
Data preparation

 Prepare and check the sequence quality

Basic Analysis

 Trim sequence adapters and low quality 
sequence reads 

 Merge the read and count

 Annotate by mirBase

 Produce Annotated and Un-annotated result
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http://articles.mercola.com/sites/articles/archive/2012/02/18/eating-wrong-plants-can-mess-dna-

expression.aspx
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