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Abstract: In this paper; Chinese Spring null tetrasomic lines was studied as material. Their genomic DNA were ex-
trated and were digested completely by EcoRl and Kpnl. After electrophoresis and transmembrane, digested genomic
DNA hybrided with the probe of the gene of glycogen synthase kinase 1 in Triticum aestivum (7aGSKI ), involved in
salt tolerance and marked with o #°P dCTP. Associated with Bio infomation, TaGSKI was located in the short arm of st
chromosom group, ie. 1AS, 1BS and 1DS. This paper established the base of heredity and mechanism in wheat salt toler-

ance.
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