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source-specific alignment stats

# genome mapped reads # transcriptome mapped reads 
# genome mapped reads

stringent lenientalignment mode stringent lenientalignment mode



human genome alignment of various biofluids

tissue

plasma

urine

CSF

saliva

serum

bowtie1 equiv.



UniVec contaminants rRNA

contaminant alignment of various biofluids



exogenous miRBase miRNAs



33,240 non-human mature miRNAs in miRBase
2 miRNAs with 100% identity to UniVec contaminants
6 miRNAs with 100% identity to human rRNA
7,747 miRNAs with 100% identity to human genome
10,336 miRNAs with 1mm to human genome

exogenous miRBase miRNAs



transcriptome / genome ratio

tissue

plasma

urine

CSF

saliva

serum

miRBase

ecoli


