
SUPPLEMENTAL MATERIALS 
 
SUPPLEMENTAL FIGURES S1-S3 and TABLE S1 
 
LEGENDS TO SUPPLEMENTAL FIGURES S1-S3 
 
Fig. S1. Detection of Δψm (DiOC6 and TMRM), mitochondrial mass (MTG) and activation of 
mTOR (pS6RP) in DN T cells in healthy subject (black histogram), SLE patient in remission (blue 
histogram) and SLE patient in flare (red histogram). 
 
Fig. S2. Increased production of IL-4 in DN lupus T cells. A, Representative dot plot analysis of 
DN T cells by gating on CD3+/CD4-/CD8- (DN) T cells. B, Measurement of intracellular IL4, 
IL-17, and IFN-γ production in permeabilized CD3+, CD4+, CD8+, and DN T cells. 
 
Fig. S3. Functional hierarchy of metabolic biomarkers in SLE. MHP is caused by exposure to 
nitric oxide (NO). Synthesis of NO and maintenance of GSH in reduced form depend on the 
production of NADPH by the pentose phosphate pathway (PPP). MHP promotes mTOR activation 
which in turn controls the expression of the transcription factor FoxP3 and IL-4. Increased IL-4 
production by DN T cells may account for diminished expression of FoxP3 by CD25+/CD4+ T 
cells. 
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Table S1. Correlation of SLEDAI,  BILAG and traditional biomarkers of disease activity, such as C3, 

C4, and anti-DNA, with 212 metabolic, cell surface, and gene expression biomarkers during 274 

visits of 59 patients with SLE. Correlation r values were considered significant at p < 0.000236 

when corrected for multiple comparisons  (0.05/212). Metabolic biomarkers with correlation p 

values below 0.000236 relative to at least one of the traditional disease activity measures are 

shown and highlighted in yellow (SLEDAI, BILAG, C3, C4 or anti-DNA). 

 




