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threatening adverse events that are strongly associated
with specific human leucocyte antigen (HLA) alleles,
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to evaluate this platform for clinical HLA-A and -B
screening as part of a larger germline PGx panel. R FExinfonmatics Workflow
Methods: Both Genetic Testing Reference Material (GeT-
RM) (n=14) and blinded previously tested clinical
samples (n=33) with known allelic resolution HLA typing
(positive or negative for the four PGx alleles) were
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