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Supplementary Figures 

 

 

Supplementary Figure S1: Manhattan plot and Q-Q plot for traits with significant SNPs. (A) Manhattan plot for four traits viz., PPP, SPP, HSW, 

and SYP, identified using different GWAS models (FarmCPU and Blink). The green line indicates the significant threshold while the blue line 

shows the suggestive threshold. (B) Q-Q plot for GWAS results of four traits viz., PPP, SPP, HSW, and SYP, identified using different GWAS 

models (FarmCPU and Blink). 



 
Supplementary Figure S2: Heat map showing the expression profiles of 75 candidate genes underlying six QTL regions (qPPP-SPP4, qHSW5, 

qHSW-SPP11, qHSW-SPP13, and qHSW-PPP18, and qPPP-SPP20), among different soybean tissues and development stages. Heat map was 

generated using the RNA-seq data downloaded from SoyBase database. Youngleaf—young leaf, One-cmpod—1 cm of pod, PS—pod shell, 

DAF—days after flowering, and S—seed. 


