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Supplemental Figure S5. S-LDSC results are correlated between mouse-derived human open chromatin profiles in
the same broad cell category. A, B) Scatterplots of S-LDSC heritability regression coefficient Z-scores between
orthologous cell populations of A) CD4 and B) CD8 T cells. Both plots show a linear model fit to the data with a
95% confidence interval. C) A heatmap displaying the Spearman correlation for S-LDSC regression coefficient Z-
scores between mouse-derived human ATAC-seq cell populations. All data is hierarchical clustered by both row
and column.



