
 

 

Supplemental Fig. S6. IGV screenshots of short-read genome sequencing (SR-GS) and 

long-read adaptive sequencing (LR-AS) for single nucleotide and small insertion or 

deletion variant findings. Full variant details in Table 3. The images confirm that all non-RE 

pathogenic variants identified in SR-GS data are also present in aligned LR-AS data. 


