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Figure S1. Main profiles across the three stages analyzed (Younger, Eldered, and MCI) as derived from the 

cell-component ontology analysis. The ontologies found significant were grouped by hierarchical cluster 

analysis using (1-RSpearman) as metric of correlation distance, and “average” as criterium of linkage function. The 

error bars cover the confidence intervals for a level (1–α) = 0.95. The significances in the y-axis are quantified as 

–log10(FDR), where FDR is the false discovery rate. For details about the gene composition corresponding to 

each ontology class, see the Supplementary Tables S1–S3. 

 



 

Figure S2. Main profiles across the three stages analyzed (Younger, Eldered, and MCI) as derived from the 

pathway analysis. The ontologies found significant were grouped by hierarchical cluster analysis using (1-

RSpearman) as metric of correlation distance, and “average” as criterium of linkage function. The error bars cover 

the confidence intervals for a level (1–α) = 0.95. The significances in the y-axis are quantified as –log10(FDR), 

where FDR is the false discovery rate. For details about the genes involved in each pathway, see the 

Supplementary Tables S1–S3. 


