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Supplementary  Figure 1
Summary table for the zebrafish miRNA families/duplicates analyzed. 
The miRNAs are grouped based on the sequence similarity�RI�WKH�PDWXUH�
PL51$V. For each family a sequence alignment was performed using ClustalW
(Larkin, Blackshields et al. 2007) and MEME programs (Bailey, Boden et al. 
2009). Identical sequences between miRNA family members are shown in red.  



Supplementary Table 1. Table reporting the sequences of all gRNAs used. 

Primers for the genotype of each miRNA locus are also included. 


