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Supplementary Figure 1. Protein concentration and urine protein/urine creatinine ratio 

(UP/C) data in C3.MRL-Faslpr/J mice and background matched control C3H mice after 

treatment. Urine protein concentration and urine protein/urine creatinine ratio (UP/C) are 

presented. Data obtained from each group were compared using a one-way analysis of 

variance (ANOVA) followed by post hoc Tukey's multiple comparison tests. *: significant 

(p< 0.05) differences from the control (C) group are indicated by an asterisk. N: normal 

group (C3H), C: control group (C3.MRL-Faslpr/J), saline-, Y: cyclophosphamide-, H: ASC-

treatment group.  

 

 

 

 

 

 

 



A. Representative gating scheme 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 



B. Representative multi-color flow cytometry gating analysis   

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

Supplementary Figure 2. Flow cytometric determination of the T helper cell subset (Th1, 

Th2, Th17, and Treg) and CD138 cells in the spleen. (A) A representative gating scheme 

and (B) representative multi-color flow cytometry gating analysis figures are presented. C: 

control group (C3.MRL-Faslpr/J mice), Y: cyclophosphamide-treatment group (C3.MRL-

Faslpr/J mice), H: ASC-treatment group (C3.MRL-Faslpr/J mice) and N: normal group 

(Background-matched control C3H mice).  



 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

Supplementary Figure 3. Comparison of the expression levels of common lupus disease-

associated miRNAs in spleens among the groups. The expression levels of common lupus 

disease-associated miRNAs in spleens. Data are normalized to those of RNU6-2 and 

SNORD96A (average CT) and are expressed as means (bars) ± SEM (error bars) of the 

relative amount compared to one sample of normal group. N: normal group (MRL/MPJ), C: 

control group (MRL/lpr), saline-, Y: cyclophosphamide-, E: ASC-early, L: ASC-late and CT: 

CTLA4Ig-ASC-treatment group. Data obtained from groups were analyzed using a one-way 

analysis of variance followed by post hoc Tukey's multiple comparison tests. *: significant 

(p< 0.05) differences from the control (C) group are indicated by an asterisk. 



 

 

 

 

 

 

 

 

 

 

 

 

 

Supplementary Figure 4. Cytokine levels in sera from each experimental group. Data 

obtained from each group were compared using the Kruskal Wallis test (†: P< 0.05). *: 

Significant (p< 0.05) differences versus the C group are marked by asterisk (Mann-Whitney 

U test). C: control group (C3.MRL-Faslpr/J mice), Y: cyclophosphamide-treatment group 

(C3.MRL-Faslpr/J mice), H: ASC-treatment group (C3.MRL-Faslpr/J mice) and N: normal 

group (Background-matched control C3H mice).  


