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Study on the genetic variation of porcinophilic foot and mouth
disease virus in Taiwan

Huang Yu Wen
Abstract

A purified foot-and-mouth disease virus (FMDV) was passaged serially in baby
hamster kidney (BHK) cells for 150 passages. Totally 10 and 7 mutations occurred in
VP1 nucleotide and derived amino acid sequences of passaged FMDYV respectively. The
mutations happened between the 16" generation and the 150" generation of passage. In
passaged FMDYV, the variation rates of nucleic acid and amino acid were 0.2 to 1.3 and
0.5 to 2.9 respectively. However, the mutations did not occur at the major antigenetic
sites. On the other hand, basing on the VP1 sequences of passaged FMDVs and FMDV
isolates of Taiwan, the phylogenetic tree analysis was performed. The result showed that
the passaged FMDVs were the closest to the FMDV O/TW/205/98 vaccine strain and
away from the FMDV isolates of Taiwan. Furthermore, the result of rl values of
passaged FMDVs, between 0.4 and 0.81, indicated that the FMDV O/TW/205/98 vaccine
strain would give a certain protection against the passaged FMDVs. It was obvious that
the occurrence of FMDYV variation was quite different in vitro and in vivo. Therefore, the
investigation on the variation rate of FMDV should base on the existence of different

levels of neutralization antibodies against FMDYV in the future.



