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Epidemiological survey of three diarrheal viruses and genetic variation analysis of
porcine epidemic diarrheal virus S gene in a large—scale pig farm in Fuzhou City

GUO Guilan, WANG Kaili, WANG Xinxin, GUO Guijie "
( College of Animal Sciences, Fujian Agriculture and Forestry University, Fuzhou 350002, China)

Abstract; In order to understand the epidemic status of porcine diarrhea—causing viruses and the variation of porcine epidemic diarrhea vi-
rus (PEDV) in Fujian Province, this study collected samples from diseased piglets in a large—scale pig farm suspected of being infected with
diarrhea viruses, in Fuzhou City, Fujian Province, from 2023 to 2024. Reverse transcription—polymerase chain reaction ( RT-PCR) was
used to detect the nucleic acid of PEDV, transmissible gastroenteritis virus of pigs (TGEV) and porcine rotavirus (PoRV). Next, the spike
protein (S) gene sequences of the PEDV—-positive samples were amplified and sequenced, and genetic evolution and sequence analysis were
conducted to identify the genetic variation of the S gene. The results showed that the positive rates of PEDV, TGEV and PoRV were 32.29%
(31/96) , 30.21% (29/96) and 4.41% (4/96) , respectively; and there were 17 samples (17.71% ) were of PEDV and TGEV mixed in-
fection, 1 sample (1.04%) was of TGEV and PoRV mixed infection, 1 sample (1.04% ) was of PEDV, TGEV and PoRV triple mixed in-
fections. The S gene sequences of ten PEDV strains were obtained fromthe PEDV —positive intestinal tissue samples, with a full length ranging
from 3753 bp to 4179 bp, encoding 1250 to 1392 amino acids. The nucleotide and amino acid sequence homologies among the S genes of the
10 PEDV strains were 94. 9%-99. 8% and 83. 8% —-99. 7%, respectively. The results of the phylogenetic tree of the S gene indicated that 6
strains belonged to the G I b subtype, and 4 strains belonged to the G I b subtype. Additionally, the S gene of 4 PEDV strains formed a sep-

Weks H 1. 2025-01-02; &[0 H . 2025-04-30

BETH . s ARREAH FIWH (2024]01388)

e, S, &, WO

CEEER . EEA, WL, H, FENRDYREREBERE . RN KB R ARBSY, E-mail: guojiel 125@ 163. com,



- 132 - Animal Husbandry & Veterinary Medicine 2025 Vol. 57 No.7

arate small branch. Compared with the S gene sequence of CV777, the nucleotide and amino acid sequence homologies of S genes of the 10

PEDV strains were 93. 6%—96. 9% and 83. 9%—95. 9%, respectively. And a total of 23 conserved amino acid mutations were identified, in-

cluding a deletion of 1 amino acid (R) at position 162 aa. Among the G I b subtype strains, 10 amino acid mutations were observed in the S

protein, while the G II b subtype strains exhibited 45 amino acid mutations, including an insertion of 4 amino acids (QGVN) at positions 59—

62 aa and a deletion of 1 amino acid (D) at position 163 aa. These results indicated that the prevalence of PEDV is relatively high in the

large—scale pig farm in Fujian Province, and the genotypes of the prevalent strains are diverse, suggesting that the prevalent strains are con-

tinuously mutating.

Keywords : porcine epidemic diarrhea virus; porcine rotavirus; transmissible gastroenteritis virus of swine; identification; sequence analy-

sis; Fuzhou
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