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will benefit high throughput laboratories. Additionally, laboratories
working in shifts profit from shorter hybridization times that reduce
the workflow duration to 2 days. These key enhancements will be
critical for facilitating the implementation of NGS-Capto-HLA in
clinical testing laboratories.
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Figure 1. NGS-Capto-HLA achieves full coverage of all 11 classical sequence data and (D) typing concordance with available pre-type.

HLA genes, as well as non-classical genes HLA-E, -F and -G.




