
Table S2. Summary statistics of clean reads mapped to the reference genome. 
Sample Total 

Reads 
Total 
Mapped 
Reads(%) 

Unique 
Mapped 
Reads(%) 

Exon(%) Intron(%) Intergenic 
(%) 

Cont_1 43,981,358 91.18 89.40 78.58 8.64 12.78 
Cont_2 44,297,264 91.35 89.41 77.83 9.44 12.73 
Cont_3 43,268,666 91.24 89.21 77.54 9.99 12.47 
MT_1 43,203,874 91.61 89.85 78.66 8.29 13.04 
MT_2 44,300,540 91.51 89.69 78.26 9.02 12.73 
MT_3 42,560,828 91.85 89.87 78.61 8.09 13.30 

 


