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Table S1. RNA-seq preprocessing information.
Table S2. DEG table of each timepoints comparison (DEG threshold: padj < 0.05 and the absolute log2(foldchange) >=1)
Table S3. WGCNA input genes. Genes are filtered with the threshold padj < 0.05 and the absolute log2(foldchange) >=3. Human orthologous genes are presented together.
Table S4. Genes comprising the turquoise module. Centrality score and expression level of 8 timepoints are displayed together.
Table S5. Genes comprising the blue module. Centrality score and expression level of 8 timepoints are displayed together.
Table S6. Genes comprising the yellow module. Centrality score and expression level of 8 timepoints are displayed together.
Table S7. Functional analysis results of turquoise module.
Table S8. Functional analysis results of blue module.
