
 

 

 

 

 

 

 

 

 

 

 

Figure.S1-Population structure of an association panel of 232 sorghum accessions 

 



 

Figure.S2-Heatmap of the genome-wide relationship matrix (GRM) 

based on genetic similarity. 

 

 

 

 

 

 

 

 



Figure. S3- Manhattan plots for the genome-wide association 

analysis. 
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Figure. S4-Q-Q plots for genome-wide association analysis 
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Figure. S5-Volcano plot of DEGs between the transcriptome sequencing samples 
of LN-responsive sorghum accessions and LN--tolerant sorghum accessions 
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 Figure. S6-GO enrichment analysis of LN-responsive sorghum accessions 
and LN--tolerant sorghum accessions 
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