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Supplementary Figure. 1 GWAS results for crown root angle by three GWAS methods in different environments. 
Supplementary Figure. 2 GWAS results for crown root diameter by three GWAS methods in different environments. 
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Supplementary Figure. 1 GWAS results for crown root angle by three GWAS methods in different environments. The grouped region that was detected in at least two environments or by at least two models was displayed in this figure.
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Supplementary Figure. 2 GWAS results for crown root diameter by three GWAS methods in different environments. The grouped region that was detected in at least two environments or by at least two models was displayed in this figure.
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