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Laboratory of Molecular Biology in Xianyang City , Xianyang 712000, China)

Abstract: In order to study the pathogenicity of avian adenovirus pathogens derived from pigeons and the protective effect
of inactivated vaccines, in this study, clinical samples were collected, processed, LMH cells were used for inoculation and
passage to isolate the virus, and PCR was used for detection, sequence analysis, and identification of the virus. The half
histocyte infection volume(TCIDy,) of the isolated strain was determined. Inactivated vaccine in oil emulsion was formulated.
SPF chickens were immunized with the vaccine followed by blood collection every 7 days to measure the antibody level against
avian adenovirus. The results showed that cytopathic effects appeared consistently after 4 generations of LMH cell inoculation,
sequence analysis showed that the isolated virus was serum type 4 avian adenovirus, and it was named as XAYB2022 strain.
The TCIDg, value obtained was 10°'/ml. Pathological examination revealed characteristic alterations in liver, kidney,
pericardium, and lung tissues in the infected chicken. Immunization with the inactivated vaccine demonstrated that antibody
levels peaked at week 4 with a mass concentration of 14.266 ng/1. before gradually declining to 5.471 ng/L at week 16 while
still providing full protection against challenge antibodies. In conclusion, an avian adenovirus strain of pigeon origin was
successfully isolated and an inactivated vaccine prepared from this strain showed good protective effect.
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Fig.3 PCR detection of virus isolated from cells after 3 to 5 passages
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Fig.5 Comparison results of hexon gene homology
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Fig.6 Histopathological changes in infected chickens
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Fig.7 Antibody level of avian adenovirus after

inactivated vaccine immunization
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