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DRB5 H_n_a_a shown). Assay performance for HLA-A, -B and HLA-DQA1/DQB1 amplification strategy enables fast and flexible typing of
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Figure 1. NGSgo-ProntoFLX coverage of all loci. NGSgo- quality is corroborated by the base variation plots corresponding to have demonstrated their robust and specific amplification, yielding
ProntoFLX is designed for near full coverage of all 11 classical a sample containing an allele combination relevant in celiac disease 100% typing concordance and excellent data quality metrics.
HLA genes. association (HLA-DQB1*02-DQA1*05) (Figure 3). Altogether, this
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100 100 100 contributed to a 100% typing concordance compared to the pre

typing, which was observed for all samples and all loci analyzed
(Table 1).

Concordance (%)

Table 1. Typing concordance of NGSgo-ProntoFLX HLA-A, HLA-B
singleplex and DQA1/DQB1 duplex amplifications of the 58
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