Figure S1. Scatter and leave-one-out plot of the family Enterobacteriaceae. MR, Mendelian randomization; SNP, single nucleo-
tide polymorphism.
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Figure S2. Scatter and leave-one-out plot of the genus Allisonella. MR, Mendelian randomization; SNP, single nucleotide poly-
morphism.
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Figure S3. Scatter and leave-one-out plot of genus Lachnospiraceae FCS020. MR, Mendelian randomization; SNP, single
nucleotide polymorphism.
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Figure S4. Scatter and leave-one-out plot of genus the Prevotella 7. MR, Mendelian randomization; SNP, single nucleotide
polymorphism.
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Figure S5. Scatter and leave-one-out plot of the genus Roseburia. MR, Mendelian randomization; SNP, single nucleotide poly-
morphism.

MR test

Inverse variance weighted / Weighted median rs75326254 -
/ MR Egger Weighted mode 2160994 -
Simple mode
rs16910295 -
rs329182 -
S 04 -
z rs57466170 -
S
© rs2943022 -
g -
@ rs6930661 -
o
% Sé rs78753150 -
20 rs302266 -
g0
E® rs12740451 -
3
R= rs6445851 -
SE
S rs9300744 -
3 . rs55858165 -
®
o
&
—02- All - :
0.05 0.10 0.15 0.20 0.0 0.5 1.0
SNP effect on Gut microbiota abundance (genus Roseburia id.2012) || id: MR leave-one-out sensitivity analysis for
ebi-a-GCST90017048 ‘Gut microbiota abundance (genus Roseburia id.2012) || id:

ebi-a-GCST90017048' on ‘Malignant neoplasm of stomach || id:finn-b-C3



Figure S6. Scatter and leave-one-out plot of the genus Ruminococcaceae UCG004. MR, Mendelian randomization; SNP, single
nucleotide polymorphism.
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Figure S7. Scatter and leave-one-out plot of the genus Ruminococcaceae UCG009. MR, Mendelian randomization; SNP, single
nucleotide polymorphism.
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Figure S8. Scatter and leave-one-out plot of the genus Ruminococcaceae UCG014. MR, Mendelian randomization; SNP, single
nucleotide polymorphism.
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Figure S9. Scatter and leave-one-out plot of the order Enterobacteriales. MR, Mendelian randomization; SNP, single nucleotide
polymorphism.
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