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Supplementary Figure legends 
 
Supplementary Figure 1 Total numbers of cellular NPM mRNAs remain unchanged in 

response to rapamycin treatment, FBP1 overexpression, or FBP1 depletion. NPM mRNA 

was measured by qRT-PCR from total RNA extracted from MEFs and was normalized to 

histone 3.3 mRNA. Fold change was calculated by the ∆∆CT method (Livak and 

Schmittgen 2001). Values are mean ± s.d. of triplicate samples per condition from three 

independent experiments. (a) Rapamycin treatment does not affect total cellular levels of 

NPM transcripts. (b) NPM mRNA levels are unchanged upon overexpression of FBP1. 

(c) Depletion of FBP1 fails to affect total numbers of NPM mRNAs.  

 

Supplementary Figure 2 RACE results and chimeric reporters. (a) Sequences of the 5’ 

and 3’ UTRs of the NPM mRNA. (b) Schematic representation of UTR-firefly luciferase 

reporter constructs.  

 

Supplementary Figure 3 Database search results from mass spectrometry analyses. 

Shown are the complete peptide summaries for each of the proteins identified by mass 

spectrometry. 
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