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genes in their entirety within the span of a single reac_al_taklng L0817 41 o Figure 5. Qualitative analysis of SMRT® Sequencing data for HLA amplicons
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newly developed DNA-barcode-tagged SMRTbell™ sample ‘+ '+ '+ '+ '+ derived from empirical observations in sequencing data of unbalanced pools.

*Individual amplification efficiencies on a per sample basis were not considered.
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Separate ) Filter Overlap == Cluster High quality de novo consensus sequences (QV >50) were

-igure 1. Allele Sequence Coverage Comparison by Barcode Subreads . generated using reads >3 kb in automated LAA pipeline
AJHLA-A amplified using NGS-go® Reagent & Sequenced on the PacBio RS | T 868 of the 881 expected HLA alleles were detected in LAA output
B)Traditional Sanger sequencing (SBT) of exons #2 and #3. | | T E - g 0 _ _

13 alleles missed by automated analysis came from the 14

samples with <1500 subreads per sample
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Figure 2. HLA-B Diversity due to Exon Combinations : : .
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B) Numbers between Exons denote the number of unique combinations with neighboring exons lterate Low coverage samples due to poor PCR amplification need
systematic pooling using QC data

22 discordant calls will be evaluated in future for validation of
discordant sequences.
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