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Report of Botryosphaeria dothidea infecting citrus ZHU Qi-li"*, ZHAO Hui-zhang"*, XIE
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Abstract. Citrus fruit decay caused by fungi during late stages of fruit growth, postharvest transit and storage
has been very common. The suspected fungal pathogen isolated from brown and hard fruit in a citrus orchard in
Ganzhou, Jiangxi Province in 2016 was identified as Botryosphaeria dothidea based on the morphological and
molecular characteristics and pathogenicity test. The pathogen could also infect twig or branch, trunk and fruit of
apple. To our knowledge, this is the first report of B. dothidea infecting citrus.
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Symptom of diseased citrus fruit (A) and colony morphology of the fungal strain GZ-1(B)
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Fig. 2 Phylogenetic analysis of the strain GZ-1 based on ITS, EF-1 and B-tubulin sequences
Bootstrap values (% ) obtained with 1 000 replicates are indicated on branches and branch lengths correspond to genetic distance;

A scale bar at the lower left corresponds to a genetic distance of 0.2.

Fig. 3 Pathogenicity test of the strain GZ-1 on citrus fruits

A Symptoms on the green fruits; B: Symptoms on the orange fruits.
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Fig. 4 Pathogenicity assay of the strain GZ-1 on apples
A; Symptom on apple fruit (8 d) ; B: Symptom on apple one-year-old shoot (15 d) ;

C. Pycnidia on the diseased apple fruit 20 d after treated with near ultraviolet light; D Pycnidia; E: Conidia.
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