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joining gene region of and light-chain loci (IGH, IGK, IGL) for all
alleles found within the IMGT database, enabling readout of the
complementary-determining region 3 (CDR3) sequence of each
immunoglobulin chain. To maximize sensitivity, we included
primers to amplify IGK loci rearrangements involving Kappa
deletion and C intron elements. To evaluate performance, we
conducted clonality assessment and limit-of-detection testing.
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