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PC ) NaAc ) )
RN A ) 2 mol
pH4. O NaAc
(2) » BM AM V- RTase BM
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THE ATTAINMENT OF IBV IMMUNOGEN GENE (S1) BY PCR
METHOD AND ITS CHARACTERIZATION BY RESTRICTION
ENZYME DIGESTION ANALYSIS

Wang Linchuan Xin Chao an
( Dept- of Vet- Med. > South China Agr. Univ. , Guangzh0u7510642)

Abstract

Desribes in detail the methods used to obtain the immunogen ( S1) gene of IBV strain M 41
and an attenuated local Guangdong isolate D41 by the PCR technique. Two synthetic
primers were designed corresponding to segments on both flanks of the S1 gene of IBV
strain Beaudette, a 1700- base sequence. The result demonstrates that the PCR products
of the two IBV strains were the same as expected. Using this pair of primers, the S1 gene
used the PCR product of IBV strain D41 as PCR template was recovered. It was also found
that the chemicals used for RT and PCR of several companies matched well, and it was bet—
ter to use the imported PCR machine ( PE) and the mechanical arm PCR machine using
water bath as heating system too. The Haelll restriction pattern of IBV M41 SI gene was

the same as reported in the literature.
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