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1 Supplemental Figures
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Supplementary Figure S1. Transformation of SNP coverage values. We depict 200 random GTEx
samples in the training set. (A) Raw reference and alternative read counts where each point
represents a SNP of a sample. Each plot is faceted based on genotype (A being reference and B
being alternative). (B) The same samples and SNPs are plotted again using S vs. M
transformation.
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Supplementary Figure S2. Sensitivity analysis for the choice of prior distribution. Each facet
depicts the decision boundaries of the three genotypes based on a prior genotyping distribution.

The prior genotyping distribution are specified in each facet’s title. The reference allele is “A” and
the alternative allele is "B”.
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Supplementary Figure S3. Distribution of major allele frequency of GTEXx test set. The major
allele frequency for a SNP is the number of most prevalent allele for the SNP across the 200 GTEx
test set individuals divided by the number of total alleles for the SNP across the individuals.
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Supplementary Figure S4. Model performance for lymphoblastoid cell lines. (A) Model
performance for 35 GTEx LCL samples in the GTEXx test set. (B) Model performance for 462
Geuvadis samples as an out-of-study set.
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Supplementary Figure S5. Genotyping accuracy as a function of sequencing coverage and
major allele frequency. Genotyping accuracy at the SNP level is grouped by discrete coverage
values and major allele frequency bin to get a continuous averaged accuracy value. Each facet
denotes a major allele frequency bin, and each line represents a tissue type from GTEx training set.
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Supplementary Figure S6. Genotyping accuracy as a function of sequencing coverage and
major allele frequency for several tissues. Genotyping accuracy at the SNP level is grouped by
discrete coverage values and major allele frequency bin to get a continuous averaged accuracy
value (blue-green points). The model prediction is shown in red lines. Each facet along the x-axis
denotes a major allele frequency bin. Each facet along the y-axis denotes a different tissue type.
We contrast a well fitted tissue type (GTEx Thyroid) against less well fitted tissue types (GTEx
Whole Blood, GTEx LCL). We also contrast model predictions of LCL tissues between two studies
(GTEx LCL vs. Geuvadis LCL).
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Supplementary Figure S7. SRA Bulk RNA-seq samples ancestry prediction. Bulk RNA-seq
samples from SRA are separated based on their percent missing genotype in 10% increments.
Each color corresponds to the predicted super-population based on 1000 Genome reference.
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Supplementary Figure S8. SRA single-cell RNA-seq samples ancestry prediction. Single-cell
samples from SRA are separated based on their percent missing genotype in 10% increments.
Each color corresponds to the predicted super-population based on 1000 Genome reference.
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