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Black shoot blight disease caused by Erwinia pyrifo-
liae has serious impacts on quality and yield in pear 
production in Korea; therefore, rapid and accurate 
methods for its detection are needed. However, tradi-
tional detection methods require a great deal of time 
and fail to achieve absolute quantification. In the pres-
ent study, we developed a droplet digital polymerase 
chain reaction (ddPCR) method for the detection and 
absolute quantification of E. pyrifoliae using a pair of 
species-specific primers. The detection range was 103-
107 copies/ml (DNA templates) and cfu/ml (cell culture 
templates). This new method exhibited good linearity 
and repeatability and was validated by absolute quan-
tification of E. pyrifoliae DNA copies from samples of 
artificially inoculated immature pear fruits. Here, we 
present the first study of ddPCR assay for the detec-
tion and quantification of E. pyrifoliae. This method has 
potential applications in epidemiology and for the early 

prediction of black shoot blight outbreaks.

Keywords : black shoot blight, droplet digital polymerase 
chain reaction, Erwinia pyrifoliae 

Asian pear (Pyrus pyrifolia) black shoot blight caused 
by Erwinia pyrifoliae is among the most destructive ag-
ricultural diseases in South Korea (Shrestha et al., 2003). 
Symptoms observed on infected trees include dark-brown 
stalks and flowers and immature fruit dropping, very simi-
lar to the symptoms of fire blight in apple and pear caused 
by Erwinia amylovora (Shrestha et al., 2003). Since first 
reported in 1999, E. pyrifoliae has been responsible for 
severe losses in fruit production in South Korea. Moreover, 
E. pyrifoliae can also infect apple trees, manifesting as 
brownish blight (Han et al., 2016). Despite efforts by the 
Korean government to manage and control the disease, 
including the eradication of infected orchards and burial of 
diseased plants, this pathogen was isolated in consecutive 
years and sporadic outbreaks continue to occur in South 
Korea (Geider et al., 2009; Kim et al., 1999; Rhim et al., 
1999). Recently, E. pyrifoliae has also been reported as a 
newly discovered pathogen on strawberry in the Nether-
lands (Wenneker and Bergsma-Vlami, 2015). Due to the 
economic importance of apple and pear production and the 
reduction in fruit production and quality caused by E. pyri-
foliae (Kim et al., 2001; Shrestha et al., 2003), a reliable, 
rapid, and accurate method for the identification and early 
detection of this pathogen is required.

Plant pathogens are generally identified using culture-
based methods, including pathogen isolation, incubation, 
and pathogenicity testing to fulfill Koch’s postulate; these 
approaches are time consuming and laborious (Du et al., 
2021). With the development of molecular technologies, 
diverse DNA-based methods such as conventional polymerase 
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chain reaction (PCR), quantitative real-time PCR (qPCR), 
and loop-mediated isothermal amplification (LAMP) have 
been used for non–culture-based identification and detection 
of plant pathogens. However, conventional PCR has some 
limitations, including its low specificity and relatively high 
detection threshold, and the inability to quantify precisely 
copy numbers of target genes. qPCR methods have been 
adopted widely for pathogen detection and quantification 
in various fields because of their specificity and sensitivity 
(Chai et al., 2020; Dinu and Bach, 2013; Luo et al., 2008; 
Telli and Doğruer, 2019). In addition, the LAMP PCR 
assay can be performed at a constant temperature within a 
short reaction time, presenting a rapid and simple method 
to detect specific pathogens for on-site diagnosis (Shin et 
al., 2018; Yamazaki et al., 2008; Zhang et al., 2018).

Droplet digital polymerase chain reaction (ddPCR), 
a third-generation PCR technology, has emerged as 
an alternative to qPCR and other quantitative methods 
(Huggett et al., 2016; Lei et al., 2020; Li et al., 2018; 
Voegel and Nelson, 2018). The ddPCR method relies on 
the partitioning of a DNA sample into ~20,000 water–
oil emulsion droplets and performing of PCR on each 
individual droplet containing one or a few copies of the 
target DNA fragment (Yang et al., 2014). Following 
PCR amplification, droplets are classified and counted 
as positive (1) or negative (0), according to the presence 
or absence, respectively, of the target gene amplification 
product. Finally, amplified copy numbers of the target gene 
are calculated as copies/μl based on the Poisson distribution 
(Hindson et al., 2011). A major advantage of ddPCR 
over qPCR is that it can be used for absolute target gene 
quantification without requiring standards, references, or 
calibration curves (Yang et al., 2014), which is particularly 
notable when reference material is not available. Moreover, 
the ddPCR method is a potentially more powerful tool 
compared to conventional PCR and qPCR due to its greater 
sensitivity, specificity, accuracy, and reproducibility, 
and lesser susceptibility to the effects of PCR inhibitors 
(Huggett et al., 2013; Whale et al., 2013; Yang et al., 
2014).

Recently, the ddPCR method has been applied successfully 
to the quantification of viruses, bacteria, and fungi in 
medical research, specific pathogen detection in clinical 
applications, food safety inspection, and gene-editing 
frequency studies (Cao et al., 2020; Floren et al., 2015; 
Mock et al., 2016; Taylor et al., 2015; Watanabe et al., 
2015). This study was performed to develop a specific 
and sensitive ddPCR method for the quantification of E. 
pyrifoliae, and to evaluate its sensitivity using different 
templates (i.e., genomic DNA, cultured cells, and total 

DNA from plant tissues). To our knowledge, this is the 
first report to describe the rapid, sensitive, and absolute 
quantification of E. pyrifoliae by ddPCR.

Bacterial cells were initially stored in 30% (v/v) glycerol 
at –80°C and recovered on Luria-Bertani (LB) agar plates 
at 28°C. After 24 h, a single colony from each strain 
was selected and inoculated into 10 ml liquid LB with 
rotation at 180 rpm at 28°C for 12 h. Aliquots of 1 ml 
bacterial suspensions were centrifuged at 12,000 ×g for 20 
min, and the pellets were harvested for DNA extraction. 
Genomic DNA of all bacteria was extracted using an 
APrep Total DNA kit (GenomicBase, Seoul, Korea) 
according to the manufacturer’s instructions. The quality 
and quantity of isolated genomic DNA were evaluated 
by spectrophotometry (NanoPhotometer NP80, Implen, 
Munich, Germany). The concentration of DNA (ng/μl) was 
converted to copies of DNA (copies/μl) using the formula 
reported by Pan et al. (2020) and Papić et al. (2017), and 
DNA was serially diluted to the range of 101-108 copies/ml.

To design a specific primer/probe set, we compared 
the genomic sequences of three E. pyrifoliae strains 
(strain: GenBank nos. EpK1/15: CP023567, DSM12163: 
FN392235, and EpK1/96: FP236842) with those of 
56 other species, including Erwinia spp. and different 
genera using BPGA (Bacterial Pan Genome Analysis 
Pipeline) v. 1.3 software (Chaudhari et al., 2016). Among 
several unique sequence regions, the locus EPYR_00057 
encoding a hypothetical protein in E. pyrifoliae DSM12163 
(CPI84_18825 of strain EpK1/15 and EpC_00550 of strain 
Ep1/96) was chosen (Supplementary Fig. 1). To evaluate 
the specificity of this region, the sequence was blasted 
against the NCBI database. The results confirmed that 
only E. pyrifoliae contained this region. A specific primer/
probe set targeting the locus EPYR_00057 was designed: 
Pyr-F, 5′-CGGCGCGGGATTTATGTAT-3′; Pyr-R, 
5′-CCATGCTGCGTTAGTTGATATTG-3′ and 5′-FAM-
AGAAGACTATCAGCGGGAAGCCTACA-BHQ-1-3′. 
The primers were predicted to produce an amplicon of 
106 bp (Supplementary Fig. 1). In silico analysis using 
the NCBI primer BLAST tool (https://www.ncbi.nlm.
nih.gov/tools/primer-blast/) showed that the designed 
primers were specific for E. pyrifoliae, and no matching 
sequence was found in any other genus or species. We 
further tested primer specificity using conventional PCR 
and qPCR analyses with DNA templates of E. pyrifoliae 
and six other bacterial strains isolated from apple and pear 
trees. The results confirmed that the Pyr-F/Pyr-R primer 
set specifically amplified target gene products from only E. 
pyrifoliae (Fig. 1).

ddPCR was performed on a QX200 Droplet Digital 
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PCR system (Bio-Rad, Richmond, CA, USA). PCR was 
performed in a volume of 20 μl containing 10 μl 2× ddPCR 
Supermix for Probe (Bio-Rad), 1 μl of each primer (0.3 
μM), 0.5 μl (0.25 mM) of the probe, 2 μl genomic DNA 
or cell culture template, and 5.5 μl ddH2O. The mixtures 
were transferred into the wells of a DG8 cartridge (Bio-
Rad), and 70 μl QX200 droplet generation oil (Bio-Rad) 
was added via oil holes. After their generation, the droplets 
were transferred into 96-well PCR plates and sealed using 
a PX1 plate sealer (Bio-Rad). PCR was performed in a 
C1000 thermal cycler (Bio-Rad) with the following thermal 
cycling conditions: 95°C for 10 min, followed by 40 cycles 
of 94°C for 30 s and annealing at 58.5-65°C for 60 s, 98°C 
for 10 min, and holding at 4°C, with a ramp rate of 2.0°C/s. 
After the reaction, the plates were transferred to a QX200 

droplet reader (Bio-Rad) and the data were analyzed using 
QuantaSoft software (Bio-Rad).

Improper PCR conditions, such as an inappropriate 
annealing temperature, can lead to the emergence of 
intermediate fluorescent droplets, which would lead to 
the generation of inaccurate results. Thus, we conducted 
thermal gradient PCR to determine the optimal annealing 
temperature using the same amount of genomic DNA 
and cell culture with the following temperatures: 65°C, 
64.5°C, 63.7°C, 62.5°C, 61°C, 59.8°C, 58.5°C, 55.9°C, 
and 58.5°C. At temperatures from 65°C to 62.5°C, positive 
(blue) and negative (grey) droplet regions were too close 
to distinguish, and at temperatures from 61°C to 55.9°C, 
the degree of rain (i.e., detection of multiple non-specific 
signals and impaired droplets in the range of positive and 

Fig. 1. Specific detection of Erwinia pyrifoliae using the species-specific primer pair Pyr-F/Pyr-R. (A) Results of conventional poly-
merase chain reaction (PCR). Lane M, 1 kb DNA ladder; lane 1, Erwinia pyrifoliae; lane 2, Erwinia amylovora; lane 3, Erwinia billin-
giae; lane 4, Pantoea agglomerans; lane 5, Pseudomonas viridiflava; lane 6, Pseudomonas graminis; lane 7, Pseudomonas syringae pv. 
syringae. (B) Specificity of quantitative real-time PCR for detection of E. pyrifoliae. Other species including E. amylovora, E. billingiae, 
P. agglomerans, P. viridiflava, P. graminis, and P. syringae pv. syringae were not amplified. The negative template control (NTC) used 
sterile water. RFU, relative fluorescence unit. 

Fig. 2. The optimum annealing temperature for the droplet digital polymerase chain reaction (ddPCR) assay. Thermal gradient poly-
merase chain reaction was run to establish the optimal temperature using genomic DNA (A) and cell culture (B) as the template. The 
temperature gradient ranged from 58.5°C to 65°C are divided by vertical dotted yellow lines; 62.5°C was further selected by proper 
separation and reduced rain. The pink line is the threshold, above which are positive droplets (blue) of Erwinia pyrifoliae and below that 
are negative droplets (gray). The x and y axes represent the number of droplets and fluorescence signal amplitude, respectively.
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negative clusters) in the intermediate region increased 
(Fig. 2). The results implied that the optimum annealing 
temperature of the primer/probe designed for the detection 
of E. pyrifoliae was 62.5°C, which resulted in clear 
separation of positive from negative droplet clusters with 
a minimum degree of rain in the genomic DNA (Fig. 2A) 

and cell cultures (Fig. 2B) of E. pyrifoliae. The sensitivity 
of ddPCR was evaluated using serially diluted genomic 
DNA and cell cultures ranging from 101 to 108 copies/ml 
or cfu/ml. The lower limit of detection of genomic DNA 
was 3.74 ± 0.04 log copies/ml, and that of cell cultures 
was 3.82 ± 0.05 log cfu/ml. The upper limit of detection 

Fig. 3. Evaluation of the limit of detection and linear regression of the droplet digital polymerase chain reaction (ddPCR) assay. (A) 
Limit of detection determined using continuous 10-fold dilutions of genomic DNA and cell culture templates. (B) Linear relationship 
between the log-transformed values of genomic DNA or bacterial concentration and the corresponding measured values obtained from 
ddPCR. The linear regression equation and correlation coefficient (R2) are shown on the graph, and the error bars represent the standard 
deviation from two replicates. NTC, negative template control.

Fig. 4. The droplet digital polymerase chain reaction (ddPCR) repeatability assay. Identical suspensions of Erwinia pyrifoliae were di-
vided into quadruplicates for ddPCR detection. The results showed 9,757, 9,936, 11,322, and 10,128 positive events, with a coefficient 
of variation of 5.95%, indicating excellent repeatability. The pink line is the threshold. Blue and gray dots indicate positive droplets with 
amplification and negative droplets without amplification, respectively.
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of genomic DNA was 7.11 ± 0.73 log copies/ml and that 
of cell cultures was 7.21 ± 0.02 log cfu/ml. These data 
suggested that the detection ranges of E. pyrifoliae in the 
genomic DNA and cell culture templates were 103-107 
copies/ml and cfu/ml, respectively (Fig. 3A).

To further investigate the linearity and dynamic range, 
regression curves of the two templates were constructed. 
The genomic DNA and cell culture templates showed 
good correlation (R2 = 0.91 and 0.98, respectively) (Fig. 
3B). For repeatability analysis (i.e., intra-assay variation), 
the E. pyrifoliae suspension was divided into identical 
quadruplicates, and the reactions were conducted under 
the same conditions. Finally, the fluorescence signal was 
evaluated. The results showed 9,757, 9,936, 11,322, and 
10,128 positive events, with a coefficient of variation 
of 5.95%. There was no significant variation among the 
numbers of positive droplets detected, indicating excellent 
repeatability (Fig. 4).

To verify the applicability of E. pyrifoliae detection in 

plant samples, immature pear fruits were inoculated with 10 
μl of bacterial suspension (101-104 cfu/ml) using syringes. 
The negative control was inoculated with sterile water. 
The inoculated fruits were further incubated in a dark 
growth chamber (28°C, 90% humidity). Water-soaking 
and browning necrotic symptoms appeared at 4 days after 
inoculation on fruitlets inoculated with 103 and 104 cfu/ml 
of E. pyrifoliae (Fig. 5A). However, minor water-soaking 
symptoms developed on fruitlets inoculated with 102 cfu/
ml of E. pyrifoliae and no disease symptoms developed on 
fruitlets inoculated with 101 cfu/ml of E. pyrifoliae (Fig. 
5A). To quantify the bacteria in plant tissues, 0.2 g tissue 
slices were cut from symptomatic pear fruits and ground in 
1 ml sterile distilled water. Total DNA was extracted from 
each sample as described above and ddPCR was performed 
using 2 μl of total DNA as template in each reaction. The 
results showed that 4.95 × 105 copies/ml of bacterial DNA 
were detected in asymptomatic tissues inoculated with 
101 cfu/ml of E. pyrifoliae suspension, and 3.66 × 106 

Fig. 5. Detection of Erwinia pyrifoliae from artificially inoculated immature pear fruits. (A) Symptoms of immature pears inoculated by 
continuous 10-fold dilution of bacterial suspension (101-104 cfu/ml). The negative control was inoculated with sterile water. (B) Droplet 
digital polymerase chain reaction assay for species-specific detection of E. pyrifoliae in total DNA extracted from artificially inoculated 
immature pear fruits. The pink line is the threshold. Blue and gray dots indicate positive droplets with amplification and negative drop-
lets without amplification, respectively. 
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copies/ml of bacterial DNA were detected in minor water-
soaked tissues inoculated with 102 cfu/ml of E. pyrifoliae. 
The DNA concentration of necrotic tissues inoculated 
with 103 cfu/ml of bacterial suspension was 5.37 × 107 
copies/ml of bacterial DNA. E. pyrifoliae was positively 
detected in severely diseased tissues inoculated with 104 
cfu/ml of bacterial suspension, but all the fluorescence 
signal amplitudes were positive, implying that the levels 
exceeded the upper detection limit of ddPCR (Fig. 5B). No 
E. pyrifoliae was detected in the negative control, which 
confirmed that ddPCR is suitable for black shoot blight 
disease detection even in asymptomatic tissues. 

As an emerging technology, ddPCR has significant 
potential to improve the current practice of using other 
PCR-based methods (e.g., conventional PCR and qPCR) 
for molecular-based detection and quantification. In the 
field of plant pathology, ddPCR technology has been 
developed and applied widely for the sensitive detection 
and absolute quantification of various plant pathogens since 
the first reporting of its application for plant pathogenic 
bacteria (Dreo et al., 2014; Wang et al., 2022). In the 
present study, we established a ddPCR method for the 
detection and quantification of E. pyrifoliae using genomic 
DNA and cell culture templates. To improve the method’s 
specificity, we developed a highly specific primer/probe 
set to target a unique gene in the E. pyrifoliae DSM12163 
genome (EPYR_00057, hypothetical protein). The ddPCR 
method showed high sensitivity in vitro, with a lower 
detection limit of 103 (5.5 × 103 copies/ml and 6.7 × 103 
cfu/ml) and an upper limit of 107 (4.24 × 107 copies/ml 
and 1.6 × 107 cfu/ml) in genomic DNA and cell culture 
PCR templates, respectively. We also tested ddPCR for the 
detection of E. pyrifoliae from plant tissue samples. The 
results showed that 4.95 × 105 copies/ml of bacterial DNA 
were detected despite the lack of symptomatic tissues. 
Although the number of bacteria exceeded the upper limit 
of quantification in severe lesions, E. pyrifoliae was still 
identified based on the specific primer and probe. These 
results indicate that, ddPCR is suitable for the accurate 
diagnosis of E. pyrifoliae. 

Several qPCR-based methods and specific primers have 
been developed for the quantification of E. pyrifoliae (Jin 
et al., 2022; Lehman et al., 2008; Wensing et al., 2012). 
The sensitivity of our ddPCR method was similar to or 
better than that of these previously reported techniques. 
Several recent studies have yielded similar results, with 
similar limits of detection, for qPCR and ddPCR methods 
(Dreo et al., 2014; Dupas et al., 2019). ddPCR has the 
major advantage of the ability to absolutely quantify 
target copies calculated by Poisson’s distribution without 

reference material (Huggett et al., 2013; Whale et al., 2013; 
Yang et al., 2014). In contrast, qPCR methods involve 
the estimation of target copy numbers based on Cq values 
and a standard curve, which may result in random errors 
or quantification bias (Gutiérrez-Aguirre et al., 2015; 
Sahu et al., 2021). In addition, ddPCR appears to be less 
susceptible to PCR inhibitors derived from crude samples 
of plant materials or soil (Gutiérrez-Aguirre et al., 2015; 
Wang et al., 2022). In conclusion, we established a rapid 
and absolute quantitative detection method for E. pyrifoliae 
using bacterial genomic DNA and cell culture. This ddPCR 
method is a promising tool for application in the field 
of plant pathology or epidemiological surveys for plant 
quarantine agencies and plant clinics.

Conflicts of Interest

No potential conflict of interest relevant to this article was 
reported.

Acknowledgments

We thank Dr. Sunghoon Jung for the use of laboratory 
equipment, and Dr. Mi-Hyun Lee for providing E. amy-
lovora genomic DNA. This project was supported by the 
Animal and Plant Quarantine Agency (PQ20204B026), 
Ministry of Agriculture, Food and Rural Affairs, Republic 
of Korea.

Electronic Supplementary Material

Supplementary materials are available at The Plant Pathol-
ogy Journal website (http://www.ppjonline.org/).

References 

Cao, Y., Yu, M., Dong, G., Chen, B. and Zhang, B. 2020. Digital 
PCR as an emerging tool for monitoring of microbial 
biodegradation. Molecules 25:706.

Chai, A.-L., Ben, H.-Y., Guo, W.-T., Shi, Y.-X., Xie, X.-W., 
Li, L. and Li, B.-J. 2020. Quantification of viable cells of 
Pseudomonas syringae pv. tomato in tomato seed using 
propidium monoazide and a real-time pcr assay. Plant Dis. 
104:2225-2232.

Chaudhari, N. M., Gupta, V. K. and Dutta, C. 2016. BPGA: an 
ultra-fast pan-genome analysis pipeline. Sci. Rep. 6:24373. 

Dinu, L.-D. and Bach, S. 2013. Detection of viable but non-
culturable Escherichia coli O157:H7 from vegetable samples 
using quantitative PCR with propidium monoazide and 
immunological assays. Food Control 31:268-273.

Dreo, T., Pirc, M., Ramšak, Ž., Pavšič, J., Milavec, M., Žel, J. and 



Detection of Erwinia pyrifoliae Using ddPCR  147

Gruden, K. 2014. Optimising droplet digital PCR analysis 
approaches for detection and quantification of bacteria: a 
case study of fire blight and potato brown rot. Anal. Bioanal. 
Chem. 406:6513-6528.

Du, Y., Wang, M., Zou, L., Long, M., Yang, Y., Zhang, Y. and 
Liang, X. 2021. Quantitative detection and monitoring of 
Colletotrichum siamense in rubber trees using real-time PCR. 
Plant Dis. 105:2861-2866.

Dupas, E., Legendre, B., Olivier, V., Poliakoff, F., Manceau, 
C. and Cunty, A. 2019. Comparison of real-time PCR and 
droplet digital PCR for the detection of Xylella fastidiosa in 
plants. J. Microbiol. Methods 162:86-95.

Floren, C., Wiedemann, I., Brenig, B., Schütz, E. and Beck, J. 
2015. Species identification and quantification in meat and 
meat products using droplet digital PCR (ddPCR). Food 
Chem. 173:1054-1058. 

Geider, K., Auling, G., Jakovljevic, V. and Völksch, B. 2009. A 
polyphasic approach assigns the pathogenic Erwinia strains 
from diseased pear trees in Japan to Erwinia pyrifoliae. Lett. 
Appl. Microbiol. 48:324-330.

Gutiérrez-Aguirre, I., Rački, N., Dreo, T. and Ravnikar, M. 2015. 
Droplet digital PCR for absolute quantification of pathogens. 
Methods Mol. Biol. 1302:331-347. 

Han, K. S., Yu, J.-G., Lee, H.-B., Oh, C.-S., Yea, M. C., Lee, J.-
H. and Park, D. H. 2016. Controlling by effective pruning of 
twigs showing black shoot blight disease symptoms in apple 
trees. Res. Plant Des. 22:269-275 (in Korean). 

Hindson, B. J., Ness, K. D., Masquelier, D. A., Belgrader, P., 
Heredia, N. J., Makarewicz, A. J., Bright, I. J., Lucero, M. 
Y., Hiddessen, A. L., Legler, T. C., Kitano, T. K., Hodel, M. 
R., Petersen, J. F., Wyatt, P. W., Steenblock, E. R., Shah, 
P. H., Bousse, L. J., Troup, C. B., Mellen, J. C., Wittmann, 
D. K., Erndt, N. G., Cauley, T. H., Koehler, R. T., So, A. P., 
Dube, S., Rose, K. A., Montesclaros, L., Wang, S., Stumbo, 
D. P., Hodges, S. P., Romine, S., Milanovich, F. P., White, 
H. E., Regan, J. F., Karlin-Neumann, G. A., Hindson, C. 
M., Saxonov, S. and Colston, B. W. 2011. High-throughput 
droplet digital PCR system for absolute quantitation of DNA 
copy number. Anal. Chem. 83:8604-8610.

Huggett, J. F., Foy, C. A., Benes, V., Emslie, K., Garson, J. A., 
Haynes, R., Hellemans, J., Kubista, M., Mueller, R. D., Nolan, 
T., Pfaffl, M. W., Shipley, G. L., Vandesompele, J., Wittwer, 
C. T. and Busin, S. A. 2013. The digital MIQE guidelines: 
minimum information for publication of quantitative digital 
PCR experiments. Clin. Chem. 59:892-902.

Huggett, J. F., Garson, J. A. and Whale, A. S. 2016. Digital PCR 
and its potential application to microbiology. In: Molecular 
microbiology: diagnostic principles and practice, eds. by 
D. H. Persing, F. C. Tenover, R. T. Hayden, M. Ieven, M. B. 
Miller, F. S. Nolte, Y.-W. Tang and A. van Belkum, 3rd ed., 
pp. 49-57. ASM Press, Washington, DC, USA.

Jin, Y. J., Kong, H. G., Yang, S. I., Ham, H., Lee, M.-H. and Park, 
D. S. 2022. Species-specific detection and quantification 
of Erwinia pyrifoliae in plants by a direct SYBR Green 

quantitative real-time PCR assay. PhytoFrontiers 2:371-379.
Kim, W. S., Gardan, L., Rhim, S. L. and Geider, K. 1999. Erwinia 

pyrifoliae sp. nov., a novel pathogen that affects Asian pear 
trees (Pyrus pyrifolia Nakai). Int. J. Syst. Bacteriol. 49:899-
905.

Kim, W. S., Jock, S., Paulin, J.-P., Rhim, S.-L. and Geider, K. 
2001. Molecular detection and differentiation of Erwinia 
pyrifoliae and host range analysis of the Asian pear pathogen. 
Plant Dis. 85:1183-1188. 

Lehman, S. M., Kim, W.-S., Castle, A. J. and Svircev, A. M. 
2008. Duplex real-time polymerase chain reaction reveals 
competition between Erwinia amylovora and E. pyrifoliae on 
pear blossoms. Phytopathology 98:673-679.

Lei, S., Gu, X., Zhong, Q., Duan, L. and Zhou, A. 2020. Absolute 
quantification of Vibrio parahaemolyticus by multiplex 
droplet digital PCR for simultaneous detection of tlh, tdh and 
ureR based on single intact cell. Food Control 114:107207. 

Li, H., Bai, R., Zhao, Z., Tao, L., Ma, M., Ji, Z., Jian, M., Ding, 
Z., Dai, X., Bao, F. and Liu, A. 2018. Application of droplet 
digital PCR to detect the pathogens of infectious diseases. 
Biosci. Rep. 38:BSR20181170.

Luo, L. X., Walters, C., Bolkan, H., Liu, X. L. and Li, J. Q. 2008. 
Quantification of viable cells of Clavibacter michiganensis 
subsp. michiganensis using a DNA binding dye and a real‐
time PCR assay. Plant Pathol. 57:332-337.

Mock, U., Hauber, I. and Fehse, B. 2016. Digital PCR to assess 
gene-editing frequencies (GEF-dPCR) mediated by designer 
nucleases. Nat. Protoc. 11:598-615.

Pan, H., Dong, K., Rao, L., Zhao, L., Wu, X., Wang, Y. and Liao, 
X. 2020. Quantitative detection of viable but nonculturable 
state Escherichia coli O157:H7 by ddPCR combined with 
propidium monoazide. Food Control 112:107140. 

Papić, B., Pate, M., Henigman, U., Zajc, U., Gruntar, I., Biasizzo, 
M., Ocepek, M. and Kušar, D. 2017. New approaches on 
quantification of Campylobacter jejuni in poultry samples: 
the use of digital PCR and real-time PCR against the ISO 
standard plate count method. Front. Microbiol. 8:331. 

Rhim, S. L., Völksch, B., Gardan, L., Paulin, J. P., Langlotz, 
C., Kim, W. S. and Geider, K. 1999. Erwinia pyrifoliae, an 
Erwinia species different from Erwinia amylovora, causes 
a necrotic disease of Asian pear trees. Plant Pathol. 48:514-
520.

Sahu, R., Vishnuraj, M. R., Srinivas, C., Dadimi, B., Megha, G. K., 
Pollumahanti, N., Malik, S. S., Vaithiyanathan, S., Rawool, D. 
B. and Barbuddhe, S. B. 2021. Development and comparative 
evaluation of droplet digital PCR and quantitative PCR for 
the detection and quantification of Chlamydia psittaci. J. 
Microbiol. Methods 190:106318. 

Shin, D.-S., Heo, G.-I., Song, S.-H., Oh, C.-S., Lee, Y.-K. and 
Cha, J.-S. 2018. Development of an improved loop-mediated 
isothermal amplification assay for on-site diagnosis of fire 
blight in apple and pear. Plant Pathol. J. 34:191-198.

Shrestha, R., Koo, J. H., Park, D. H., Hwang, I., Hur, J. H. and 
Lim, C. K. 2003. Erwinia pyrifoliae, a causal endemic 



He et al.148

pathogen of shoot blight of Asian pear tree in Korea. Plant 
Pathol. J. 19:294-300. 

Taylor, S. C., Carbonneau, J., Shelton, D. N. and Boivin, G. 
2015. Optimization of droplet digital PCR from RNA and 
DNA extracts with direct comparison to RT-qPCR: clinical 
implications for quantification of Oseltamivir-resistant 
subpopulations. J. Virol. Methods 224:58-66.

Telli, A. E. and Doğruer, Y. 2019. Discrimination of viable and 
dead Vibrio parahaemolyticus subjected to low temperatures 
using propidium monoazide–quantitative loop mediated 
isothermal amplification (PMA-qLAMP) and PMA-qPCR. 
Microb. Pathog. 132:109-116.

Voegel, T. M. and Nelson, L. M. 2018. Quantification of 
Agrobacterium vitis from grapevine nursery stock and 
vineyard soil using droplet digital PCR. Plant Dis. 102:2136-
2141. 

Wang, L., Tian, Q., Zhou, P., Zhao, W. and Sun, X. 2022. 
Evaluation of droplet digital PCR for the detection of black 
canker disease in tomato. Plant Dis. 106:395-405.

Watanabe, M., Kawaguchi, T., Isa, S.-I., Ando, M., Tamiya, A., 
Kubo, A., Saka, H., Takeo, S., Adachi, H., Tagawa, T., Kakeg-
awa, S., Yamashita, M., Kataoka, K., Ichinose, Y., Takeuchi, 
Y., Sakamoto, K., Matsumura, A. and Koh, Y. 2015. Ultra-
sensitive detection of the pretreatment EGFR T790M muta-
tion in non-small cell lung cancer patients with an EGFR-

activating mutation using droplet digital PCR. Clin. Cancer 
Res. 21:3552-3560.

Wenneker, M. and Bergsma-Vlami, M. 2015. Erwinia pyrifoliae, 
a new pathogen on strawberry in the Netherlands. J. Berry 
Res. 5:17-22. 

Wensing, A., Gernold, M. and Geider, K. 2012. Detection of 
Erwinia species from the apple and pear flora by mass spec-
troscopy of whole cells and with novel PCR primers. J. Appl. 
Microbiol. 112:147-158. 

Whale, A. S., Cowen, S., Foy, C. A. and Huggett, J. F. 2013. 
Methods for applying accurate digital PCR analysis on low 
copy DNA samples. PLoS ONE 8:e58177.

Yamazaki, W., Ishibashi, M., Kawahara, R. and Inoue, K. 2008. 
Development of a loop-mediated isothermal amplification 
assay for sensitive and rapid detection of Vibrio parahaemo-
lyticus. BMC Microbiol. 8:163.

Yang, R., Paparini, A., Monis, P. and Ryan, U. 2014. Comparison 
of next-generation droplet digital PCR (ddPCR) with quan-
titative PCR (qPCR) for enumeration of Cryptosporidium 
oocysts in faecal samples. Int. J. Parasitol. 44:1105-1113.

Zhang, L., Wang, M., Cong, D., Ding, S., Cong, R., Yue, J., Geng, 
J. and Hu, C. 2018. Rapid, specific and sensitive detection of 
Vibrio vulnificus by loop-mediated isothermal amplification 
targeted to vvhA gene. Acta Oceanol. Sin. 37:83-88.


