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*HLA molecular mismatch (mMM) predicts post-transplant
donor-specific antibody (DSA) development in kidney and Recipients
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heart transplant recipients

ePreviously, we reported using a combination of 2 mMM
algorithms in pediatric heart transplant cohorts to
determine the risk of developing DSA and antibody-
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Risk cutoffs were derived from post-transplant DR-DSA (MFI>2000 in =z 2
samples) in the same cohort, using ROC analysis and Youden'’s Index for
each mMM method (refs. #1 & 2)

Abbreviations: ACR, acute cellular rejection; DSA, donor-specific antibody; epMM, eplet mismatch; HR, hazard ratio, mMM, molecular mismatch.
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