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Figure S1 Per-base quality score distribution used to generate quality scores in simulated samples.
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Figure S2 Scatter plot of (a) overall proportion of correctly imputed genotypes; (b) proportion of correctly imputed heterozygous genotypes.
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Figure S3 Heatmaps comparing GLIMPSE v1 versus GLIMPSE v2 with a reference population 
N = 1,000 for (a) the overall proportion of correctly imputed sites; (b) the proportion of correctly imputed heterozygous sites.
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Figure S4 Heatmaps comparing a homogenous reference panel (N = 1,000, d = 2,000) versus a composite reference panel (N = 1,000, d = 2,000 + N = 5, d = 25) for (a) the overall proportion of correctly imputed genotypes; (b) the proportion of correctly imputed heterozygous genotypes.
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Figure S5 Heatmaps comparing GLIMPSE v1 versus GLIMPSE v2 with a reference population 
N = 1,000 for (a) the proportion of correctly imputed heterozygous sites partitioned by MAF in a reference population d = 50; (b) the proportion of correctly imputed heterozygous sites partitioned by MAF in a reference population d = 2000.
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Figure S6 Proportion of MAF ranges in the reference panel.
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Figure S7 Heatmaps comparing GLIMPSE v1 versus GLIMPSE v2 with a reference population 
N = 1,000 for (a) the proportion of correctly imputed heterozygous sites partitioned by GP in a reference population d = 50; (b) the proportion of correctly imputed heterozygous sites partitioned by MAF in a reference population d = 2000.
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Figure S8 Principal component analysis of imputed and true target samples (outgroup Pop3 not shown) (a) PCA projection; (b) Euclidean distance between true and imputed samples with a genotype probability > 0.99 filter.
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Figure S9 Heatmaps comparing a model with a population expansion in Pop 2 versus constant effective population size for (a) the overall proportion of correctly imputed genotypes; 
(b) proportion of correctly imputed heterozygous genotypes.
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Figure S10 Heatmaps comparing a model with a population expansion in Pop 2 versus constant effective population size for the proportion of correctly imputed heterozygous sites partitioned by MAF in a population expansion model.
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