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Supplementary Figures
Supplementary Figure 1. Splenocytes obtained from DBA/1 (A) and C57BL/6 (B) mice were stained with fluorescently labeled anti-B220, -CD24, -CD21, -CD1d, and -CD23 antibodies. CD9, CD1d, and PD-L1 expression of CD80high and CD80low B cells gated from T1, MZP, and MZ B cells. Numbers on the flow cytometric plots are MFI values.
Supplementary Figure 2. DBA/1 mice were irradiated (2 Gy) and splenocytes were analyzed at indicated time points after irradiation. (A) Spleen size at 0 days, 6 hours, and 7 days after irradiation. (B) Splenocytes obtained from DBA/1 mice in indicated time points after 2 Gy irradiation and non-irradiated DBA/1 as control (0 days) were stained with fluorescently labeled anti-B220, -CD23, -CD21, and -CD80 Abs. The number of gated B and FO B cells. (C) Expression of surface proteins in gated each subset at indicated time points after 2 Gy irradiation. CD80high MZ (red), CD80low MZ (blue), MZP (black), and FO B (filled gray).
Supplementary Figure 3. RNA transcriptome analysis was performed using 21,915 genes obtained from sorted CD80high and CD80low MZ B cells from DBA/1 mice. (A) Gene ontology analysis of DEGs for highly expressed in CD80high MZ B cells sorted by value of log10(Adjusted p-value). (B-D) Heatmaps representing the log2(FPKM+1) of genes related to plasma cell differentiation (B), antioxidant activity (GO:0016209; C), and innate sensors and effectors (Kleiman et al., 2015) (D).
Supplementary Figure 4. Peritoneal B-1a, CD80high MZ, CD80low MZ, and FO B cells obtained from DBA/1 mice were used for Ig heavy chain repertoire analysis. (A) Top 30 VH segment usage of each repertoire is based on the CD80high MZ B repertoire listed in descending order. (B) Mean somatic mutation rates (mutated nucleotide/total nucleotides) in all clonotypes belonging to the indicated cell repertoires. (C) N-nucleotide addition.

Supplementary Tables
Supplementary Table 1. Differentially expressed gene: 119 genes highly expressed in CD80high MZ B cells. FPKM values of CD80high and CD80low MZ B cells ranked in descending order fold change of their FPKM.
Supplementary Table 2. Differentially expressed gene: 37 genes highly expressed in CD80low MZ B cells. FPKM values of CD80high and CD80low MZ B cells ranked in descending order fold change of their FPKM.
Supplementary Table 3. Sequencing results for each B cell repertoire. Unique VDJH means the number of sequences considering the combination of CDR3, VH, and JH. Unique CDR3 means the number of unique peptide sequences of CDR3s.
Supplementary Table 4. Top 30 overlapped sequences among B cell repertoires ranked in descending order B-1a cell repertoire. The proportion showed read counts per total reads of each cell repertoire.
Supplementary Table 5. Top 20 most dominant sequences. Each cell repertoire was ranked in descending order reads. Colored sequences in each repertoire are overlapping sequences with 1st (red), 9th (blue), and 12th (green) ranked in the B-1a cell repertoire.
Supplementary Table 6. Read (top) and the number (bottom) of overlapped clonotypes among B cell repertoires. The proportion was estimated by reads per total reads or the number per total number in each cell repertoire.

