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Genome-wide expression analysis of a rice 
mutant line under salt stress
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ABSTRACT. Salinity is a major environmental stress to plants. In 
this study, the ability of plants to tolerate salt was investigated by 
studying growth, physiological characteristics, and expression levels of 
genes related to the salt-stress response in the salt-tolerant rice mutant 
(Till-II-877), which was derived from γ-ray irradiation. Compared to 
plants grown under normal conditions, the height and root length of 
wild type (WT) were reduced by approximately 40 and 29% following 
exposure to salt stress for 3 weeks, whereas Till-II-877 line showed 29 
and 23% reductions in plant height and root length, respectively. No 
significant changes were observed in total chlorophyll content, and the 
malondialdehyde content of the mutant increased less than that of the 
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WT under salt treatment. Gene expression was compared between the 
WT and mutant lines using microarray analysis. An unbiased analysis 
of the gene expression datasets allowed us to identify the pathways 
involved in salt-stress responses. Among the most significantly 
affected pathways, changes in gene expression were observed in 
α-linolenic acid and linoleic acid metabolism (in lipid metabolism), 
fructose and mannose metabolism and glycolysis-gluconeogenesis (in 
carbohydrate metabolism), cysteine and methionine metabolism (in 
amino acid metabolism), and carbon fixation (in the energy metabolism 
of photosynthetic organisms) under salt stress. These results show that 
the differential response of plants subjected to salt stress was due to 
changes in multiple metabolic pathways. These findings increase our 
understanding of the effects of salt stress in rice and may aid in the 
development of salt-tolerant rice cultivars.
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