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Genetic Diversity of Xanthomonas arboricola pv. pruni Isolated in Korea. So Yeon Park, Young Sun
Lee, Jong Sub Shinl, Young Jin Koh® and Jae Sung Jung*. Dept. of Biology, Sunchon National University,
Suncheon 540-742, Korea, 'Suncheon-si Agricultural Technology and Extension Center, Suncheon 540-804,
Korea, “Dept. of Plant Medicine, Sunchon National University, Suncheon 540742, Korea ~ Xanthomonas arbor-
Icola pv. pruni, the causal agent of bacterial shot holes in stone fruits, was known to have a low pop-
ulation diversity. To investigate the genetic characteristics of X. arboricola pv. pruni isolated in Korea,
three strains which have identical 16S rDNA sequences - including type strain (LMG852), Japanese

isolate (MAFF301420) and Korean isolate (XWD1) -

were analysed based on the nucleotide sequences

of three DNA regions and RAPD pattern. No sequence diversity among the three strains was found
within the ITS, ginA and atpD gene sequences. However, five of 756 nucleotides of the atpD gene de-
termined (accession number FJ429319) were different from those of the French strain available from
the Genbank database. RAPD analyses performed with 40 different arbitrary primers revealed that two
strains isolated from Korea and Japan showed similarity in their band patterns distinguished by type
strain. These results suggest that Korean and Japanese strains are very close and belong to a population
with a low genetic diversity, and might have a different origin from strains found in West Europe.
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Table 1. Primers used in this study
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Coding region Primer Nucleotide sequences (5'—3') Length (bp) Reference
ITS P-X-16S-Fb GTTCCCGGGCCTTGTACACAC 1005
P-X-23S-Rb GGTTCTTTTCACCTTTCCCTC ’
atpD P-X-ATPD-F GGGCAAGATCGTTCAGAT 756 Boudon, et al,
P-X-ATPD-R GCTCTTGGTCGAGGTGAT (2005)
glnA P-X-GLNA-F ATCAAGGACAACAAGGTCG 960
P-X-GLNA-R GCGGTGAAGGTCAGGTAG
16S rDNA 27F AGAGTTTGATCCTGGCTCAG 1517 Stackebrandt
1525R AAAGGAGGTGATCCAGCC ’ et al. (1993)
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Fig. 1. Sequence alignment of the atpD region of X. arboricola
pv. pruni strain LMG852 and strain CFBP6653. Dots in—
dicate identical nucleotides.
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Fig. 2. RAPD profiles of X. arboricola pv. pruni strains isolated
in Korea using primer OPF-1 (A), OPD-3 (B), and OPD-7
(C). Lane M, 1 kb marker (Bioneer); lanes 1 to 9, pv.
pruni XWD1 to XWD9, respectively.



k1

234

(ad (E) icl

Fig. 3. RAPD profiles of X. arboricola pathovars using primer
OPF-1 (A), OPD-3 (B), and OPD-7. Lane M, 1 kb marker
(Bioneer); lane 1, pv. pruni LMGS852; lane 2, pv. pruni
MAFF301420; lane 3, pv. pruni XWDI; lane 4, X. campest-
ris pv. campestris KACC10913.
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