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Identification of the pathogen causing leaf spot on grape
in Beizhen city of Liaoning province
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Abstract In recent years, a grape leaf spot disease appeared in Beizhen city of Liaoning province. The symptoms

included small black round or oval spots, around the spots leaf faded green and turned yellow. Based on tissue

isolation method, multi-gene phylogenetic analysis (ITS, GAPDH, CHS-1, ACT, TUB2)., morphological

Plant Protection

characters and Koch’s postulates, the pathogen was identified as Colletotrichum truncatum .
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Fig. 1 Phylogenetic tree based on combined ITS, GAPDH, CHS-1,ACT and TUB2 sequences by maximum parsimony analysis
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Fig.3 The symptoms of infected grape leaves 7 days after

inoculation with the pathogen
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