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Predicting Patient Response to Standard-of-care 
Therapies in Glomerular Diseases

Conclusion An integrated analysis identified non-invasive surrogates that 
predicted CNI response in patients with glomerular diseases. Non-invasive 
surrogates are being prioritized for validation in larger cohorts.
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Glom: Glomeruli, Tub: Tubule, PT: proximal tubule, WGCN: Weighted gene co-expression network, FE: functional enrichment, CR: complete remission, CNI: calcineurin inhibitor, CNI resp: CNI responsive patients
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