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The development of high-throughput sequencing techniques has recently
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And combinations! CUAGCUAGCUAUCUAGCUAGCUL Micro-Processor is a user friendly pipeline for the annotation, characterization, and expression analysis of
MIRNAs across multiple samples and species, and is software of broad utility for any people studying miRNA
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Micro-Processor Input through lllumina sequencing.

CExample Illumina_ FastQ Sequencel miR Differential Expression The Micro-Processor pipeline will be publicly released as a Python based script to run locally or as a web
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