
Supplemental Data 5: Overlay of methylation PCA sample scores on to the cell 
deconvolution biplot using the procrustes algorithm.  

The bold black arrows and the large blue/red dots show the relationship (PCA biplot) between 
the samples and cell types of the transcriptomic cell deconvolution. The small red/blue dots 
are the methylation PCA results, and the dotted lines connect the transcriptome sample with 
the corresponding methylation sample. The distance moved between the samples is much 
less than expected by chance. 
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