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Figure S1.  Example pathway enrichment analysis of regulated metabolites in BR and BS cell 

lines.  Rectangular boxes represent gene products (e.g. enzymes) while circles represent 

metabolites. Various deoxy nucleotide phosphates show significant up(orange)/down(green) 

regulation including dCMP (34 Fold Change) and dUTP (-28 Fold Change).     
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Table S1.  Selected metabolite ontology enrichment of regulated metabolites identified in 

bortezomib resistant and sensitive myeloma cell lines.  Data were generated with KegArray and 

show the fold-change between BR and BS cells.  Negative values indicate down-regulation in 

BR cells as compared to BS cells. 

 

 


