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rs7197475-T has been reported as a risk SNP for systemic lupus erythematosus
(SLE), and our eQTL (expression quantitative trait loci) analysis revealed that high expression of
Gene Y in monocytes is associated with the risk. Gene Y has been reported to be involved in
functions such as dsDNA repair, NFkB activation, and inhibition of apoptosis. We enforced the
permanent overexpression of Gene Y in 293T and THP1 cells using lentiviral vectors. Upon stimulation
with dsRNA or dsDNA, there was a significant increase in the production of type I IFN and TNF-alpha
compared to the control. We are currently searching for therapeutic targets for SLE through RNA seq
and drug screening.
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Functional analysis of rare variants associated with SLE using patients derived iPS cells
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