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TOM TAT

Nghién ctru x4c dinh topotype virus gay bénh 16 mém long méng (LMLM) & b tai tinh Soc Trang
da duogc thyuc hién bang k¥ thuat RT-PCR két hop giai trinh tw gen VP1. Két qua nghién ciru cho thiy
doan gen VP1 ciia 3 ching virus LMLM gdm O/VN/CTU/STO01, O/VN/CTU/ST02 va O/VN/CTU/
STO03 ¢6 do dai 633 nucleotide. Két qua phan tich di truyén pha hé va so sanh do tuong dong chimg
td 2 chung O/VN/CTU/STO01 va O/VN/CTU/STO02 thudc dong Ind2001e, topotype ME-SA, type O
va chung O/VN/CTU/STO03 thudc dong PanAsia, topotype ME-SA, type O. Két qué so sanh trinh tur
nucleotide va amino acid gitra cac chung virus LMLM phat hién dugc v6i cac chung virus LMLM
tham chiéu cho théy nhiéu vi tri dot bién thay thé nucleotide va amino acid, dic biét 1a doan amino
acid 140-160 co vai trd quan trong trong tinh khang nguyén cua virus LMLM.
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SUMMARY

The study aimed to determine the topotype of foot-and-mouth disease virus (FMDV) in cattle
in Soc Trang province by using RT-PCR technique associated with VP1 gene sequencing. The
research results showed that the VP1 gene segment of three FMD virus strains including O/
VN/CTU/STO1, O/VN/CTU/ST02, and O/VN/CTU/ST03 had a length of 633 nucleotides. The
phylogenetic analysis and pairwise comparison showed that the two strains O/VN/CTU/STO1
and O/VN/CTU/STO02 belonged to the Ind2001e lineage, topotype ME-SA, type O and strain
O/VN/CTU/STO3 belonged to the PanAsia lineage, topotype ME-SA, type O. The results of
comparing the nucleotide and amino acid sequences between the detected FMD virus strains
and the reference FMD virus strains showed many nucleotide and amino acid substitution
mutation sites, especially the 140-160 amino acid segment which played an important role in
the antigenicity of FMDV.
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