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Gene Expression of Different Rice Varieties under Salt Stress
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Abstract

dates of whole genomic expression profiles got from the salt tolerant rice and salt sensitive rice were obtained from GEO database and identified

[ Objective | To explore the mechanism of the salt tolerance and screen the key genes of salt tolerance gene in rice. [ Method | The

differential expressed genes by TAC software. The differential gene expression were characterized by gene ontology (GO) ,KEGG pathway. [ Re-
sult] For salt tolerant rice ( CSR11,PL177) , there were 3 289, 1 934 differential expression genes under salt stess. For salt sensitive rice
(IR64,VSR156) ,there were 3 289,1 934 different expression genes under salt stess. There were 288 genes that were simultaneou up-regulated
or down-regulated in tolerant rice. There were 330 genes that were simultaneous up-regulated or down-regulated in sensitive rice. An analysis of
differentially expressed gene pathways revealed that metabolic pathways,secondary metabolites synthesis, transcription factors in tolerant rice,
but stress response , hormone transduction and material metabolism in sensitive rice. [ Conclusion] The key genes could be screened by bioin-
formatics effectively, which might provide the basis for further experimental study.
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Fig.1 The number of different gene expression under salt stress
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Fig.2 Venn diagram of the overlap gene in different rice varieties under salt stress
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