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Abstract; The safety of attenuated vaccine strains of porcine reproductive and respiratory syndrome virus (PRRSV) has always been a key
concern in the clinical prevention and control of blue ear disease. However, reports on the isolation of attenuated vaccine strains from clinical-
ly diseased pigs are extremely rare. In this study, RT-PCR technology was applied to detect suspected blue ear disease samples collected
from pig farms. The positive samples were inoculated into African green monkey embryo kidney cells ( Marc—145) for virus isolation, and the
indirect immunofluorescence (IFA) method was used for identification. Meanwhile, the whole genome of the isolated strain was amplified and
sequenced, and its pathogenicity was investigated by infecting piglets. The clinical samples were tested positive for PRRSV through RT-PCR.
Then, the processed samples were inoculated into Marc—145 cells, and stable cytopathic effects occurred and specific fluorescence was ob-
served in the IFA test. A virus was successfully isolated and named LY30. The sequencing results showed that the full-length genome of this
virus was 15216 nt (excluding the polyA tail). The sequence analysis revealed that the nucleic acid homology of LY30 with the PRRSV MLV
vaccine strain and the classical VR2332 strain reached 99. 6% and 99. 3%, respectively; indicating that LY30 belonged to the PRRSV MLV
vaccine—-like strain. When infected with the isolated strain LY30, the piglets exhibited clinical symptoms, such as fever, cough, and de-

creased appetite, accompanied by viremia and lung tissue lesions; which suggested that LY30 had certain pathogenicity. In this study, a
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pathogenic PRRSV MLV vaccine—like strain was successfully isolated from clinical samples. This achievement is of great significance for mo-

nitoring the safety of attenuated vaccine strains during clinical use and for prevention and control of PRRS.
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