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Epidemiological investigation and genetic variation analysis

of Porcine rotavirus in Hunan Province

LIANG Yue!, XIAO Jiang', YIN Jie?, HUANG Ying', WU Yumei',
SU Huan'!, YU Aichun!, MO Lingyun', LIU Guohua®*

(1.Hunan District of Charoen Pokphand Group, Huaihua, Hunan 418000, China; 2.College of Animal Science and
Technology, Hunan Agricultural University, Changsha, Hunan 410128, China; 3.College of Veterinary Medicine, Hunan
Agricultural University, Changsha, Hunan 410128, China)

Abstract: From January to December 2023, the 1 036 samples were collected from 119 pig farms in 9 representative
regions of Hunan Province. The prevalence of Porcine rotavirus(PoRV) were detected by RT-PCR, and then positive VP7
amplification samples was sequenced. Sequence homology was analyzed by MegAlign software. Phylogenetic tree was
constructed by using MEGA 7.0 software. Of the 1 036 samples examined, 16.22% were positive for PoRV. The
prevalence of PoRV in winter was significantly higher than those in other three seasons. Among the 9 sequenced VP7
sequences, G9(77.8%) was the dominant genotype, followed by G4 and G5, both accounting for 11.1% of the total
genotypes. These results indicated that the prevalence of PoRV in pig farms was high and the genotypes were complex in

Hunan Province. The G9 was the dominant genotype in pig farm in Hunan Province.

Keywords: Porcine rotavirus; epidemiology; VP7 gene; genetic diversity

PRI BE (PORV) I I IR HE BHR R T B (Rotavirus)S 5, 25 | E2ATAE IR TS i) 20 st A

WFsHHA: 2024-04-26 1&E BHA: 2024-09-10

EEWH: MrEE B RBIASE G FE 4T H (2023115005)

TEE RN BER1982—), I, WIRBWEN, WL, BEIN, F2MNFRHHR LW LAERE ST, 289629018@qq.com; *HEIFIEH, XIELE,
i, ¥z, FENEHYIERRA TR SREAESFIT, luguohua5202008@163.com



5 50 &5 6 ]

TEBRAE WP A O R 25 20 T VR A TG 2 VR A D A% A e o A 89

Z—M % 5+ PoRV W BAYER K 3.3%~67.3%,
BFRTE R T TR TR, PoRV 42361
14, FBRG MG T R AN, & AT K RIS |
K . L ERET 23, N [RIAF S RO T (R R Yy
AIRBIRYL PoRV, ML AN AL 758 B J5 I IR
SRS, RS 2 o ety (Rd T VR s
YUU, A B A BOE E R, [ 1975 4F
PoRV B W #ifikiE e, He et a2 T,
JUEPIFE RN L A, G RS RN

FMIREERV )2 —FhICHENR | /3B dsRNA
B, HILHEAM 11 A5 B, Hegmhis 6 Fhasi
FI(VP1, VP2, VP3, VP4, VP6, VPT)F 5 Fiiff4d
M FI(NSP1. NSP 2. NSP3. NSP4, NSP5)l, R
P VP6 AP MR RV 2304 10 SIS FR(A
B. C. D, E. F. G, H. 1, J), ABERZEYAIA
I IR EE, Bk RVAISL, RV AYIEA
TSR VP4 SLNAN vP7 JERGE T, 364,
VP4 SLA 37 Fh P JEHARY, VP7 AT 27 Fl G K
RIRIOL, A T2 A FAE IR, G3. G4,
G5 . G9 T [ 58 R MRV A TR oS 2] 3222
LAY, FEREPEERZR 3.3%~67.3%10-13,

AR M B A RS R s &, H
PoRV YA 1B I S HIL R AU ATERE . R T il
FEM PoRV W HEILRRAE, TN I8 R b DR
PoRV (A TELAR KA ke s, B H RAE T WImA 9
ML IX SRR TS 2SR A, XT T PoRV
Gy TR S SR S e, ISR PoRV 1 11
WIS AR

1 MRIS5REZE
1.1 #Mm

202341 HE 12 H, REWFEA 9 MEX (K
v MBSO . EBE . BEH . AN, T Bk
WL I 119 UG 1 036 (M35 IR TS
HAEREA, B T80 CCUKARIRAESR
12 7k
1.2.1 PoRVAZERFZIR A [E MR 49400

BUTHEZEEREAS , INAZEAT 200 uL A= BRER K Y
EP i, IR0 & ORI i A

PIRHEAT BR S R EEBUZ IR o Fic BB R 75 S ¢
Jt RT-PCR Al & b nt 2o o= sh b e £
RABRA U4, Bedil RT-PCR RV (F
M) TR RIS ) A RS w1 LB BH A XS B
XA, lad 4 [ 8l PCR 43HT R 48 (Bio-Rad A R))K:
TFEA) PoRV PHE
1.2.2  VP7E B PCRY 3§ 2 om|

ZIEOCER[14109 )7 G B VP7 FERRE AR5 [
PoRV-VP7, LiiF5|¥) 5-GGCTTTAAAAGAGAGA
ATTTC-3', Fii514% 5-GGTCACATCATACAGTT
CTAAC-3", ZZHACHER AW ARA B w6 1
FZHL PoRV PHYEFEA RNA, DUHOWHEHR AT 14
B AR R SR FUA 25 uL: PrimeScript 1 Step
Enzyme Mix 1 pL; 2x1 Step Buffer 12.5 pL;
PoRV-VP7 51#)4% 1 uL, JCHE/K 7.5 puL; AR 2 pl.
PCR JZ W £514: 94 °CHIALPE 2 min; 94 °C ARk
1 min, 50 °CiE:K 1 min, 72 °C#Effi 1 min, PEFT
35 AMEER; 72 °C ZEH 10 min, B 5 pL PCR ;=4
TE 1%TBE B MiBERe Fo vk S AE S8 MU SR
SER B9 (M BIX 1 4B TE PCR 7= H% rhgk
HER DRI A PR R4 T3 Y o
1.2.3 ARAEZ R 5I 04

JADNAMAN 7.0 853 1 Fr 45 5 . #1] F Blast
SINTSERE VP7 SERFAIAIX LY PoRV JERIAY, fifi
FH MegAlign 7.1 3kEXF 22 ¥RB R TR IR )
DEVESI AT Mo 22 e i 40 HT, (] MEGA 7.0 #1fik
B3 (% Kimura—2—parameter F57Y , 5 284656
1 000 YR)FE RN ZR A E A o B FT SPSS 34X 9
A IX L AR ZETT Y PoRV FHPESRHES 78R K )7
203

2 ZBR5SH
21 AR RRERRER

X 1 036 (A FAE I TEZEAE AT PoRV
K, 455G DI, 168 fyFEAS: PoRV FHE,
PPN 16.22%, HrhRKUPWHERE S, >
42.86%, ZIRHIBAMERERAR, N 10.91%, A[FZET
PoRV FHMEZH A 13.57%~23.12%(F5 2), HZMIBHE:
RIAK, AZ=0 PR



90

W1 Al KA i (H R B R)  http:/xb.hunau.edu.cn 2024 4E 12

=1

Table 1

2023 S 9 MX PoRV PR R % iHE

The prevalence of PoRV in 9 regions of Hunan Province

in 2023
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Fig.1 Nucleotide sequence comparison between PoRYV from present study and reference strains
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Fig.2 Amino acid sequence comparison between PoRYV from the present study and reference strains
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