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SI Methods 

Microscopy 

Young adult animals were mounted on glass slides with 2% agarose pads and 

anesthetized with 50mM Sodium azide. Images were acquired using a Zeiss Imager Z1 

microscope and ZEN software. 

 

Firefly microRNA assay  

2μg of total RNA was used per sample for Firefly microRNA assay 

(http://www.fireflybio.com/), following the manufacturer’s standard protocol. Guava 

easyCyte 8HT was used for analysis. Signals (arbitrary units) were normalized to small 

nucleolar RNA U6. 

 

Western blot analysis  

80μg of protein lysate per sample was used to perform the western blot analysis. ALG-1 

protein was recognized by a purified polyclonal antibody (Zou et al. 2013) at a 1:1000 

dilution. The DCR-1 polyclonal antibody was applied at 1:1000 dilution (Duchaine et al. 

2006), and anti--tubulin antibody (Sigma-Aldrich Cat# T6074) was used at 1:20000 

dilution. 

 

3’UTR secondary structure analysis 

3’UTR sequences of lin-41, lin-14, cog-1 and hbl-1 were downloaded from (Jan et al. 

2011). In the cases that multiple 3’UTR isoforms were available, the longest one was 

taken for the analysis. 3’UTR sequences were then subjected to secondary structure 

http://www.fireflybio.com/
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analysis, using the web server version of RNAfold (http://rna.tbi.univie.ac.at/cgi-

bin/RNAfold.cgi). The base-pairing probabilities of the centroid secondary structure 

were extracted for visualization. Predicted miRNA seed sites on the 3’UTR sequences 

were downloaded from TargetScan (Jan et al. 2011).  
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