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Gene Expression of Eustoma Grandflorum under High Salinity Stress

WANG Ji-gang', ZANG Kun% i Kuirhua', FENG Guo-jun’, LI Yu-hua!
(1.College of Life Science, Northeast Forestry University, Harbin Heilongjiang 150040 China; 2. Editorial Department of Academic Jour-
nal Southwest Forestry University, Kunming, Yunnan 650224, China; 3. Harbin Academy of A gricultural Sciences Harbin Heilongjiang
150070, China)

Abstract; To understand the molecular basis of plant responses to salt stress better, suppression subtractive hybridization
(SSH) and microarray approaches were combined to identify the potential important or novel genes of Eustoma grandi -
Sflorum involved responses to severe salt stress. First, SSH libraries were constructed for the leave tissue of cultivated
Eustoma grandiflorum 07 to compare salt treatment and non-treatment plants. Then a subset of clones from these
SSH libraries were used to construct a Eustoma grandi florum ¢cDNA array and microarray analysis was carried out to
verify the gene expression changes of this set of clones upon a high concentration of salt treatment compared to the corre-
sponding non—treatment controls. A total of 36 non-redundant genes that were differentially expressed upon 3 h of se-
vere salt stress were identified from microarray analysis; most of these genes have not previously been reported. The di-
versity of these genes indicated that salt stress resulted in a complex response in Eustoma grandiflorum.
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