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Supplementary Table S1:  

List of spot genes taken from the expression SOM. Each sheet refers to one spot providing the 

Affymetrix probe ID, the rank according to p-value, the gene symbol, the mean expression (log_10), 

standard deviation, the minimum and maximum expression along the age profile, the correlation 

coefficient of the gene-profile with the mean spot profile, the t-score (correlation statistics), p-value, 

position of the gene in the SOM (X x Y coordinate; X= 1...40; Y=1...40) and the full gene name 

 

Supplementary Table S2:  

List of spot genes taken from the methylation SOM. Each sheet refers to one spot providing the 

Affymetrix probe ID, the rank according to p-value, the gene symbol, the mean methylation (log M-

value, log_10), standard deviation, the minimum and maximum methylation along the age profile, 

the correlation coefficient of the gene-profile with the mean spot profile, the t-score (correlation 

statistics), p-value, position of the gene in the SOM (X x Y coordinate; X= 1...40; Y=1...40) and the full 

gene name 

 

Supplementary Material S3: 

KEGG-pathway gene expression activation patterns: Each of the 51 KEGG pathways is considered in 

one PDF-report showing details about the pathway topology and pathway signal flow (PSF) activities 

calculated based on gene expression for each of the age strata. Red colored nodes refer to activated, 

blue nodes to deactivated nodes. 

 

Supplementary Material S4: 

KEGG-pathway methylation patterns: Each of the 51 KEGG pathways is considered in one PDF-report 

showing details about the pathway topology and pathway signal flow (PSF) calculated based on 

promoter methylation for each of the age strata. Red colored nodes refer to methylated, blue nodes 

to non-methylated nodes. 

 

 

 


