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Figure S1. Normalization of datasets. A. The expression distribution box diagram of
each sample in GSE29540 before normalization. B. The expression distribution box
diagram of each sample in GSE29540 after normalization. C. The expression
distribution box diagram of each sample in GSE92696 before normalization. D. The
expression distribution box diagram of each sample in GSE92696 after normalization.
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Figure S2. Enrichment analysis of DEGs. A-C. GO Enrichment analysis of
overlapping DEGs, including BP (A), CC (B), and MF (C). The top20 terms were
displayed. The top20 terms were displayed.
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Figure S3. Enrichment analysis of DEGs from key modules. A-C. GO Enrichment
analysis of DEGs, including BP (A), CC (B), and MF (C). D. KEGG analysis of DEGs.
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Figure S4. The Co-expression analysis of hub genes.
The top50 genes most positively associated with the indicated hub genes were shown
separately in the heatmap.



