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Research Article

(GTG)s-rep-PCR demonstrates a clear cut genetic differentiation of
Candidatus Liberibacter asiaticus isolates infecting mandarin trees in
Hormozgan and Sistan and Baluchestan provinces of Iran
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Abstract: Huanglongbing (HLB) is one of the most destructive diseases of citrus
worldwide. The disease keeps spreading in several citrus-growing areas of southern Iran.
The potential of (GTG)s-rep marker in revealing the genetic diversity of geographic
isolates of Candidatus Liberibacter asiaticus was evaluated in the present study. Twenty-
one HLB-infected samples collected from the Hormozgan and Sistan and Baluchestan
provinces were used in the trial. PCR with the (GTG)s primer produced 16 scorable
bands, of which nearly 100% were polymorphic among or within the populations. The
most observed variation resided within (80.56, P < 0.10) and a substantially less (19.44,
P < 0.10) between the populations. The isolates were distributed in two main (A and B)
clusters, each consisting of several subgroups. Group A included Sistan and Baluchestan
and Hormozgan isolates and the group B embraced Hormozgan isolates. Based on
pairwise genetic differences, the Haji Abad and Hashtbandi populations exhibited the
highest between-population variation, and the Siahoo, Hashtbandi, Nikshahr, Haji Abad,
and Sarbaz showed the greatest within-population variation. The first three coordinates
of the principal coordinate analysis explained more than 72.39% of the variation among
or within the populations. The first two coordinates explained 58.20% of band variation
in plotting, and the first and third coordinates explained 55.54% of band variation. These
results may be inferred that the Hormozgan populations might have diverged from the
Sistan populations, or both might have originated separately from an initial or parental
population possessing a high genetic diversity.
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Introduction africanus (CLaf), and Ca. L. americanus (CLam) is

the most devastating disease affecting the citrus
Citrus  huanglongbing (HLB), caused by industry worldwide (Bové, 2006; Gottwald, 2010).
Candidatus Liberibacter asiaticus (CLas), Ca L. The disease has been reported from the major citrus
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growing areas in southern Iran (Hormozgan,
Kerman, Sistan and Baluchestan and Fars
provinces) (Salehi et al., 2012; Moslemkhani et al.,
2015; Salehi and Rasoulipour, 2016). CLas is
transmitted by grafting and the Asian citrus psyllid
(ACP), Diaphorina citri Kuwayarna (Hemiptera:
Sternorrhyncha: Liviidae) (Aubert, 1987; Gottwald
etal., 1989; Hung et al., 1999). Faghihi et al. (2009)
reported detection of CLas in psyllid body and
Valencia and local orange cultivars (Citrus sinensis
(L) Osb) using PCR assay in Hormozgan and Sistan
and Baluchestan provinces. HLB affects all
commercial citrus species and causes substantial
economic losses by reducing fruit production,
lowering fruit marketability, shortening the lifespan
of the affected trees, and their eventual decline
(Bové, 2006). HLB symptoms are similar to some
nutrient deficiencies and a few other disorders.
Hence they may be misdiagnosed in the field
without PCR assays (Weiner et al., 2004). The main
symptoms of HLB include blotchy mottled leaves,
vein chlorosis, yellowing of shoots, and dieback. As
the disease advances, the fruits become
asymmetrical, remain green in color and smaller in
size, and lose marketability (Bové, 2006). HLB-
associated phytoplasma was reported as a member
of peanut witches’broom (16Srll) phytoplasma
group. This was the first of association of a
phytoplasma with HLB in sweet lime in the world
and first record of association of CLas with sour
orange (Citrus aurantium L.) and sweet lime in Iran
(Saberi et al., 2017).

Molecular techniques, including amplification
and sequencing of thel6S rDNA and 16S/23S
intergenic spacer regions, outer membrane protein
(omp) gene, hypervariable effector genes, the
trmU-tufB-secE-nusG-rplKAJL-rpoB region
(gene cluster region), and microsatellite-based
profiling are among the widely used approaches
for evaluating the genetic diversity of CLas strains
(Kashi and King, 2006; Zhou et al., 2007; Adkar-
Purushothama et al., 2009; Puttamuk et al., 2014).
Repetitive element polymerase chain reaction
(rep-PCR) is a powerful molecular tool for
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investigating the heterogeneity of bacterial
populations and differentiation of strains or
variants of a species (Gomez-Gil et al., 2004; De
Vuyst and Vancanneyt, 2007). (GTG)s-PCR
amplifies the five GTG repetitive elements
distributed throughout the bacterial genome
(Cilliers et al., 1997; Gevers et al., 2001; De Vuyst
et al., 2008; Papalexandratou et al., 2009). It has
been successfully used for the differentiation of
bacterial strains (Rademaker et al., 2000),
including probiotic bacteria (Gevers et al., 2001),
and the pathogenic plant species like Ralstonia
solanacearum strains (Stevens and Van Elsas,
2010; lIzadian and Taghavi, 2013).

The goals of the present study were to evaluate
the applicability of (GTG)s-PCR in the
differentiation of strains of CLas associated with
HLB-infected mandarin trees and assess the
genetic diversity of the prevalent strains in
Hormozgan and Sistan and Baluchestan provinces
of Iran.

Materials and Methods

Sampling

Between 2019 and 2020, surveys in mandarin
orchards in two southern lranian provinces,
including Hormozgan (Hashtbandi, Siahoo and
Haji Abad), and Sistan & Baluchestan (Nikshahr
and Sarbaz) were conducted, and 21 plant samples
(fruit-bearing shoots) with symptoms resembling
the HLB disease were collected. The sampling
sites and the codes given to samples are listed in
Table 1. The samples were carried in cold boxes to
the laboratory and kept in a freezer at -40 °C.

DNA extraction and PCR amplification

Total genomic DNA was extracted from 0.5 g of
the peduncle of the mandarin fruits by the method
outlined by Hung et al. (1999). The quality and
concentration of the extracted DNAs were checked
using a nucleic acid analyzer (Nano-200,
Allsheng, China) and agarose gel electrophoresis.
The extracted DNA samples were stored at-20 °C.
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The identity of the HLB-associated bacterium
as Candidatus Liberibacter asiaticus (CLas) was
affirmed by PCR amplification of the specific
fragment of the ribosomal protein rpIKAJL rpoBC

gene of ClLas using the primer pair A2/5
(Hocquellet et al., 1999; Table 1). Negative
controls included the DNA isolated from healthy-
looking fruits of uninfected trees.

Table 1 Sampling sites and the specificities of mandarin (Citrus reticulata L.) samples used in this study.

No Code Province City Region Sample parts used
1 HBS12 Hormozgan Bandar Abbas Siahoo, Zakin Peduncle
2 HBS14 Hormozgan Bandar Abbas Siahoo, Zakin Peduncle
3 HBS19 Hormozgan Bandar Abbas Siahoo, Zakin Peduncle
4 HBS29 Hormozgan Bandar Abbas Siahoo, Zakin Peduncle
5 HBS34 Hormozgan Bandar Abbas Siahoo, Zakin Peduncle
6 HBS35 Hormozgan Bandar Abbas Siahoo, Segh Peduncle
7 HBS36 Hormozgan Bandar Abbas Siahoo, Zakin Peduncle
8 HBS41 Hormozgan Bandar Abbas Siahoo, Talgerdoo Peduncle
9 HBS44 Hormozgan Bandar Abbas Siahoo, Khersin Peduncle
10 HBS3 Hormozgan Bandar Abbas Siahoo, Dargaz Peduncle
11 HHA30 Hormozgan Bandar Abbas Siahoo, Talsooroo Peduncle
12 HHA33 Hormozgan Haji Abad Ahmadi Peduncle
13 HHB1 Hormozgan Haji Abad Ahmadi Peduncle
14 HHF2 Hormozgan Haji Abad Baghan Peduncle
15 HHR20 Hormozgan Haji Abad Fareghan Peduncle
16 HHS14 Hormozgan Haji Abad Raeiz Peduncle
17 HHS7 Hormozgan Haji Abad Raeiz Peduncle
18 HMH17 Hormozgan Minab Hashtbandi Peduncle
19 SN23 Sistan & Baluchestan Nikshahr Nikshahr Peduncle
20 SN26 Sistan & Baluchestan Nikshahr Takhtemalek Peduncle
21 SS15 Sistan & Baluchestan Sarbaz Sarbaz Peduncle
Table 2 Characteristics of the primers used in this study.
Primer Sequence (5'-3") Target Amplicon Annealing Reference
name size (bp) (°C)
A2 TATAAAGGTTGACCTTT rplKAJL-rpoBC 669 (CLaf) 58 Hocquellet et al.,
CGAGTTT operon (B-operon) 1999
J5 ACAAAAGCAGAAATAG 703 (CLas)
CACGAACAA
GTG GTGGTGGTGGTGGTG - 51 Versalovic et al., 1994

PCR was performed using primer pair A2/J5
(Table 2) in 20 pl of reaction mixture containing
10 ul 2X PCR Master Mix (Ampliqon, Denmark),
1 pl of each primer (10 uM), 2 pl of template DNA
(ca. 100 ng) and 6 pl sterile distilled water. The
thermocycling program consisted of an initial
denaturation step at 95 °C for 4 min, followed by
35 cycles of denaturation at 94 °C for 30 s,
annealing at 58 °C for 40 s and extension at 72 °C
for 60 s, with a final extension step at 72 °C for 10
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min. Two generated PCR amplicons were
sequenced in both directions (Macrogen, South
Korea). The sequences were compared with
GenBank sequences using BLAST search
(https://blast.ncbi.nlm.nih.gov/Blast.cgi) to
identify and confirm the identity of CLas.
(GTG)5-PCR amplifications were carried out
with a PeqStar 96 Universal Gradient™ thermal
cycler (PegLab®, Germany) using the (GTG)s primer
(5"-GTGGTGGTGGTGGTG-3") (Synthesized by
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Methabion, Germany) (Versalovic et al., 1994). The
reaction mixture (25 ul) contained 1.5 uM of the
(GTG)s primer, 200 uM of each dNTPs, 2.5 ul of
10X reaction buffer (10 mM Tris-HCI, 2 mM MgCI2
and 1 U of Taq polymerase, pH: 8.4) (Cinagen, Iran).
A 2 ul aliquot of the extracted DNA was added, as a
template, to each PCR mixture. Amplification was
carried out with the following cycling: initial
denaturation at 95 °C for 3 min followed by 37 cycles
of denaturation (95 °C for 30 s), annealing (51 °C for
40 s), and extension (72 °C for 2 min). A final
extension step at 72 °C for 5 min was also included.
The PCR products were electrophoresed on 1.5% gel
in TBE buffer (89 mM Tris, 89 mM boric acid, 2 mM
EDTA, pH:8), stained with FluoroDye™ Nucleic
Acid Gel Stain (SMOBIA®, Taiwan), and viewed
and photographed on a UV transilluminator
(Sambrook et al., 1989).

Data analysis

The DNA fingerprints were transformed into
numerical data as bands 1 (presence) or 0
(absence). Using Jaccard and simple matching
(SM) similarity coefficients, a pairwise
similarity  matrix ~was  constructed. A
dendrogram was created employing the UPGMA
(Unweighted Pair Group Method using
Arithmetic Mean) clustering algorithm using the
NTSYS software version 2.2 (Rohlf, 2005).
Principal coordinate analysis (PCA) was
performed on (GTG)s data using NTSYS
software v.2.2. In addition, the SPSS 20
software was used to estimate the correlation
between the geographic locations and genetic
distances. Combined binary data of the scored
bands and the geographic locations were used in
statistical analyses. Analysis of molecular
variance and estimation of Fsr was performed
using Arlequin software wversion 3.5.2.2
(Excoffier and Lischer, 2010). Statistical
calculations and graphics for Fsr (Weir and
Clark Cockerham, 1984) were carried out
employing R version 4.0.5 (cran.r-project.org).
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Results

PCR detection of CLas

Fruits with their attached peduncles showing
misshapen and color inversion symptoms were
collected from 21 affected local mandarin trees
in various locations in Hormozgan and Sistan &
Baluchistan provinces. DNA samples extracted
from the fruit peduncles were tested for the
presence of CLas by PCR using primer pair
A2/J5. PCR amplifies an approximately 700 bp
fragment from all symptomatic fruits but not
symptomless ones (Fig. 1). The PCR amplicons
were directly sequenced. Analysis using the
BLAST corroborated that the nucleotide
sequence of the 700 bp fragment was 99.7-100%
identical to the corresponding sequences of
several strains of ClLas present in the NCBI
(GenBank accession numbers CP010804,
JQ973891, MH559117). These sequences were
deposited in GenBank under the accession
numbers MZ065298 and MZ065320.

(GTG)5-rep-PCR

PCR with (GTG)s primer produced 19 DNA bands
ranging from 400 to 1500 bp; 16 were polymorphic
among or within the populations. Most of the observed
diversities (80.56%, P < 0.10) resided within and
considerably less (19.44%, P < 0.10) in between the
ClLas populations existing in different areas. The
isolates formed two main groups, with group A
consisting of the isolates SN23, SS15, SN26, HMH17,
HHR20, HHA31l, and HBS44 and group B
comprising isolates HBS12, HBS35, HBS3, HBS36,
HBS41, HBS14, HBS29, HHS14, HHS7, HHF2,
HBS34, HBS19, HHA30, and HHB1. The majority of
the isolates of group A exist in the Sistan &
Baluchestan province. In contrast, all isolates of group
B consisted of those existing in the Hormozgan
province. Group A consisted of several subgroups,
including A1 (HBS12, HBS35, HBS3, HBS36 and
HBS41), A2 (HBS14, HBS29, HHS14, HHS7,
HHF2, HBS34 and HBS19), A3 (HHA30), and A4
(HHBLY). Group B was comprised of subgroups B1
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(HBS44, HHA31, HHR20, and HMH7), B2 (SN26
and SS15), and B3 (SN23) (Fig. 2).

Based on pairwise genetic differences, the Haji
Abad and Hashtbandi populations exhibited the
highest between-population diversity; these two
populations significantly differed from the other

populations distributed in Siahoo, Minab,
Nikshahr, Haji Abad and Sarbaz displayed the
greatest within-population variations (Fig. 4).

Fst values imply that the populations prevalent
in Haji Abad and Hashtbandi regions, with the
highest population diversity, have diverged

populations studied (Figs. 3 and 4). The considerably from the other populations studied.

Figure 1 HLB detection from the peduncles of the fruits of Citrus retculata by PCR in 1% agarose gel electrophoresis.
Lane M: 100 bp DNA ladder; lane C-: Asymptomatic fruit from a healthy mandarin tree; Lanes 1-9: PCR products of
approximately 700 bp were amplified using primer pair A2/J5 from symptomatic fruits of HLB-infected mandarin trees.
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Figure 2 Dendrogram constructed based on the (GTG)-PCR fingerprints of the populations of Candidatus Liberibacter
asiaticus existing in Hormozgan (H) and Sistan & Bluchestan (S) provinces, southern Iran, using the Jaccard coefficient
and UPGMA clustering method.
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Principle components analysis (PCA)

The first three coordinates of the principal
coordinate analysis explained more than 72.39%
of the variation among or within populations. The
first two coordinates explained 58.20% of band
variation in plotting, and the first and third
coordinates explained 55.54% of band variation.
Except for HBS12, HHA30, HBS41, HHB1, and

HMH17, most Hormozgan populations were
found apart from the Nikshahr populations (Fig.
5A-B). In the first and second biplot options of
these three coordinates, i.e., 1 versus 2 and 1
versus 3 (Fig. 5 A, B, C), the three populations of
Nikshahr including SN23, SN26 and SS15 were
found relatively close to each other and apart from
the other populations.
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Figure 5 Separation of populations by the first three coordinates in Principal Coordinates Analysis.
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Discussion

The study of genetic diversity in geographically
isolated populations of Ca. L. asiaticus’, extracted
from HLB-affected plants, can shed some light on
the genetic diversity of the ClLas in southern
provinces of Iran and help decipher the introduction
pattern of the disease. This finding could also assist
in finding the relationships among HLB-associated
Liberibacters existing in different citrus-growing
regions worldwide.

PCR and non-PCR-based molecular techniques
have been applied successfully to reveal genetic
diversity in different plant microbial pathogens.
Random Amplified Polymorphic DNA (RAPD)
(Chelossi et al., 2004), Amplified Fragment Length
polymorphism (AFLP) (PCR-based markers)
(Wittwer et al., 2005) and Restriction Fragment
Length Polymorphism (RFLP) (Non-PCR-based
marker) (Mushegian et al., 2011) are among the most
widely used molecular markers for studying genetic
diversity. However, these molecular techniques are
challenging to apply for fastidious bacteria such as
CLas because they require the total genomic DNA of
the pathogen. In addition to CLas DNA, plant
genomic, organellar DNAs, DNA of endophytic
bacteria, and phloem-limited prokaryotic pathogens
may present in the extracted DNA preparations.
(GTG)s.PCR is among the PCR-based markers that
have been successfully applied in the differentiation
of species and strains of different groups of bacteria
(Rademaker et al., 2000).

A rather considerable body of information is
available on the genetic diversity of CLas in some
of the affected areas in the world. Katoh et al.
(2011) and Islam et al. (2012) used the SSR
markers to study the genetic diversity of the host-
and geographic-based populations of CLas.
Izadian and Taghavi (2013) studied the ability of
(GTG)s and RAPD to reveal the genetic diversity
of Iranian isolates of Ralstonia solanacearum in
potato and tomato and found that both markers
were able to separate different biovars of R.
solanacearum. (GTG)s-PCR has been able to
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differentiate several Lactobacillus isolates at the
species, subspecies, and even at the strain levels
(Gevers et al., 2001).

In the present study (GTG)s-PCR was found to
be of adequate power for demonstrating genetic
diversity in the populations of CLas. The approach
enabled unraveling the substantial heterogeneity
of the agent associated with the huanglongbing
disease in southern Iran.

In recent years, contrary to the substantial
decline in the population of Asian citrus psyllid in
the citrus orchards of southern Iran, the outbreak
of citrus decline due to HLB in these areas has kept
increasing dramatically. In the Siahoo district in
Hormozgan province, the prevalence of citrus
decline leads to the gradual extinction of its highly
favored mandarin variety, an item of utmost
importance in the district's economy.

In Iran, the citrus HLB disease was first
reported in Sistan and Baluchestan province
(Faghinhi et al., 2009). The disease has spread from
there to other citrus-growing areas of southern
Iran. Results of the present study, indicating that
the CLas isolates from Hormozgan are more
closely similar to each other than those of Sistan
and Baluchestan, are not determinative enough to
suppose that the disease in the Homozgan province
lends its origin to that in the Sistan and
Baluchestan province.

In conclusion, (GTG)s-PCR fingerprinting
could successfully determine the phylogenetic
relationships among ClLas strains existing in
different citrus-growing areas of the Hormozgan
and Sitan and Baluchestan provinces of Iran.
Genetically distinct isolates of CLas may also vary
in pathogenicity and virulence, an issue needing
further investigation.

Acknowledgments

The authors would like to thank Dr. Hamed
Hassanzadeh Khankahdani, Dr. Majeed Askari
Seyahooei, and Dr. Mohsen Amiri Mazraei for
their helpful advice on various technical issues.



Samavi et al.

J. Crop Prot. (2022) Vol. 11 (1)

Author statement

All authors compiled, wrote, and approved this
research article.

References

Adkar-Purushothama, C. R., Quaglino, F., Casati,
P., Gottravalli Ramanayaka, J. and Bianco, P.
A. 2009. Genetic diversity among ‘Candidatus
Liberibacter asiaticus’ isolates based on single
nucleotide polymorphisms in 16S rRNA and
ribosomal protein genes. Annals Microbiology,
59: 681-688.

Aubert, B. 1987. Trioza erytreae Del Guercio and
Diaphorina citri Kuwayama (Homoptera:
Psyllidae), the two vectors of citrus greening
disease: biological aspects and possible control
strategies. Fruits, 42: 149-162.

Bové, J. M. 2006. Huanglongbing: A destructive,
newly emerging, century-old disease of citrus.
Journal of Plant Pathology, 1: 7-37.

Chelossi, E., Milanese, M., Milano, A.,
Pronzato, R. and Riccardi, G. 2004.
Characterisation and antimicrobial activity of
epibiotic bacteria from Petrosia ficiformis
(Porifera, Demospongiae). Journal of
Experimental Marine Biology and Ecology,
309: 21-33.

Cilliers, F. J., Warren, R. M., Hauman, J. H., Wiid,
I.J. and Helden, P. D. V. 1997. Oligonucleotide
(GTG)s as an epidemiological tool in the study
of nontuberculous mycobacteria. Journal of
Clinical Microbiology, 35: 1545-1549.

De Vuyst, L., Camu, N., De Winter, T.,
Vandemeulebroecke, K., Van de Perre, V.,
Vancanneyt, M., De Vos, P. and Cleenwerck,
I. 2008. Validation of the (GTG)s-rep-PCR
fingerprinting technique for rapid
classification and identification of acetic acid
bacteria, with a focus on isolates from
Ghanaian fermented cocoa beans.
International Journal of Food Microbiology,
125: 79-90.

79

De Vuyst, L. and Vancanneyt, M. 2007.
Biodiversity and identification of sourdough
lactic acid bacteria. Food Microbiology, 24:
120-127.

Excoffier, L. and Lischer, H. E. L. 2010. Arlequin
Suite Ver 3.5: A New Series of Programs to
Perform Population Genetics Analyses under
Linux and Windows. Molecular Ecology
Resources, 10: 564-567.

Faghihi, M. M., Salehi, M., Bagheri, A. and
Izadpanah., K. 2009. First report of citrus
huanglongbing disease on orange in Iran. Plant
Pathology, 58: 793.

Gevers, D., Huys, G. and Swings, J. 2001.
Applicability of rep-PCR fingerprinting for
identification of Lactobacillus species. FEMS
Microbiology Letters, 205: 31-36.

Gomez-Gil, B., Soto-Rodriguez, S., Garcia-Gasca,
A., Roque, A., Vazquez-Juarez, R. and
Thompson, F. L. 2004. Molecular
identification of Vibrio harveyi-related isolates
associated with diseased aquatic organisms.
Microbiology, 150: 1769-1777.

Gottwald, T. R., Aubert, B. and Zhau, X. Y. 1989.
Preliminary analysis of disease progress of
citrus greening disease epidemics in the
People’s Republic of China and French
Reunion Island. Phytopathology, 79: 687-693.

Hocquellet, A., Toorawa, P., Bové, J. M. and
Garnier, M. 1999. Detection and identification
of the two Candidatus Liberobacter species
associated with citrus huanglongbing by PCR
amplification of ribosomal protein genes of the
b operon. Molecular and Cellular Probes, 13:
373-379.

Hung, T. H., Wu, M. L. and Su, H. J. 1999.
Development of rapid method for the diagnosis
of citrus greening disease using polymerase
chain reaction. Journal of Phytopathology, 147:
599-604.

Islam, M. D. S., Glynn, J. M., Bai, Y., Duan, Y. P.,
Coletta-Filho, H. D., Kuruba, G., Edwin, L.,
Civerolo, E. L. and Lin, H. 2012. Multilocus
microsatellite analysis of Candidatus Liberibacter



Genetic differentiation of CLas isolates

J. Crop Prot.

asiaticus associated with citrus huanglongbing
worldwide. BMC Microbiology, 12: 39.

Izadian, M. and Taghavi, S. M. 2013. Host range
variation and genetic diversity of iranian isolates
of Ralstonia solanacearum from potato and
tomato with rapd and (GTG)s-PCR. Journal of
Plant Pathology, 95 (1): 87-97.

Kashi, Y. and King, D. G. 2006. Simple sequence
repeats as advantageous mutators in evolution.
Trends in Genetics, 22: 253-258.

Katoh, H., Subandiyah, S., Tomimura, K., Okuda,
M., Su, H. J. and Iwanami, T. 2011.
Differentiation of “Candidatus Liberibacter
asiaticus” isolates by variable-number tandem
repeat analysis. Applied and Environmental
Microbiology, 77: 1910-1917.

Moslemkhani, C., Shahbazi, R., Baghaii Ravari, S.,
Khelgatibana, F. 2015. Molecular
characterization of aster yellows phytoplasma
associated with citrus varieties, using Multiplex
PCR. Journal of Crop Protection. 4 (1): 19-27.

Mushegian, A. A., Peterson, C. N., Baker, C. C.,
and Pringle, A. 2011. Bacterial diversity
across individual lichens: thallus centers
house richer, more uniform communities than
recently formed edges. Applied and
Environmental Microbiology. doi:10.1128/
AEM.02850-10.

Papalexandratou, Z., Cleenwerck, 1., De Vos, P.
and De Vuyst, L. 2009. (GTG)s- PCR reference
framework for acetic acid bacteria. FEMS
Microbiology Letters, 301, 44-49.

Puttamuk, T., Zhou, L., Thaveechai, N., Zhang, S.
and Armstrong, C. M. 2014. Genetic diversity
of Candidatus Liberibacter asiaticus based on
two-hypervariable effector genes in Thailand.
PL0oS ONE, 9 (12): e112968.

Rademaker, J. L. W., Hoste, B., Louws, F. J.,
Kersters, K., Swings, J., Vauterin, L. and de
Bruijn, F. J. 2000. Comparison of AFLP and
rep-PCR genomic fingerprinting with DNA-
DNA homology studies: Xanthomonas as a
model system. International Journal of
Systematic Bacteriology, 50: 665-677.

80

Rohlf, F. 2005. NTSYS-pc, Numerical Taxonomy
and Multivariate Analysis System. Version
2.02. Exeter Software, Setauket, New York.

Saberi, E., Alavi, S. M and Safaie, N.,
Moslemkhany, C and Azadvar, M. 2017.
Bacterial pathogens associated with citrus
huanglongbing-like symptoms in southern Iran.
Journal of Crop Protection, 6 (1): 99-113.

Salehi, M., Faghihi, M. M., Khanchezar, A,
Bagheri, A. and lzadpanah, K. 2012.
Distributioin of citrus huanglongbing disease
and its vector in southern Iran. Iran. Journal of
Plant Pathology, 48 (2): 61-64.

Salehi, M. and Rasoulipour, R. 2016. First report
of 'Candidatus Liberibacter asiaticus'
associated with hunglongbing in Fars
province. Iran. Journal of Plant Pathology,
51(4): 563-565.

Sambrook, J., Fritsch, E. R., and Maniatis, T.
1989. Molecular Cloning: A Laboratory
Manual (2nd ed.). Cold Spring Harbor, Cold
Spring Harbor Laboratory Press, NY.

Stevens, P. and van Elsas, J. D. 2010. Genetic
and phenotypic diversity of Ralstonia
solanacearum biovar 2 strains obtained from
Dutch waterways. Antonie van
Leeuwenhoek, 97: 171-188.

Versalovic J., Schneider M., de Bruijn, F. J. and
Lupski, J. R. 1994. Genomic fingerprinting
of bacteria using repetitive sequence- based
polymerase chain reaction. Methods in
Molecular and Cellular Biology, 5: 25-40.

Weinert, M. P., Jacobson, S. C., Grimshaw, J. F.,
Bellis, G. A., Stephen, P. M., Gunua, T. G,
Kame, M. F. and Davis, R. I. 2004. Detection
of huanglongbing (citrus greening disease) in
Timur-Leste (East Timor) and Papua New
Guinea. Australasian Plant Pathology, 33:
135-136.

Weir, B. S. and Clark Cockerham, C. 1984,
Estimating F-statistics for the analysis of
population structure. Evolution, 38(6): 1358-1370.

Wittwer, M., Keller, J., Wassenaar, T. M.,
Stephan, R., Howald, D. and Regula, G. 2005.



Samavi et al.

J. Crop Prot. (2022) Vol. 11 (1)

Genetic diversity and antibiotic resistance
patterns in a campylobacter population
isolated from poultry farms in Switzerland.
Applied and Environmental Microbiology,
71: 2840-2847.

81

Zhou, L. J., Gabriel, D. W., Duan, Y. P., Halbert,

S. E. and Dixon W. N. 2007. First Report of
Dodder Transmission of Huanglongbing from
Naturally Infected Murraya paniculata to
citrus. Plant Disease, 91: 227.



Genetic differentiation of CLas isolates J. Crop Prot.

Candidatus Liberibacter ladal 4> Sais)y g sid (GTG)s-rep-PCR oy
Olwuw 9 g8 J0sa slagliw!l yo SOyl gLisys o |y asiaticus
dad 0 Ol o Liusgl

bl #ds g Yol il e Mol dowds s g baw gy Liw

b 2ol g s)yalisS pale ol&aSl Y el y) pode 0uSdly  (Shigo LS 04,5 )
.Ql)_g‘ sd‘)l_w sd‘)Lw

b golie g sioslasS @ieel 5 oldixs 3Sy0 ShiyolaS olipixs goy -V
SOl o) ewlaeydb csioa LS aogsS g @isel colipixd Glejle (oLSiae
rahimian.h@gmail.com : 4,510 Jalwo o Liw g5 S 5g 35S Sy

Ve g VT olgpody YYA9 g0 VY ool

51 S oliSys (HLB) &iny Sosd N Gl ouass
o ol o sl Lo o oSy sles) e (2S00
o=l 00 cawl @bl Jle Ho ol ) o solS oSy bl
sladanlus SuisS) g4i5 o (BTG ,Solias T HLS caxdlhe
YV geexo o .4db  wyo Candidatus Liberibacter asiaticus oLla 31 y 2>
GLwel o ¢ 0w 3 LS)wye slagliw!l 31 HLB 00 9T 4 dga
Gy lad Jold a5l V¢ (GTG)s ,SyLleT Loy PCR ()l . db sygl gax
Lo o) S slols Lol odel Ligyds 45 558 ol
o booye odh odalde geil Gouddn 400 (Porax(gyd
4y bayyo UT O—=SpS (P<010 A+/0%) x> (9D g i
095 50 Y Ladnluas Loy (P<010 VA/¥Y) Sare> o g
095 Jo) b Ol oeF el e 48 a8, 8 51,8 (B g A) Lol
oLz sl 5 gLwaw sleanlas Jold A ol 095 L uuh Jasas
cS0 e LS slaaglus Jold B ol 0,8 5 OLSiage g
slbrdurar 90 4o g0 S0 sbhoglis awnlie wlel o
slednra> 3 Jomaxgan geiS gmodgno sooda 5 ST 2L
g OmoSgins Jlosw s 2Ll el caedSa ol cga Liw
S0y glas daxdlhe dyee sladura> o 0 1) Farexgeye
glis (PCoA) Juwol olubizs 4 4oixd wlwl 3o ladoyl u> sdbso gy S
4y Iy 24>g0 &3_1_3 B SYY/vyAa S gy Jal Q){_g‘_;l_) 4w 45 o1
OAS/Y e (93 ol 5o So) Jdyl odusly . a551y plais! sgs
QLS 1) geds 51 00%/0F (4w ,0l )0 5o S2) psd DNl g
4S s GleSn cdxdlhe Gol H1 sdl Gwods aolis Ly Ladsle
Ldly odd e gUwuw daxasx H1 LS e sladurar Gwl (S
P R W R e =t R L R R s L (L

LUl 4,8 olas Y

£ ¢ 38 5LaS GTGs «Clas «Sio a8 I8 1 g tdudS GLS3 ! o

82



