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Comparison of virulence between various porcine epidemic diarrhea
virus strains

Yu-Liang Huang

Abstract

Since 2013, porcine epidemic diarrhea (PED) had been re-emerged in Asia and
America. The outbreak of PED was also occurred in Taiwan in late 2013 and led to
the death of numerous suckling piglets. In 2014, a total of 46 farms from 86 farms
were confirmed as positive for PEDV. The genomic sequence analysis found that
there were two novel PEDV strains (n-PEDV and variant n-PEDV) and the gene was
different in the N-terminal of S protein. The gene of n-PEDV strain was same as the
highly virulent US strain. However, the variant n-PEDV had a 197 aa deletion in the S
protein of n-PEDV. Comparison of virulence between n-PEDV and variant n-PEDV
exhibited that the n-PEDV could induce the more severe diarrhea and longer days of
PEDV shedding from feces than variant n-PEDYV in the suckling piglets with 7 days
of age. In summary, the n-PEDV was higher virulence than variant n-PEDV.



