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A 52 year old African-American female was approved by our
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protein sequence alignment (Figure 1) using the tool in the IPD- . :
IMGT/HLA database. The alignments show that the only amino Elgu_re 1 F'g“'.re 3.
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acid difference between DPB1*71:01 and DPB1*576:01 is 65L
present in DPB1*576:01. To account for this eplet and to
eliminate any potential recipients with DPB1 antibody against
the 36V, 65L, and 69E eplets, the donor’s typing was entered _ High Resolution Molecular Typing
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DNA was isolated from whole blood using EZ1 & 2 DNA Blood kits resolved in real-time. The reporting of allele combinations that
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from Qiagen. HLA intermediate resolution typing was performed cover the eplets detected, even if the actual allele combination
using the Linkseq™ HLA — ABCDRDQDP+ SABR 384 Kit and cannot be defined, precludes the assighment of the donor to an
SureTyper Software as well as LabType™ rSSO and HLA Fusion™ Figure 2 incompatible recipient and gives the laboratory space to perform
Software, both by One Lambda. High resolution typing was LabType™ r5SO and HLA Fusion™ Software results tests that take a longer time, such as NGS, to obtain an
performed using the CareDx AlloSeqtX17 and Care DxAssign unambiguous high-resolution typing result.
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