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Abstract Chromosome 6

Aim: In this study, we identified 180 unique extended haplotypes in Chr.6 Te.:rm?csligmerlc S|de
50 families using NGS high-resolution HLA typing.

Methods: HLA typing was performed using the AlloSeqTx17 hybrid / é M
capture-based assay (CareDx). Samples were typed at 17 loci, HLA-F [

Including 11 classical loci and the non-classical HLA-E, -F, -G, -H, -
MICA, and -MICB loci.
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