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Figure S1. Correlation coefficients between salt tolerance and other 

agronomic traits in the association population 

Seventeen other agronomic traits were collected from the previously published 

results (Yang et al. 2014). 

 



 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

Figure S2. Comparison of false-positive controls between PCA and Q 

matrices 

(A) Q-Q blots of BLUP, SR1, SR2 and SR3 phenotypes. Generalized linear 

model (GLM) was used in the analysis. 

(B) Q-Q blots of BLUP, SR1, SR2 and SR3 phenotypes. Mixed linear model 

(MLM) was used in the analysis. 

 

 

 

 

 

 

 



 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

Figure S3. Candidate gene association analysis in the Chr9 10.9 Mbp-11 Mbp 

region 

Red dots represent the significant SNPs; Various LDs of the significant SNPs 

are shown in different colors from gray to black according to the bar (r2); 

GRMZM2G135501 and GRMZM2G135477 are indicated with blue and red 

boxes, respectively. 

 

 

 

 

 



 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

Figure S4. Comparison of ZmSAT32 and AtSAT32 protein sequences 

Conserved amino acids are marked in black and the conserved IFRD domains 

are marked with open red boxes. 

 

 

 

 

 

 

 

 

 

 

 



 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

Figure S5. Sequence alignment of ZmCESA4 and AtCESA4 protein 

sequences 

(A) Sequence comparison between ZmCESA4 and AtCESA4. Conserved 

amino acids are marked in black and the conserved domains are marked with 

pink lines. 

(B) and (C) Expression patterns of AtCESA4 after osmotic stress (B) and salt 

stress (D). Different colors showing the expression levels. Data are from the 

Arabidopsis ePlant database (http://bar.utoronto.ca/eplant/). 

 

 

 



 

Table S1. Survival rates of 445 maize inbreds 

Table S2. SNPs and candidate genes significantly associated with salt 

tolerance 

Table S3. Functional annotation of 49 candidate genes 

Table S4. Primers used in this study 
 


