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mRNA Expression 

¸Isolate RNA from control and AAA tissue 

¸Microarray (printed, Affymetrix, Illumina) 

ïHybridization 

ïSignal intensity ~ proportional to copy number 

 

¸Sequence (RNA-Seq) 

ïCount of reads ~ proportional to copy number 

 



Lenk et al. BMC Genomics 2007 

Differential Expression 

Patterns 
 

ÅGlobal gene expression profiles for 

AAA and control abdominal aorta 

samples 

 

ÅTwo different microarray platforms 

ÅIllumina 

ÅAffymetrix 

 

Å3,274 genes with significantly 

different expression levels  

 



Making sense of 

complexity 
 

How does one comprehend 3,274 genes 

 

Pick and choose my favorite genes? 



Approaches for Follow-up 

¸In silico functional analysis 

ïFunctional classification: Gene Ontology (GO) 

ïPathway analysis: Kyoto Encyclopedia of Genes 

and Genomes (KEGG) 

¸In silico transcriptional genomics 

ïSearch for Transcription Factor Binding Sites 

(TFBS) in promoter sequences 





NK Cytotoxicity Pathway 

¸Apoptosis of the SMCs in AAA is well known 

¸Perforin (as well as other proteins) have been 

shown in AAA using histology previously 

¸Increased cytotoxicity in AAA 


