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depends on the ethnic background of donor
and patient as well as other parameters.

Within our analyses, we explore the impact of
different sample sizes and frequency cut-offs. We computed the matching probability (#7P) in all 50 scenarios (5 populations, 5 sample sizes, 2 cut-offs) for registry sizes ranging from 1,000 to 10,000,000 (Figure 2). For all populations and

cut-offs, our results reveal for smaller registries a computed MP at similar values, irrespective of sample size. For larger registries, estimated MPis higher if based on smaller sample sizes. For

example, with the 99.5% cut-off and a registry with one million donors, observed differences in MP estimation from the n=5,000 and n=100,000 sample range from 8.5% (UK) to 13.4% (IN)

while for a registry with one thousand donors, result differences range from 0.1% (IN) to 0.7% (PL, UK). Concerning the two cut-offs, Figure 3 shows the quotient of the average MP from the
METHODS 99.5 and 1/2n cut-off. Generally, MPs from the 1/2n cut-off yield between 92.2% (IN) and 98.3% (CL) of the MP from the other cut-off.
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