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Abstract; Ten representative isolates of Newcastle Disease Virus (NDV) obtained from outbreaks
in waterfowl in China during 1997 to 2005 were characterized both pathotypically and genotypical-
ly. Pathogenicity tests (MDT and ICPI) showed that all ten isolates were velogenic strains. The
main functional region of the F gene comprising 535 nucleotides was amplified by RT-PCR and se-
quenced. The amino acid sequence of the fusion protein cleavage site in all ten isolates was
"RRQKRF!"", which is a typical sequence of velogenic strains and is in agreement with the re-
sults of in vivo pathogenicity tests. For genotyping, a phylogenetic tree based on nucleotides 47-
435 of the F gene was constructed. Phylogenetic analysis showed that, among the 10 isolates, 8
isolates were of the genotype V[ d virus, 1 belonged to genotype [X virus, 1 belonged to genotype
Wl ¢ virus. Results indicate that the strains of genotype WId NDV have been the major pathogen,
responsible for most epizootic ND outbreaks in waterfowl in China since 1997.
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Table 1 The NDV strains used in the study
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Strain Host Year Genotype Cleavage site GenBank No.
YG97 Goose 1997 52.0 1. 84 Vi d RRQKRF AY390310
HG97 Goose 1997 56.7 1.76 Vid RRQKRF AY390302
YG98-2C4 Goose 1998 53.2 1.82 Vi d RRQKRF AY390311
WG Goose 1999 49.6 1. 88 X RRQRRF AY390308
KGC Goose 2000 55.2 1.81 Vi d RRQKRF AY390303
QGo02 Goose 2002 51.6 1.91 Vi d RRQKRF EF121314
NDV03-002 Goose 2003 52.0 1.75 Wi d RRQKRF DQ217667
NDV03-053 Goose 2003 53.4 1.81 e RRQKRF DQ217718
NDV05-043 Duck 2005 52.0 1. 80 VI d RRQKRF DQ439899
NDV05-084 Goose 2005 53.6 1.82 Vi d RRQKRF DQ439936
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Table 2 Pathogenecity test of NDV isolates in geese
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NDV isolate Host Year Genotype Morbidity Mortality
YG97 Goose 1997 Vid 10/10 7/10
QG02 Goose 2002 Vid 10/10 8/10
NDV03-053 Goose 2003 Vlc 10/10 7/10
F48E9 Chicken 1946 IX 10/10 5/10
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Fig. 1 Phylogenetic tree of 48 NDV strains
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