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Friedlander, M. R., Mackowiak, S. D., Li, N., Chen, W., & Rajewsky, N. (2011). miRDeep2 accurately identifies known and hundreds of
novel microRNA genes in seven animal clades. Nucleic acids research. doi:10.1093/nar/gkr688
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What is cleaved by DICER?
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RNAfold expression coloring
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Are all miRBase microRNAs cut by DICER?
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What tRNAs are processed by DICER?
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Are there any new ncRNA types cut by DICER?
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Is it possible to find new microRNAs?
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Usefull script?
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