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Supplementary Figure 1. Intra-animal gene segment usage frequency scatter plots. 
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Supplementary Figure 2. Intra-species and inter-species gene segment usage frequency scatter plots. 
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Supplementary Figure 3. Gene segment usage segment frequencies. for a) VH, b) DH, c) JH, d) VK, e) JK. Species are colored 
for all figures as in (a) 
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Supplementary Figure 4. Naïve Repertoire modeling with IGoR. a) Synthetic CDRH3 length distribution for each species. 
Species are colored as in (c). CDRH3 lengths were determined using the ImMunoGeneTics (IMGT) numbering scheme. b) 
Synthetic VD insertion length distributions for each species. Species are colored as in (c). c) Synthetic DJ insertion length 
distributions for each species. d) Combined Kullback–Leibler divergence (KL divergence) between pairs of OmniRat models 
(blue), between pairs of human models (red), or between pairs of OmniRat and human models (purple). 
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Supplementary Figure 5. Class-switch recombination and somatic hypermutation. a) Sequence frequency by antibody 
isotype. b) Variable heavy gene nucleotide mutation number distributions for IgM sequences. Species colored as in (c). c) 
Variable heavy gene nucleotide mutation number distributions for IgG sequences. 
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Supplementary Figure 6. Kappa chain summary. Heatmaps of variable kappa (VK) gene usage in (a) and joining kappa (JK) 
gene usage in (b). Columns are antibody repertoires and rows are gene segments. Data was scaled by calculating the Z-
score for each gene (row) and hierarchical clustering (Euclidean distance metric) was done. A dendrogram representation 
of clustering is shown. c) CDRL3 length distribution for each species. Species are colored as in (e). d) Variable kappa gene 
nucleotide mutation number distributions. Species colored as in (e).  e) VJ insertion length distributions for each species. 



8/8 

 

Supplementary Table 1. OmniRat heavy chain sequencing summary. 

 

Supplementary Table 2. OmniRat heavy chain reverse transcription primers. 

 

Supplementary Table 3. Number of shared clonotypes per Venn diagram comparison group from Figure 4a. 


