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Supplemental Figure S11: Sorting the explorative AUROC distribution in high and low
pools of enrichment for each motif. Similar to Fig. 4B for the indicated specificity models. Red
points depict “high pool” (Supplemental Table S3.3) of the MEDEA AUROC values
distinguished by using a threshold set at 3 deviations above the MEDEA AUROC median (green
line, Supplemental Table S3.2, Methods). Blue points represent “low pool”. Representative cell
types associated to clusters in the high pool are also presented in red with dotted black boxes
indicating their AUROC values.



