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Figure S1. Heatmap of pairwise kinship matrix values based on 28,823 SNPs on 110 common bean accessions, according 

to the VanRaden algorithm. The color histogram shows the distribution of the coefficients of the coancestry, and a stronger 
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red color indicates the individuals who were more related to each other. The heatmap of the values in the kinship matrix 

was created using GAPIT. 

 

Figure S2. Density and distribution of SNPs in the genomic region of common bean accessions in Brazil. 
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Figure S3. QQ plot showing the relationship between the expected and obtained −log10 (p-values) from GEA for BIO 1, 

BIO 2, BIO 3, BIO 4, BIO 6, BIO 7, BIO 8, BIO 9, and BIO10. 
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Figure S4. QQ plot showing the relationship between the expected and obtained −log10 (p-values) from GEA for BIO12, 

BIO13, BIO14, BIO15, BIO16, BIO17, BIO18, and BIO19. 
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Figure S5. Map of the region where common bean cultivars were collected in Pernam-buco State. 


