
… … 

gene 1 intergenic gene 2 

1 11-normal i) 

1/N 1/N1/N-scale ii) 

0 0

01

-proper iv) 

0 00-ignore iii) 

X 

Accepted alignment 

Rejected alignment 
Count weight 

Supplemental Fig S7. Multimapper handling method. A) -normal counts each multimapped read with a full count. B) -scale weights each of N multimapped reads by 1/N. 
C) -ignore discards all multmapped reads. D) -proper multimapped reads are processed according to the algorithm described in the text.


