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AATATGGATTATTTGTTGACTAAGTTAGGTGTTGGGAACAACCAACTCAGCTCATTAATC
NMDYLLTEKLGVGNNQLSSTL.!
GGTAGCGGCTTGATCACCGGTAACCCTATTCTGTACGATTCACAGACTCAACTCTTGGGT
6GSGLITGNPILYDSQTQLLGS
ATACAGGTAACTTTACCCTCAGTCGGTAACCTAAATAATATGCGTGCTACCTACTTGGAG
I QVTLPSVGNLNNMRATYLE
ACCTTGTCTGTAAGCACAACCAAGGGATTTGCCTCAGCACTTGTCCCAAAGTGGTGACA
TLSVSTTEKGFASALVPEKVVT
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A
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ATAGTTTTAACTATCATATCTCTTGTTTGTGGTATACTTAGCCTGGTTCTAGCATGCTAT
IVLTIISLVCGILSLVLACY
A A
CTGATGTATAAGCAAAAGGCGCAACAAAAGACCTTATTATGGCTTGGGAATAATACCCTA
LMY KQKAQQKTLLTY¥LGINNT|L
AATCAGATGAGGGCCACTACAAGAATGTGAATGCAGACAAGAGGCAGAGGTATCTCCAAG
NQHMRATTRHM=*
AGCAATTTGTGTGTGAATTCAGGCAGCCTGTCAATTAGAAGAATTAAGAAAAAACTACCG
GATTTGGGTGATCAAAGGGCAACATACGGGTAGAACGGCCAGAGAGGCCACTCCTTAGCC
AGGAATCGGGCCTCACACCATCCGTTCTACCGCATCACCA 1840
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Sequence Analysis of Fusion Protein Gene of the Chinese
Strain F3E, of Newcastle Disease Virus

CHEN Jin-ding, LIAO Ming, XIN Chao-an
(Dept. of Vet. Med., South China Agric. Univ., Guangzhou 510642, China)

Abstract: The nucleotide sequence of the ¢cDNA consisting of 1 838 bp which encoded the fusion(F)protein of the Chi-
nese strain F48Fo of newcastle disease virus(NDV Jwas obtained by fully automatic sequencing technique, and the enwded
549 amino acid polypeptide sequence deduced. Sequence analysis showed that there were 6 potential glycosylation sites
and 13 cysteine residues in the amino acid sequence, and that the anino acid sequence of the cleavage site region was
Arg-Arg-Gln-Arg-Arg-Phe. The deduced amino acid sequence of the fusion(F)protein of the Chinese sirain F43Eoof NDV
was compared with published sequences of other NDV strains, and the hanology was found to be 96.17% ~92. 16%.
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