FDR-significant expression traits

Supplementary Figure S1. Instrument-count distribution
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Supplementary Figure S2. MR scatter plots and MR-method comparisons
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C4A (nSNP=4)

Supplementary Figure S3. Leave-one-out analyses
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C4A (nSNP=4)

Supplementary Figure S4. Funnel plots for eligible multi-instrument traits
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Supplementary Figure S5. MR sensitivity matrix for all 28 FDR-significant traits
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Supplementary Figure S6. SNP-level MR forest plots for eligible multi-instrument traits
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MHC-excluded MR sensitivity overview
9 FDR-significant traits across 8 non—-MHC loci; 2 Bonferroni; 2 strong colocalizations
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MR log-odds estimate

The complex MHC locus contains 19 significant expression traits
Trait-level MR and colocalization are retained; positions and correlated regulation do not resolve a unique causal gene
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Primary: 1 Mb +
shared instrument +
lead LD r2>=0.1
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Supplementary Figure S15. Locus-definition sensitivity
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Candidate locus

Locus-level evidence ranking is weighting—sensitive
Fixed ordinal rank claims are therefore not used




FDR-significant expression traits
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Supplementary Figure S17. GTEx V10 kidney-cortex eQTL support
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Corrected FDR28 expression localization across adult kidney cell types
Donor-balanced mean log1p(CP10K), scaled within each gene

CYP21A2

C4B A

ATF6B 1

NEU1 A

APOM -

C4A A

BICC1

TAP1

RNF5 4

ANKUB1 - Within-gene z

3

PSMA4 4 2

IER3 1

HSPA1L

EHMT2

PRRT1 1

LTA

GNL1

DDAH2 -

TUBB A

CLNS1A 4

SKOR1 A

RSAD?2 -

/04
SN
o
2,

A




Multi-cohort renal transcriptomic synthesis
Best prespecified disease-compartment REML stratum per FDR-significant MR trait
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Instrument-count-stratified global Q—Q diagnostics
All traits (n=15,285)

1 SNP (n=7,695)
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CLNS1A regional colocalization | PP.H4=0.761 | matched variants=2,819
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