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The data of this study are openly available in GEO: GSE164457. R custom code used to generate the figures and analysis can be found on figshare https://rb.gy/
mhyafy

120 SLE patients - 4 cells lines for a total of 480 samples.

samples were removed if 1) the expression of 10 housekeeping genes (e.g. SNRPD3, EMC7, and VPS29) called the Eisenberg housekeeping
genes was low. 2) we conducted K-means clustering and removed all outlier samples that were > 1 standard deviation from the center of the
cluster. The Davies-Bouldin’s index was also computed to confirm cluster stability. Batch correction was performed with limma (v 3.40.6

N/A

samples were divided based on self reported ethnicity (asians vs white) and based on disease activity (based on SLEDAI score)

Blinding was outside the scope of this study




