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Principle component analysis (PCA).  The PCA analysis identified 91 outliers among the 262 samples, which were eliminated. 
Supplementary Figures S2
Pairwise comparisons of the cleaned datasets. GSE19775 does not demonstrate meaningful Pearson correlations with the other datasets and is excluded from the analysis.
Supplementary Figures S3
Calculation of topological overlap matrix (TOM). Adjacency matrix and TOM were calculated and gene-tree clusters were drawn based on TOM dissimilarities. 
Supplementary Figs S4
Detection of modules. Following GSE90713, which has 34 modules, are GSE143383 and GSE28476, both with 32 modules.
Supplementary Figs S5
The qualification of the reference dataset. The qualification at the module level revealed that GSE143383 had the highest mean z-score (26.579), which was considered the reference dataset. 
Supplementary Figure S6
The qualification of the reference dataset. The qualification at the module level revealed that GSE28476 had the mean z-score = 7.801. 
Supplementary Figure S7
The qualification of the reference dataset. The qualification at the module level revealed that GSE12368 had the mean z-score =  16.006. 
Supplementary Figure S8
The qualification of the reference dataset. The qualification at the module level revealed that GSE90713 had the mean z-score = 20.522. 
Supplementary Figure S9
The qualification of the reference dataset. The qualification at the module level revealed that GSE75415 had the mean z-score =  9.222. 
Supplementary Figure S10
The qualification of the reference dataset. The qualification at the module level revealed that GSE19776 had the mean z-score = 10.926. 
Supplementary Figure S11
PPI network between eight hub genes: WGCNA hub genes showed strong correlations in the PPI network; however, the GGH gene showed no clear correlations. The remaining seven interrelated genes interact more than expected due to a substantial local clustering coefficient=0.667 (p-value =5.99e-09). According to the Cytoscape-Cytohubba study, two of the seven linked genes, GMNN and RFC4, have maximum centrality.
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