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Supplementary Figure 2. Principal component analysis. Figure summarizing principal component analysis of gene expression measures. Principal components estimated separately for each tissue
and plotted together are shown on the left. The first 3 PCs were plotted and colored either by sample source (a) or by sequencing site (b). On the right (¢), PCs were estimated separately for each
tissue contribution site and plotted together (first two PCs). On the right, PCs are colored by sequencing site, and the shape of the point represents tissue type.
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