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Comparison of the isolated porcinophilic Foot-and-Mouth
Disease Virus in Taiwan
Lin Yeou-Liang
Abstract

Unfortunately, Taiwan has a devastating outbreak of FMD in March 1997. Since
then, the epidemics have been controlled very well; due to the massive vaccination
have been performed. Taiwan gained the recognition of an FMD-free country with
vaccination by the O.LE. on May 22, 2003. In order to meet the OIE requirements for
an FMD-free country without vaccination, in total five stages have been implemented
for the Staged Stopping Vaccinating Policy in pigs since April 1, 2007. However, in
February 2009, outbreaks of FMD were reported from two pig farms located at
Yun-Lin County and Chang-Hua County respectively. Consequently, Taiwan becomes
a FMD infected country again. After that, a sporadic case was found every year. This
study is to compare the VP1 sequence and antigenicity of porcinophilic FMDV
isolated in Taiwan in 1998 with that in 2009 and 2012 respectively. The results shown
that the similarity of VP1 sequence between 1998 isolate and 2009 isolate is 90.8%;
between 1998 isolate and 2012 isolate is 89.8%. Furthermore, the rl value of
antigenic correlation between 1998 isolate and 2009 isolate is 0.52; between 1998
isolate and 2012 isolate is 0.32. It demonstrated that the variation of porcinophilic
FMDV isolates has occurred year by year in Taiwan. To be the reference of making a
control measure for BAPHIQ, the surveillance of viral genetic variation and viral

antigenic rl value of FMDV must been implemented.



