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ABSTRACT

MIYOSHI, T.'*, ONO, Y.* and SHIMIZU, S." (2007). Occurrence of concave stem canker of citrus in Ehime Prefecture and detection
of the pathogenic fungus Lachnum abnorme by PCR. ]Jpn. J. Phytopathol. 73: 9-14.

Brown lesions, a symptom of concave stem canker, were found on Citrus junos (Yuzu) in Hijikawa-cho, Ehime Prefecture, Japan
in July 2000. The fungus isolated from the brown lesions by single-spore isolation was pathogenic on C. junos. By morphological
characteristics of the specimen and culture and analysis of the ITS (internal transcribed spacer) region of the rDNA, the causal fun-
gus was identified as Lachnum abnorme (Mont.) J. H. Haines & Dumont, and the disease was confirmed as concave stem canker of
citrus. Based on small nucleotide differences in the ITS regions of seven isolates of L. abnorme, including pathogenic isolates on
C. junos and eight other species of Lachnum, species-specific primers LAF (5-CCTACCCTTGTGTATTATAACAAT-3’) and LAR
(5’-ATCCGAGGTCAACCTAAG-3’) were selected. Primer pairs LAF and LAR amplified a fragment of 449 bp containing a portion of
the ITS region in all the L. abnorme isolates tested, which originated from different hosts and regions of Japan, but did not amplify a
fragment of any other species of Lachnum. In a PCR assay for concave stem canker, DNA was extracted from diseased branches of C.
junos from Tokushima, Kochi and Ehime Prefectures using magnetic silica beads. Only a 449-bp fragment was amplified from DNA
extracted from the brown lesions. The method developed may be useful for the rapid detection and identification of L. abnorme from
both culture and plant tissue.
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F B HE 52 12 1% Kimura 2-parameter & 5 4 (Kimura, 1980)
RV, TRTOHA « KIBIRHEN B4 L. R
s O EEM: ORI 7 — » A 5 » 7 (Felsenstein,
1985) & FH\~T, 1000[El# b K L TR 7z,

REERHDOI-ODOHRET 74 ¥~ —DRET HHiH
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Lachnum pulverulentum 1471 <~V #E REFIE 19974E 4 A AB267649
Lachnum longispineum 591 FoF E REIE 19924E 6 H AB267650

a) DDBJ/EMBL/GenBank



Jpn. J. Phytopathol. 73 (1).

February, 2007 11

OS2 B9 5 mm B 7o AU 58 5 0 B, g~
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FHT 4 7avia—n ;M <—#s— (100bp 7
x—).

B EMNI%DT—F AL Ty FETHEI R &
DT, HEERE E1~E3 (1= OBk U OREMAZH L
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C, L. abnorme W TIXHIFREED G <, AR & 1 3AHRME DK
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nite.

7% 4 <—LAF ¥ X O'LAR DB &1 R S iz D T,
KT FIRA D HEEE PCREEI AR A, Tods, HHk
2354 DNA Z 4l L7235, PCR BAEWE b MR HH
Shbiw, PCRIAEMEZWHERBE I R Z &0
TIN5 (Zhouetal, 1996). F7-, HWEHD%
< ORI EIET B ooy, M EIEE S Clediug
b\ F T, B (2002) A F 27 BRI O
+3E 5 O PCRBH THAE L T AR Y h v — 2 (R
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fii & D ITS HM DA II O ZECHESTT 71 < —
LAF (5’-CCTACCCTTGTGTATTATAACAAT-3’) & LAR
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