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Supplementary figure S6. Age-adjusted gene expression retains segregation of type 1 SLE from type 2 SLE clinical and molecular 

characteristics. The top5k rowVar gene expressions of the original 18 patients were adjusted using linear modeling with age as a

covariant. These were submitted to MEGENA analysis forming new modules and the top 40 type 2 SLE ME module correlations visualized 

as a heat map (A). GSVA was performed on the top5k rowVar gene expressions using the top 40 age-adjusted modules as signatures, 

forming groups of type 1 SLE patients (patient cluster 3), type 2 SLE (patient cluster 1), and patients with mixed molecular characteristics 

(patient cluster 2).  “Fatigue” and “tired” patient characteristics had overall positive correlations to the type 2 SLE ox-phos, B cell, and 

complement pathway modules. “Tired” specifically and overall positively correlated to the type 2 SLE L-type voltage-gated calcium 

channel module, and both “fatigue” and ”tired” were both overall highly negatively correlated to type 1 SLE IFN modules  and cell cycle. 

Patient columns were annotated with clinical and lab assay features identical to primary figures 3 and 4 (B).

Top 40 gen2−3 MEs sig (p<0.2) corr to Type 1/2 SLE (k=6). Top 40 ME trait corrs
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2.25 (35): Kidney.Cell. reg.of.heart.rate.by.chemical.signal

6.84 (45): tube.development,blood.vessel.morphogenesis
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5.65.223 (292): B.cells. lymphocyte.activation

3.44 (788): Oxidative.Phosphorylation. mitochondrial.membrane
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6.81.274 (21): complement.activation,classical.pathway,humoral.immune.response.mediated.by.circulating.im

6.81.275 (28): pos.reg.of.kidney.development,nephron.tubule.formation
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