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Figure 5S3.
(A) Nur77-eGFP expression in splenic mature follicular B cells from Lyn+/+ and Lyn-/- mice.
(B) Gating scheme for determining the Ig locus of origin for germinal center B cells in 6-month-old IgM+/- Lyn-/- 
mice. 
(C) Relative contribution of IgH[a]+ and IgH[b]+ B cells to the splenic unswitched GC (CD19+ Fas+ GL-7+ IgM+) 
and unswitched PC (CD138+ IgM+) compartments of 6-month-old IgHa/b Lyn-/- mice. 
(D) Anti-dsDNA IgG2a from each Ig locus in 5-6 month old IgM+/-, IgD+/-, and IgHa/b mice on the Lyn-/- back-
ground was quantified by ELISA. 
(E) The OD ratio of knockout (allotype a) to WT (allotype b) anti-dsDNA IgG2a was calculated for all mice in (D) in 
which either locus produced an OD > 0.3. 
Histograms in (A) are representative of at least n = 3 mice of each genotype. Percentages in (B-C) were calculat-
ed using n = 5-6 mice of each genotype, and mean ± SEM is displayed. For (D), n = 10-13 mice of each genotype 
were analyzed. For (E), n = 5-9 autoantibody-positive mice were analyzed. Welch’s t test (E) was used to calcu-
late p values, and mean ± SEM is displayed. *p < 0.05.
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