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Supplementary information 

Supplementary Table 1: The genes differentially expressed when comparing ATAA samples to 

control vessels. 

Supplementary Table 2: The genes differentially expressed in dissected ATAA samples when 

compared to non-dissected ATAA samples. 

Supplementary Table 3: The results from GO-term analysis. 

Supplementary Table 4: The IPA results when the dissected samples were excluded. 


