
Figure S3. Statistical analysis of Affymetrix Gene Chips with the LEMMA hierarchical 
model. 
 
A: Comparison 1 -  Electrode vs. Iron(III):  

 
 
B: Comparison 2 - Electrode vs. Oxygen: 

 
 
Summary of statistical analysis for comparisons 1(Panel A) and 2 (Panel B): a) Expression effect 
represented as a Log2 Fold change (dg); b) The distribution of gene-specific mean squared error; 
c) Predicted ratio of false positive to true positive rate for the respective comparison. The false 
positive rate is defined as the number of detected unchanged (“null”) genes in relation to the total 
number of null genes at the chosen statistical cut-off (adjusted p-value). The true positive rate is 
defined as the number of detected differentially-expressed genes (“non-null”) in relation to the 
total number of non-null genes at the chosen statistical cut-off. 
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