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CONCLUSIONS

All three NGS HLA genotyping approaches provided concordant results for the HLA-A*30:130N allele (bearing the 9 Cs homopolymer motif) + HLA-A*02:06:01:01, where the corresponding bioinformatics component
had a critical contribution. In particular, the ONT sequencing approach was as accurate as the other two lllumina-dependent protocols thanks substantially to: i) the most developed ONT basecalling tool, using Super-

accuracy (SUP) instead of High-accuracy (HAC) system:; ii) and by using a newer ONT-data adapted GenDx NGSengine-Turbo software version, NGSengine-Turbo 1.0 RUO instead of the former Prototype version.



