
 

Benchmark type Edit distance between 

reference sequences 

(1/bp) 

Error rate in reads 

(1/bp) 
Correct hits (%) 

Highly-homologous 

references 
0.01 0.01 95 

Homologous  
references 

0.1 0.01 100 

Non-homologous 

references, high error rate 
1.0 0.1 99 

 

 


