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Supplementary Figure 1. Principal component analysis (PCA) of the
integrated gene expression profiles. (a) PC1 and PC2 were the top
1 and 2 components, respectively, before the removal of the batch
effect. A clear batch effect was identified prior to the batch effect
correction. (b) PC1 and PC2 were the top 1 and 2 components,
respectively, after the removal of the batch effect. The batch effect
was eliminated after the batch effect correction.






Supplementary Figure 2. Protein-protein interaction
network of the feature genes. The network has 374
nodes and 4478 edges. The nodes represent the

selected feature genes, and the edges represent the
interactions between two genes.



