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Molecular Identification of Pathogen of Plantain Head Blight
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Abstract: In the paper, two isolates of pathogen of plantain head blight from Ji’an county in Jiangxi province

were molecularly identified. RDNA-ITS region of each of the two isolates was amplified by PCR, and the PCR

products were sequenced. Both of them are 579 nt in length, and they have a consensus sequence. The sequence

shares 99.0% homology with sequence of either Diaporthe angelicae or its anamorph Phomopsis subordinaria.

Based on the criterion of rDNA-ITS sequence homology in fungus species classification, pathogen of plantain

head blight was identified as Diaporthe angelicae.
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