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Supplemental Figure 1. Pedigree structure and informative individuals for pedigree of size 12. 

Supplemental Figure 2. Comparison of imputation accuracy with squared correlation, 

Supplemental Figure 2a,   and imputation quality score, Supplemental Figure 2b,    among 

various imputation strategies under the scenario that genotype information for the first 

generation was completely imputed based on the second and third generations' genotype 

information for 1000 families of size 12. The x-axis in the figure is on a logarithmic scale.   

 



Supplemental Figure 1

Informative individuals obtained from GIGI-Picks



Supplemental Figure 2
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