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TOM TAT

Gidi thiéu & muc tiéu: Nghién clu nay tién
hanh khao sat ty lé lWu hanh va phan tich dac
diém di truyén cuda virus Parvo genotype 5
trén lgn tU cac 10 mé trén dia ban 4 tinh mién
Nam Viét Nam.

Vat liéu & phuong phdp: Mau phéi (n=80)
dudc thu thap trong 2 nam 2024-2025, da
dudc kiém tra su c6 mat cla cac genotype
PPV5 va cac PCVs bang phudng phap PCR. Ba
mau duong tinh v8i PPV5 dudc chon dé giai
trinh tu mot phan gen VP1 nham déanh gia
dac diém di truyén cla cac ching PPV5.

Két qua & thao ludn: 55,0% mau dudng tinh
v8i PPV5 (44/80 mau) - cung cap bang chiing
phan t dau tién vé su [uu hanh cda PPV5
trén Ign tai Viet Nam. Ty |é dudng tinh vdi
PCV2va PCV3 lan lugt |a 48,7% va 5,0% (n=39
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ABSTRACT

Introduction & objectives: This study aimed to
investigate the prevalence and genetic
characteristics of Porcine parvovirus 5 (PPV5) and
its co-infection with porcine circoviruses (PCVs) in
slaughtered pigs from southern Vietnam.

Materials & methods: Lung samples from 80 pigs
collected from four provinces between 2024 and
2025 were tested for the presence of PPV5, PCV2,
PCV3 and PCV4 by PCR. Three PPV5-positive
samples were further selected for partial
sequencing of the VP1 gene to evaluate the genetic
characteristics of Vietnamese PPV5 strains.

Results & discussion: Among these samples, 44
out of 80 were positive for PPV5 (55.0%),
representing the first molecular evidence of PPV5
circulation in Vietnam. In addition, 39 and 4
samples, corresponding to 48.7% and 5.0% were
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va n=4), trong khi d6, PCV4 hoan toan khong
dudc phat hién. béng nhiém PPV5 véi PCV2
va PCV3 [3n Ugt 13 23/80 mau (28,7%) v 4/80
mau (5,0%). Két qua phan tich gen VP1 cho
thay ty € tuong dong rat cao (99,0%) vé trinh
tu nucleotide clia cac chung PPV5 phan lap
tai Viét Nam so vGi cac chung tham chiéu trén
ngan hang gen. Trong do, ching HCMC22
chlfa 2 vi tri thay thé nucleotide dan dén thay
déi vé trinh tu axit amin (T150A and T163P)
trén VP1.

Két ludn: Nghién clu nay cung cap minh
chiing phan tit dau tién vé sy c6 mat cla
PPV5 trén lgn nudi tai Viét Nam va cling dua
ra gdi y cho viéc can thiét cac nghién clu
phan tich dich té phan t cla cac genotye
PPVs gbp phan trong ki€ém soat bénh do PPV
gay ra trén lgn.

Tif khoa: Virus Parvo trén lon (PPV5), Virus Circo trén lon
(PCVs), PCR, gidi trinh tu gen, lgn.
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positive for PCV2 and PCV3, respectively, while
PCV4 was not detected. Co-infections of PPV5 with
PCV2 and PCV3 were observed in 23 (28.7%) and 4
samples (5.0%), respectively. Phylogenetic
analysis showed that all Vietnamese PPV5 strains
clustered within the global PPV5 lineage and
shared more than 99% nucleotide identity with
previously reported strains. However, one strain
(HCMC22) possessed two unique amino acid
substitutions (T150A and T163P) in the VP1
protein.

Conclusions: Taken together, these findings
provide the first molecular evidence of PPV5
circulation in Vietnam and highlight the need for
continuous molecular surveillance and further
genomic studies to better understand the
evolution and potential role of PPV5 in pig
populations.

Keywords: Porcine Parvovirus (PPV5), Porcine Cirvovirus (PCVs), PCR,
sequencing, molecular detection, pig.
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