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TOM TAT

Muc tiéu ctia nghién ctru nay nhim giai ma toan bo genome ctia hai ching duck circovirus (DuCV)
thu thap tir vit bénh tai Thanh phd Ha Noi (2023) va tinh Hung Yén (2024), ky hiéu 1a HV-V2356 va HV-
V2413. Trinh tuy genome virus duoc thu nhan bang phuong phap Sanger, sau d6 phan tich di truyén va
xdy dyng ciy phat sinh loai. Két qua nghién ctru cho thdy ca hai chung déu thudc genotype 1, subgroup
1b; HV-V2356 ¢6 quan hé gan véi cac ching DuCV tir Hoa Ky, Trung Qudc va Han Quéc, trong khi d6
HV-V2413 tuong ddong cao véi cac ching DuCV ¢ Viét Nam. Chung HV-V2413 dugc st dung dé gay
nhiém thyc nghiém trén vit super & cac do tudi khac nhau, nhim xac dinh duoc do tudi va lidu gy nhiém
phu hop, dong thoi ghi nhan cac ton thuong dic trung ¢ vit dugc gay nhidm. Day 1a nghién ciru dau tién
tai Viét Nam thyc hién dong thoi giai ma toan bd genome va danh gia kha ning gy bénh cta DuCV type
1, cung cép di liéu quan trong cho phan loai virus va kiém soat dich bénh.
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SUMMARY

The objective of this study aimed at decoding completely genome sequence and molecular
characterization of two duck circovirus (DuCV) strains: HV-V2356 and HV-V2413 collected from the
diseased ducks in Ha Noi City (2023) and Hung Yen province (2024). Genomic sequences were
determined by Sanger method, then analysed genetics and phylogenetic tree. The studied result showed
that both strains belonged to genotype 1, subgroup 1b. HV-V2356 strain closely related to DuCV strains
from the US, China, and South Korea, while HV-V2413 showed high similarity to DuCV strains in Viet
Nam. The HV-V2413 strain was used to experimentally infect the super ducks with different ages, in order
to determine the appropriate age and infection dose, and record the characteristic lesions in the infected
ducks. This is the first study in Viet Nam to simultaneously decode the entire genome and evaluate the
pathogenicity of DuCV type 1, providing important data for virus classification and disease controls.
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