Supplemental Figure 1
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Heatmap of sample-sample-distances PCA plot of the replication cohort
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Supplemental Figure 2
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Supplemental Figure 3
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Screening Cohort Replication Cohort
PCA - DNA methylation PCA - DNA methylation
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Supplemental Figure 4

A Dispersion Plot
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Supplemental Figure 5
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Histogram of reads per sample in the discovery cohort
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Histogram of reads per sample in the replication cohort
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