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54 Fig Reads of the HG01190 DNA, sequenced on a MinlON flow cell, mapped on the GRCh38 reference genome. The HGcombined dataset was used to
generate this figure, which is the dataset containing both the positively selected reads from the AS pores and all the reads from the conventionally
sequencing pores. The positions of the gRNAs are indicated with vertical lines and the sequencing direction is indicated with arrows on top of the
vertical lines. Reads are split by allele, and gray reads are clipping ends that were cut in-silico and mapped separately. The cut position of the clipping
ends indicating the start and end position of the deletion and insertion are indicated in gray.




