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c phát hi n nhi ng v n. Hi n t i, ch c ch ng
nh l n. T t loài virus m i v i tên g i Porcine c

c phát hi n l n m c h i ch ng viêm da - th n và h i ch ng r i lo n sinh s n. Hi c phát
hi n nhi n trên th gi i. Nghiên c c th c hi n nh m phát hi n s có m
hành c a PCV3 n nuôi t i mi n B c Vi t Nam. K t qu sàng l c 135 m u thu th p 7 t nh mi n B c trong

- c 6 m m t l 4,44%) Hà N ng
c gi i trình t thành công có chi u dài gen O t bi t bi n làm thay

c mã hóa. K t qu xây d ng cây phát sinh ch ng lo i cho th y 5 ch ng PCV3 c a Vi t Nam thu c
v nhóm di truy n PCV3a, v i 4/5 ch c x p chung nhóm v i các ch ng PCV3 có ngu n g c t Trung Qu c.

T khóa: Porcine circovirus 3, l n, Vi t Nam.

Investigating The Prevalence of Novel Porcine Circovirus 3 (PCV3)
in Pig Populations in The North of Vietnam

ABSTRACT

Circoviruses has been detected in diverse animal species, including sus scrofa. To date, only PCV2 is
demonstrated as a causal agent of porcine circovirus associated diseases. In 2015, a novel circovirus (Porcine
circovirus 3, PCV3) was detected for the first time from pigs suffered from porcine dermatitis and nephropathy
syndrome and reproductive failure. Since then, PCV3 has been reported in several pig producing countries. This
study was carried out to investigate the presence and the prevalence of PCV3 in the pig populations in northern
Vietnam. The PCR screening detected the presence of PCV3 in 6 out of 135 samples (4.44%) collected from 7
Northern provinces in 2011 and 2016 - 2017 and five strains were successfully sequenced. The capsid coding gene
(ORF2) of 5 strains were 642 bases in length, containing 39 point nucleotide mutations and 9 mutations were non-
synonymous. The phylogenetic analysis on the basis of ORF2 gene suggested that 5 Vietnamese PCV3 strains
belonged to PCV3a genetic cluster, of which, 4 out of 5 strains were clustered closely with Chinese PCV3 strains.

Keywords: Porcine circovirus 3, pig, Vietnam.
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C p m i Trình t m i (5 - 3 ) c M

PCV3-1-F TTACTTAGAGAACGGACTTGTAACG 649 bp Phát hi n

PCV3-1-R AAATGAGACACAGAGCTATATTCAG

PCV3-genome-1-F TAGTATTACCCGGCACCTCGGAACC 1257 bp Gi i trình t

PCV3-genome-1-R ACAGGTAAACGCCCTCGCATGTGGG

PCV3-genome-2-F TTGCACTTGTGTACAATTATTGCG 1075 bp Gi i trình t

PCV3-genome-2-R ATCTTCAGGACACTCGTAGCACCAC



Porcine Circovirus 3 - PCV3)

1522

Tên ch nga Genbank cb Tên ch ng Genbank c Tên ch ng Genbank c

RS-6 MF079253 Bra Guangdong-SG1 MF589105 TQ Shandong-2 KY778777 TQ

RS-8 MF079254 Bra Guangdong-X1 MF589118 TQ KU-1601 KY996337 HQ

Fujian-FZ MF589108 TQ Guangxi-LD4 MF589120 TQ KU-1602 KY996338 HQ

Guangdong-HZ4 MF589103 TQ Guangxi-LD5 MF589121 TQ KU-1603 KY996339 HQ

Guangdong-MX3 MF589104 TQ Guangxi-WZ MF589123 TQ KU-1604 KY996340 HQ

Guangxi-NK MF589122 TQ Henan-13 KY075988 TQ KU-1605 KY996341 HQ

Anhui-14 MF084994 TQ Hubei-610 KY354038 TQ KU-1606 KY996342 HQ

CC2016 KY421348 TQ Hubei-618 KY354039 TQ KU-1607 KY996343 HQ

CCV-A KY363870 TQ Hunan-B8 MF589124 TQ KU-1608 KY996344 HQ

CCV-B KY363871 TQ Hunan-CD33 MF589125 TQ KU-1609 KY996345 HQ

CCV-C KY363872 TQ Hunan-XHD2 MF589129 TQ PCK3-1701 MF611876 HQ

Chongqing-147 KY075990 TQ Jiangxi-1 MF589130 TQ PCK3-1702 MF611877 HQ

Chongqing-148 KY075991 TQ Jiangxi-3 MF589106 TQ PCK3-1703 MF611878 HQ

Chongqing-150 KY075992 TQ Jiangxi-62 KY075989 TQ IH HQ

Chongqing-155 KY075993 TQ Jiangxi-G1 MF589131 TQ SJ HQ

Chongqing-156 KY075994 TQ Jiangxi-QN3 MF589132 TQ 2164 KX458235 M

Fujian-12 KY075987 TQ Shanghai-0706 KY865242 TQ 29160 KT869077 M

Fujian-5 KY075986 TQ Shanghai-0708 KY865243 TQ 29160-1 NC031753 M

Fujian-HWK1 MF589109 TQ YiY-1-11 KY484769 TQ MO2015 KX778720 M

Fujian-HWK2 MF589110 TQ YiY-2-11 KY484770 TQ MN2016 KX898030 M

Fujian-KP1 MF589111 TQ Guangdong-GZ MF589113 TQ SD2016 KX966193 M

GD2016 KY418606 TQ Guangxi-L2 MF589119 TQ CO2017 MF162298 M

GD2016-1 KY421347 TQ Hunan-CZ MF589126 TQ MN2017 MF162299 M

Guangdong-CH MF589112 TQ Hunan-HWF2 MF589127 TQ L11-181 VN

Guangdong-HY MF589114 TQ Hunan-HWF3 MF589128 TQ L16-2931 VN

Guangdong-HY1 MF589102 TQ Jiangxi-B1 MF589107 TQ L16-2932 VN

Guangdong-JM1 MF589115 TQ Jiangxi-S1 MF589133 TQ L17-297 VN

Guangdong-MX1 MF589116 TQ Jiangxi-XY MF589134 TQ L17-307 VN

Guangdong-SG MF589117 TQ Shandong-1 KY778776 TQ

µ

µ µ

µ µ
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T nh
S m /s m u xét nghi m

B c Giang 0/17 0 0

Hòa Bình 0/12 0/4 0

Thái Nguyên 0/2 0 0

B c Ninh 0/6 0/1 0

Hà N i 1/9 0/48 3/7

H 0/6 0/1 0

0/8 2/14 0

T ng h p 1/60 2/68 3/7
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