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log10(# reads)

vulnerability of smallRNA  
quantification to contamination

~7% of detected miRNAs  
are likely contamination

65 miRNAs
are contaminants 

853 miRNAs  
are miRNAs 



miRNA quantification:
exceRpt vs. miRDeep2

miRDeep2 (all reads) 
vs exceRpt 

cor = 0.999804

miRDeep2 (exceRpt filtered reads) 
vs exceRpt 

cor = 0.999985



763 piRNAs
are contaminants 

39 piRNAs  
are tRNAs 

202 piRNAs  
are piRNAs 

vulnerability of smallRNA  
quantification to contamination

log10(# reads)

~80% of detected piRNAs  
are likely contamination



to-do

• compare to cellular prep 

• compare to single cell with gencode RNAs?


