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This study aims to compare the genes expressed between pathogenic and
non-pathogenic strains of Fowl adenovirus based on next-generation sequencing information, and to
analyze the effects of differences in sequence and expression on pathogenicity. Research undertaken
within the investigation period has verified the expression of several new proteins. In addition, by

creating antibodies against these proteins, we were able to confirm that the virus actually makes
these proteins during infection. These antibodies enable further exploration of each protein®s
conduct during viral infection and its correlation with virulence.
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