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Supplementary Fig. S4 The haplotype blocks delineated using Haploview 4.1, using chromosome specific half decay distance for each G. max chromosome. The solid spine method of LD was employed, and 

Hardy-Weinberg set to 0. The lead SNP is highlighted in green. The absence of white squares, where logarithm of odds (LOD) is less than 2 and the normalized coefficient of linkage disequilibrium (D’) 

exceeds 1, suggests minimal evidence of linkage between the markers. Various shades of pink and red indicate varying degrees of evidence of linkage: LOD values less than or equal to 2 with D’ greater than 1 

suggest some linkage, while bright red signifies LOD values less than or equal to 2 with D’ equal to 1, indicating stronger linkage evidence. Blue boxes represent LOD values less than 2 with D’ equal to 1, 

signifying the absence of linkage evidence between markers. D’ values are included in boxes, unless they are equal to 1, in which case they are omitted 

 


