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Abstract; In order to understand the genetic variation characteristics of duck hepatitis A virus type 3 ( DHAV3) in the Xinyang area,
PCR/RT-PCR was used to detect 9 common viruses in Jinding ducklings with suspected hepatitis in Xinyang City. After aseptic treatment of
the liver tissue samples of diseased ducks, 10—-day—old SPF duck embryos were inoculated in allantoic cavity for virus isolation, and whole
genome and VP1 gene sequence analysis were carried out. The results showed that a DHAV3 strain was successfully isolated and named
HNXY23. The duck embryos inoculated with the virus showed dysplasia, and the dead embryos showed hemorrhage and edema. Sequence
alignment and phylogenetic tree showed that HNXY23 belonged to the DHAV3 GI genotype, and it had a close relationship with the isolates
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HB-1, HZ-1, HZ-2 and HZ-3 in 2022. Then, the DNAMAN software was used to compare the amino acid site variation of VP1 of 31
DHAV3 strains, and it was found that there were significant differences in five amino acid sites such as 184, 187, 195, 206 and 209. The

results of this study enriched the molecular epidemiological data of DHAV3 in the Xinyang area, and it laid a foundation for further research

on the pathogenic mechanism of DHAV3.
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AF 5 6T {5 PH i DX 8RS R PR 28 55 2 191 904 190 B 40
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R EA SR LT RENEA G S, R ARUE
ST DHAV 7RS4 PSR, Wei 451712011 4F A
FE 75 DHAVI Al DHAV3 i & BYL 5 B v 23 15 5|
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