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Abstract:  Abiotic stresses (drought, salt) have become one of the key factors restricting the yield and quality of maize.
To elucidate the mechanisms of maize responsed to abiotic stresses, in this study, B73 was used as the experimental material ,
and four treatments were set up; control (CK), drought stress treatment (D), salt stress treatment (S) and drought + salt com-
pound stress treatment (DS). Primary root length was dynamically monitored, and the root transcriptome was sequenced. The re-
sults of phenotypic analysis showed that the primary root length was significantly shorter under different treatments compared with
the control. A total of 1 526 differentially expressed genes were identified in the comparison groups between the control and differ-
ent stress treatments. A total of 207, 170 and 1 274 differentially expressed genes were identified in the comparison groups be-
tween the control and drought stress, salt stress and drought + salt compound stress. Functional enrichment results suggested that
these differentially expressed genes were mainly involved in the biological processes mediated by abscisic acid synthesis and sig-

nal transduction, and transcription factors in response to abiotic stress. MYB and ERF family transcription factor genes showed the

greatest response to abiotic stress. The results of this study
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lay a foundation for further revealing the molecular
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Fig.1 Diagram of the time for sampling
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Fig.2 Dynamic changes in primary root length of B73 under different abiotic stress treatments
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Fig.3 Overall transcriptome analysis of maize roots under different abiotic stress treatments
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Fig.4 Analysis results of differentially expressed genes in maize roots under different abiotic stress treatments
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Fig.5 Expression of transcription factor genes in maize under different abiotic stress treatments
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Fig.6 Differentially expressed genes involved in abscisic acid synthesis and signal transduction
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