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Cloning of SpsNAC042 and Its Expression Analysis under Stress in Salix psammophila
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Abstract: In this study, SpsNAC042 gene of Salix psammophila was obtained by homologous cloning
method. The analyses of bioinformatics, tissue-specific expression,and stress expression indicated that the
open reading frame (ORF) sequence of the gene was 900 bp,encoded with 299 amino acids. It was identi-
fied as an unstable protein with hydrophilic property. The tissue specific expression analysis showed that
the relative expression of the gene in flowers was the highest,and decreased systematically in young leaf,
the 9—15™ internode in stem,root and mature leaf,the lowest expression was in the shoot apex. The ex-
pression increased under drought stress compared with the control group,and reached the highest level at 8
hours. Under low temperature treatment, the gene expression rapidly accumulated and reached the highest
level in 2 hours after the treatment,and remained at a low level. SpsNAC042 gene accumulated slowly un-
der salt and high temperature treatments,and increased rapidly in the late stage,finally reached its maxi-
mum after 24 hours. The results showed that SpsNAC042 gene was involved in stress response. This study
provides a reference for further research on the biological and abiotic stress responses of S. psammophila
NAC gene.
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