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BACKGROUND RESULTS

KZR-616 is a selective inhibitor of the immunoproteasome, the form of proteasome Table 1. Summary of available biomarker samples Figure 6. Heterogeneity in gene expression across 19 patients Figure 8. Baseline plasma biomarker protein profiling in SLE pts (left) and comparison with HV (right)

found predominantly in immune cells. In nonclinical studies, KZR-616 blocked acute
production of inflammatory cytokines, modulated T- and B-cell activation and
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