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Construction of cDNA Library and Analysis of
the SA-Stimulated Tobacco

LI Wen—zheng!, DONG Xia?, Huang Kua—ke?, CHENG Xue—jun!

(1.Yunnan Tobacco Research Institute, Yuxi 653100, China;
2.Yunnan Agricultural University, Kunming 650201, China)

Abstract: The SSH library of differently expressed cDNA was constructed, in which the tobacco with salicylic acid
stimulated served as the tester, and one with water sprayed as the control. Analysis showed that most of the inserted
fragments were 200~500bp. Twelve clones were selected randomly and sequenced. The BLASTN homology analysis on
GenBank revealed that seven clones had homology with tobacco resistance genes, one clone was homologous with PR1a,

other three were homologous with oxygen—evolving protein, aquaporin 1 and ert13 gene, only one was a new cDNA with

no homologous sequence.
Key words: SA ; cDNA Library; Tobacco
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B97 353 5 4% 1R 208 FE 4w 45 gbM97361.1| ¥ Nicotiana tabacum protein SAR8.2d which responds to agents that
induce systemic acquired resistance mRNA, fEK & 345bp X B, FIYEME N 98%.

B102 353 5 4% TR 208 FE 4w 5 gbM97361.1| ¥ Nicotiana tabacum protein SAR8.2d which responds to agents that
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