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S2 Fig. AUPRC:s of the DeepSEA model. Boxplots of AUPRCs sorted by factors. The data were
derived from nmeth.3547-S3.xlsx of Zhou & Troyanskaya (2015). Boxes, the lower-to-upper

quantile values for the data; orange lines, the median; whiskers, the range of the data. Flier points,
those past the end of the whiskers. Note that the prediction of CTCF binding sites (red rectangle)

had the best performance among transcription factors.



