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Figure S1. Mendelian randomization (MR) analysis of causal effects between NLRC5 expression quantitative trait loci (eQTL) and protein quantitative trait loci (pQTL) from deCODE Iceland cohort.
(a)Scatterplot of genetic variant associations between NLRC5 eQTL (x-axis) and GABARAP pQTL (y-axis). Each point represents a single nucleotide polymorphism (SNP), with slopes of regression lines indicating causal effect estimates (β) from inverse-variance weighted (IVW), MR-Egger, and weighted median methods. Error bars denote 95% confidence intervals (CI). 
(b) Forest plot of individual SNP-specific and IVW-combined MR effect sizes (β ± 95% CI) for NLRC5 eQTL on GABARAP pQTL.
(c-d) Corresponding scatterplot (c) and forest plot (d) for NLRC5 eQTL effects on BRSK2 pQTL.
(e-f) Scatterplot (e) and forest plot (f) for NLRC5 eQTL effects on TNFSF12 pQTL.
(g-h) Scatterplot (g) and forest plot (h) for NLRC5 eQTL effects on BCL2 pQTL.

image7.png
.
nazsaro-
msazonarr -
wrisese:

- Egger

JUE—

-2

oo
iy e e o




image8.png
SNP effect on outcome:

oo~

MR Test

[A—— —
/e Wit
7 smparmote




image1.png
SNP effect on outcome.

MR Test
[— —

; o 7 s mase
jrangalt

SNP effect on exposure




image2.png
rioss

R e




image3.png
MR Test
[—

o/ g 7w
7 sivamase
02
ooe- .
H
8
g !
8§ oo
o T .
H
&





image4.png
e
rsaons

esaorzz

-

Jr——





image5.png
iassorr2-
e
AR g

[ ———

|
§




image6.png
'SNP effect on outcome

o050~

o025~

MR Test
[RRS— T——

/ e

7 smomase

7/ westiedmote

\

i

~00s0-





