Cross platform comparison of HLA typing from whole-genome sequencing
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EXPERIMENTAL DESIGN

RESULTS
Outstanding HLA recall accuracy across all sample types and sequencing platforms.

1. Two sample datasets were processed as per figure 1.
a. The Coriell dataset is a 24 publically available cell line sample set from the Coriell

Coriell Dataset

Institute for Medical Research. o . . o ope .
b. Aninternal dataset derived from the blood, buccal and saliva swabs. Seamless WGS |ntegrat|0n prOveS H LA typ| ng rel |a b| I |ty. Per gene accuracy Down-sampling effect on
2. HLA typing was done on the BAMs from each processed sample. HLA Concordance
3. Output was then compared to determine HLA typing robustness.
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