
Figure S1:  Preliminary analysis of filtered NCI-60 data involving 14 breast/prostrate/ovarian 
cancer (BPO) lines and 6 leukemia cell lines with 220 filtered metabolites and 16,188 genes .  A) 
Distribution of normalized (Metabolon method) metabolite abundances among NCI-60 cell lines. 
B) Distribution of normalized (MAS5 algorithm) gene expression data.  C, D) Principal component 
analysis of metabolomics and gene expression data, respectively.    In the IntLIM package Rshiny 
app, these plots are interactive and hovering over points will provide information on those points 
(e.g. sample names).  
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