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sequenced read (50nt)

smallRNA (~20-30nt) adapter (~20-30nt)
AGATCGGAAGAGCACACGTCTGAACTCCAGTCAC
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effect of 
filtering

• what happens to 
alignments when we 
individually remove 
upstream libraries? 

• gencode < RE 

• UniVec / RE have 
largest effect on 
exogenous genome 
alignments
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• what happens if we 
run the smallRNA 
libraries through the 
pipeline as if they 
were reads? 

• miRNAs include all 
species, but most are 
highly conserved 

• 1/20 piRNAs are rRNA 
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