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Supplementary Figure S1 (A) Alignment of the IgAC1 alleles identified in this study. Amino acid
differences are indicated with the coloured letters, while synonymous mutations to cytosine are
highlighted in grey. (B) IgHD pie chart from Figure 2E, with labels. (C) NCBI IgHV-gene data from
Resenfeld et al., reanalysed here for comparison to the recently described IMGT® genes/alleles.
Analysis showed a similar HV4-21, HV4-22, HV4S1, HV4-29, and HV4-82 distribution to our own
data. The HV4 (light grey) slice includes these same genes but could not be called by IMGT® and
requires manual curation, owing to the high similarity between these five HV genes. (D) Logograms
from Figure 2H and 2I, not accounting for gaps to better show amino acids composition.



