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Supplementary Figure S9: AUPRC on retrieving sex different genes. (A) Pairwise comparison of
Sunbear prediction and the nearest neighbor baseline in recapitulating differential expression patterns in
sex-matched time points. Each dot indicates the area under the precision-recall curve (AUPRC) score of
recapitulating female/male-biased patterns in each sex-matched time point and cell type. P-values are cal-
culated by a one-sided Wilcoxon rank-sum test. (B) Similar to A, pairwise comparison of Sunbear prediction
and the nearest neighbor baseline in ranking escape genes to be more female-biased than all other genes on
the X chromosome.
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