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Sequence Analysis of the VP2 Hypervariable Region of A
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HeYD Isolated from Henan Province
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Abstract: To identify the subtype of a field infectious bursal disease virus (IBDV ) strain HeYD
isolatedfrom Henan province, a pair of specific primers were designed according to the genome
sequences of IBDV previously reported for amplifying the ¢cDNA of IBDV VP2 hypervariable
region. The VP2 hypervariable region of HeYD was cloned by reverse transcription poly merase
chain reaction (RT-PCR), sequenced and compared with other reference IBDV strains. The results
showed that the amino acid sequence of HeYD VP2 hypervariable region represents the typical
feature of those of very virulent IBDV (vwIBDV ) strains at the positions of 222 (A), 256(1), 294
(1), and 299(S). The phylogenetic tree based on the DNA sequences of IBDV VP2 hypervariable
regions indicated that HeYD strain was far away from some of China vvIBDV stains, but close to
other China vvIBDV strains such as xin-1, GX899, and some foreign vvIBDV strains such as
OKYM and DV 86.
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