
 
 
 
Supplementary Figure 3.  Identification of miR-124a direct targets.  Using a 
three-assay strategy, 22 direct targets of miR-124a were identified from a starting 
set of 168 mouse homologues of the 174 transcripts from Lim et al (2005).  First, 
to identify mRNAs downregulated by miR-124a, the miRNA was overexpressed 
in mouse embryonic fibroblasts (MEFs) and transcript levels were measured by 
QPCR. Second, to determine if any of the downregulated transcripts were non-
specifically targeted by virtue of miR-124a overexpression, cortical neurons that 
normally express miR-124a were depleted of the miRNA using 2’OMe antisense 
oligonucleotides.  Transcript upregulation was measured by QPCR. Third, to 
isolate direct targets from the transcripts upregulated in the second assay, 
selected 3’UTRs were cloned into luciferase reporters and transfected into 
cortical neurons with or without miR-124a depletion using 2’OMe antisense 
oligonucleotides.  Upregulation of sensor activity indicated that a 3’UTR is a 
direct target of the miRNA. 


