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Supplementary Figure S1. Imputation accuracy validated against approximately 20× whole-genome sequencing (WGS) genotypes.
Note: Mean accuracy across minor allele frequency (MAF) thresholds on autosomes 1–29. A, single-nucleotide polymorphism (SNP)-chip data (n = 15); B, approximately 1× WGS data (n = 20). Metrics were genotype r², genotype concordance, imputation quality score (IQS), and the software-reported INFO/DR2 metric.
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