Multivariate Genomic Best Linear Unbiased Prediction (GBLUP) Can Improve Genomic Prediction in Mungbean
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Supp Fig. 1 Fixation index (FST) between DAPC clusters

[image: ]
Supp Fig. 2 Comparisons of clusters according to a) geographic origin, b) seed coat lustre, and c) average seed length, average seed width and thousand seed weight
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Supp Fig. 3 LD based on the mean of r2 between SNP markers calculated per interval of100kb pairwise SNP distance. This was calculated based on the genotype data of 313 Mini-Core Plus Panel on 3, 310 SNP markers. LD decay based on three measures are shown
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Supp Fig. 4 Change in LD (r2) with distance among lines within DAPC clusters
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