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DMD muscle data
• Pescatori et al, FASEB J 2007, 21:1210-26
• muscle samples from 19 young Duchenne 

muscular dystrophy (DMD) patients and 14 
similar age controls

• run on Affymetrix U133A chips (some reruns)
• a selection of genes based on expression 

difference from the median by at least 1.5 in 
at least 20% of the arrays (1663 probe sets)

• limma, PAM, clustering, globaltest, power
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Platform comparison data
• Pedotti et al. BMC Genomics 2008, 9:124
• hippocampus samples from 5 deltaC- 

doublecortin-like kinase and 5 wildtype mice 
• run on 5 different microarray platforms incl.

– Affymetrix: one-color arrays, probesets
– Illumina: one-color arrays, probes 
– Agilent: two-color arrays, probes

• Normalization & QC, Finding differentially 
expressed genes in R (limma)
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