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ATGAACATGTTAGTGATAGTTCTCGCCTCTTGTCTTGCGCGCCTAACTTTTGCGACGCGACACGTCCTC T TT TTGGAAGGCS0
ACTCAGGCTGTCCTCGGGGAAGATGATCCCAGAAACGTTCCGGAAGGGACTGTAATCAAATGGACAAAAGTCCTGCGG160
AACGCGTGCAAGATGAAGGCGGCCGATGTCTGCTCTTCGCCTAACTATTGCTTTCATGATTTAATTTACGACGGAGGAAA 240
GAAAGACTGCCCGCCCGCGGGACCCCTGTCTGCAAACCTGGTAATTTTACTAAAGCGCGGCGAAAGCTTCGTCGTGCTG 320
GGTTCTGGGCTACACAACAGCGATATAACTAATATCATGTGGACAGAGTACGGAGGCCTGCTCTTTGATCCTGTAACTCG 400
TTGGACGAGGGAATCTATTTTCGACGGATCTCTCAGCCAGATCTGGCCATGGAAACTACATCGTACAACGTCAGCGTTCT 480
TTCGCACGTAGACGAGAAGGCTCCAGCACCGCACGAGGTGGAGATAGACACCATCAAGCCGTCAGAGGCCCACGCGC 560
ACGTGGAATTACAAATGCTGCCGTTTCATGAACTCAACGACAACAGCCCCACCTATGTGACCCCTGTTCTTAAAGTCTTC 640
CCACCGACCGAGCACGTAAAATTTAACGTTACGTATTCGTGGTATGGGTTTGATGTCAAAGAGGAGTGCGAAGAAGTGA 720
AACTGTTCGAGCCGTGCGTATACCATCCTACAGACGGCAAATGTCAGTTTCCCGCAACCAACCAGAGATGCCTCATAGG 800
ATCGCGTGCCGAACCTACGGTTCGATTCGCGACTCTCCGAGTCACGCGCAGGCCTGGTGATCAGTCCTCTTATAGCCATC 960
CCCAAAGTTTTGATTATAGTCGTTTCCGACGGAGACATTTTGGGATGGAGCTACACGGTGCTCGGGAAACGTAACAGTC 1040
CGCGCGTAGTAGTCGAAACGCACATGCCCTCGAAGGTCCCGATGAACAAAGTAGTAATTGGCAGTCCCGGACCAATGG 1120
ACGAAACGGGTAACTATAAAATGTACTTCGTCGTCGCGGGGGTGACCGCGACGTGCGTAATTCTTACATGCGCTCTGCT 1200
TGTGGGGAAAAAGAAGTGCCCCGCGCACCAAATGGGTACTTTTTCCAAGACCGAACCATTGTACGCGCCGCTCCCCAA 1280
AAACGAGTTTGAGGCCGGCGGGCTTACGGACGATGAGGAAGTGATTTATGACGAAGTATACGAACCCCTATTTCGCGGC1360
TACTGTAAGCAGGAATTCCGCGAAGATGTGAATACCTTTTTCGGTGCGGTCGTGGAGGGAGAAAGGGCCTTAAACTTTA1440
AATCCGCCATCGCATCAATGGCAGATCGCATCCTGGCAAATAAAAGCGGCAGAAGGAATATGGATAGCTAGTAG 1500
(A)
MNMLVIVLASOLARLTFATRHVLFLEGTQAVLGEDDPRNVPEGTVIKWTKVLRNAIGKMKAADVIGSSPNY(QFHDLIYDGGKKD
[OPPAGPLSANLVILLKRGESFVVLGSGLHNSDITNIMWTEYGGLLFDPVTRSDEGI YFRRISQPDLAMETTSYNVSVLSHVDEKAP
APHEVEIDTIKPSEAHAHVELQMLPFHELNDNSPTYVTPVLKVFPPTEHVKFNVTYSWYGFDVKEECEEVKLFEPCVYHPTDGK
CQFPATNQRCLIGSVLMAEFLGAASLLDCSRDTLEDCHENRVPNLRFDSRLSESRAGLVISPLIAIPKVLIIVVSDGDILGWSYTVLG
KRNSPRVVVETHMPSKVPMNK VVIGSPGPMDETGNYKMYFVVAGVTATCVILTCALLVGKKKCPAHQMGTFSKTEPLYAPLIPK
NEFEAGGLTDDEEVIYDEV [YEPLIFRGYCKQEFREDVNTFFGAV VEGERALNFKSAIASMADRILANKSGRRNMDS
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Fig 3 Nucleotide sequence (A) and deduced anino acid sequence (B) of gE gene(five highly conserved Cysteine residues
and two motif are indicated by box, the potential glycosylation sites are underlined)
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Abstract: A pair of primers flanking the g genew ere designed according to the published nucleotide
sequence of the L TV. The Glycoprotein E (gE) geneof thew ild Chinese L TV Y antai strainw asobtained
by polymerase chain reaction andw as cloned into pM D 18-T vector. Based on the gel electropheresis and di-
gestion w ith restrict enzyme, the identified positive recombinant plasnid was naned pM D-gE and w as se-
guenced T he resultsof sequence analysis show ed that the homology of the gE gene and the deduced an ino
acid of L TV Yantai strainw ith that of L TV U SA challenge strain, L TV ChinaW anggang strain,BHV -
1, EHV -1, FHV -1, HHV -2, HHV -3, HV T,M DV -1,M DV -2 and PRV were between 99 7%- 11 9% and
99 4%- 15% regectively. These data suggested that gE gene w as conservative anong different L TV
strains, and there existed very low homologous betw een different herpesvirus

Key words infectious laryngotractheitis virus Y antai strain; glycoprotein E gene; clone; sequence anal-
ysis



