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Fig 4 is incorrect. The figure is an older version, which contains an inaccurate summary of
data. The authors have provided a corrected version here.
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Fig 4. Performance of FcγR -targeted probes in healthy donors. (A) Probe binding performance was assessed by measuring the mean and SD of
individual probes across our cohort of 164. Probes are represented in locus order. A normalised peak height ratio of 1 represents a diploid copy number.
Error bars represent the mean +/- SD and the SD is shown above each probe. (B) Copy number regions (CNRs) 1 and 2 in healthy donors with observed
numbers of duplication and deletion events. One donor showed CNV likely to include two duplications; one of the distal part containing FCGR2C and
FCGR3B (CNR1) on one chromosome and one of the proximal part containing FCGR3A and FCGR2C (CNR2) on the other chromosome. * Probes in which
the variability is a result of known genomic SNPs targeted by the probe.
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