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The proportions of overlapping clones (where an overlapping clone was defined as a
exact match between two clones across the entire length of their sequences)
between subject samples across runs are lower than what is seen within runs, but is
distinctly present across runs. This demonstrates that the overlaps between runs do
not mimic the pattern of overlap seen from what you would expect with sample
contamination, which is seen in the intra-run samples due to barcode-hopping. The
number of overlaps seen between runs sequenced on the same MiSeq® was not
substantially higher or lower than other inter-run comparisons, which would indicate
that these overlaps are not due to contamination. Clustering revealed overlap counts

y. Figure 1: Percent of unique clones shared between the repertoires of any two given subjects within a sequencing run or between two different sequencing runs. The first row contains comparisons
between subjects between different sequencing runs, and the second row contains comparisons between subjects within the same sequencing run. The latter set of comparisons is presented in order to
demonstrate the level of expected overlap within a run due to barcode-hopping/crossover, and to provide as a basis for comparison to the former. The orange box indicates an inter-run comparison between
runs sequenced on the same MiSeq®. The turquoise boxes indicate an inter-run comparison between runs sequenced on the same day.
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