
 

Figure S2. Relationship between number of mismatches (= potentially erroneous bases) and number 

of reads per sample, depending on nanopore sequencing approach (Flongle, MinION, Flongle+MinION 

combined, MinION downsampled to 50000 total reads) and basecalling algorithm (hac, high accuracy 

& shac, super high accuracy). 

 


