DNAmAge acceleration and renal function
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Suppl. Figure 1. Odds Ratios from DNAm predictors and binary kidney traits
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Suppl. Figure 2. Forest plots of associations with eGFR and CKD
eGFR ~ PhenoAA
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eGFR ~ Horvath
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Suppl. Figure 3. Forest plots of associations with uUACR

uACR ~ MRS
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Suppl. Figure 4. Forest plots of associations with microalbuminuria
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Suppl. Figure 5. Forest plots of associations with urate
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Suppl. Figure 6. Forest plots for secondary associations with uUACR and serum urate
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DNAm-based predictor

Suppl. Figure 7. Effect estimates from MRS and renal traits

log(eGFR) log(UACR) urate
1 1 1
1 1 1
= 1 1 | & |
——s—t—] 1 | | 1
|_Le_| 1 | . | |—|—S—|
! | i |
— II 1 | | [l 1
MS_cont 1 o | : i \——
e ! ! |' * |
s I ! !
= | e | ——]
J—s—H 1 1 | | 1 I"‘|
g : : : Study
: : : —* KORA
! : : —* ESTHER-I
—a—oy_ || N | .| *— —* ESTHER-II
p—ey |I' | , ! , — NAS
1 1 &
e |_|_e_| ! | ! -+ WHI Eur.
MS_Moderate - e ! = -+ * Eur. meta-analysis
e Aas e | !
——h 1 1
el . | —  WHI Afr.Am.
—a— 1 1 I|_._| - JHS
1 1 | * | 1
I-.-II 1 1 — * Afr.Am. meta-analysis
: : : —»  WHI Hispanic
) : i | : | | _« *trans-ethnic meta-analysis
I : | = | [ 1
e | |_9_| |—b—|I
I & h 1 1 1 |
s 1 |—e—| ! 1 [
MS_High 1 F—— ! P
_Hig | | | | —— 1
—=H—s | 1 | 1 —
I—:—l—| I ! 1 |—d—|I
1 | 1 |_._| ||—.—|
1 1 1
1 1 1
T T T : T : T T : T T T
-1.2 -0.8 -0.4 0.0 -0.5 0.0 0.5 -0.25 0.00 0.25 0.50 0.75

Standardized regression estimates



