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Abstract

Since the first isolation of Porcine Reproductive and Respiratory Syndrome Virus
(PRRSV) in 1991, it has been widely present in pig farms across Taiwan, causing
significant economic losses. This study aims to analyze the genetic sequences of
PRRSV in Taiwan by molecular epidemiology method to understand the evolution of
this virus in the country. The samples and virus strains collected by our institute from
2014 to 2024 were analyzed and compared, focusing on the NSP2, ORF5, ORF7, and
full-length gene sequences. The results revealed that the prevailing genotype of
PRRSV in Taiwan is the North American genotype, with the previously common L5
genotype now disappeared. The L3 genotype is currently dominant, but this genotype
also evolves over time, leading to new genetic subtypes. Additionally, since 2018, L1
genotype virus strains have emerged, and starting from 2020, recombinant strains of
both the domestic L3 genotype and the invading L1 genotype have been detected. In
conclusion, the study shows that multiple PRRSV strains are co-circulating in pig
farms in Taiwan.



