
 

 

 

 

 

 

 

 

 

 

 

Figure S1. Elongation rate of leaf during drought treatment stage(3d-6d) and Re-watered stage. The elongation rate of leaf during drought 

stage (3d-6d) and re-watered stage for control and drought treatment seedlings were calculated respectively. The X-axis represents two different 

stages (drought stage from 3d to 6d and re-watered stage from 6d to re-watered). The Y-axis represents the elongation rate of leaf (elongation 

length of leaf divided by elongation days). Orange line represents drought treatment seedlings and blue line represents control seedlings. 
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Figure S2. Global gene expression level. Number of expressed genes, including those encoding transcription factors (TFs), and their expression 

levels (median boxplot) after a 3-day or 6-day drought treatment and a 1-day water recovery period according to RNA sequencing data (A and B) 
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Figure S3. PCA analysis of six samples in the three time points. We cluster the six seedling samples in the three time points using R function 

princomp with expression value(FPKM) as input. Green points show control seedlings and black color show drought treatment seedlings. 



 

Figure S4. Correlation analysis between two biological replicates under drought treatments and controls. We calculated the expression level 

(FPKM) for each replicate. The normalized data of log2 (FPKM +1) was used to calculate the Pearson Correlation Coefficient (PCC).  

 



 
Figure S5. Number of differentially expressed transcription factor genes in response to drought stress treatments. The different transcription 

factor families responding to water deficit and recovery were summarized and compared. The X-axis represents the transcription factor family 

members. The Y-axis represents the number of differentially expressed family members. 

 

 

 

 

 

 



 

Figure S6. The identification of Co-expressing genes with ZmNAC111 Using qTeller data and our drought-treatment data. We selected the 

top 100 co-expressing genes with ZmNAC111 (measure by Pearson correlation coefficient) using public qTeller data and our data, respectively. 

The overlapped genes were considered as the target genes of ZmNAC111. 
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Figure S7 Overview of different metabolic pathways and carbohydrates affected by the differentially expressed genes in response to 

drought and water recovery treatments. Metabolic pathways associated with differentially expressed genes after the 3-day drought treatment 

(A), 6-day drought treatment (B), and water recovery period (C). Carbohydrate metabolic pathways associated with differentially expressed genes 

after the 3-day drought treatment (D), 6-day drought treatment (E), and water recovery period (F). In each panel, the expression levels of up- and 

down-regulated genes are indicated in blue and red, respectively. 

 



 



Figure S8 Expression profile of genes involved in cell wall development. Cellulose, expansin and xyloglucan endotransglucosylase related 

genes are involved in cell wall development. The fold change value ( log2(MT/WT) ) in the figure is calculated. Green color represent down-

regulated genes. Red color represent up-regulated genes. 


