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Results

T g e
Table 1. YPIS

Four fields Three fields Two fields
Concordance of

TR Samples tested (n) 58 58 58
of 5.59kb for three runs, indicating long HLA typing at different ot tosted (1 rs o1 e
(

amplicons are indeed kept intact resolutions Correct typing results () 515 522 526

) 94.50 95.78 96.51
Erroneous typing results (n) 30 23 19

e Sequencing resulted in an average N50

Concordance (%

e Two-field typing concordance of 96.3%

was observed with 525/545 loci giving a Assay/software related issues 27 22 18

correct typing result (Table 1, Figure 2) Sequencing related issues 3 L L

Concordance after optimization (%) - - 99.80

e Typing issues were traced back to
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Results

e A homopolymer in HLA-DRB3 exon 2

(Figure 3) caused a wrong typing
Conclusion

e The assays developed here allow for
robust second field resolution HLA
typing and can be applied in settings

where time is a critical factor

e Two-field typing concordance of R10.4
ONT chemistry was 99.8% after
optimization and is expected to improve
with further developments to reagents,
software and the introduction of R10.4.1

chemistry
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Figure 3:

HLA-DRB3 base variation plot of
discordant result with detailed
seguence view
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