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Supplementary Figure 1. Manhattan plot of the cross-tissue transcriptome-wide association results

for RA. Nighty-six genes was specifically associated with the risk of RA. The y-axis represents P-

value in —log(10) scale. A significance threshold of P = 2.89x10-6 after Bonferroni-correction was

used.

Ni J, et al. RMD Open 2022; 8:€002529. doi: 10.1136/rmdopen-2022-002529



BMJ Publishing Group Limited (BMJ) disclaims all liability and responsibility arising from any reliance
Supplemental material placed on this supplemental material which has been supplied by the author(s) RMD Open

1
R=0.60, P <0.001 I
10 4 [
I ’
| )
| <!
| odF
o Y 2
8 (
® OF == - = - T T T T T T T T T Both
N | GTEx
3 NTR
5 & : N.S
[
|
-10 - ry
|
|
I
T T ! T T
-20 -10 0 10 20
NTR Z-score

Supplementary Figure 2. Correlation plot shows the correlation of the effect sizes of TWAS
between GTEx and NTR.
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Supplementary Figure 3. Venn plot reveals the overlap of the significant genes identified by four
different methods with P < 0.05 (A) and FDR < 0.05 (B).
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Supplementary Figure 4. Regional association of transcriptome-wide significant genes. A:

Chromosome 1p36.32 regional association plot. B: Chromosome 5q21.1 regional association plot.

C: Chromosome 6p21.31 regional association plot. D: Chromosome 6p22.1 regional association

plot. E: Chromosome 6p22.2 regional association plot. F: Chromosome 9q33.2 regional association
plot. G: Chromosome 11q12.2 regional association plot. H: Chromosome 12ql4.1 regional
association plot. I: Chromosome 16p11.2 regional association plot. J: Chromosome 16p11.2

regional association plot.

Ni J, et al. RMD Open 2022; 8:€002529. doi: 10.1136/rmdopen-2022-002529



