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Supplemental Fig. S3. Gene ontology analysis for the three clusters in the PAM analysis.

(A) Silhouette analysis of clustering into 2, 3, or 4 clusters for the control rhythmic dataset in the control condi-
tion. Each bar represents the silhouette width for a given gene. The number of genes and the average width 
for each cluster are indicated on the right of each cluster. Clustering into three clusters was chosen for the PAM 
analysis shown in Figures 2D and S4D. (B) Top 20 GO terms associated with the 347 genes in cluster 1. (C) As in 
B but for the 454 genes in the cluster 2. (D) As in B but for the 331 genes in the cluster 3. Bars represent the 
–log10 of the p-value.


