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Abstract

:

Pseudomonas syringae pv. actinidiae (Psa) is the causal agent of a bacterial canker in kiwifruit plants and has caused economic losses worldwide. Currently, the primary strategies to control this pathogen include the use of copper-based compounds and even antibiotics. However, the emergence of isolates of Psa that are resistant to these agrochemicals has raised the need for new alternatives to control this pathogen. Bacteriophages have been proposed as an alternative to control bacterial infections in agriculture, including Psa. Here, we show the isolation and characterization of 13 phages with the potential to control Psa infections in kiwifruit plants. The phages were characterized according to their host range and restriction fragment length polymorphism (RFLP) pattern. Four phages were selected according to their lytic effect on the bacteria and their tolerance to different environmental conditions of pH (4–7), temperature (4–37 °C), and solar radiation exposure (30 and 60 min). The selected phages (CHF1, CHF7, CHF19, and CHF21) were sequenced, revealing a high identity with the podophage of Psa phiPSA2. In vitro assays with kiwifruit leaf samples demonstrated that the mixture of phages reduced the Psa bacterial load within three hours post-application and was able to reduce the damage index in 50% of cases. Similarly, assays with kiwifruit plants maintained in greenhouse conditions showed that these phages were able to reduce the Psa bacterial load in more than 50% of cases and produced a significant decrease in the damage index of treated plants after 30 days. Finally, none of the selected phages were able to infect the other bacteria present in the natural microbiota of kiwifruit plants. These results show that bacteriophages are an attractive alternative to control Psa infections in kiwifruit plants.






Keywords:


bacteriophage; kiwifruit; Psa; Pseudomonas syringae; Pseudomonas syringae pv. actinidiae












1. Introduction


The nutritional value of kiwifruit is associated with a high content of antioxidants, vitamins, flavonoids, and minerals, positioning this fruit as an excellent functional food for the prevention of cardiovascular diseases and even cancer [1,2]. Kiwifruit represents between 0.2 and 0.3% of total fresh fruit production worldwide. Fuzzy kiwifruit (Actinidia deliciosa) alone generates 1.8 million tons of production per year. Chile, Italy, and New Zealand are the world’s largest exporters of kiwifruit, and together they represent approximately 80% of the exportations [3]. The intensive production of kiwifruit facilitates the appearance of phytopathogens, such as Pseudomonas syringae pv. actinidiae (Psa), which is the primary bacterial pathogen in this plant, generating economic losses of approximately 280 million USD [4]. This pathogen is the etiological agent of the bacterial canker in kiwifruit and has a worldwide distribution. Therefore, it is considered a pandemic [5]. According to the genetic and phenotypic analysis of different Psa isolates obtained worldwide, there are six biovars of Psa, of which Biovar 3 is responsible for the current pandemic outbreak [6,7].



During 2014, Chilean kiwifruit production reduced its exports by approximately 55% due to the heavy frosts experienced in the season and due to an outbreak of Psa [8]. The control methods against Psa include the adoption of Good Agricultural Practices (GAP) to reduce the proliferation of outbreaks, but, most importantly, the use of bactericidal compounds, such as copper and antibiotic formulations [9]. However, the appearance of Psa strains resistant to copper and antibiotics [10,11,12], together with the evidence of phytotoxicity caused by these compounds [13], has led to the search for new alternatives to control this pathogen.



Biocontrol strategies, such as the use of antagonistic bacteria, like Bacillus subtilis, Pantoea agglomerans, and Lactobacillus plantarum, have shown promising results against Psa in in vitro conditions [14,15,16]; however, the efficacy of this approach to control Psa infection in commercial field conditions was less consistent [15,17,18,19]. Bacteriophages have also been assayed as controlling agents against phytopathogens. Their specificity to kill the host bacteria and, in consequence, a reduced probability of producing dysbiosis on plants, and their non-toxic and self-replicating nature situate phages in a better position over antibiotics to control pathogenic bacteria in plants [20,21,22].



Several bacteriophages against different pathovars of Pseudomonas syringae have been reported [23,24,25]. Phages against P. syringae pv. actinidiae have been isolated in Italy [26], New Zealand [27,28,29], Korea [30] and China [31]. All these phages have been subjected to general characterization, showing the potential to control Psa in in vitro conditions. More recently, a study from Portugal also demonstrated that the phage phi6, obtained from the DSMZ collection (DSM 21518), has the potential to reduce the bacterial concentration of different Psa strains in ex vivo tests of kiwifruit tree leaves in laboratory conditions [32].



In this study, we show the characterization of four phages with the potential to control Psa in vitro and in vivo under greenhouse conditions, indicating that bacteriophages are a promising alternative for the biocontrol of Psa, to reduce the symptoms and bacterial load in kiwifruit plants.




2. Materials and Methods


2.1. Bacterial Strains and Culture Conditions


Pseudomonas syringae pv. actinidiae (Psa) Chilean isolates were obtained from the Agricultural and Livestock Service (SAG) and characterized in a previous study [33]. The Psa strains used for phage isolation were Psa889, Psa386, Psa189, Psa233, and Psa381. The specificity of phages was tested with the bacterial strains Pseudomonas putida KT2442, Pseudomonas aeruginosa PAO1, Pseudomonas antartica S63, and the commensal kiwifruit bacterial isolates Exiguobacterium sp., Bacillus sp., and Pantoea sp. All the strains belonged to the bacterial collection of the Laboratory of Microbiology of the Pontificia Universidad Católica de Valparaíso (PUCV). The bacteria were grown at 25 °C in liquid and solid (1.5% agar) lysogeny broth (LB) medium at 180 rpm when necessary. A Double-agar assay was performed as described previously [34]. Briefly, 500 µL of an early exponential bacterial culture (OD600 nm = 0.2) was added to 3 mL of soft agar (LB, 0.6% agar) maintained at 50 °C. After gentle mixing, the culture was poured onto LB-agar plates to form a bacterial top-agar layer, left to solidify at room temperature, and incubated at 25 °C for 18 h.




2.2. Bacteriophage Isolation, Propagation, and Concentration


Soil samples were facilitated by SAG, and obtained from kiwi orchards that were positive for Psa. Water samples (creeks and lagoons with different locations) were collected from the central–southern zone of Chile (Regions of Valparaíso, O’Higgins, Maule, and Metropolitana). The samples for phage isolation were treated as follows: 5 g of soil samples were mixed with 45 mL of PBS buffer (137 mM NaCl, 3 mM KCl, 7 mM Na2HPO4, and 1.5 mM KH2PO4, at pH 7.2–7.4) and centrifuged (10,000× g for 10 min at 4 °C). The supernatant (5 mL) was mixed with 30 mL of the corresponding Psa culture and incubated at 25 °C.



In the case of the water samples, 300 mL was mixed with 30 mL of a Psa exponential culture and incubated at 25 °C for enrichment. The debris was removed by centrifugation, and 100 µL of the supernatant was added to a Psa soft-agar lawn. Lytic plaques that displayed unique morphology were isolated three times using the streaking method to assure the isolation of unique phage clones. Phage propagation was performed by suspending a lytic plaque in 1 mL SM buffer (10 mM Tris–HCl, pH 7.5; 100 mM NaCl; and 10 mM MgSO4), which was then mixed with 100 mL of the corresponding Psa culture (OD 600 nm = 0.3) and incubated overnight at 25 °C. The lysates were centrifuged (10,000× g for 30 min at 4 °C), and the filtered supernatant (a 0.22-µm-pore-size filter) was stored at 4 °C. The phage particles from the lysates were precipitated with 10% (w/v) polyethylene glycol (PEG 8000) in 1 M NaCl at 4 °C for 10 h and then centrifuged (10,000× g, 10 min, 4 °C). The phage pellets were suspended in 500 µL of SM buffer, and chloroform was added at 1% w/w proportion. The phage preparations were then vortexed and centrifuged (13,000× g for 10 min at 4 °C), and the supernatant was stored at 4 °C until use. The phage titer (PFU/mL) was determined using a standard double layer agar assay as described previously [34].




2.3. Bacteriophage Viability under Different Conditions


To determine the survival of the phages under different temperatures, each phage suspended in SM buffer was incubated at 4, 18, and 37 °C for 1 h. For survival under different pH conditions, the phages were suspended in 1 mL SM buffer, previously adjusted with 1 M NaOH or 1 M HCl, to yield a pH range from 4.0 to 6.0 and then incubated at 25 °C for 1 h. In the case of survival under solar radiation, phages in SM buffer were exposed to the sun during a day with a solar UV index of level 8 for 30–60 min. After incubation in each condition, serial dilutions of the treated phage samples were titered with the corresponding Psa host in a double-layer-agar assay. All the assays were carried out in biological triplicate.




2.4. Molecular and Morphological Characterization of Bacteriophages


Genomic bacteriophage DNA extraction was performed with a phage DNA isolation kit (Norgen Biotek Corp., Thorold, ON, Canada) according to the manufacturer’s instructions. Restriction fragment length polymorphism (RFLP) analysis was performed by digesting the phage DNA with the enzymes HhaI and MspI (NEB) according to the manufacturer’s instructions. The restriction patterns were visualized in bisacrylamide:acrylamide gels (12%) with silver staining. The restriction patterns were analyzed using the software PyElph [35]. The phage genomes were sequenced on Illumina Hiseq 2000 (Illumina Inc., San Diego, CA, USA) at Macrogen Inc. (Seoul, Korea). The reads were processed for the removal of sequencing adapters, quality trimming (Q > 30), and assembling of paired-end reads using Geneious R11 software (www.geneious.com) [36].



The phages were assembled following a de novo strategy and the results were then confirmed performing a new assembling using the phage phiPSA2 as a reference genome [26]. Contigs of putative assembled phage genomes were identified based on the high coverage by PHAge Search Tool—Enhanced Release (PHASTER, http://phaster.ca/) [37]. Phage ORFs were identified by Geneious and PHASTER [36,37] and were annotated according to the maximum identity determined by BLASTP (NCBI). The accession numbers of the phage genomes in GeneBank (NCBI) were CHF1 (MN729595), CHF7 (MN729596), CHF17 (MN729600), CHF19 (MN729597), CHF21 (MN729598) and CHF33 (MN729599). Nucleotide alignment between the phage genomes was done using the Mauve tool [38], and genome alignment representation was done with BLASTn and EasyFig [39]. The morphology of the phages was determined through transmission electron microscopy (Phillips Tecnai 12, Biotwin), and they were negatively stained with 2% aqueous uranyl acetate (pH 4.0). Images were captured with a SIS CCD camera Megaview (Olympus Corp., Tokyo, Japan) in the Advanced Microscopy Unity of Pontificia Universidad Católica de Chile.




2.5. Infection Curves, Bacteriophage Host Range Analysis, and Resistance Frequency


Infection curves were performed by adding 200 µL of each phage preparation to the corresponding early exponential Psa culture (103 CFU/mL) using the multiplicity of infections (MOIs) of 0.1, one, and 10. Infection curves were performed in 96 multi-well plates at 25 °C over 20 h in a microplate spectrophotometer Infinite RM200 NanoQuant (TECAN). The OD (600 nm) was taken every 30 min. The corresponding Psa host cultures without phages were used as controls. The host range determination was performed though a spot test and a standard double layer assay [34]. The lytic activity of the phages was classified into four categories: strong activity (complete clear lysis plaque); medium activity (clear throughout but with faintly hazy background lysis plaque); light activity (turbid lysis plaque); and no activity (no lysis plaque observed). To obtain the bacterial resistance frequency, a culture of the bacterial host at OD 0.1 (~107 CFU/mL) was infected with the corresponding phage (MOI > 100). After 10 min of incubation, serial dilutions of the cultures were plated in a solid medium previously inoculated with phages; therefore, only resistant bacteria will be able to grow. In parallel, bacterial cultures inoculated with an equal volume of fresh medium were used as controls. After 48 h of incubation, the frequency of resistance was obtained by calculating the ratio between the concentration of the corresponding Psa strain grown in the presence or absence of the phage [40]. All assays were performed in biological and technical triplicate.




2.6. Efficacy of Bacteriophage Cocktail in Psa Control on Kiwifruit


In vitro assays to evaluate the effect of phages in the Psa load were performed with leaf discs (2 cm diameter). The discs were obtained from healthy kiwifruit plants (Actinidia chinensis var. deliciosa “Hayward”). The surfaces of the discs were disinfected with sodium hypochlorite 1% and washed twice with sterile distilled water. Subsequently, the discs were placed in humidity chambers and inoculated individually with three drops of 10 µL of Psa743 isolate (1 × 106 CFU/mL). The phage cocktail was added two hours after Psa with a MOI of 10. Leaf discs only infected with Psa were used as a control group. The Psa bacterial load was determined by homogenizing leaf disc samples in 1 mL of magnesium buffer (10 mM MgSO4) following serial dilutions and plating on a solid medium for the determination of the Psa concentration (CFU/mL). The quantification of bacteriophages (PFU/mL) was performed with a double-agar layer plaque assay with a Psa 743 isolate as the indicator strain.



The assays to evaluate the effect of phages in the damage produced by Psa over the leaf discs were performed according to the protocol described by Prencipe et al. (2018) [41], with some modifications. Briefly, a disinfected kiwifruit leaf disc was deposited in a six-well plate containing 10 mL of sterile distilled water supplemented with cycloheximide (100 μg/mL) to avoid fungus growth. The leaf discs were infected with three equidistant drops of 15 μL of Psa 743 suspended in magnesium buffer (10 mM MgSO4) (1 × 108 CFU/mL). After two hours, 15 μL of the phage cocktail suspension (MOI = 10) was added directly on the leaf discs, then they were incubated at 20 °C. In the corresponding cases, the phage cocktail was inoculated again at 24, 48, and 72 h. Damage in the leaf discs was evaluated after three days using the Disease Index (DI) (0–4) scale proposed by Prencipe et al. 2018 [41]. All experiments were performed in biological and technical triplicate, evaluating a total of 18 discs for each condition. Leaf discs inoculated with sterile deionized water were used as a control. Statistical analysis was performed using one-way ANOVA and Tukey’s multiple comparisons test with p ≤ 0.05.



The in vivo experiments were performed with two-year old kiwifruit plants (A. chinensis var. deliciosa “Hayward”) maintained under greenhouse-controlled conditions (20 °C ± 2 and a natural photoperiod). To evaluate the effect of the phages in the reduction in the Psa load, the plants were infected with a bacterial suspension of Psa in magnesium buffer (106 CFU/mL) by spraying the suspension directly over the surface of the plant leaves. The relative humidity was raised to approximately 100% for up to 72 h after inoculation to promote Psa invasion and then reduced to near 70% [42]. After 2 h post-infection (hpi), the cocktail of phages was added to the plants with a MOI of 10 by spraying. A second dose of the cocktail of phages was added 20 hpi in the indicated cases. After 24 h, the Psa bacterial load was determined from 1 g of leaves macerated in 1 mL magnesium buffer, which was then used for serial dilutions determination of Psa concentration (CFU/mL).



Two independent experiments were performed to evaluate the biocontrol effect of phages in kiwifruit plants infected with Psa. Each experiment included five plants per treatment and five infected leaves per plant, evaluating a total of 50 leaves for each treatment. In this case, the plants were infected as described above but with a mixture of three Psa strains (Psa 743, Psa 889, and Psa 598) (108 CFU/mL/leaf). The phages were added, as described above, 1 h post-infection using a MOI of 10 (108 PFU/mL/leaf). Copper sulfate was added following the dose and recommendations of the manufacturer, and plants not infected with Psa were used as a control. All the plants were properly labeled and then randomly distributed in the greenhouse. After 30 days, the damage index on leaves (0–5) was assigned according to the scale proposed by Prencipe et al. 2018 [41], and the Psa load was determined as described above. Statistical analysis was performed using one-way ANOVA and Tukey’s multiple comparisons test with p ≤ 0.05.





3. Results


3.1. Isolation and Selection of Bacteriophages against Pseudomonas syringae pv. actinidiae


The phages were isolated using different strains of Psa biovar 3 obtained from Chilean kiwifruit orchards as the host [33]. Fourteen bacteriophages were isolated from soil and water samples collected from agricultural regions of Central-South Chile. Bacteriophages were named as vB_PsaP-CHF and a number corresponding to the sample number. Throughout the document, the phages will be referred to as CHF and the corresponding number (see Supplementary Table S1). All bacteriophages have a double-stranded DNA genome, and an RFLP analysis with the enzymes HhaI and MspI revealed very similar patterns between them, distinguishing only slight differences on specific bands (Figure S1). Similarly, a host range assay revealed that all bacteriophages were able to infect the 18 different Psa isolates included in this study, and the phages CHF21, CHF30, and CHF33 were observed with more lytic activity against all the isolates (Supplementary Table S1).



Considering the potential application of the phages as antimicrobials against Psa in kiwifruit orchards, the isolated phages were exposed to different environmental conditions of pH, temperature, and solar radiation to evaluate their survival. The results show that the phages demonstrated different tolerances to acidic conditions, with some phages, such as CHF4, CHF15, and CHF16, showing a significant reduction by more than two orders of magnitude in their titer after 1 h of exposure to pH 4 and 5, while other phages, such as CHF1 and CHF7, were able to endure these conditions (Figure 1A).



The survival of the phages was also evaluated after 1 h of incubation at 37, 18, and 4 °C. In the majority of cases, the survival of the phages was not affected under these conditions. However, at 37 °C, the phages CHF1 and CHF30 showed a reduction in their titer in more than one order of magnitude to 1.5 × 105 PFU/mL and 1.4 × 105 PFU/mL, respectively (Figure 1B). The phages were not exposed to higher temperatures because they are not commonly expected during the Psa infection period. Finally, most of the phages showed a reduction in their titer after exposure to solar radiation (UV radiation level 8), which increased with the exposure time (Figure 1C). The phages CHF4 and CHF18 appeared to be the most affected, showing a reduction in their titer in more than one order of magnitude to 4 × 104 PFU/mL for the first and 1.2 × 104 PFU/mL the second, after 30 min of exposition. During the same period, the phages CHF7 and CHF30 did not show a significant reduction in their titer. However, after 60 min of exposure, their titer decreased to 1.9 × 103 PFU/mL and 3.7 × 104 PFU/mL, respectively.



Interestingly, some phages, such as CHF17 and CHF 19, among others, showed no differences in their titer between 30 and 60 min of exposition to solar radiation. These results indicate that all the phages retained activity after exposure to conditions that can be associated with kiwifruit production; however, some of them presented more tolerance than others. After consideration of the results obtained at this point, the bacteriophages CHF1, CHF7, CHF17, CHF19, CHF21, and CHF33 were selected for further characterization and to evaluate their effectiveness for the biocontrol of Psa through in vitro and in vivo assays in greenhouse conditions.




3.2. Genomic and Phenotypic Characterization of Selected Psa Bacteriophages


All the selected phages produced large clear lytic plaques in Psa lawns, but occasionally small size plaques were also observed (Figure 2A) (CHF1, CHF7, CHF17, CHF19, CHF21, and CHF33). All phages belong to the Podoviridae family according to their virion morphology, with a head of 60 ± 0.6 nm of diameter (Figure 2B). The genome of the selected phages was sequenced using NGS with a sequence coverage above 1000 for each phage. The phages have a genome size ranging between 40,557 and 40,999 bp, flanked by direct terminal repeats (DTRs) of 216 bp and a GC% near 57% (Figure 3, Supplementary Table S2). An alignment between the genomes showed that these phages shared at least 96.6% nucleotide identity. The phages CHF1 with CHF33, and CHF19 with CHF17 shared nucleotide identity of 99.96% and 99.99%, respectively (Supplementary Table S3). This analysis showed that all the sequenced phages were very close relatives and that the phages CHF1 with CHF33, and CHF19 with CHF17 were essentially the same phage. The phage CHF33 showed stronger lytic activity over different Psa isolates in comparison to CHF1 (18 vs. 14 isolates); however, the titers obtained during phage production were consistently higher in CHF1 and CHF19 than CHF33 and CHF17. Therefore, the latter phages were excluded from further experiments. The combination of the selected phages CHF1, CHF7, CHF19, and CHF21 demonstrated efficient infections in all the Psa isolates tested in the study (Supplementary Table S1).



The annotation of the genomes shows that all the Chilean Psa phages had a genome organization similar to T7-like phages, and similar to the Psa bacteriophage, phiPSA2, isolated in Italy [26], sharing identities ranging from 93.2% to 96.4% (Figure 3, Supplementary Table S2). In total, 48 ORFs were identified, and no genes coding for virulence factors or antibiotic resistance were found (Supplementary Table S4). Only the phages CHF1 and CHF33 contained an extra ORF (ORF 0), which was annotated as a hypothetical protein. In spite of the high genome identity between the phages, the analysis revealed differences in SNPs, and deletions/insertions were distributed in different regions of the genomes. These differences were found in the genes of RNA polymerase, DNA ligase, lysozyme, primase/helicase, DNA polymerase, tail fiber proteins, internal virion proteins, and hypothetical proteins, among others (Figure 3). Principal differences between the Psa phages proteins were detected in RNA polymerase (98.4% identity) and Internal virion protein D (97.9% identity) The genomic analysis suggested that these phages are closely related and to the phage phiPSA2. Whether these phages are the same phage or same species is a matter that surpasses the aims of this study and will be addressed in the discussion section (Section 4).




3.3. In Vitro Efficacy of Bacteriophages to Control Psa


The lytic activity of the phages CHF1, CHF7, CHF19, and CHF21 was evaluated through infection curves using the respective Psa host for each phage. The results show that all phages were able to clear the bacterial culture, even when a MOI of 0.1 was used (Figure 2C). The phage CHF1 was the most effective at lysing the bacterial culture within 2 h, while the phage CHF19 needed up to 6 h to clear the Psa culture. Considering the potential use of these phages as biocontrol agents against Psa, the frequency of bacteriophage resistant mutants was evaluated. The phages CHF1, CHF7, CHF19, and CHF21 selected for bacteriophage resistant mutants with a frequency of 4.79 × 10−6, 9.05 × 10−6, 9.3 × 10−6, and 3.28 × 10−6, respectively. In all cases, three different colony morphologies were observed (normal Psa-like, small, and smooth borders (data not shown)).



The potential of these phages as biocontrol agents for Psa was first evaluated under laboratory conditions with kiwifruit leaf samples. Our results show that a cocktail of phages CHF1, CHF7, CHF19, and CHF21 in equal proportion was able to reduce the bacterial load of Psa over leaves below our detection limit (20 UFC/mL) within 3 h post-infection (hpi), and remained undetected up to 24 hpi (Figure 4A). During the same period, the Psa load in the untreated leaves ranged between 105–107 UFC/mL. Bacteriophages were detectable throughout the entire experiment, showing an increase in their titer at 3 h, probably due to their replication in Psa (Figure 4A).



To evaluate if the cocktail of phages was able to protect kiwifruit leaves against the damage produced by Psa, an in vitro methodology proposed by Prencipe et al. (2018) [41] was implemented. The results show that these phages were also able to protect kiwifruit leaf discs from the damage produced by Psa. After three days, leaf discs that received the phage cocktail treatment presented an average damage index of 1.5, while the untreated discs presented a damage index of 2.9. Multiple doses of phage cocktail resulted in a damage index of 0.8, showing significant differences with the untreated discs (Figure 4B). No damage was observed in the control leaf disc groups that were not infected with Psa or treated with phages. These results suggest that this cocktail of bacteriophages had the potential to control the infection produced by Psa in kiwifruit tissue, reducing the bacterial load and symptomatology in leaves.




3.4. Specificity of Chilean Psa Bacteriophages


One of the advantages of bacteriophages over other antimicrobials used in agriculture is their specificity. Therefore, the lytic activity of the selected phages was tested against other bacterial species. Due to governmental regulations and the quarantine status of Psa in Chile, it was not possible to evaluate if these phages were able to infect other pathovars of Pseudomonas syringae. However, we did test if they were capable of infecting other bacteria isolated from healthy kiwifruit plants, together with other Pseudomonas species. None of these phages were able to infect any of the 15 isolated bacteria, including Exiguobacterium sp., Bacillus sp., and Pantoea sp, and neither Pseudomonas putida KT2442, Pseudomonas aeruginosa PAO1, or Pseudomonas antartica S63, suggesting that no native bacteria would be affected by these phages.




3.5. In Vivo Efficacy of Bacteriophages to Biocontrol Psa under Greenhouse Conditions


Two-year old Kiwifruit plants (A. chinensis var. deliciosa “Hayward”) maintained in greenhouse conditions were used to determine the potential of these phages to control Psa in vivo. The results show that the cocktail of phages was able to reduce the Psa load over kiwifruit leaves by more than 75% in comparison with the untreated plants after 24 h post-infection with Psa (Figure 5A). Despite this bacterial reduction, no significant differences were observed with simple or double-phage applications on the leaf surfaces.



To evaluate if the cocktail of phages was able to combat the disease produced by Psa in kiwifruit plants, two independent assays were performed. The assay also included a commercial copper sulfate used to control Psa as a comparison parameter. In a similar manner to the in vitro assays, after 30 days post-infection, the damage index of plant leaves infected with Psa, and not treated with phages, was 2.3. On the other hand, leaves that did receive the phage cocktail had a damage index of only 1.3 on average (Figure 5B). The symptoms in plants that received copper sulfate treatment presented a damage index of 2.06, similarly to that observed in plants that did not receive any antimicrobial treatment.



At the end of the assay, the bacterial Psa load was also evaluated, showing that the phage treated leaves presented more than a 70% reduction in Psa in comparison to the untreated leaves; however, these differences were not significant due to the high variability in the bacterial count between different leaves (Supplementary Figure S2). Conversely, with the observed symptomatology, the leaves treated with copper sulfate showed a strong reduction in their Psa load in comparison to the untreated plants and the phage treated plants. These differences will be discussed later. The joint analysis of these results confirmed the potential of these bacteriophages to control Psa infections in kiwifruit plants.





4. Discussion


This study presents the isolation and characterization of phages of Psa. The phages showed different degrees of tolerance to environmental conditions that can be associated with kiwifruit production and were able to infect different Chilean Psa isolates. The selected phages were very efficient at lysing bacterial cultures of this phytopathogen and exhibited great potential to control Psa infection in vitro and in planta when maintained under greenhouse conditions.



4.1. Phages against Psa


Initially, 13 phages were isolated, from which six were selected (CHF1, CHF7, CHF17, CHF19, CHF21, and CHF33) according to their host range, genotypification, and survival under different environmental conditions for further characterization and sequencing. The results show that the six phages belonged to the Podoviridae family. The sequenced genomes revealed that these phages shared nucleotide identities over 96% among them, with two couples (CHF1 and CHF33; and CHF17 and CHF19) that were essentially identical (>99.9% identity). This information correlates with the observations in the RFLP analysis (Supplementary Figure S1), where CHF1 share more similitude with CHF33 and CHF17 with CHF19. According to the recommendations of the International Committee of Taxonomy of Viruses (ICTV), these phages corresponded to variants of the same species [43]. The similar identity between these six phages could be explained by the high homogeneity observed among the Chilean Psa strains used as a host [33], although different bacterial isolates were used. A similar situation can be observed at a global scale as the current Psa pandemic is caused by biovar 3 of this phytopathogen [6,44] and the Chilean phages have homology with the phage phiPSA2 isolated in Italy [26], which is also homologous to the phage PPPL-1 isolated in Korea [30,45], and the phage phiPSA17 from New Zealand [27]. This information suggests that, as Psa biovar 3, its phages also have a global distribution.



In this context, it is not correct to claim that the mixture of these phages corresponds to a cocktail of different phages, but variants of the same phage species. Unfortunately, the information regarding the phage sequences was obtained in parallel with the in vitro and in vivo assays, restricting the chance of elaborating a more diverse cocktail. However, despite the high genomic identity of these phages, it is interesting to note the differences in their biological properties, such as the time needed to lyse the bacterial culture (Figure 2C) or different tolerances to environmental conditions (Figure 1). A similar phenomenon was previously described, in which phages with single nucleotide polymorphisms (SNPs) presented remarkable biological differences [46]. More studies would be needed to determine whether the mixture of the phages CHF1, CHF7, CHF19, and CHF21 has the properties of a phage cocktail, despite the high genome identity.




4.2. Phages as Biological Control Agents against Psa


To date, there are several reports of the experimental use of phages to control phytopathogens [20,21,47], and some companies such as OmniLytics (Omnilytics Inc., Sandy, UT, USA) or Enviroinvest (www.enviroinvest.net) are already at the commercialization stage of their phage-based products for agriculture. In all cases, the use of phages in the field is associated with different challenges, such as the tolerance to environmental conditions, including the soil pH, UV radiation, and temperature [48]. The results presented in this study show that all the phages retained their activity after 1 h of exposure to the different environmental conditions associated with kiwifruit production; however, they displayed different degrees of tolerance (Figure 1). These results were considered for the selection of phages used in the assays of biocontrol with kiwifruit leaves and plants.



According to the results, the selected phages were not able to infect other bacterial species present in kiwifruit plants grown in the greenhouse, nor other Pseudomonas species. However, other authors have shown that phages against Psa also infected other pathovars of P. syringae, such as pv. morsprunorum [25], pv. tabaci, pv. tomato, pv. phaseolicola [31], and even P. fluorescens [24]; therefore, Chilean Psa phages could possibly infect other P. syringae strains and pathovars as well.



Other Psa phages have shown the potential to eliminate Psa from bacterial cultures in laboratory conditions [26,27]. A study from Portugal reported that the phage phi6 was able to reduce the bacterial concentration of Psa in ex vivo tests over kiwifruit leaves in laboratory conditions [32]. In this regard, our study contributes to the general idea of using phages to control Psa, providing evidence that phages can prevent the damage produced by this phytopathogen in kiwifruit plants. The application of phages proved to be effective in reducing the Psa load and damage in leaf tissues through laboratory assays, also showing promising results regarding their effectiveness in combating the bacterial canker in kiwifruit plants.



The assays with phages did not include any excipients or formulations that would extend the survival of phages in the plant, which were undetectable after 48 h post-application. The short viability of phages on kiwifruit leaves could be an explanation of why leaves treated with copper sulfate had a lower Psa load than untreated plants and phage-treated plants. In contrast to the results observed with phages, copper remained on the leaves under greenhouse conditions, where the plants were not impacted by rain. In this scenario, the protective effect of the phages is restricted to the first steps of bacterial infection, likely before the plant invasion.



The development of formulations to increase the persistence of phages on leaf surfaces is a topic that has been explored before [47,49] and should be studied with the Chilean Psa phages, together with an evaluation of their effectiveness in orchards under real kiwifruit production conditions. In this regard, it is also essential to analyze the potential interactions (or interferences) between phages and other agrochemicals commonly used in agriculture, such as fertilizers, or even copper-based compounds [47].



In summary, the renewed attention being paid to phages for the control of pathogenic bacteria, and phytopathogens in particular, raises new challenges in relation to these topics [21]. Our results show that phages have a great potential to control Psa infections in kiwifruit plants. However, more studies are needed to provide a real alternative to control the Psa infections that are currently affecting the kiwifruit production industry.









Supplementary Materials


The following are available online at https://www.mdpi.com/2076-2607/8/7/974/s1, Figure S1: RFLP analysis of bacteriophage genomes. (A) Composed image of Genomic DNA of bacteriophages digested with the enzymes HhaI and MspI. Restriction patterns were separated and visualized by acrylamide:bis-acrylamide gels stained with silver nitrate. The name of the bacteriophages is indicated in the center of the figure. M: Molecular weight marker 100 bp (NEB). (B) Restriction pattern analysis of phage genomes digested with HhaI using the software PyElph. (C) Restriction pattern analysis of phage genomes digested with MspI using the software PyElph, Figure S2: Psa load on kiwifruit leaves after a 30 days assay with different treatments, Table S1: Susceptibility of Chilean Psa isolates to Chilean Psa phages, Table S2: Genomic characteristics of Chilean Psa phages, Table S3: Genome identity (%) between selected Chilean Psa phages, Table S4: Annotation of Psa Bacteriophages.





Author Contributions


Conceptualization, R.B., C.Y. and X.B.; methodology, R.B., C.Y., X.B., O.F., M.N., J.R. and M.L.; formal analysis, R.B., O.F., J.R. and M.L.; investigation, O.F., M.N., J.R., M.L. and P.S.; resources, R.B., C.Y., X.B. and P.S.; writing—original draft preparation, R.B., O.F., J.R. and M.L.; writing—review and editing, R.B., O.F., J.R., M.L., P.S., C.Y. and X.B. All authors have read and agreed to the published version of the manuscript.




Funding


This work was financially supported by FONDEF/II Concurso IDeA en Dos Etapas ID15I20032.




Acknowledgments


The authors wish to acknowledge the Agricultural and Livestock Service (SAG) for facilitating the Psa isolate collection, and the Chilean Kiwifruit Committee for their support and assistance.




Conflicts of Interest


The authors declare no conflict of interest. The funders had no role in the design of the study; in the collection, analyses, or interpretation of data; in the writing of the manuscript, or in the decision to publish the results.




References


	



Ciacci, C.; Russo, I.; Bucci, C.; Iovino, P.; Pellegrini, L.; Giangrieco, I.; Tamburrini, M.; Ciardiello, M.A. The kiwi fruit peptide kissper displays anti-inflammatory and anti-oxidant effects in in-vitro and ex-vivo human intestinal models. Clin. Exp. Immunol. 2014, 175, 476–484. [Google Scholar] [CrossRef] [PubMed]

	



Zhao, C.N.; Meng, X.; Li, Y.; Li, S.; Liu, Q.; Tang, G.Y.; Li, H.B. Fruits for prevention and treatment of cardiovascular diseases. Nutrients 2017, 9, 598. [Google Scholar] [CrossRef] [PubMed]

	



Guroo, I.; Wani, S.A.; Wani, S.M.; Ahmad, M.; Mir, S.A.; Masoodi, F.A. A Review of Production and Processing of Kiwifruit. J. Food Process. Technol. 2017, 8. [Google Scholar] [CrossRef]

	



Wicaksono, W.A.; Jones, E.E.; Casonato, S.; Monk, J.; Ridgway, H.J. Biological control of Pseudomonas syringae pv. actinidiae (Psa), the causal agent of bacterial canker of kiwifruit, using endophytic bacteria recovered from a medicinal plant. Boil. Control. 2018, 116, 103–112. [Google Scholar] [CrossRef]

	



McCann, H.C.; Li, L.; Liu, Y.; Li, D.; Pan, H.; Zhong, C.; Rikkerink, E.H.; Templeton, M.D.; Straub, C.; Colombi, E.; et al. Origin and Evolution of the Kiwifruit Canker Pandemic. Genome Boil. Evol. 2017, 9, 932–944. [Google Scholar] [CrossRef]

	



Ferrante, P.; Scortichini, M. Redefining the global populations of Pseudomonas syringaepv. actinidiaebased on pathogenic, molecular and phenotypic characteristics. Plant Pathol. 2014, 64, 51–62. [Google Scholar] [CrossRef]

	



Fujikawa, T.; Sawada, H. Genome analysis of Pseudomonas syringae pv. actinidiae biovar 6, which produces the phytotoxins, phaseolotoxin and coronatine. Sci. Rep. 2019, 9, 3836. [Google Scholar] [CrossRef]

	



ODEPA. CHILE Estadísticas Productivas Sector Frutícola. Available online: https://www.odepa.gob.cl (accessed on 15 March 2020).

	



Cameron, A.J.; Sarojini, V. Pseudomonas syringae pv. actinidiae: Chemical control, resistance mechanisms and possible alternatives. Plant Pathol. 2013, 63, 1–11. [Google Scholar] [CrossRef]

	



Nakajima, M.; Goto, M.; Hibi, T. Similarity between Copper Resistance Genes from Pseudomonas syringae pv. actinidiae and P. syringae pv. tomato. J. Gen. Plant Pathol. 2002, 68, 68–74. [Google Scholar] [CrossRef]

	



Vanneste, J.; Voyle, M. Genetic basis of copper resistance in New Zealand strains of Pseudomonas syringae. N. Z. Plant Prot. 2003, 56, 109–112. [Google Scholar] [CrossRef]

	



Colombi, E.; Straub, C.; Künzel, S.; Templeton, M.D.; McCann, H.C.; Rainey, P.B. Evolution of copper resistance in the kiwifruit pathogenPseudomonas syringaepv.actinidiaethrough acquisition of integrative conjugative elements and plasmids. Environ. Microbiol. 2017, 19, 819–832. [Google Scholar] [CrossRef] [PubMed]

	



Lamb, D.T.; Naidu, R.; Ming, H.; Megharaj, M. Copper phytotoxicity in native and agronomical plant species. Ecotoxicol. Environ. Saf. 2012, 85, 23–29. [Google Scholar] [CrossRef] [PubMed]

	



Donati, I.; Buriani, G.; Cellini, A.; Raule, N.; Spinelli, F. Screening of microbial biocoenosis of Actinidia chinensis for the isolation of candidate biological control agents against Pseudomonas syringae pv. actinidiae. Acta Hortic. 2018, 239–246. [Google Scholar] [CrossRef]

	



Gould, E.; Black, M.; Clark, G.; Tanner, D.; Benge, J. Tools for managing the kiwifruit bacterial canker diseasePseudomonas syringaepvactinidiae(Psa). Acta Hortic. 2015, 39–46. [Google Scholar] [CrossRef]

	



Tontou, R.; Giovanardi, D.; Ferrari, M.; Stefani, E. Isolation of bacterial endophytes from Actinidia chinensis and preliminary studies on their possible use as antagonists against Pseudomonas syringae pv. actinidiae. J. Berry Res. 2016, 6, 395–406. [Google Scholar] [CrossRef]

	



Daranas, N.; Roselló, G.; Cabrefiga, J.; Donati, I.; Francés, J.; Badosa, E.; Spinelli, F.; Montesinos, E.; Bonaterra, A. Biological control of bacterial plant diseases with Lactobacillus plantarum strains selected for their broad-spectrum activity. Ann. Appl. Boil. 2018, 174, 92–105. [Google Scholar] [CrossRef]

	



Bardin, M.; Ajouz, S.; Comby, M.; Lopez-Ferber, M.; Graillot, B.; Siegwart, M.; Nicot, P.C. Is the efficacy of biological control against plant diseases likely to be more durable than that of chemical pesticides? Front. Plant Sci. 2015, 6. [Google Scholar] [CrossRef]

	



Monchiero, M.; Gullino, M.; Pugliese, M.; Spadaro, D.; Garibaldi, A. Efficacy of different chemical and biological products in the control of Pseudomonas syringae pv. actinidiae on kiwifruit. Australas. Plant Pathol. 2014, 44, 13–23. [Google Scholar] [CrossRef]

	



Buttimer, C.; McAuliffe, O.; Ross, R.P.; Hill, C.; O’Mahony, J.; Coffey, A. Bacteriophages and Bacterial Plant Diseases. Front. Microbiol. 2017, 8, 97. [Google Scholar] [CrossRef]

	



Svircev, A.; Roach, D.R.; Castle, A. Framing the Future with Bacteriophages in Agriculture. Viruses 2018, 10, 218. [Google Scholar] [CrossRef]

	



Doss, J.; Culbertson, K.; Hahn, D.; Camacho, J.; Barekzi, N. A Review of Phage Therapy against Bacterial Pathogens of Aquatic and Terrestrial Organisms. Viruses 2017, 9, 50. [Google Scholar] [CrossRef] [PubMed]

	



Rombouts, S.; Volckaert, A.; Venneman, S.; Declercq, B.; Vandenheuvel, D.; Allonsius, C.N.; Van Malderghem, C.; Jang, H.B.; Briers, Y.; Noben, J.-P.; et al. Characterization of Novel Bacteriophages for Biocontrol of Bacterial Blight in Leek Caused by Pseudomonas syringae pv. porri. Front. Microbiol. 2016, 7, 1–15. [Google Scholar] [CrossRef] [PubMed]

	



Cuppels, D.A. Isolation and Characterization of Phages Useful for Identifying Pseudomonas syringae pv. tomato. Phytopathol. 1983, 73, 1376. [Google Scholar] [CrossRef]

	



Smith, A.R.W.; Zamze, S.E.; Hignett, R.C. Morphology and hydrolytic activity of A7, a typing phage of Pseudomonas syringae pv. morsprunorum. Microbiol. 1994, 140, 905–913. [Google Scholar] [CrossRef]

	



Di Lallo, G.; Evangelisti, M.; Mancuso, F.; Ferrante, P.; Marcelletti, S.; Tinari, A.; Superti, F.; Migliore, L.; D’Addabbo, P.; Frezza, D.; et al. Isolation and partial characterization of bacteriophages infecting Pseudomonas syringae pv. actinidiae, causal agent of kiwifruit bacterial canker. J. Basic Microbiol. 2014, 54, 1210–1221. [Google Scholar] [CrossRef] [PubMed]

	



Frampton, R.A.; Taylor, C.; Moreno, A.V.H.; Visnovsky, S.B.; Petty, N.K.; Pitman, A.R.; Fineran, P.C. Identification of Bacteriophages for Biocontrol of the Kiwifruit Canker Phytopathogen Pseudomonas syringae pv. actinidiae. Appl. Environ. Microbiol. 2014, 80, 2216–2228. [Google Scholar] [CrossRef]

	



Wojtus, J.; Frampton, R.A.; Warring, S.; Hendrickson, H.L.; Fineran, P.C. Genome Sequence of a Jumbo Bacteriophage That Infects the Kiwifruit Phytopathogen Pseudomonas syringae pv. actinidiae. Microbiol. Resour. Announc. 2019. [Google Scholar] [CrossRef]

	



Frampton, R.A.; López-Acedo, E.; Young, V.L.; Chen, D.; Tong, B.; Taylor, C.; Easingwood, R.A.; Pitman, A.R.; Kleffmann, T.; Bostina, M.; et al. Genome, Proteome and Structure of a T7-Like Bacteriophage of the Kiwifruit Canker Phytopathogen Pseudomonas syringae pv. actinidiae. Viruses 2015, 7, 3361–3379. [Google Scholar] [CrossRef]

	



Yu, J.-G.; Lim, J.-A.; Song, Y.-R.; Heu, S.; Kim, G.H.; Koh, Y.J.; Oh, C.-S. Isolation and Characterization of Bacteriophages Against Pseudomonas syringae pv. actinidiae Causing Bacterial Canker Disease in Kiwifruit. J. Microbiol. Biotechnol. 2016, 26, 385–393. [Google Scholar] [CrossRef]

	



Yin, Y.; Ni, P.; Deng, B.; Wang, S.; Xu, W.; Wang, D. Isolation and characterisation of phages against Pseudomonas syringae pv. actinidiae. Acta Agric. Scand. Sect. B Plant Soil Sci. 2018, 69, 199–208. [Google Scholar] [CrossRef]

	



Pinheiro, L.A.M.; Pereira, C.; Barreal, M.E.; Gallego, P.P.; Balcão, V.M.C.F.; Almeida, A. Use of phage ϕ6 to inactivate Pseudomonas syringae pv. actinidiae in kiwifruit plants: In vitro and ex vivo experiments. Appl. Microbiol. Biotechnol. 2019, 104, 1319–1330. [Google Scholar] [CrossRef] [PubMed]

	



Flores, O.; Prince, C.; Nuñez, M.; Vallejos, A.; Mardones, C.; Yañez, C.; Besoain, X.; Bastias, R. Genetic and Phenotypic Characterization of Indole-Producing Isolates of Pseudomonas syringae pv. actinidiae Obtained from Chilean Kiwifruit Orchards. Front. Microbiol. 2018, 9, 1–12. [Google Scholar] [CrossRef]

	



Kutter, E. Phage Host Range and Efficiency of Plating. Adv. Struct. Saf. Stud. 2009, 501, 141–149. [Google Scholar] [CrossRef]

	



Pavel, A.B.; Vasile, C.I. PyElph—A software tool for gel images analysis and phylogenetics. BMC Bioinform. 2012, 13, 9. [Google Scholar] [CrossRef]

	



Kearse, M.; Moir, R.; Wilson, A.; Stones-Havas, S.; Cheung, M.; Sturrock, S.; Buxton, S.; Cooper, A.; Markowitz, S.; Duran, C.; et al. Geneious Basic: An integrated and extendable desktop software platform for the organization and analysis of sequence data. Bioinformatics 2012, 28, 1647–1649. [Google Scholar] [CrossRef] [PubMed]

	



Arndt, D.; Grant, J.R.; Marcu, A.; Sajed, T.; Pon, A.; Liang, Y.; Wishart, D.S. PHASTER: A better, faster version of the PHAST phage search tool. Nucleic Acids Res. 2016, 44, W16–W21. [Google Scholar] [CrossRef]

	



Darling, A.E.; Mau, B.; Perna, N.T. progressiveMauve: Multiple Genome Alignment with Gene Gain, Loss and Rearrangement. PLoS ONE 2010, 5, e11147. [Google Scholar] [CrossRef]

	



Sullivan, M.J.; Petty, N.K.; Beatson, S.A. Easyfig: A genome comparison visualizer. Bioinformatics 2011, 27, 1009–1010. [Google Scholar] [CrossRef]

	



León, M.; Kokkari, C.; García, K.; Castillo, D.; Katharios, P.; Bastias, R. Diversification of Vibrio anguillarum Driven by the Bacteriophage CHOED. Front. Microbiol. 2019, 10, 1396. [Google Scholar] [CrossRef]

	



Prencipe, S.; Gullino, M.; Spadaro, D. Pseudomonas syringae pv. actinidiae isolated from Actinidia chinensis Var. deliciosa in Northern Italy: Genetic diversity and virulence. Eur. J. Plant Pathol. 2017, 150, 191–204. [Google Scholar] [CrossRef]

	



Collina, M.; Donati, I.; Bertacchini, E.; Brunelli, A.; Spinelli, F. Greenhouse assays on the control of the bacterial canker of kiwifruit (Pseudomonas syringae pv. actinidiae). J. Berry Res. 2016, 6, 407–415. [Google Scholar] [CrossRef]

	



Adriaenssens, E.M.; Brister, J.R. How to Name and Classify Your Phage: An Informal Guide. Viruses 2017, 9, 70. [Google Scholar] [CrossRef] [PubMed]

	



Cunty, A.; Cesbron, S.; Poliakoff, F.; Jacques, M.-A.; Manceau, C. Origin of the Outbreak in France of Pseudomonas syringae pv. actinidiae Biovar 3, the Causal Agent of Bacterial Canker of Kiwifruit, Revealed by a Multilocus Variable-Number Tandem-Repeat Analysis. Appl. Environ. Microbiol. 2015, 81, 6773–6789. [Google Scholar] [CrossRef] [PubMed]

	



Park, J.; Lim, J.-A.; Yu, J.-G.; Oh, C.-S. Genomic Features and Lytic Activity of the Bacteriophage PPPL-1 Effective against Pseudomonas syringae pv. actinidiae, a Cause of Bacterial Canker in Kiwifruit. J. Microbiol. Biotechnol. 2018, 28, 1542–1546. [Google Scholar] [CrossRef]

	



Liu, W.; Lin, Y.-R.; Lu, M.-W.; Sung, P.-J.; Wang, W.-H.; Lin, C.-S. Genome sequences characterizing five mutations in RNA polymerase and major capsid of phages ϕA318 and ϕAs51 of Vibrio alginolyticus with different burst efficiencies. BMC Genom. 2014, 15, 505. [Google Scholar] [CrossRef]

	



Jones, J.B.; Vallad, G.E.; Iriarte, F.B.; Obradović, A.; Wernsing, M.H.; Jackson, L.E.; Balogh, B.; Hong, J.C.; Momol, M. Considerations for using bacteriophages for plant disease control. Bacteriophage 2012, 2, 208–214. [Google Scholar] [CrossRef]

	



Gasic, K.; Kuzmanović, N.; Ivanović, M.; Prokić, A.; Šević, M.; Obradoviċ, A. Complete Genome of the Xanthomonas euvesicatoria Specific Bacteriophage KΦ1, Its Survival and Potential in Control of Pepper Bacterial Spot. Front. Microbiol. 2018, 9, 1–12. [Google Scholar] [CrossRef]

	



Jones, J.B.; Jackson, L.; Balogh, B.; Obradovic, A.; Iriarte, F.; Momol, M. Bacteriophages for Plant Disease Control. Annu. Rev. Phytopathol. 2007, 45, 245–262. [Google Scholar] [CrossRef]








[image: Microorganisms 08 00974 g001 550] 





Figure 1. Survival of Chilean Pseudomonas syringae pv. actinidiae (Psa) phages under different environmental conditions. The fourteen phages were exposed to pH 4–6 for 1 h (A), temperatures of 4, 18, and 37 °C for 1 h (B) and solar radiation (UV level 8) for 30 or 60 min (C). The phage titer was determined in each case and compared with the control condition: Incubation in pH 7 at 25 °C for 1 h without exposition to solar radiation. Experiments were performed in biological triplicate and the standard deviation bars are shown. 
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Figure 2. The morphology and lytic activity of selected Psa bacteriophages. (A) Lytic plaques of the phage CHF1 in a lawn of Psa strain 889. The rest of the selected phages presented the same lytic plaque morphology. (B) Transmission electron micrographs of the phages chosen. Scale bar, 100 nm. (C) Infection curves with the different selected phages and the corresponding Psa host with different multiplicity of infections (MOIs) (0.1, 1, and 10). The bacterial population was followed by OD (600 nm) determinations for 18 h. The Psa strain 889 was used for phages CHF1, CHF7, and CHF21, and the strain Psa 233 for phage CHF19. The controls corresponded to the bacterial cultures without the addition of phages. The experiments were performed in triplicate and standard deviation bars are shown. 
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Figure 3. Genomes of phages CHF1, CHF7, CHF19, CHF21, and phiPsa2. The genomes were aligned with BLASTn using Easyfig. Arrows represent the locations of the genes and the vertical blocks the between sequences indicate the level of homology between each phage shaded according to BLASTn. The identity color scale is indicated with blue for matches in the same direction and red for inverted matches. Direct repeat regions (DTR) and predicted genes are labeled in colors according to their predicted function. 
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Figure 4. Efficacy of Chilean Psa phages to control Psa in vitro. (A) The bacterial Psa load present in leaf discs inoculated with Psa (Light gray) or Psa + phage cocktail (dark gray) after 24 hpi incubation in humidity chambers (n = 3). Striped bars represent the phage concentration in leaf discs inoculated with the Psa + phage cocktail. (B) The damage index in kiwifruit leaf discs 3 days post-infection with Psa or with the Psa + phage cocktail. Phages were added with a MOI of 10, 1 h (Psa + phage cocktail) or 1, 24, 48, and 72 h (Psa + phage cocktail (4 × doses)) post-infection with Psa. Leaf discs not infected with Psa were used as the control. Phage cocktail: CHF1, CHF7, CHF19, and CHF21. Standard deviation bars are shown. The letters indicate significant differences using one-way ANOVA and Tukey’s multiple comparisons test (p ≤ 0.05) (n = 18). (C) The visual pattern of the damage index used to evaluate the experiment. 
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Figure 5. Efficacy of Chilean Psa phages to control Psa in vivo. (A) Bacterial Psa load reduction in kiwifruit leaves treated with phages 24 h post-infection with Psa. Phages were added 1 h (Psa + phage cocktail) or 1 and 24 h (Psa + phage cocktail (two doses)) post-infection with Psa. (n = 5 leaves per condition). (B) Average damage index of two independent experiments performed with kiwifruit plants (A. chinensis var. deliciosa “Hayward”) maintained in greenhouse conditions. Kiwifruit plants were infected with Psa alone (light grey), infected with Psa and treated with phage cocktail (dark grey), or infected with Psa and treated with copper sulfate (Cu) (striped bars). The control plants were uninfected and were not treated with phages or copper. The phage cocktail corresponded to an equal mixture of CHF1, CHF7, CHF19, and CHF21 and was added once with a MOI of 10, 1 h post-infection with Psa. The symptomatology in kiwifruit plants was evaluated 30 days post-infection. Five plants for each treatment and five leaves per plant were used in each experiment. Standard deviation bars are shown. The letters indicate significant differences using one-way ANOVA and Tukey’s multiple comparisons test (p ≤ 0.05) (n = 50). (C) The visual pattern of the damage index used to evaluate the experiment. 






Figure 5. Efficacy of Chilean Psa phages to control Psa in vivo. (A) Bacterial Psa load reduction in kiwifruit leaves treated with phages 24 h post-infection with Psa. Phages were added 1 h (Psa + phage cocktail) or 1 and 24 h (Psa + phage cocktail (two doses)) post-infection with Psa. (n = 5 leaves per condition). (B) Average damage index of two independent experiments performed with kiwifruit plants (A. chinensis var. deliciosa “Hayward”) maintained in greenhouse conditions. Kiwifruit plants were infected with Psa alone (light grey), infected with Psa and treated with phage cocktail (dark grey), or infected with Psa and treated with copper sulfate (Cu) (striped bars). The control plants were uninfected and were not treated with phages or copper. The phage cocktail corresponded to an equal mixture of CHF1, CHF7, CHF19, and CHF21 and was added once with a MOI of 10, 1 h post-infection with Psa. The symptomatology in kiwifruit plants was evaluated 30 days post-infection. Five plants for each treatment and five leaves per plant were used in each experiment. Standard deviation bars are shown. The letters indicate significant differences using one-way ANOVA and Tukey’s multiple comparisons test (p ≤ 0.05) (n = 50). (C) The visual pattern of the damage index used to evaluate the experiment.



[image: Microorganisms 08 00974 g005]








© 2020 by the authors. Licensee MDPI, Basel, Switzerland. This article is an open access article distributed under the terms and conditions of the Creative Commons Attribution (CC BY) license (http://creativecommons.org/licenses/by/4.0/).






media/file4.png
™ O &
011m
—— —
[
S3S0
L's)
w
=
~ ~—
w L O o
5 TE
-
W0
b % & & = o0
o o o o o o
(wu 009) ‘a0
o
o~
a's)
1
=
- S—
w
T .w.m.
(&) -
—
- D
e ¥ & & = o
o o o o o o

(wu 009) ‘a0

O

CHF21

CHF19

20

)
v
=
=g
=
- W0
r - - - T o
wn 09 N = 9
o o o o o o
(wu 009) ‘a0
- =)
o—=9 «
0005
SSSO
ERR ©
B
=
WM
=
- D
T T R v o
w0 N = 9
o o o o o o
(wu 009) ‘a0





nav.xhtml


  microorganisms-08-00974


  
    		
      microorganisms-08-00974
    


  




  





media/file2.png
pH

Bl pH6 [ pHS pH 4

J Control

e — O
N/
Amu

AAAASAMRRRR Y

ARAASYIRRRRAY

AASSYSRRRRN

AAYS{Y{I{NH{ NS

10°-

aw/Nn4dd

Phages

Temperature

Zzl 37 °C

EE 18 °C

Il 4°C

3 Control

V4
| %
i 1 | 1 1 I I I 1
=] P~ w uw < L) o~ - (=]
o O O O ©O © ©o ©o ©o
ot ok o R

w/Ndd

Phages

Solar radiation

Hl 30min. 3 60 min.

1 Contro

w/Ndd

Phages





media/file5.jpg
7l o DO e e -

s e ) Y S i e i

Ot e e DY S e ) e e ) P

- om - i ensymes -
 Hypothetcal protein B Head/til vl structual poteins
- ONA replication - ONA packing





media/file3.jpg





media/file1.jpg
o mons

Temperature

g






media/file7.jpg
st .
1T
10°- 3
00 gs ab
10¢. g = be
2w
, T .
o
o .
s T EI ST D
Time (h) - (4 doses)
. /
Dsess ndex o 1 s
Infected area (%) 1-4 5-10 1-30 50<
Ceseron Vet smallnecrote  Necotspets | Spovor | comergn
e e O
P -





media/file10.png
200+ i a
a,b
a a4 T _
o 150 é i
S ‘ £ 3-
© 100+ o
7] b ©
o, 2- 7,
S b 5 7
50+ o 1- C
L N1 A
Psa Psa + phage Psa + phage Psa Psa + phage Psa+ Cu Control
cocktail cocktail cocktail
(2 doses)
Disease index 0 1 2 3 4 5
Infected area (%) 1-4 5-10 11 - 30 50 <
Description Healthy Small Necrotic spots Spots or Convergin Completely
necrotic spots or larger convergin necrotic necrotic
or sreacks veins necrotic areas

areas





media/file9.jpg
.
T :
L c
.
T
; 7777/
Disease index o 1 2 3 4 5
Infected area (%) 1-4 5-10 1-30 50<

o sreacks veins necrotic areas.





media/file0.png





media/file8.png
A B

CFU/mL

3 Psa 5.
a
_ Rl Phages
107- e -10° 4-
1064 — -108 -]
) 107 B 3 a,b
10 . T 6 by
-10° 4 )
104- ? -105 2 g 54 bt
103+ % -104 5 S
2 / B 103 2 [ g
102- é a3 1- -
101 " - 101 //
100 ] L] L] L | L] 100 e | /I A L}
Q h > S D o> Psa Psa + Psa + Control
phage cocktail phage cocktail
Time (h) (4 doses)
Disease index 0
Infected area (%) 1-4 5-10 11 -30 50 <
Description Healthy Small necrotic Necrotic spots Spots or Convergin
spots or sreacks or larger veins convergin necrotic
necrotic areas

areas





media/file6.png
B DTR B Lytic enzymes 100
" Hypothetical protein I Head/tail viral structural proteins

I DNA replication I DNA packing 90%





