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Identification and genomic characterization of avian

bornavirus isolated from an African grey parrot
Wan-Chen Li

Abstract

Avian bornavirus (ABV) can infect a variety of birds including a variety of rare and
endangered parrots, canaries, Canada geese, mallards, and munia. Avian bornavirus is
a neurotropic virus and its infection can lead to chronic andfatal proventricular
dilatation disease (PPD) in parrots. According to the differences between ABV
genomes, the International Committee on Taxonomy of Viruses (ICTV) reclassified
the genus Bornaviruses into five species in 2015. Parrot bornavirus 2 (PaBV-2) and
parrot bornavirus 4 (PaBV-4) are the most common types detected in parrots with
PPD. In 2016, we detected and isolated an ABV from an African gray parrot which
was reared in a breeding farm and had clinical signs of PPD. The viral genome
sequence of the isolated ABV was most closely related to PaBV-4, (full-length
genome similarity of ~95%). Since this case of PDD was discovered, the breeding
farm has improved its sanitation practices, and no similar case have been reported.



