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Naturally occurring reassortants of infectious bursal disease
virus - A review
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Abstract: Infectious bursal disease virus (IBDV) is an important representative of Birnaviridae, which causes
infectious bursal disease (IBD), one important immuno-suppressive and fatal disease threatening the poultry
husbandry. The naturally occurring reassortants of IBDV induced new risks to disease prevention and control. Here,
we reviewed the main types of the genome segments reassortants and intragenic recombination, the inherent
mechanism and the biological significances were analyzed, which would give us new insights into the virus genetic

evolution research and the disease control strategy.

Keywords: infectious bursal disease virus (IBDV), Birnaviridae, gene reassortant
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