Supplemental Figure. 1
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Supplemental Figure. 1. (a) Copy number variations of circadian clock genes in TCGA BRCA
dataset; (b) Mutation landscape of circadian clock genes in TCGA BRCA dataset; (c) PCA
analysis showing the distinguishment of tumor and normal samples in TCGA BRCA dataset; (d)
The t-SNE analysis showing the distinguishment of tumor and normal samples in TCGA BRCA

dataset.



