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Figure S1. Genetic association of iron with CES (Scatter plot and Leave-one-out plot)

rs9610638 *
r$12730935
1556912861

rs7385804
rs12718598
rs12975762

rs145496147
rs4854760
rs10421599
17837764
15117718169
* » 154774514
rs13007705
. 1140393761

19295767

.. Py ®e rs1958078

oo- —__.i_’:,_/“ » rs12206204
® rs10822143

rs116169498

* rs117753190

rs114708114

—01- 1512633819

159399136

rs116009877

MR Test
Inverse variance weighted / Weighted median
/ MR Egger Weighted mode

Simple mode

[ X ]

0.2-

0.1-
L

SNP effect on CES

L
9004940 9900944 o0
[ ]

All 3 <>
-0.2- ; i 0.0 01 02 03 0.4
0.1 02 MR leave-one—out sensitivity analysis for
SNP effect on iron ‘iron’ on 'CES'

Figure S2. Genetic association of magnesium with CES (Scatter plot and Leave-one-out plot)
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Figure S3. Genetic association of iron with T2D (Scatter plot and Leave-one-out plot)
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Figure S4. Genetic association of zinc with BMI (Scatter plot and Leave-one-out plot)
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Figure S5. Genetic association of class Actinobacteria with AD (Scatter plot and Leave-one-out plot)
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Figure S6. Genetic association of genus Sutferella with ASD (Scatter plot and Leave-one-out plot)
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Figure S7. Genetic association of order NB1n with MS (Scatter plot and Leave-one-out plot)
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Figure S8. Genetic association of class Bacteroidia with CES (Scatter plot and Leave-one-out plot)
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Figure S9. Genetic association of class Mollicutes with BMI (Scatter plot and Leave-one-out plot)

MR Test

Inverse variance weighted

0.006 -

0.004-
Insufficient number of SNPs

SNP effect on BMI

0.002-

0.06 0.07 0.08 0.09
SNP effect on class_Mollicutes



Figure S10. Genetic association of order Bacteroidales with CES (Scatter plot and Leave-one-out plot)
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Figure S11. Genetic association of family Streptococcaceae with SVS (Scatter plot and Leave-one-out plot)
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Figure S12. Genetic association of class Bacteroidia with BMI (Scatter plot and Leave-one-out plot)
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Figure S13. Genetic association of family Lachnospiraceae with BMI (Scatter plot and Leave-one-out plot)
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Figure S14. Genetic association of genus Erysipelatoclostridium with BMI (Scatter plot and Leave-one-out plot)

SNP effect on BMI

0.0000-

-0.0025-

—0.0050-

-0.0075-

MR Test
Inverse variance weighted / Weighted median
/ MR Egger Weighted mode rs4697572

Simple mode

1s17804233
e { ]
rs622418
L
rs340991
[ ]

Al

0.06 0.07 0.08 0.09

SNP effect on genus. Erysipelatoclostridium

Figure S15. Genetic association of genus Roseburia with BMI (Scatter plot and Leave-one-out plot)
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Figure S16. Genetic association of genus Turicibacter with BMI (Scatter plot and Leave-one-out plot)
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Figure S17. Genetic association of copper with family Victivallaceae (Scatter plot and Leave-one-out plot)
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Figure S18. Genetic association of copper with genus Butyricicoccus (Scatter plot and Leave-one-out plot)
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Figure S19. Genetic association of iron with class Melainabacteria (Scatter plot and Leave-one-out plot)
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Figure S20. Genetic association of iron with order Enterobacteriales (Scatter plot and Leave-one-out plot)
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Figure S21. Genetic association of iron with order Gastranaerophilales (Scatter plot and Leave-one-out plot)
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Figure S22. Genetic association of iron with family Enterobacteriaceae (Scatter plot and Leave-one-out plot)
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Figure S23. Genetic association of iron with genus Escherichia Shigella (Scatter plot and Leave-one-out plot)
weighted / Weighted median retisa0aeTt -
Weighted mode rs12633819 Y
rs4854760 L
rs4774514 L
rs7385804 L
rs12975762 L
rs12718598 &
rs1958078 &
rs10421599 -
rs13007705 L
rs10822143 - .
rs9399136 &
rs56912861 &
rs9610638 @
All &
0.0 0.1 0:2 0.3
0.2 MR leave-one-out sensitivity analysis for

0.1

SNP effect on iron

‘iron' on 'genus.Escherichia.Shigella®

Figure S24. Genetic association of iron with genus Zerrisporobacter (Scatter plot and Leave-one-out plot)
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Figure S25. Genetic association of magnesium with class Actinobacteria (Scatter plot and Leave-one-out plot)
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Figure S26. Genetic association of magnesium with order Bifidobacteriales (Scatter plot and Leave-one-out plot)

SNP effect on order.Bifidobacteriales

0.00-

-0.06-

MR Test
Inverse variance weighted / Weighted median
rs11144134
/ MR Egger Weighted mode
Simple mode
rs4072037
rs3925584
rs13146355
rs448378
L
All

0.0050 0.0075 0.0100
SNP effect on magnesium

-4 -3 -2 -1
MR leave—one-out sensitivity analysis for
‘magnesium’ on 'order.Bifidobacteriales'

Figure S27. Genetic association of magnesium with family Bifidobacteriaceae (Scatter plot and Leave-one-out plot)
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Figure S28. Genetic association of magnesium with genus Bifidobacterium (Scatter plot and Leave-one-out plot)
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Figure S29. Genetic association of zinc with genus Ruminococcustorquesgroup (Scatter plot and Leave-one-out plot)

MR Test

Inverse variance weighted

0.05-

0.04-

0.03-

SNP effect on genus.Actinomyces

0.02-

0.15 0.20 0.25
SNP effect on zinc

Insufficient number of SNPs

Figure S30. Genetic association of zinc with genus Actinomyces (Scatter plot and Leave-one-out plot)
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