
Supplementary Figure 6: Mice suprachiasmatic nucleus disentanglement. (A) 2D PCA of the raw and
enhanced data, colored according to the circadian time for several cell types: endothelial, microglia,
tancytes and NG2. (B) Mean expression as a function of circadian time ofDbp, 2D PCA colored by
Dbp expression of raw data, enhanced cyclic signal and �ltered cyclic signal for endothelial cells. (C)
Heatmaps for raw data, enhanced cyclic signal and �ltered cyclic signal of expression of (from right to
left) cell type marker genes, rhythmic genes and protein folding genes, for endothelial cells. (D) Silhouette
score between circadian timepoints for raw data, enhanced cyclic signal and �ltered cyclic signal. Cell
types with low fraction of circadian genes (according to [26]) exhibit lower scores. (E) Pre- and post-
enhancement meanNr1d1, Mt1, Crip1, Ccdc191,mt-Nd5, H3f3b and Cacna1s. expression as a function
of circadian time point. Following cyclic enhancement, regulatory interactions between the transcription
factor Nr1d1 and Mt1, Crip1, Ccdc191,mt-Nd5, H3f3b, Cacna1s were uncovered.
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