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Pathogen identification of dry rot of purple yam
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Abstract: To clarify the taxonomic status of the pathogen causing dry rot of purple yam in Xingyi city, Guizhou province
in 2023, 15 strains with the same cultural characteristics were obtained by tissue isolation and single spore purification.
The representative strain SY2-2 was confirmed as pathogen of the disease by Koch's test. Based on morphological charac-
teristics and ITS and RPB2 sequence analysis, a phylogenetic tree was constructed. Penicillium sclerotigenum was identi-

fied as the pathogen causing the dry rot of purple yam. The results lay a theoretical foundation for the scientific control of
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dry rot of purple yam in Guizhou province.
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Fig. 1 Symptoms of purple yam dry rot disease
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Note: A. Colony front; B. Colony opposite.
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Fig. 2 Colony morphology
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Note: A-B represent transverse and longitudinal sections of control, respectively; C-D represent transverse and longitudinal sections of inoculat-

ed SY2-2, respectively.
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Fig. 3 Pathogenicity determination of strain SY2-2
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Fig. 4 Morphological characteristics of strain SY2-2
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Fig. 5 Phylogenetic tree constructed based on ITS and RPB2 gene sequence of SY2-2
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