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Suppl. Fig 4. Network analysis of the AD temporal cortex shows a progressive alteration of 

transcriptomic pathways. (A) Bar plot of selected genes analysed by qPCR and RNA-seq. (B) WGCNA 

coregulation analysis of control (Ctrl), proAD and defAD human temporal lobe. (C) Network 

representation of genes of the Darkgrey and Pink modules in Ctrl, proAD and defAD brains. 

Supplementary Table 5 for additional data. (D) Transcription-related terms in the GO analysis of the 

Darkgrey and Pink modules. Top 5 transcription-related GO pathways have been reported. 

Supplementary Table 6-7 for additional data. 
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