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TOM TAT

Dich ta lon ¢6 dién (CSF) 1a mét bénh truyén nhidm nguy hiém do classical swine fever virus (CSFV) gy
ra, v6i kha ning lay lan nhanh va gay thiét hai ning né vé kinh t& cho nganh chan nuéi lon trén toan thé gidi,
dc biét 1a tai Viét Nam. Vacxin phong bénh nay chii yéu 1a vacxin ching C thudc genotype 1. Cac nghién ctru
gan day d chi ra rang cac ching CSFV luu hanh tai cac tinh mién Nam, Viét Nam thudc genotype 2.1¢ va 2.2.
Tuy nhién, dir liu V& virus nay ¢ céc tinh mién Bic van con han ché. Trong nghién ctru nay, bﬁng phuong phép
phan 1ap virus trén té bao PK-15, ching t6i di phan 1ap thanh cong ba chung CSFV (DTLBYV, CSF.DNG6 va
CSFE.QN7) ¢6 higu gid virus cao, tir 10° dén 107 TCID, /ml va 6n dinh. DAy 1a céc ching CSFV phan 13p tir lon
mac bénh tai Thanh pho Ha Ndi, thanh pho Pa Nang va tinh Quang Ninh trong nam 2023. Trinh ty nucleotide
toan bo gen khang nguyén E2 ciia ba chiing da dugc giai ma, voi tong chiéu dai 1.119 nucleotide, ma hoa cho
373 amino acid. Phan tich pha hé ngudn gdc cho thay chung DTLBV thudc genotype 2.1, chung CSF.DN6
thudc genotype 2.2 va ching CSF.QN7 thudc genotype 1.1. Két qua nghién ctru da phan anh sy da dang cua
cac ching CSFV dang luu hanh tai mién Bic Viét Nam, dong thoi cung cap cac ching CSFV c6 hiéu gia virus
cao cho cong tac phat trién vacxin phong chdng bénh dich ta lon ¢6 dién trong tuong lai.

Tir khéa: CSFV, liéu gay nhidm 50% té bao (TCID,,), gen E2, genotype, pha hé ngudn goc.

Isolation and molecular characterization of classical swine fever virus
in Viet Nam in 2023

Doan Thi Thanh Huong, Nguyen Thi Khue, Do Thi Roan, Nguyen Thi Thu Hien,
Le Thi Kim Xuyen, Luu Minh Duc, Le Thi Hue, Doan Hai Ngan

SUMMARY

Classical swine fever (CSF), a dangerous infection disease caused by the classical swine fever
virus (CSFV), with the ability to spread rapidly and cause heavy economic damage to the pig farming
industry worldwide, especially in Viet Nam. The main preventive vaccine is the C strain vaccine
belonging to genotype 1. In Viet Nam, recent studies have shown that CSFV strains circulating in the
southern provinces belonged to genotypes 2.1c and 2.2. However, data on the virus in the northern
provinces are limited. In this study, using the virus isolation method on PK-15 cells, we successfully
isolated three CSFV strains (DTLBV, CSF.DN6, and CSF.QN7) with high viral titers, ranging from 10°
to 1072 TCID, /ml, and stable. These were CSFV strains isolated from the diseased pigs in Ha Noi City,
Da Nang city, and Quang Ninh province in 2023. The complete nucleotide sequences of the E2 antigen
gene of the three strains were determined, with a total length of 1119 nucleotides, encoding 373 amino
acids. Phylogenetic analysis revealed that DTLBV strain belonged to genotype 2.1, CSF.DN6 strain
belonged to genotype 2.2, and CSF.QN7 strain belonged to genotype 1.1. These findings highlight the
genetic diversity of CSFV strains circulating in northern Viet Nam and provide high-titer CSFV strains
that can contribute to the development of future vaccines against the CSF disease.
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