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HIgh-resolution ALA typing with NGSgo-MXb6-T
by HIFI NGS data of a PacBio Sequel Il platform
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A 58 gDNA sample panel was amplified using the NGSgo- TN peprmanes (), —— ) j oot - @ PACBIO®
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MX6-1 amplification strategy for HLA-A, B, C, DRB1, DQB:1 >99.9% accuracy
and DPB1 from GenDx (Figure 1), which was processed in Figure 2 (A) PacBio SMRTbell library was created from these amplicons using For Research Use Only

SMRTbell Express Template Prep Kit 2.0 and barcoded overhang adapters.

the PacBio library preparation workflow (Figure 2). Libraries
y prep ( 8 ) (B) Libraries were sequenced on a PacBio Sequel Il System.

were sequenced on a Sequel Il System (Pacific Biosystems)
and data was analyzed in NGSengine.
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High-quality data was generated for all samples. Figure JHLAC  100% Cores: 446 11 16%  46%  47% O C*06:02:01:01, C*07:01:01:01
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Samp|es were 100% concordant to the pre-type informati()n. ul DPB1 00%  Core+: 1086 15 21% 41% 44% DPB1*04:01:01:01, DPB1*17:01:01:01
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CompletEd phased’ even for samples with sparsely Figure 3. High quality data was generated for all samples. (A) NGSengine
distributed heterozygous positions as identified in DPB1 sample overview showing sequencing quality metrics (B) Estimated second
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sequencing strategy is an attractive alternative to

current short read sequence technologies with limited Figure 4. Complete phasing of heterozygous positions across the whole

phasing capacity. amplicon. NGSengine data plots for DPBI.
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