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Identification of Colletotrichum chlorophyti causing soybean anthracnose
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Abstract The pathogenic fungus isolated from soybean imported from Uruguay was identified as Colletotrichum

chlorophyti based on the morphological characteristics of the colony and conidia of the fungus, rDNA-ITS and par-

tial sequence of the actin gene, and its pathogenicity to soybean. It was the first report that Colletotrichum chlo-

rophyti was imported to China.
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a: Colony morphology on PDA medium (3 d); b: Colony morphology on PDA medium (10 d); ¢: Chlamydospore; d: Conidia
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Fig. 1 Morphology of Colletotrichum chlorophyti
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Numbers at the nodes indicate bootstrap scores after repeated 1 000 times; “*” indicates isolated strain
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Fig. 2 A phylogenetic tree resulted from analysis of the ACT sequences by using the NJ method
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a: Symptoms of soybean stems after inoculation; left: Water control; right: Inoculation of isolated strain; b: Symptoms of soybean leaves after
inoculation; left: Water control; right: Inoculation of isolated strain; c: Re-separated strain from inoculated soybean
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Fig. 3 Pathogenicity test of pathogenic isolate
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