of the PFU value of phage with susceptible bacterial strain and the phage with indicator bacterial strain.

Transmission electron microscopy (TEM) was undertaken to visualize phage morphology by negative stain-
ing method 75. Briefly, fresh plaques were collected and suspended in SM buffer. The supernatant was placed on 
copper grids and negatively stained with 2% (w/v) uranyl acetate (pH 4.5). Phage morphology was observed 
with a Hitachi HT7700 transmission electron microscope at 80 kV.

Phage adsorption and one-step growth curve. The phage adsorption curve was determined by grow-
ing host cells to log phase (~ 1 ×  108 CFU/ml), then infected with phages at an MOI of 0.01, and incubated at 
37 °C. Aliquots of 1 ml were taken at an interval of every 5 min for 25 min and filtrated through 0.45 µm. The 
titer of unabsorbed phages was calculated from filtrates.

One-step phage growth curve was performed. Five milliliters of log phase host culture were centrifuged 
and resuspended in 1 ml of LB. Phages were transferred at an MOI of 0.01 and incubated at room temperature 
for 15 min for phage adsorption. The pellet containing infected cells was harvested and resuspended in 20 ml 
of LB broth and then incubated at 37 °C. Samples were taken at 10 min intervals for 70 min and subsequently 
filtrated through 0.45 µm. The titer of phages was immediately determined using the double-layer technique. 
This experiment was undertaken in triplicate. The latent period, burst time, and burst size of the phage were 
estimated as described  elsewhere76.

Effects of temperature, and pH on phage viability. Stability of phage at different conditions in SM 
buffer was determined. The various temperature (25 ◦ C, 30 ◦ C, 37 ◦ C, 40 ◦ C, 50 ◦ C, 60 ◦ C and 70 ◦ C) and pHs 
(2, 4, 6, 8, 10, and 12) were prepared by diluting phage stock to a final concentration of  106 PFU/ml in 1 ml of 
SM buffer for 2 h. Subsequently, phage titers were measured as described above. The experiments were carried 
out in triplicate.
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Phage lytic ability and phage-resistant bacterial outgrowth. Killing curves optimal MOI was 
determined using phages on PAO1. The bacterial host was infected with phage suspension to give an MOI of 
0.01, 0.1, 1, 10, and 100. The log-phase bacterial cells were loaded into 96-well microplate and mixed with dif-
ferent MOIs of phage in 200 μl LB medium. The optical density of the plate was measured automatically every 
10 min intervals up to 240 min at a wavelength of 600 nm. To verify the antibacterial efficacy of phage, bacterial 
number were counted after infection at MOI of 0.1, 1, and 10. Aliquots were removed at the indicated sampling 
time (12 and 24 h). Each independent trial was repeated three times.

To screen phage-resistant strains, P. aeruginosa PAO1 was grown at 37 ◦ C in LB broth. When the bacterial 
culture reached  OD600 of 0.4, 10 µl of culture was mixed with 90 µl and  1010 pfu/ml of each phage. The phage-
infected culture was spread to LB agar plate. Then, plates were grown at 37 ◦ C for 24 h. Ten randomly selected 
isolates were passaged five times on LB agar plate to confirm the stability of genetic changes. Resistance to SPA01 
and SPA05 was confirmed in isolated clones by spot-test phage typing using phage suspension. Furthermore, the 
resistant strains were also tested the same way in terms of the susceptibility and the EOP to giant phages phiKZ 
and phiPA3. All tests were performed in triplicate.

Single-cell infection assay and image data analysis. The PAO1 was cultured to reach  OD600 ~ 0.4 
and infected with phages at MOI of 5 followed by incubation for 20 min at 37 °C. The infected cells were fixed 
at a final concentration of 4% paraformaldehyde and incubated at room temperature for 15 min as described by 
Chaikeeratisak et al57. The fixed cells were harvested by centrifugation and then washed with 1 ml of 1 × PBS two 
times. The cells were resuspended in 1 × PBS and strained with fluorescent dyes (2 μg/ml FM 4–64 and 2 μg/ml 
DAPI). After centrifugation, 3 μl of cell suspension was loaded onto an agarose pad (1.2% agarose in 20% LB). 
The samples were visualized under Delta Vision Ultra High-Resolution Microscope.

Raw images from the fluorescent microscope were pre-processed on ImageJ  software77. Then all individual 
cells were extracted morphological features by automatic cell analysis using Cellprofiler 4.0  software78. The mor-
phological features set were selected based on the previous  study63. Statistical calculation and Machine learning 
are carried out using scikit-learn  library79 in python. Briefly, cell profile data were transformed and normalized 
with Cube Root Transformation and Z-scored  normalization80, respectively. Finally, the dimension of the dataset 
was reduced and visualized with Uniform Manifold Approximation and Projection (UMAP)81. To compare the 
uninfected and infected cell profiles, the uninfected cell of the phage treatment group was excluded by selecting 
the infected cell cluster on the UMAP plot that didn’t overlap with the uninfected cell cluster.

The bactericidal effect of the phage cocktail. The bactericidal ability of the 6 phage cocktails was 
assessed comprising (1) SPA01-SPA05, (2) SPA01-PhiKZ, (3) SPA01-PhiPA3, (4) SPA05-PhiKZ, (5) SPA05-
PhiPA3, and (6) PhiKZ-PhiPA3. The log-phase of PAO1 was infected with phage cocktail at MOI of 1 followed 
by incubation at 37 °C. Samples were collected for measurement of number at 24 and 48 h. Each independent 
trial was repeated three times.

Determination of bacterial revival frequency. The revival frequency of the bacteria was determined 
by a previous report with  modification82. The PAO1 suspension was co-cultured with single phage or phage 
cocktail overnight at 37 °C with shaking at 150 rpm. The bacterial control without phages was incubated exactly 
as the infected cells. The number of bacteria was calculated based on the result of colony counting. The revival 
frequency was calculated using mean numbers of mutants in test samples divided by mean total numbers of 
control samples. Each independent experiment was repeated three times.

Phage genome sequencing and analysis. The phage DNA were extracted using a previous report with 
 modification83. Briefly, purified phage was treated with DNaseI (2 mg/ml) and RNaseA (100 mg/ml) overnight at 
37  ◦ C. Subsequently, the lysis buffer (1 M Tris, pH 8.0, 0.5 M EDTA, pH 8.0, 10% SDS, and 10 mg/ml proteinase 
K) were added and incubated at 60 ◦ C for 1 h. The phage DNA was extracted twice with phenol: chloroform: 
isoamyl alcohol (25:24:1) and chloroform. After centrifugation, the supernatant containing DNA was collected 
and precipitated by mixing of a 0.3 volume of 3 M NaOA and 1 volume of isopropanol followed by incubation for 
2 h at − 20  ◦ C. After the pellet was washed with 70% ethanol followed by centrifugation. The pellet was air-dried, 
dissolved with sterile distilled water, and then kept at −20 ◦C.The DNA concentration was estimated based on 
absorbance 260 by the nanodrop. The absorbance 260/280 ratio and agarose gel electrophoresis were performed 
to evaluate DNA quality and integrity.

The whole-genome sequencing of phage DNA was performed using short-read sequencing through 
MGISEQ-2000 (Beijing Genomics Institute, Beijing, China). The quality of reads was checked with  FASTQC84 
and filtered using Trimmomatic 0.3985 with default parameters. Spades 3.11.130 was used to assemble all reads 
into contigs. The open reading frames (ORFs) were identified using  PHASTER33 and  GeneMarkS34 following by 
annotation with Blastp of NCBI server. Antibiotic genes and virulence factors were identifed using ResFinder 
and  VirulenceFinder86. The genome map of phages was drawn using the CG viewer server (http:// cgview. ca/)32. 
The genomic comparison of phages with closely related Pseudomonas phages was illustrated in the form of a 
linear figure using Easyfig application (http:// mjsull. github. io/ Easyfi g/ fles. html)87. Furthermore, tRNAs were 
predicted tRNAscan-SE (http:// lowel ab. ucsc. edu/ tRNAs can- SE/)36. The whole genome sequences were aligned 
in MAFFT online  service88. The phylogenetic tree was generated in Geneious software (version 2022.2.2) using 
neighbour-joining method with 1000 bootstrap replications and visualized with Interactive Tree Of Life (iTOL)89.

http://cgview.ca/
http://mjsull.github.io/Easyfig/fles.html)
http://lowelab.ucsc.edu/tRNAscan-SE/
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Statistics. Experiments were subject to two-way ANOVA with SPSS version 28.0.1 (SPSS, Inc., Chicago, IL, 
USA).

Data availability
Phage genome sequences of SPA01 and SPA05 were deposited in GenBank under the accession numbers 
OP875100.2 (www. ncbi. nlm. nih. gov/ nucco re/ OP875 100) and OP875101.1 (www. ncbi. nlm. nih. gov/ nucco re/ 
24191 05936), respectively.

Received: 13 March 2023; Accepted: 28 May 2023

References
 1. Sugden, R., Kelly, R. & Davies, S. Combatting antimicrobial resistance globally. Nat. Microbiol. 1, 16187 (2016).
 2. Miethke, M. et al. Towards the sustainable discovery and development of new antibiotics. Nat. Rev. Chem. 5, 726–749 (2021).
 3. Pires, D. P., Costa, A. R., Pinto, G., Meneses, L. & Azeredo, J. Current challenges and future opportunities of phage therapy. FEMS 

Microbiol. Rev. 44, 684–700 (2020).
 4. Ferry, T. et al. Personalized bacteriophage therapy to treat pandrug-resistant spinal Pseudomonas aeruginosa infection. Nat. Com-

mun. 13, 4239 (2022).
 5. Saussereau, E. et al. Effectiveness of bacteriophages in the sputum of cystic fibrosis patients. Clin. Microbiol. Infect. 20, O983–O990 

(2014).
 6. Aslam, S. et al. Early clinical experience of bacteriophage therapy in 3 lung transplant recipients. Am. J. Transplant. 19, 2631–2639 

(2019).
 7. Rhoads, D. D. et al. Bacteriophage therapy of venous leg ulcers in humans: Results of a phase I safety trial. J. Wound Care 18, 

237–243 (2009).
 8. Wright, A., Hawkins, C. H., Änggård, E. E. & Harper, D. R. A controlled clinical trial of a therapeutic bacteriophage preparation in 

chronic otitis due to antibiotic-resistant Pseudomonas aeruginosa; A preliminary report of efficacy. Clin. Otolaryngol. 34, 349–357 
(2009).

 9. Jault, P. et al. Efficacy and tolerability of a cocktail of bacteriophages to treat burn wounds infected by Pseudomonas aeruginosa 
(PhagoBurn): A randomised, controlled, double-blind phase 1/2 trial. Lancet. Infect. Dis. 19, 35–45 (2019).

 10. Rose, T. et al. Experimental phage therapy of burn wound infection: Difficult first steps. Int. J. Burns Trauma 4, 66–73 (2014).
 11. Nobrega, F. L. et al. Targeting mechanisms of tailed bacteriophages. Nat. Rev. Microbiol. 16, 760–773 (2018).
 12. Hobbs, Z. & Abedon, S. T. Diversity of phage infection types and associated terminology: the problem with ‘Lytic or lysogenic’. 

FEMS Microbiol. Lett. 363, fnw047 (2016).
 13. Gordillo Altamirano, F. L. & Barr, J. J. Phage Therapy in the Postantibiotic Era. Clin. Microbiol. Rev. 32, e00066-18 (2019).
 14. Egido, J. E., Costa, A. R., Aparicio-Maldonado, C., Haas, P.-J. & Brouns, S. J. J. Mechanisms and clinical importance of bacteriophage 

resistance. FEMS Microbiol. Rev. 46, fuab048 (2022).
 15. Denes, T., den Bakker, H. C., Tokman, J. I., Guldimann, C. & Wiedmann, M. Selection and characterization of phage-resistant 

mutant strains of listeria monocytogenes reveal host genes linked to phage adsorption. Appl. Environ. Microbiol. 81, 4295–4305 
(2015).

 16. Burmeister, A. R. et al. Pleiotropy complicates a trade-off between phage resistance and antibiotic resistance. Proc. Natl. Acad. Sci. 
U.S.A. 117, 11207–11216 (2020).

 17. Gordillo Altamirano, F. et al. Bacteriophage-resistant Acinetobacter baumannii are resensitized to antimicrobials. Nat. Microbiol. 
6, 157–161 (2021).

 18. Duerkop, B. A., Huo, W., Bhardwaj, P., Palmer, K. L. & Hooper, L. V. Molecular basis for lytic bacteriophage resistance in Entero-
cocci. mBio 7, e01304-16 (2016).

 19. Eugster, M. R. et al. Bacteriophage predation promotes serovar diversification in L isteria monocytogenes: Bacteriophage influences 
Listeria serovars. Mol. Microbiol. 97, 33–46 (2015).

 20. Trudelle, D. M., Bryan, D. W., Hudson, L. K. & Denes, T. G. Cross-resistance to phage infection in Listeria monocytogenes serotype 
1/2a mutants. Food Microbiol. 84, 103239 (2019).

 21. Wright, R. C. T., Friman, V.-P., Smith, M. C. M. & Brockhurst, M. A. Functional diversity increases the efficacy of phage combina-
tions. Microbiology 167, 1 (2021).

 22. Qin, S. et al. Pseudomonas aeruginosa: Pathogenesis, virulence factors, antibiotic resistance, interaction with host, technology 
advances and emerging therapeutics. Sig. Transduct. Target Ther. 7, 199 (2022).

 23. Blomquist, K. C. & Nix, D. E. A critical evaluation of newer β-lactam antibiotics for treatment of Pseudomonas aeruginosa infec-
tions. Ann. Pharmacother. 55, 1010–1024 (2021).

 24. Hall, A. R., De Vos, D., Friman, V.-P., Pirnay, J.-P. & Buckling, A. Effects of sequential and simultaneous applications of bacterio-
phages on populations of pseudomonas aeruginosa In Vitro and in Wax Moth Larvae. Appl. Environ. Microbiol. 78, 5646–5652 
(2012).

 25. Alves, D. R. et al. A novel bacteriophage cocktail reduces and disperses P seudomonas aeruginosa biofilms under static and flow 
conditions: Bacteriophages to treat P. aeruginosa biofilms. Microbial. Biotechnol. 9, 61–74 (2016).

 26. Ackermann, H.-W. 5500 Phages examined in the electron microscope. Arch. Virol. 152, 227–243 (2007).
 27. Rohde, C. et al. Expert opinion on three phage therapy related topics: Bacterial phage resistance, phage training and prophages in 

bacterial production strains. Viruses 10, 178 (2018).
 28. Henry, M., Lavigne, R. & Debarbieux, L. Predicting In Vivo efficacy of therapeutic bacteriophages used to treat pulmonary infec-

tions. Antimicrob. Agents Chemother. 57, 5961–5968 (2013).
 29. Xie, Y. et al. Differential bacteriophage efficacy in controlling salmonella in cattle hide and soil models. Front. Microbiol. 12, 657524 

(2021).
 30. Bankevich, A. et al. SPAdes: A new genome assembly algorithm and its applications to single-cell sequencing. J. Comput. Biol. 19, 

455–477 (2012).
 31. Yuan, Y. & Gao, M. Jumbo bacteriophages: An overview. Front. Microbiol. 8, 1 (2017).
 32. Stothard, P. & Wishart, D. S. Circular genome visualization and exploration using CGView. Bioinformatics 21, 537–539 (2005).
 33. Arndt, D. et al. PHASTER: A better, faster version of the PHAST phage search tool. Nucl. Acids Res. 44, W16–W21 (2016).
 34. Lukashin, A. GeneMark.hmm: New solutions for gene finding. Nucl. Acids Res. 26, 1107–1115 (1998).
 35. Overbeek, R. et al. The SEED and the rapid annotation of microbial genomes using subsystems technology (RAST). Nucl. Acids 

Res. 42, D206–D214 (2014).
 36. Chan, P. P. & Lowe, T. M. tRNAscan-SE: Searching for tRNA Genes in Genomic Sequences. in Gene Prediction (ed. Kollmar, M.) 

vol. 1962 1–14 (Springer New York, 2019).
 37. Albers, S. & Czech, A. Exploiting tRNAs to boost virulence. Life 6, 4 (2016).

http://www.ncbi.nlm.nih.gov/nuccore/OP875100
http://www.ncbi.nlm.nih.gov/nuccore/2419105936
http://www.ncbi.nlm.nih.gov/nuccore/2419105936


12

Vol:.(1234567890)

Scientific Reports |         (2023) 13:8921  | https://doi.org/10.1038/s41598-023-36034-2

www.nature.com/scientificreports/

 38. Tian, L., Shen, X., Murphy, R. W. & Shen, Y. The adaptation of codon usage of +ssRNA viruses to their hosts. Infect. Genet. Evol. 
63, 175–179 (2018).

 39. Henry, M. et al. The search for therapeutic bacteriophages uncovers one new subfamily and two new genera of pseudomonas-
infecting myoviridae. PLoS ONE 10, e0117163 (2015).

 40. Pan, X. et al. Genetic evidence for O-specific antigen as receptor of Pseudomonas aeruginosa Phage K8 and its genomic analysis. 
Front. Microbiol. 7, 1 (2016).

 41. Le, S. et al. Chromosomal DNA deletion confers phage resistance to Pseudomonas aeruginosa. Sci. Rep. 4, 4738 (2014).
 42. Garbe, J., Bunk, B., Rohde, M. & Schobert, M. Sequencing and Characterization of Pseudomonas aeruginosa phage JG004. BMC 

Microbiol. 11, 102 (2011).
 43. Kwiatek, M. et al. Isolation of bacteriophages and their application to control Pseudomonas aeruginosa in planktonic and biofilm 

models. Res. Microbiol. 168, 194–207 (2017).
 44. Lu, S. et al. Genomic and proteomic analyses of the terminally redundant genome of the pseudomonas aeruginosa Phage PaP1: 

Establishment of genus PaP1-like Phages. PLoS ONE 8, e62933 (2013).
 45. Shaer Tamar, E. & Kishony, R. Multistep diversification in spatiotemporal bacterial-phage coevolution. Nat Commun 13, 7971 

(2022).
 46. Markwitz, P. et al. Emerging phage resistance in Pseudomonas aeruginosa PAO1 is accompanied by an enhanced heterogeneity 

and reduced virulence. Viruses 13, 1332 (2021).
 47. Li, N. et al. Characterization of Phage resistance and their impacts on bacterial fitness in Pseudomonas aeruginosa. Microbiol. 

Spectr. 10, e02072-e2122 (2022).
 48. Menon, N. D. et al. Increased innate immune susceptibility in hyperpigmented bacteriophage-resistant mutants of Pseudomonas 

aeruginosa. Antimicrob Agents Chemother 66, e00239-e322 (2022).
 49. Koderi Valappil, S. et al. Survival comes at a cost: A coevolution of phage and its host leads to phage resistance and antibiotic 

sensitivity of pseudomonas aeruginosa multidrug resistant strains. Front. Microbiol. 12, 783722 (2021).
 50. Wannasrichan, W. et al. Phage-resistant Pseudomonas aeruginosa against a novel lytic phage JJ01 exhibits hypersensitivity to 

colistin and reduces biofilm production. Front. Microbiol. 13, 1004733 (2022).
 51. Labrie, S. J., Samson, J. E. & Moineau, S. Bacteriophage resistance mechanisms. Nat. Rev. Microbiol. 8, 317–327 (2010).
 52. Aslam, S. et al. Lessons learned from the first 10 consecutive cases of intravenous bacteriophage therapy to treat multidrug-resistant 

bacterial infections at a single center in the United States. Open Forum Infect. Dis. 7, 389 (2020).
 53. Schooley, R. T. et al. Development and use of personalized bacteriophage-based therapeutic cocktails to treat a patient with a 

disseminated resistant Acinetobacter baumannii infection. Antimicrob. Agents Chemother. 61, e00954-e1017 (2017).
 54. Olszak, T. et al. Pseudomonas aeruginosa PA5oct Jumbo Phage impacts planktonic and biofilm population and reduces its host 

virulence. Viruses 11, 1089 (2019).
 55. Oechslin, F. et al. Synergistic interaction between phage therapy and antibiotics clears Pseudomonas aeruginosa infection in endo-

carditis and reduces virulence. INFDIS jiw632 (2016). https:// doi. org/ 10. 1093/ infdis/ jiw632.
 56. Guerrero-Bustamante, C. A., Dedrick, R. M., Garlena, R. A., Russell, D. A. & Hatfull, G. F. Toward a Phage Cocktail for Tuberculosis: 

Susceptibility and Tuberculocidal Action of Mycobacteriophages against Diverse Mycobacterium tuberculosis Strains. mBio 12, 
e00973-21 (2021).

 57. Chaikeeratisak, V. et al. The phage nucleus and tubulin spindle are conserved among large Pseudomonas Phages. Cell Rep. 20, 
1563–1571 (2017).

 58. Chaikeeratisak, V. et al. Assembly of a nucleus-like structure during viral replication in bacteria. Science 355, 194–197 (2017).
 59. Chaikeeratisak, V. et al. Viral capsid trafficking along treadmilling tubulin filaments in bacteria. Cell 177, 1771-1780.e12 (2019).
 60. Chaikeeratisak, V. et al. Subcellular organization of viral particles during maturation of nucleus-forming jumbo phage. Sci. Adv. 

8, eabj9670 (2022).
 61. Thammatinna, K. et al. A novel vibriophage exhibits inhibitory activity against host protein synthesis machinery. Sci. Rep. 10, 2347 

(2020).
 62. Kraemer, J. A. et al. A Phage Tubulin Assembles Dynamic Filaments by an Atypical Mechanism to Center Viral DNA within the 

Host Cell. Cell 149, 1488–1499 (2012).
 63. Htoo, H. H. et al. Bacterial cytological profiling as a tool to study mechanisms of action of antibiotics that are active against Aci-

netobacter baumannii. Antimicrob. Agents Chemother. 63, e02310-e2318 (2019).
 64. Samernate, T. et al. High-Resolution Bacterial Cytological Profiling Reveals Intrapopulation Morphological Variations upon 

Antibiotic Exposure. Antimicrob Agents Chemother. e01307–22 (2023) doi:https:// doi. org/ 10. 1128/ aac. 01307- 22.
 65. Mendoza, S. D. et al. A bacteriophage nucleus-like compartment shields DNA from CRISPR nucleases. Nature 577, 244–248 (2020).
 66. Chaikeeratisak, V., Birkholz, E. A. & Pogliano, J. The Phage Nucleus and PhuZ Spindle: Defining Features of the Subcellular 

Organization and Speciation of Nucleus-Forming Jumbo Phages. Front. Microbiol. 12, 641317 (2021).
 67. Malone, L. M. et al. A jumbo phage that forms a nucleus-like structure evades CRISPR–Cas DNA targeting but is vulnerable to 

type III RNA-based immunity. Nat. Microbiol. 5, 48–55 (2020).
 68. Chaikeeratisak, V. et al. Viral speciation through subcellular genetic isolation and virogenesis incompatibility. Nat. Commun. 12, 

342 (2021).
 69. Blasco, L. et al. Development of an Anti-Acinetobacter baumannii Biofilm Phage Cocktail: Genomic Adaptation to the Host. 

Antimicrob. Agents Chemother. 66, e01923-e2021 (2022).
 70. Yu, H. et al. A phage cocktail in controlling phage resistance development in multidrug resistant Aeromonas hydrophila with great 

therapeutic potential. Microb. Pathog. 162, 105374 (2022).
 71. Fazzino, L., Anisman, J., Chacón, J. M. & Harcombe, W. R. Phage cocktail strategies for the suppression of a pathogen in a cross-

feeding coculture. Microb. Biotechnol. 13, 1997–2007 (2020).
 72. Wang, X. et al. Phage combination therapies for bacterial wilt disease in tomato. Nat. Biotechnol. 37, 1513–1520 (2019).
 73. Lood, C., Haas, P.-J., van Noort, V. & Lavigne, R. Shopping for phages? Unpacking design rules for therapeutic phage cocktails. 

Curr. Opin. Virol. 52, 236–243 (2022).
 74. Lood, C. et al. Digital phagograms: Predicting phage infectivity through a multilayer machine learning approach. Curr. Opin. Virol. 

52, 174–181 (2022).
 75. Sunthornthummas, S., Doi, K., Rangsiruji, A., Sarawaneeyaruk, S. & Pringsulaka, O. Isolation and characterization of Lactobacillus 

paracasei LPC and phage ΦT25 from fermented milk. Food Control 73, 1353–1361 (2017).
 76. Kropinski, A. M. Practical Advice on the One-Step Growth Curve. in Bacteriophages (eds. Clokie, M. R. J., Kropinski, A. M. & 

Lavigne, R.) vol. 1681 41–47 (Springer New York, 2018).
 77. Schindelin, J. et al. Fiji: An open-source platform for biological-image analysis. Nat. Methods 9, 676–682 (2012).
 78. McQuin, C. et al. CellProfiler 3.0: Next-generation image processing for biology. PLoS Biol 16, e2005970 (2018).
 79. Pedregosa, F. et al. Scikit-learn: Machine Learning in Python. Preprint at http:// arxiv. org/ abs/ 1201. 0490 (2018).
 80. Caicedo, J. C. et al. Data-analysis strategies for image-based cell profiling. Nat. Methods 14, 849–863 (2017).
 81. McInnes, L., Healy, J. & Melville, J. U. M. A. P. Uniform Manifold Approximation and Projection for Dimension Reduction. https:// 

doi. org/ 10. 48550/ ARXIV. 1802. 03426 (2018).
 82. Silva, Y. J. et al. Phage therapy as an approach to prevent Vibrio anguillarum infections in fish larvae production. PLoS ONE 9, 

e114197 (2014).

https://doi.org/10.1093/infdis/jiw632
https://doi.org/10.1128/aac.01307-22
http://arxiv.org/abs/1201.0490
https://doi.org/10.48550/ARXIV.1802.03426
https://doi.org/10.48550/ARXIV.1802.03426


13

Vol.:(0123456789)

Scientific Reports |         (2023) 13:8921  | https://doi.org/10.1038/s41598-023-36034-2

www.nature.com/scientificreports/

 83. Higuera, G., Bastías, R., Tsertsvadze, G., Romero, J. & Espejo, R. T. Recently discovered Vibrio anguillarum phages can protect 
against experimentally induced vibriosis in Atlantic salmon, Salmo salar. Aquaculture 392–395, 128–133 (2013).

 84. Brown, J., Pirrung, M. & McCue, L. A. FQC Dashboard: Integrates FastQC results into a web-based, interactive, and extensible 
FASTQ quality control tool. Bioinformatics 33, 3137–3139 (2017).

 85. Bolger, A. M., Lohse, M. & Usadel, B. Trimmomatic: A flexible trimmer for Illumina sequence data. Bioinformatics 30, 2114–2120 
(2014).

 86. Kleinheinz, K. A., Joensen, K. G. & Larsen, M. V. Applying the ResFinder and VirulenceFinder web-services for easy identification 
of acquired antibiotic resistance and E. coli virulence genes in bacteriophage and prophage nucleotide sequences. Bacteriophage 
4, e27943 (2014).

 87. Sullivan, M. J., Petty, N. K. & Beatson, S. A. Easyfig: a genome comparison visualizer. Bioinformatics 27, 1009–1010 (2011).
 88. Katoh, K., Rozewicki, J. & Yamada, K. D. MAFFT online service: multiple sequence alignment, interactive sequence choice and 

visualization. Brief. Bioinform. 20, 1160–1166 (2019).
 89. Letunic, I. & Bork, P. Interactive Tree Of Life (iTOL) v5: An online tool for phylogenetic tree display and annotation. Nucl. Acids 

Res. 49, W293–W296 (2021).

Acknowledgements
This research is funded by National Research Council of Thailand (NRCT) and Chulalongkorn uni-
versity: N41A640136 (VC), Thailand Science research and Innovation Fund Chulalongkorn University 
(HEA662300077) (VC), and NRCT and Mahidol University: N42A650368 (PN). A.N. was financially supported 
by the Postdoctoral Fellowship, Ratchadapisek Somphot Fund, and W.W. was supported by Second Century Fund 
(C2F) of Chulalongkorn University. We acknowledge the support for scientific instruments by the Japan Science 
and Technology Agency (JST)/Japan International Cooperation Agency (JICA), Science and Technology Research 
Partnership for Sustainable Development, SATREPS JPMJSA1806 (VC). We would like to thank Mahidol Uni-
versity Frontier Research Facility (MU-FRF) for instrumentation support for DeltaVisionTM Ultra, Mahidol 
University for the fluorescent microscopy imaging. We also thank Assistant Professor Dr. Rattanaruji Pomwised, 
Division of Biological Science, Faculty of Science, and Associate Professor Saranyu Chusri, Department of 
Biomedical Sciences and Biomedical Engineering, Faculty of Medicine, Prince of Songkla University, Thailand.

Author contributions
Conceptualization: A.N., P.N., V.C.; Data curation: A.N., T.S.; Methodology: A.N., T.S., P.N., V.C.; Investigation: 
A.N., T.S., W.W., P.N., V.C.; Formal analysis: A.N., T.S., P.N., V.C.; Visualization: A.N., T.S., P.N., V.C.; Validation: 
A.N., T.S., P.N., V.C.; Writing—Original Draft: A.N., T.S., P.N., V.C.; Writing—Review & Editing: A.N., T.S., P.N., 
V.C.; Project administration: V.C.; Resources: K.S., P.N., V.C.; Supervision: P.N., V.C.; Funding acquisition: P.N., 
V.C. All authors reviewed the manuscript and approved the final version.

Competing interests 
The authors declare no competing interests.

Additional information
Supplementary Information The online version contains supplementary material available at https:// doi. org/ 
10. 1038/ s41598- 023- 36034-2.

Correspondence and requests for materials should be addressed to V.C.

Reprints and permissions information is available at www.nature.com/reprints.

Publisher’s note Springer Nature remains neutral with regard to jurisdictional claims in published maps and 
institutional affiliations.

Open Access  This article is licensed under a Creative Commons Attribution 4.0 International 
License, which permits use, sharing, adaptation, distribution and reproduction in any medium or 

format, as long as you give appropriate credit to the original author(s) and the source, provide a link to the 
Creative Commons licence, and indicate if changes were made. The images or other third party material in this 
article are included in the article’s Creative Commons licence, unless indicated otherwise in a credit line to the 
material. If material is not included in the article’s Creative Commons licence and your intended use is not 
permitted by statutory regulation or exceeds the permitted use, you will need to obtain permission directly from 
the copyright holder. To view a copy of this licence, visit http:// creat iveco mmons. org/ licen ses/ by/4. 0/.

© The Author(s) 2023

https://doi.org/10.1038/s41598-023-36034-2
https://doi.org/10.1038/s41598-023-36034-2
www.nature.com/reprints
http://creativecommons.org/licenses/by/4.0/

	Combination of genetically diverse Pseudomonas phages enhances the cocktail efficiency against bacteria
	Results and discussion
	Phage morphological and biological properties of phages SPA01 and SPA05. 
	Genomic characterization of phages SPA01 and SPA05. 
	Potential of phages SPA01 and SPA05 in P. aeruginosa suppression and formation of phage-resistant bacteria. 
	Phages SPA01 and SPA05 are genetically and mechanistically diverse from jumbophages PhiKZ and PhiPA3. 
	The combination of the nucleus-forming jumbophages with either phages SPA01 or SPA05 efficiently suppresses the growth of bacteria and reduces the frequency of bacterial revival. 
	Implications for phage cocktail design. 

	Conclusion
	Materials and methods
	Bacterial strains and growth conditions. 
	Phage isolation, amplification, host range, and transmission electron microscopy. 
	Phage adsorption and one-step growth curve. 
	Effects of temperature, and pH on phage viability. 
	Phage lytic ability and phage-resistant bacterial outgrowth. 
	Single-cell infection assay and image data analysis. 
	The bactericidal effect of the phage cocktail. 
	Determination of bacterial revival frequency. 
	Phage genome sequencing and analysis. 
	Statistics. 

	References
	Acknowledgements


