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Suppl. Fig. 1. Correlation of serum creatinine variables in KORA F4
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Suppl. Fig. 2. Correlation between plasma proteomic measurements in KORA F4



Suppl. Fig. 3. Genetic instrument selection and data harmonization for MR



Suppl. Fig. 4. Protein overlap in pGWAS datasets used in reverse direction of MR



Suppl. Fig. 5. Cross sectional results for eGFR-protein associations across studies
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Suppl. Fig. 6. Proteins and log(eGFR) distribution in discovery dataset



Suppl. Fig. 7. Proteins and log(eGFR) distribution in discovery dataset after CKD 

exclusion



Suppl. Fig. 8. Correlation between Z-values for eGFR-protein associations across studies



Suppl. Fig. 9. Tissue expression of 56 eGFR-associated proteins (ProteomeDB)



Suppl. Fig. 10. Tissue expression of 56 eGFR-associated protein coding genes (ProteomeDB)



Suppl. Fig. 11. Tissue expression of 56 eGFR-associated proteins (GTEx, transcriptomics)



Suppl. Fig. 12. Protein-protein interaction network of 57 replicated 

eGFR-associated proteins



Suppl. Fig. 13. Forward MR analysis for eGFR-CST6
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Suppl. Fig. 14. Forward MR analysis for eGFR-Cathepsin H
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Suppl. Fig. 15. Forward MR analysis for eGFR-EphB6
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Suppl. Fig. 16. Forward MR analysis for eGFR-IGFBP-6



Suppl. Fig. 17. Forward MR analysis for eGFR-SPOCK2
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Suppl. Fig. 18. Forward MR analysis for eGFR-MIA

A) B)

C) D)



Suppl. Fig. 19. Forward MR analysis for eGFR-UNC5H3
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Suppl. Fig. 20. Reverse MR analysis for MIA-eGFR
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Suppl. Fig. 21. SPOCK2 gene expression in renal tissue from 26 CKD patients

Pearson‘s r = 0.25, p = 0.22, N = 26


