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Cloning and Partial Sequencing gC Gene of Infectious Laryngotracheitis
Virus Beijing E2 Strain

WU Hongzhuan', LIU Fu-an', ZHU Dao-zhong', Yee-wai CHAN?, Frederick C.LEUNG>
(1. Dept. of Veterinary Medicine, South China Agric. Univ., Guangzhou 510642, China;
2. Dept. of Zoology, Hong Kong University, Hong Kong China)

Abstract: A pair of primers flanking the gC gene was designed based on published nucleotide sequence of the American
632 strain and British Thome strain. Expected PCR products of 1.9 kb were obtained after PCR and cloned into pA-T
vector. The recombinant was designated as pgC and mini-preparation of pgC with alkaline protocol and identified with en-
zyme digestion and plasmid PCR. After sequencing both ends of the gC gene with forward and reverse primer, a 498 bp
nucleotide sequence with the forward primer and a 499 bp one with the reverse primer were obtained in the end, their se-
quences submitted to GenBank and blast searched with other strains. It was found that homology with American 632 srain
and British Thorne strain reached 94. 6% ~98.9% and 55.1% respectively. At present, the gC gene of Beijing E2
strain has been registered with the GenBank, the accession number being AF161065 and AF161066 respectively.
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