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P- value frequency histograms for MAS5.0, first and second probe principal components, PDNN and RMA.  

The left screen shot shows all transcripts, the right screen shot shows only those with intra-class correlation > .45.   Filtering by intra-class correlation removes proportionally more of the poor (high p-value) results for the PDNN, RMA and Probe-PCA methods. The intra-class correlation is analogous to heritability in that it does reflect the relative amount of genetic variance to other sources, however, the technical and environmental variance are confounded due to the use of pooled samples.  

