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GENE	
  
name	
  

Fold	
  
change	
   Reference	
  

BCL2	
   0.96	
   1,	
  2	
  
CCND1	
   1.36	
   2,	
  6,	
  8,	
  13	
  
CCNE2	
   0.48	
   8,	
  12	
  
CDC25A	
   0.56	
   8,	
  9,	
  15	
  
CDK4	
   0.58	
   8	
  
CDK6	
   0.50	
   8,	
  9,	
  14,	
  15	
  
CRHR1	
   1.04	
   4	
  
DLL1	
   0.96	
   10	
  
E2F1	
   0.86	
   14	
  
E2F3	
   0.72	
   3,	
  6	
  
GMNN	
   0.54	
   12	
  
HDAC1	
   0.49	
   8,	
  13,	
  16	
  
LEF1	
   0.49	
   7	
  
MET	
   1.03	
   5,	
  12	
  
MYC	
   1.03	
   8	
  
MYCN	
   1.00	
   11	
  
Notch1	
   0.94	
   10	
  
SIRT1	
   0.64	
   12,	
  14	
  
WISP2	
   1.09	
   17	
  

Suppl.	
   Table	
   3.	
   Effect	
   of	
  miR-­‐449a	
   overexpression	
   on	
   expression	
   of	
   previously	
   reported	
  
miR-­‐449a	
   targets.	
  BE(2)-­‐C	
  cells	
  were	
   transfected	
  with	
  25nM	
  of	
  miR-­‐449a	
  mimic	
  or	
   control	
  
oligo	
   for	
   24	
   hours,	
   and	
   mRNA	
   expression	
   levels	
   were	
   determined	
   by	
   gene	
   expression	
  
microarray	
  analysis.	
   Shown	
  are	
   the	
  gene	
  symbol,	
   fold	
  change	
  of	
  expression	
  at	
  mRNA	
   level	
  
induced	
  by	
  miR-­‐449a	
  overexpression	
  (with	
  genes	
  that	
  are	
  down-­‐regulated	
  by	
  >30%	
  bolded),	
  
and	
  reference	
  associated	
  with	
  each	
  gene.	
  	
  


