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Abstract: To determine the types of pathogenic fungus of causing suspected white peel disease
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on the fruits of the Citrus X limon in Guangdong Province, isolated and identification the dis-
eased fruits were collected by using the conventional tissue isolation method. Based on the phy-
logenetic analysis jointly constructed from the ITS, LSU and TUB2 gene sequences, the re-
sults showed that the NMO0O5 strain isolated from Citrus X [limon fruits clustered with Didy-
mella americana on an evolutionary branch, with a support rate of 82% on the maximum likeli-
hood phylogenetic tree and 88% on the MrBayes phylogenetic tree. At the same time, the path
ogenicity of the isolates was determined according to Koch’s rule, and the result showed that
this strain could cause diseases in healthy fruits, and the symptoms were similar to those in the
field. The strains re-isolated from the inoculated diseased fruits were consistent with the mor-
phological characteristics of the inoculated fungi, indicating that the original isolated fungus
were the pathogenic fungi causing white peel disease on Citrus X limon fruits. Through mor-
phological and molecular biological identification, the isolated strain was identificated to be
Didymella americana. The results of this study provide a theoretical basis for the field control
of white peel disease on Citrus X limon fruits and ensures the healthy development of the per-
fume lemon industry.
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Didymella americana CBS 185.85 = PD 80/1191 FJ426972 GU237990 FJ427088
Didymella americana CBS 568.97 FJ426974 GU237991 FJ427090
Didymella degraaffiae CBS 144956 MNS823444  MN823295 MNS824618
Didymella gardeniae CBS 626.68 =IMI 108771 FJ427003 GQ387595 FJ427114
Didymella heteroderae CBS 109.92 =PD 73/1405 FJ426983 GU238002 FJ427098
Didymella maydis CBS 588.69 FJ427086 EU754192 FJ427190
Didymella naikii PLS3 OM952211 OMS830704 OMS858681
Didymella prolaticolla CBS 126182 MN973533  MN943740 MT005636
Didymella subglomerata CBS 110.92 = PD 76/1010 FJ427080 GU238032 FJ427186
Didymella tabebuiicola COAD 3340 MZ703618 MZ703623 MZ712364
Epicoccum camelliae CGMCC 3.18343=1C 4858 KY742091 KY742245 KY742333

Didymella tabebuiicola COAD 3340
Didymella prolaticolla CBS 126182
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o7 Didymella naikii PLS3
Didymella gardeniae CBS 626.68
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-/0.87 Didymella maydis CBS 588.69
Didymella degraaffiae CBS 144956
-10.94
Didymella subglomerata CBS 110.92
84/1
NMO005
75/0.97

Didymella americana CBS 185.85

Didymella americana CBS 568.97

Didymella heteroderae CBS 109.92

Epicoccum camelliae CGMCC 3.18343
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