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TOM TAT

Nghién ctru ndy nham xéc dinh sy c6 mit ciia sapovirus & lon (PoSaV) nudi tai tinh Hung Yén. Tong sb 32
mau phan dugc thu thap tir lon c6 biéu hién tiéu chay tir thang 9 dén thang 12 ndm 2022. Phan tmg khuéch dai
gen polymerase chain reaction (PCR) dugc st dung dé x4c dinh sy c6 mat cua PoSaV trong mau bénh phﬁm da
thu thap. Két qua nghién ciru cho thay ¢ 2/32 (6,25%) mau duong tinh véi sapovirus. Trong d6, 2 (17,76%)
mau duong tinh véi virus duge thu thap tir huyén Phu Ctr, trong khi d6 khong c6 mau duong tinh nao dugc
phat hién d6i v6i cac mau thu thap tai huyén Tra Duong, tinh Hung Yén. Két qua phan tich mot phan gen ma
héa RNA polymerase cho thiy 2 ching PoSaV trong nghién ctru ndy ¢6 mirc d6 tuong dong nucleotide cao
(99, 09%). Két qua phan tlch cay pha hé cho thay 2 chiing virus nay thudc genotype I11 va cung thudc mdt nhanh
di truyén va c6 quan hé vé di truyén voi cac ching PoSaV dugce x4c dinh & My va Trung Qubc.
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SUMMARY

This study aimed to investigate sapovirus (PoSaV) infection in pigs farmed in Hung Yen province.
A total of 32 fecal samples were collected from diarrheal pigs during September to December
2022. The polymerase chain reaction method was used to detect the PoSaV genome in the field
samples. The studied result showed that there were 2/32 (6.25%) tested samples positive with the
viral genome. In detail, 2 (17.76%) samples collected in Phu Cu district were positive with PoSaV,
whereas samples from pigs raised in Tra Duong district were not. Genetic analysis of partial RNA-
dependent RNA polymerase gene sequences indicated that the two Vietnamese PoSaV strains
obtained in this study shared 99.09% nucleotide identity. Phylogenetic analysis revealed that the two
current PoSaV strains belonged to genotype Il and genetically related to the virus strains detected
in the United States of America and China.
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