
 

  Additional file 2：peaks obtained from two groups 

 Total 

peaks
a 

Peak mean  

length 

Peak Median 

Length 

Peak Total Length Peak Covered Size 

In Genome 

Abnormal cloned piglets 1 4 6 8 0 9  1 2 7 6 . 0 6  1 1 0 4  1 8 7 3 3 7 5 8 0  8 . 2 8 %  

Normal cloned piglets 1 4 5 5 6 4  1 3 2 1 . 1 3  1 1 4 5  1 9 2 3 0 8 3 7 4  8 . 5 0 %  

a
peak is the enrichment region where the reads was aligned to the same position in the 

genome 

 


