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Supplementary figure 1. Mapped common variants identified by SLE GWAS 



The figure illustrates selected common variants that have been identified in ≥2 genome-wide association 

studies (GWAS) studies of systemic lupus erythematosus (SLE) 1-28. Genes associated with significant single-

nucleotide polymorphisms (SNPs) (that is, with a genome-wide significance <5 x 10-8) in the summary data 

from the GWAS catalog, are listed by ancestry. This figure excludes studies exploring shared susceptibility, or 

specific aspects of SLE, such as response to treatment. A filled-in box denotes that gene has been mapped by 

that GWAS.  



Supplementary figure 2- Expression of SLE-associated genes across immune cell subsets

The heatmap illustrates the Log2-transformed expression of genes associated with significant single-

nucleotide polymorphism (SNPs) in ≥2 or more systemic lupus erythematosus (SLE) genome-wide association 

studies (GWAS) (Supplementary figure 1) in 10 key immune cells. These immune cell subsets include age-

associated B cells (ABCs), which have been defined as CD19+CD27–CD21–CD10– B cells. The heatmap was 



created using the online transcriptome database GENEVESTIGATOR® (Affymetrix Human Genome U133 Plus 

2.0 Array) and a compendium-wide analysis using conditional search of cell types. Hierarchical clustering 

performed by cell type. 
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