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Supplementary Table S3 Total number of proximal SNPs and/or QTLs in QTL regions identified by GWAS of gPCs of agronomic 
traits of soybean. Name of QTL is derived from the phenotypic trait (Mat: maturity; Oil: oil; Yld: yield; Plht: plant height; Prot: 
protein; Sdwt: seed weight; PO: both protein and oil), chromosome number, and principal component of the trait used in the 
association analysis. Chromosome:SNP is the G. max chromosome where the SNP is located, and SNP position is the position in bp. 
Sonah et al. (2015) shows whether the QTL was previously identified using conventional phenotypes. Citation is the original 
publication where the proximal SNPs or QTLs were originally identified.  

QTL Name Chromosome:SNP  
Sonah et al. 

(2015) 
Total Proximal 

SNPs and/or QTLs 
Citation 

Prot-6-PC1-
1  

Gm6: 20238533  
Yes 5 [1-5] 

Prot-14-
PC1-2  

Gm14: 65161  
Yes 

2  
[6,7] 

Prot-14-
PC1-3  

Gm14: 191942  
Yes 

1  
[6] 

Prot-19-
PC1-4  

Gm19: 47635025  
No 

6  
[6,8-12] 

Prot-20-
PC1-5  

Gm20: 31756869  
Adjacent 

17  
[1,13-29] 

Plht-6-PC1-
1  

Gm6:20238533  
Yes 

3  
[5,29,30] 

Plht-6-PC4-
1  

Gm6:43759173  
No 

2 
[31,32] 

Plht-19-

PC1-2  
Gm19:47635025  

No 
6  

[33-38] 

Sdwt-20-
PC1-1  

Gm20:43684690  
Adjacent 

5  
[26,29,39-41] 

Yld-5-PC1-
1  

Gm5:3114497  
No 

0  
 

Mat-5-PC1-
1  

Gm5:3114497  
No 

2  
[42,43] 

Mat-19-
PC1-2  

Gm19:39588804  
No 

2  
[44,45] 



 

Unclassified / Non classifié 

Mat-19-
PC1-3  

Gm19:47635025  
Yes 

10  
[29,38,46-50] 

Mat-3-PC2-
1  

Gm3:2742274  
No 

2  
[46,51] 

Mat-11-
PC2-2  

Gm11:34564401  
No 

1  
[52] 

Mat-14-
PC2-3  

Gm14:6909226  
No 

0  
 

Mat-16-
PC2-4  

Gm16:24831342  
No 

3 
[38,47,49] 

Oil-4-PC1-1  Gm4:3466680  No 0   

Oil-4-PC1-2  Gm4:46247981  No 2  [53,54] 

Oil-5-PC1-3  Gm5:31424775  Yes 2  [5,29] 

Oil-14-PC1-
4  

Gm14:191942  
Yes 

2  
[5,29] 

Oil-15-PC1-
5  

Gm15:5786875  
No 

5 
[53,55] 

PO-2-Epi-4 Gm2:2362679 No 0  

PO-10-Epi-
29 

Gm10:2176639 
No 

2 
[20] 
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