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Table 1. NGS typing results.
9842 samples PCR Amplified(n = 98,420 alleles) HLA-C HLA-DRB1 HLA-DQB1 Total

Concordant allelic calling b 19,328 19,110 19,474 95,342

Omixon Twin QC warning Reported after manual analysis 118 174 82 1,344

QC failure 134 118 104 1,036
Allele Dropout 63 69 32 349
Total % reported by NGS 98.7% 98.7% 99.1% 98.2%
Number of NMDP blind QC error(n = 1,302 loci) 0 2 0 0.16%

doi:10.1371/journal.pone.0165810.t001
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