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Abstract; [Objective] The research is to study S1 glycoprotein gene nucleotide sequence of infectious
bronchitis virus(IBV) Australian T strain. [Method]) S1 glycoprotein gene of IBV T strain was amplified by
reverse transcription-polymerase chain reaction (RT-PCR), then was cloned and sequenced. [Result] The
sequencing result showed that the sequence consisted of 1 739 bp. When the nucleotide sequence of S1 gene
of T strain was compared with that of 29 strains of IBV in GenBank,homology between T strain and JAAS
strain was 99. 8% at nucleotide level,only four nucleotide differences (A**G,C* T, T'*'A,G"**T) were
found,leading to three amino acids substitution (F**S,Q""H,S" A),and the deduced amino acid homolo-
gy was 99. 4%. However,nucleotide homologies with other strains ranged between 73. 8% to 84.4% and the
deduced amino acid homologies ranged between 66. 8% ~85. 9%. Evolution analysis indicated that the T strain was

closely related to JAAS, very colse to the other strains of IBV. [Conclusion) The result showed that JAAS
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strain was a variant virus of T strain and there was a variant virus of IBV T strain in our country.
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Fig.1 RT-PCR amplifying of S1 gene for IBV T strain
M. DL.2000 DNA Marker;1—2. ¢cDNA PCR products of T strain
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Fig. 2 Identification of recombinant plasmid pGEM-T-T
by digestion (EcoR [ .Sal/ ) and PCR
m. DL2000 DNA Marker; 1. Recombinant plasmid pGEM-T-T PCR
product; 2. Recombinant plasmid pGEM-T-T digestion by EcoR [ ;
3. Control;4. Recombinant plasmid pGEM-T-T digestion
by Sal 1 ;M. »-Hind [l Fragment DNA Marker
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Fig. 3 Phylogenetic tree of the deduced amino acid sequences of S1 genes of different IBV strains
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