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The detection of atypical porcine pestivirus in weaned pigs

Kuo-Jung Tsai

Abstract

Atypical porcine pestivirus (APPV) was identified during a routine surveillance
program, which was conducted by Kansas State University via next generation
sequencing, in the United States in the year of 2015. APPV was genetically different
from known pestiviruses including classical swine fever virus, bovine viral diarrhea
virus, border disease virus, etc. APPV has been proved to be related to congenital
tremor, based on an inoculation experiment conducted at lowa State University,
which successfully induced pregnant sows to deliver piglets with congenital tremors.
The existence of APPV was approved in the majority of pig industries in North
America, European and Asian countries with the evidence of viral RNA or antibodies,
based on surveillance studies. In this study, a collection of serum samples of weaned
pigs in Taiwan was screened for the presence of APPV genomes by real-time reverse
transcriptase polymerase chain reaction (rRT-PCR) and confirmed by sequence
determination. The detected viral sequences were used to conduct phylogenetic
analysis along with those of other countries.



