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Figure S1. Representative flow cytometry gating 

 

 

Figure S2: No sex-biased differences between B6 and NOD samples. (A) A hierarchical 

clustering was performed using Ward’s method on the pairwise Jaccard distances 

calculated at the clonotype level. Colors represent the sex, mouse background and cell 

population. (B) For each cell population, the top most frequent 1000 CDR3s across same 

sex mice were identified based on their mean frequency and used to construct networks 

based on the Levenshtein distance. CDR3 frequency comparison between B6 and NOD 
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mice for each cell subset and sex. (C) Comparison of the degree of connectivity, which 

represent the number of connections of each node in a network, by sex within each cell 

subset. (B, C) Each dot represents a CDR3 and boxplots represent the median, first and 

third quartiles. Ns P > 0.05, *** P ≤ 0.001, **** P ≤ 0.0001, Wilcoxon test with Holm’s 

correction. 

 

 

 

 

Table S1. Cell proportions in B6 and NOD mice 
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Table S2. Sample properties. MM: non-treated pools of mice, M: IL-2 treated NOD mice; 

Number of FACS-ARIA sorted cells, sequencing read counts, number of productive TR 

sequences, number of unique amino acid clonotypes.  

 

Table S3. Cell proportions in AAV-IL-2–treated NOD mice 
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Table S4. Expanded clonotypes. MM/M: mouse identifier; Number of expanded 

clonotypes, Percentage of expanded clonotypes: # of expanded clones divided by the total 

number of clonotypes 

 

 

Table S5. List of sequences identified in both the annotated database and nTreg and 

amTreg samples from AAV-IL-2−treated NOD mice. 


