
samples total raw 
reads  

quality control 1: 
adaptor removed  

quality control 2:  
quality based trimming  

quality control 3: 
length based 

filtering  

quality control 4: 
Rfam based 

filtering 

mapped  

MDCK 1 32.5 20.2 18.8 18.2 17.5 17.3 

MDCK 2 42.5 21.9 21.6 20.7 19.5 19.0 

MDCK 3 18.0 9.9 8.9 8.5 8.3 8.1 

MDCK 4 22.1 14.3 12.9 12.3 12.0 11.3 

MDCK-Ras 1 30.0 16.5 14.7 14.3 14.0 13.9 

MDCK-Ras 2 14.1 9.0 8.5 8.2 8.0 6.6 

MDCK-Ras 3 25.0 16.9 16.2 15.7 15.4 15.2 

MDCK-Ras 4 23.0 14.2 13.0 12.6 12.1 11.8 

Total 207.2 122.9 114.6 110.5 106.8 103.2 

Supplementary Table S3: miRNA-Seq raw, quality controlled and aligned reads:   


