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Identification of the pathogen causing black rot of yam in Sichuan Province
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Abstract To identify the pathogen causing black rot of yam, experiments were performed, including pathogenici-
ty test, host range determination, identification based on morphology and rpb2 sequences. The results showed
that conidia of the pathogens were ellipsoidal, aseptate, (3.9—5.1)um X (1.8—2.7)pm, with phialidic conidiog-
enous cells, globose, pyriform and glabrous pycnidia, and sometimes elongated ostioles like a short, slightly papil-
late neck. The pathogens showed positive reactions in the NaOH test. Based on the morphology, the fungus was
classified in section Peyronellaea according to the Phoma identification manual. The analysis of rpb2 sequences
showed that the fungus shared the highest homology with Epicoccum latusicollum (up to 97%) in GenBank.
Therefore, the fungus was identified as E. latusicollum , which could infect tomato, pepper and cauliflower in the
seedling stage after inoculation.
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Fig. 1 Black spot symptoms in yams
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a: Colony on PDA; b: Conidia; c¢: Conidiogenous cells; d: Pycnidia; e: Section of pycnidium; f: Swollen cell

2 WHZEERBRRER SY1 IR EFHFE
Fig. 2 Morphological characteristics of the strain SY11 isolated from black rot of yam
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Fig. 3 Morphological characteristics of the strain SY12 isolated from black rot of yam

syl11(MG787262)

sy12(MG787263)

Epicoccum latusicollum (KY742176)

100 || Epicoccum latusicollum (KY742175)

Epicoccum latusicollum (KY742174)

Epicoccum latusicollum (KY742177)

Epicoccum viticis (KY742186)

100| 1 Epicoccum camelliae (KY742170)

86 Epicoccum camelliae (KY742171)

85 Epicoccum sorghinum (KT389635)

Wi Epicoccum sorghinum (KY742185)

Epicoccum sorghinum (KT389636)

97

90

100

Epicoccum pimprinum (KT389633)
4|:Epicoccum brasiliense (KT389627)
99

Epicoccum plurivorum (KT389634)

Leptosphaeria conoidea (KT389804)

-
0.020

B4 BT rph2 FIFMHEKEBRBHNRELE ST

Fig. 4 Phylogenetic tree of Epicoccum latusicollum based on rpb2 sequences
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