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Quarantine identification of Leptosphaeria maculans on
Hordeum vulgare imported from Australia
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Abstract The fungal strain 01829 was isolated from the oilseed rape mixed in Hordeum vulgare imported from
Australia by using traditional tissue separation method. Morphological observation, specific PCR detection, ITS
sequence analysis and pathogenicity test were carried out to identify the strain 01829. The morphological results
showed that the isolate 01829 grew slowly with irregular colony edges on PDA and produced abundant pycnidia and
conidia. In specific PCR tests, the primer pairs LMR1-D and Lmb amplified a positive fragment from the DNA of
isolate 01829. Its I'TS sequence was sequenced. Analysis of the sequence with the related sequences retrieved from
GenBank showed that the strain 01829 clustered into Leptosphaeria maculans clade. The pathogenicity test showed
that the strain 01829 could cause leaf spot of cotyledons and canker lesion of stem. Based on these results, the
isolate 01829 was identified as L. maculans. To our knowledge, this is the first interception report of L. maculans
mixed into H. vulgare imported from Australia to China.
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Fig. 1 The morphological characterization of the
strain 01829 on PDA medium
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a: Symptoms of cotyledon inoculated with 01829; b: Symptoms of
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Fig. 2 Symptoms of rape cotyledon and stem base
infected by strain 01829
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Fig. 4 Phylogenetic tree of strain 01829 and other related strains based on ITS sequences by using neighbor-joining method
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