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PCR Detection of Citrus Huanglongbing Pathogen in Dayu County of Jiangxi
Province
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Abstract: Pathogenic detection of ten suspected citrus huanglongbing (HLB) leaf samples from

Qinglongguowuba orchard and Fengshun orchard in Dayu County of Jiangxi Province was performed using PCR

and nucleotide sequencing technology. Candidatus Liberibacter asiaticus was detected from two samples of

Qinglongguowuba orchard, and they were given the name of DY-LASO1 and DY-LASO02, respectively, while Ca.

Liberibacter asiaticus was not detected from the other eight samples. The results showed that HLB has occurred in

Dayu County, which should be paid attention by the local government.
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