
 
 

 
 

 

 
 

 

Figure S1. WGCNA network and module detection in TCGA GBM Males: A) Clustering of sample data to 

detectoutliers. B) Determining soft threshold and mean connectivity (β=6). C) Hierarchical clustering 

dendrogram of the genes based on topological overlap dissimilarity. Color coded modules 

ofinterconnectedgenes representsbranchesof clusteringtree. 
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Figure S2. WGCNA network and module detection in TCGA GBM Females: A) clustering of sample data 

todetect outliers. B) Determining soft threshold and mean connectivity (β=8). C) Hierarchical clustering 

dendrogram of the genes based on topological overlap dissimilarity. Color coded modules of 

interconnected genes represents branches of clustering tree. 



 
 

 
 
 
 
 
 

FigureS3. WGCNA network and module detectionin TCGA LGG Males:A) Clusteringofsampledatato 

detectoutliers. B) Determining soft threshold and mean connectivity (β=6). C) Hierarchical 

clusteringdendrogram of the genes based on topological overlap dissimilarity. Colour coded modules 

ofinterconnectedgenes representsbranchesof clusteringtree. 



 
 

 
 
 
 
 
 

Figure S4. WGCNA network and module detection in TCGA LGG Females: A) Clustering of sample data to 

detect outliers. B) Determining soft threshold and mean connectivity (β=7). C) Hierarchical 

clusteringdendrogram of the genes based on topological overlap dissimilarity. Colour coded modules of 

inter connected genes represents branches of clustering tree. 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 



 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

Figure S5. WGCNA network and module detection in CGGA LGG Males: A) Clustering of sample data to 

detect outliers. B) Determining soft threshold and mean connectivity (β=5). C) Hierarchical clustering 

dendrogram of the genes based on topological overlap dissimilarity. Colour coded Modules of inter 

connected genes represents branches of clustering tree. (D) Network heat map plot of genes in 

different cluster. Heat map depicts the Topological Overlap Matrix among all genes in the analysis. Dark 

colour represents low overlap and progressively lighter colour represents higher overlap. Blocks of 

lighter colour along the diagonal are the modules. (n=29 males). 
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Figure S5: (A-D) 



 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

Figure S6. WGCNA network and module detection in CGGA LGG Females: A) Clustering of sample data 

todetect outliers. B) Determining soft threshold and mean connectivity (β=6). C) Hierarchical 

clusteringdendrogram of the genes based on topological overlap dissimilarity. Colour coded Modules of 

interconnected genes represents branches of clustering tree. (D) Network heat map plot of genes in 

different cluster. Heat map depicts the Topological Overlap Matrix among all genes in the analysis. Dark 

colour represents low overlap and progressively lighter colour represents higher overlap. Blocks of 

lighter colour along the diagonal are the modules. (n=19 females). 
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Figure S6: (A-D) 



 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

Figure S7. WGCNA network and module detection in CGGA GBM Males: A) Clustering of sample data to 

detect outliers. B) Determining soft threshold and mean connectivity (β=5). C) Hierarchical clustering 

dendrogram of the genes based on topological overlap dissimilarity. Color coded Modules of inter 

connected genes represents branches of clustering tree. (D) Network heat map plot of genes in 

different cluster. Heat map depicts the Topological Overlap Matrix among all genes in the analysis. Dark 

colour represents low overlap and progressively lighter colour represents higher overlap. Blocks of 

lighter colour along the diagonal are the modules. (n= 48 males). 
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Figure S7: (A-D) 



 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

Figure S8. WGCNA network and module detection in CGGA GBM Females: A) Clustering of sample data 

todetect outliers. B) Determining soft threshold and mean connectivity (β=6). C) Hierarchical 

clusteringdendrogram of the genes based on topological overlap dissimilarity. Colour coded Modules of 

inter connected genes represents branches of clustering tree. (D) Network heat map plot of genes in 

differentcluster. Heat map depicts the Topological Overlap Matrix among all genes in the analysis. Dark 

colour represents low overlap and progressively lighter colour represents higher overlap. Blocks of 

lighter colour along the diagonal are the modules. (n= 25 females). 
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Figure S8: (A-D) 



 

 

 

 

Figure S9. Table showing differentially expressed genes, their significant modules (network) obtained 

and their ontological significance in males over females in CGGA GBM. 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

Figure S9 
 



 

 

 

 

 

 

 

 

Figure S10. Diagram representing modules obtained in CGGA GBM after WGCNA and MDC (Modular 

Differential connectivity) analysis with significant MeDC (Mean Differential Connectivity) values and 

their ontological functions. Out of 15 modules with significant MeDC values representing LOC (Loss of 

connectivity) in males over females, only genes of 12 modules have significant ontological function as 

assessed by Gene Ontology database. 

 

 

 

 

 

 

 

Figure S10 
 


