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[bookmark: _Hlk151802312]Figure S1. A scatter plot of genetic association estimates for the SLC13A5 inhibition instrument variants with plasma citrate (x-axis) and blood urea nitrogen (BUN, y-axis). The red line depicts the inverse-variance weighted Mendelian randomization analysis (estimate -0.010, standard error 0.003), the blue line depicts the Egger analysis (estimate -0.010, standard error 0.005, intercept estimate 8x10-5, intercept p=0.857), and the green line depicts the weighted median analysis (estimate -0.011, standard error 0.003).
[image: A graph with lines and dots

Description automatically generated]
Figure S2. A scatter plot of genetic association estimates for the SLC13A5 inhibition instrument variants with plasma citrate (x-axis) and chronic kidney disease (CKD) risk (y-axis). The red line depicts the inverse-variance weighted Mendelian randomization analysis (estimate -0.042, standard error 0.044), the blue line depicts the Egger analysis (estimate 0.002, standard error 0.090, intercept estimate -0.005, intercept p=0.569), and the green line depicts the weighted median analysis (estimate -0.040, standard error 0.057).
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Figure S3. A scatter plot of genetic association estimates for the SLC13A5 inhibition instrument variants with plasma citrate (x-axis) and creatine-based estimated glomerular filtrate rate (eGFR, y-axis). The red line depicts the inverse-variance weighted Mendelian randomization analysis (estimate 0.004, standard error 0.001), the blue line depicts the Egger analysis (estimate 0.004, standard error 0.003, intercept estimate 3x10-5, intercept p=0.884), and the green line depicts the weighted median analysis (estimate 0.004, standard error 0.002).
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Figure S4. A scatter plot of genetic association estimates for the SLC13A5 inhibition instrument variants with plasma citrate (x-axis) and cystatin C-based estimated glomerular filtrate rate (eGFR, y-axis). The red line depicts the inverse-variance weighted Mendelian randomization analysis (estimate 0.007, standard error 0.002), the blue line depicts the Egger analysis (estimate 0.007, standard error 0.004, intercept estimate -6x10-5, intercept p=0.889), and the green line depicts the weighted median analysis (estimate 0.007, standard error 0.003).
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Figure S5. A scatter plot of genetic association estimates for the SLC13A5 inhibition instrument variants with plasma citrate (x-axis) and microalbuminuria risk (y-axis). The red line depicts the inverse-variance weighted Mendelian randomization analysis (estimate -0.015, standard error 0.036), the blue line depicts the Egger analysis (estimate -0.001, standard error 0.006, intercept estimate -0.001, intercept p=0.871), and the green line depicts the weighted median analysis (estimate -0.041, standard error 0.044).
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Figure S6. A scatter plot of genetic association estimates for the SLC13A5 inhibition instrument variants with plasma citrate (x-axis) and urine albumin-creatinine ratio (UACR, y-axis). The red line depicts the inverse-variance weighted Mendelian randomization analysis (estimate 0.004, standard error 0.011), the blue line depicts the Egger analysis (estimate 0.012, standard error 0.02, intercept estimate -0.001, intercept p=0.638), and the green line depicts the weighted median analysis (estimate 0.005, standard error 0.013).
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