Figure 1 Leave-one-out analysis, funnel plot, MR effect size and scatter plot for gut microbiota abundance

(genus Alistipes 1d.968) on gastroesophageal reflux disease
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Figure 2 Leave-one-out analysis, funnel plot, MR effect size and scatter plot for gut microbiota abundance
(genus Christensenellaceae R 7group id.11283) on gastroesophageal reflux disease
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Figure 3 Leave-one-out analysis, funnel plot, MR effect size and scatter plot for gut microbiota abundance
(genus Coprococcus?2 id.11302) on gastroesophageal reflux disease
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Figure 4 Leave-one-out analysis, funnel plot, MR effect size and scatter plot for gut microbiota abundance

(genus Faecalibacterium 1d.2057) on gastroesophageal reflux disease
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Figure 5 Leave-one-out analysis, funnel plot, MR effect size and scatter plot for gut microbiota abundance

(genus Oscillospira id.2064) on gastroesophageal reflux disease
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Figure 6 Leave-one-out analysis, funnel plot, MR effect size and scatter plot for gut microbiota abundance
(genus Rikenellaceae RC9 gut group id.11191) on gastroesophageal reflux disease
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Figure 7 Leave-one-out analysis, funnel plot, MR effect size and scatter plot for gut microbiota abundance
(genus Ruminococcaceae UCGO010 id.11367) on gastroesophageal reflux disease
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Figure 8 Leave-one-out analysis, funnel plot, MR effect size and scatter plot for gut microbiota abundance
(genus Sellimonas 1d.14369) on gastroesophageal reflux disease

red033435 - -
re2016057 - -
re9516667 - -
re11711574 - *
rel 1025448 - -
re1 13379006 - *
reT4570811 - -
re2 187447 - *
re12195019 - *
red368310 - b
ref713340 - *
ref73vrord - .
reS6203270 - *
ref57os61 - *
re 10921131 - *
re237 1572 - *
re12632515 - -
red330635 - -
re20985438 - -
rs11730168 - -
regy68555 - *
rel1 2024430 - *
re41816 - =
refoz343s -
res6403133 - .
re2628140 - -
re11866714 - *
re4521959 - -
All- -

0.00 0.01 0.02 0.03 0.04

MR leave-one-out sensitivity anahesis for
id:ebi-a-GCSTS0 7067 on "Gastroesophageal reflux disease || id:ebi-a-GCSTS0000514"



MR Method

Inverse variance weighted

MR Egger
L
26 -
] ]
L
24 -
L
=
L
m L ] | ]
= .
- -
- L ]
22- . r
- - - - L .
L
L}
L
20- .
-0.05 0.00 0.05 0.10

|BI"-«-r

—_—

(]



o

0.1

0.0
MR effect size for

-0.1

I T O [ O e |

o= 0 0 60 S W D B0 B3 W W — — S N oW P oW o— B0 P~ P~ U = T
[= I S e T = e = Y = I e O e T el R e B = T S e e L e = B S e I = )
= = r— — W owEr W B0 — W LD W W e a0 W oW S W0 oed oW B oo on
e B 80 o o W B0 o« O i N W v o W0 0 09 B0 - P W o O O W e B =
W3 oe o S £ 6 G WP 0 B B0 0 P 0 P S o— g 07 B0 N o P = BN — — ) L
e L= BT = T S e ¢ e Y Y ' B R e T e T e R I Y Y O e Y e ST T e W i R e e Y
[P I o I T T T B S R I 5 = o O = T T T T T S o T VY e Al S TS R o Y 5 -
== o Uy o o— W — W o o— ) — oUW ) o — = = ol =
= o = o = = = - ) = - = - — ) - - = i
| = [ == | = | = [ == | = | = | = | = | = o | = —
= .“H

All - Inverse variance weighte

L

id:ebi-a-GCETI01TOE6T on "Gastroesophageal reflux disease || id.ebi-a-GCSTS0000



0.02-

0.01-

MR Test

Inuersevarianceweighted/ Weighted median
/ MR Egger Weighted mode

Simple mode

-0.01 -

|F effect on Gastroesophageal reflux disease || id ebi-a-GCSTA0000514

I:I.I‘Il:l I:I.I‘IE I:I.IEEI I:I.IEE
SNP effect on || id-ebi-a-GCST90017067



Figure 9 Leave-one-out analysis, funnel plot, MR effect size and scatter plot for gut microbiota abundance

(genus Slackia 1d.825) on gastroesophageal reflux disease
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Figure 10 Leave-one-out analysis, funnel plot, MR effect size and scatter plot for gut microbiota abundance

(phylum Firmicutes id.1672) on gastroesophageal reflux disease
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Figure 11 Leave-one-out analysis, funnel plot, MR effect size and scatter plot for gut microbiota abundance
(class Actinobacteria 1d.419) on oesophageal cancer
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Figure 12 Leave-one-out analysis, funnel plot, MR effect size and scatter plot for gut microbiota abundance

(family Clostridiaceael id.1869) on oesophageal cancer
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Figure 13 Leave-one-out analysis, funnel plot, MR effect size and scatter plot for gut microbiota abundance

(family Desulfovibrionaceae id.3169) on oesophageal cancer

rq"ﬂ".\"""i: c - i
1T -
?sf’iﬁiafﬁ' =
re1300 /6 - .
rsgj‘ﬁéfﬂk‘" =
rSJ0H ui: i
rszaga0Ts - .
Faatﬁﬁthz- .
rspBloEas - =
rﬁ%—g&’haa: -
o | L = &
rQF_tﬁinlz =
rs1171020 =
rquu‘;ﬁgz"— o
rebh L3071 - -
rs50a01 106 - E
rq.n".' "_{;_t -
rE5ER015Ts - .
redBreTas - .
reT0 o290l - *
rsfllreh - .
r:[:TEﬂI:’;i‘:'t— .
= EHRRALT -
rsaxhhwﬁ_ :
rs{ Tsa00 -
rS e FERGER .
refgd/Ral - .
e :
re 7o TERNG - *
re176RTaEE - .
[E7EIEI04E .
rEiE;t"EE' H
renTe7aadg - -
TegRaTEEd .
rsopngdnd - :
refLalazle - :
rs1Gan1 314 - o
i ey -
rEtEh'ﬁtE=ﬁ-_ =
regRY IR - -
Fggﬁ-t:‘&lt- »
rradlalel - :
FELbe jady - -
ta B r B I &
F%Zlﬁamz_ -
rs75215821 - -

i i

0.0000 0.0004
MR leave-one-out sensitivity analysis for

id:ebi-a-GCST2M1E6535 on "Oesophageal cancer || id:isu-b-4560°

g

0.0008 0.0012



1/SE,,

1000 -

a00-

MR Method

Inverse variance weighted

MR Egger
[ ]
L ]
[ ]
- [ ]
L . - . ® L
[ ]
| ]
- - - B L ] - [ ] L
[ ] 1 “I ‘. ‘E. .- —
0.0000 0.0025



i . S PR S I A O R (R I A R U R ) A U R I O Y R I R [ A 8 .-..::::-..-.‘.. P [ [ A PR I ) A O R RS

e i e T T R T L e e L S e e L L B e o T T L T e ST LI
[l e g o W | L v, o s, o S | M s e, e g 0 g e
[ W e RN s Bt el st S L p g i s e ol Tl L 5 ST T o o e, I, ST T S e T
[ T i L W L o o e e o o | R g e |l o O e T | e |
[ e e e Tt e SN o N B R [ e O T S e T e e . e e e |
o T e e s i W i S i e i T g v A e o i ey e e e e
T T T RLTT LN L LT 0 e LR T B G Tk P O L TR T L L Lo R Pt P P 3 T

T T 0 Tl T e DA L = O Tt = 0 0 O i LT T O 3 e O D007 D o e 0T

(s Lo v T Rl v T T W T Lt P W T T Rl v R v N T Bl v Ll v B T e e e e L

(= o o o e o b [ Y ] e [ e (= [ Y L | (= (= (=
—

I

L

All - Inverse varianc

Lt

0.01

0.005

0.000
WR effect size for

id:ebi-a-GCETE016935" on "Oesophageal cancer

-0.005

id:ieu-b-4950°



MR Test
Inverse variance weighted / Weighted median

/ MR Egger Weighted mode
Simple mode
i
o
()]
T
A
-
L
_E .
§ de-04 - i
L
% l= * &
c_i .y 'l ‘: .y L
L1 ] — T T
D 0e+00-= " e ey
r= et *
() oty » L] L]
% L
O
S
+ -4e-04 - .
LI}
4=
LI}
% | |
) 0.1 0.2

SNP effect on || id:ebi-a-GCST90016935



Figure 14 Leave-one-out analysis, funnel plot, MR effect size and scatter plot for gut microbiota abundance
(family Pasteurellaceae 1d.3689) on oesophageal cancer
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Figure 15 Leave-one-out analysis, funnel plot, MR effect size and scatter plot for gut microbiota abundance

(family Ruminococcaceae 1d.2050) on oesophageal cancer
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Figure 16 Leave-one-out analysis, funnel plot, MR effect size and scatter plot for gut microbiota abundance

(genus Eisenbergiella id.11304) on oesophageal cancer
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Figure 17 Leave-one-out analysis, funnel plot, MR effect size and scatter plot for gut microbiota abundance

(genus Oxalobacter 1d.2978) on oesophageal cancer
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Figure 18 Leave-one-out analysis, funnel plot, MR effect size and scatter plot for gut microbiota abundance
(genus Prevotella9 1d.11183) on oesophageal cancer

iy

I\-l:;\-:l"ll’:'

e pada (m]

BV I -]

FFFFFF

=TT .

A,

_|
Tl T

Ty ] (D

=

[F)
G 0l Ry —i':l'a’? =t =l —{L 0 GO R LU 60

=T

plr o Wl PN W 0 d e ST ) i o TR A o e oo ot ) O O

T LS b e AT A e = T S IET, Pl o TG0 ARE T 20 T M Pl T ENT

mlly WV RY m Pl byt el e WY O e T o T ) e s Tt O

==

uuuuu

e A T W) P | Tt L o e Y e e Tt T e

T T

¢ g O T Dl e g (O T )

L Wi |

-

_|
. L o

| . e L L i e I o e Tl o N L e S | «J:-:}—‘F_:ﬂ'-‘l::’ B T W o N e e e e -\Iqﬁi"\.!-ﬁh’

b [ o) W ) O b b T el T ) W R WY R Rt T

£y R — Ry gy 0l O (0T
B T ol o T e o 1o R L

P T L CLATLC % LT s TI T ao—f

=

i

];

-0.00075

-0.00050

-0.00025

MR leave-one-out zensitivity analysis for
' id:ebi-a-GCSTS0017045" on "Oesophageal cancer || id ieu-b-4960°

0.00000



1/SE,,

900 -

800 -

700 -

MR Method

Inverse variance weighted

MR Egger




[t T e Ty S o T TR T T i) b o T ol ) (4 g B o e 5t e T o ) i ) o AU (i ) ) N et
[ g [ o 0y S e o e T Ty T T ) ey T o W e | e R e o B e e g T T
Lo 8 o ik g S L T T o i T ¥ T By VT o wld S8 T Pty i) g o g iyl S S S o o i T om) G T o S8 AW s o O g L T ]
[ e e o ) v T o ) o [ ST o T g B0 e ) T k) Y i) oy e St o R by Y ey pp s ) T o T s ) o T Ty T ] 1=
o T T Tt 1o T Ty T ey Gy T S 1| T g T TR o g et T i | e oy i T s Lot | e iy Ty T
[ T8 Tl o] e o) ) T Ta v 2 v g Yo i R el ) s s T e e e TE e T S T e T iy R e o g W ) by i) e )
R e e ) T o o e gy ol Ty e T I e L T R 8 T
. [ S S T A ) DA ) DS O S — DAL S 1) (M Do i — =—"
Fn..s..__u.s..sq.ln:n_.‘lflnﬂlrn.ﬁ.s..‘ln..ﬂ.‘Lln.hr [ T e e e ¥ T I e it 1oyt v e v [ T I il Vi T v I

e el b e ) [ S A A [ o = e _ e L _— e e —
[ —_ [ [

weight

Al

s variance

All - Inwver

0.004

0.000

MR effect size for

id:ebi-a-GCSTS0017045" on "Oesophageal cancer

-0.004

-0.008

id:igu-b-4550°



MR Test
Inuerseuarianceweighted/ Weighted median
/ MK Egger Weighted mode

Simple mode

L]
Liw]
[
b
A
% 4e04-
@ ‘
= ||
f -
E |
= ;. TH g .
0 L ]
o DerD) e aeR T g,
o 1SS e - *
g i S Sl i !
o) .-
un
i} [ ]
O -
= _
S -4e-04 |
5 ‘
e
[}
o
Z
iy
0.1 0.2 0.3

SNF effect on || id:ebi-a-GCST90017045



Figure 19 Leave-one-out analysis, funnel plot, MR effect size and scatter plot for gut microbiota abundance

(genus Romboutsia id.11347) on oesophageal cancer
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Figure 20 Leave-one-out analysis, funnel plot, MR effect size and scatter plot for gut microbiota abundance

(genus Ruminococcaceae UCGO010 id.11367) on oesophageal cancer
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Figure 21 Leave-one-out analysis, funnel plot, MR effect size and scatter plot for gut microbiota abundance

(genus Streptococcus id.1853) on oesophageal cancer
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Figure 22 Leave-one-out analysis, funnel plot, MR effect size and scatter plot for gut microbiota abundance

(order Desulfovibrionales id.3156) on oesophageal cancer
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Figure 23 Leave-one-out analysis, funnel plot, MR effect size and scatter plot for gut microbiota abundance

(order Pasteurellales 1d.3688) on oesophageal cancer
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Figure 24 Leave-one-out analysis, funnel plot, MR effect size and scatter plot for gut microbiota abundance

(phylum Actinobacteria id.400) on oesophageal cancer
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Figure 25 Leave-one-out analysis, funnel plot, MR effect size and scatter plot for gut microbiota abundance

(class Bacteroidia id.912) on ulcer of oesophagus
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Figure 26 Leave-one-out analysis, funnel plot, MR effect size and scatter plot for gut microbiota abundance

(family Peptostreptococcaceae 1d.2042) on ulcer of oesophagus
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Figure 27 Leave-one-out analysis, funnel plot, MR effect size and scatter plot for gut microbiota abundance

(family Rhodospirillaceae 1d.2717) on ulcer of oesophagus
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Figure 28 Leave-one-out analysis, funnel plot, MR effect size and scatter plot for gut microbiota abundance

(genus Erysipelatoclostridium id.11381) on ulcer of oesophagus
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Figure 29 Leave-one-out analysis, funnel plot, MR effect size and scatter plot for gut microbiota abundance

(genus Family XIIT AD3011 group 1d.11293) on ulcer of oesophagus
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Figure 30 Leave-one-out analysis, funnel plot, MR effect size and scatter plot for gut microbiota abundance

(genus Gordonibacter 1d.821) on ulcer of oesophagus
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Figure 31 Leave-one-out analysis, funnel plot, MR effect size and scatter plot for gut microbiota abundance

(genus Slackia 1d.825) on ulcer of oesophagus
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Figure 32 Leave-one-out analysis, funnel plot, MR effect size and scatter plot for gut microbiota abundance

(genus Terrisporobacter id.11348) on ulcer of oesophagus
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Figure 33 Leave-one-out analysis, funnel plot, MR effect size and scatter plot for gut microbiota abundance

(unknown genus 1d.2001) on ulcer of oesophagus
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Figure 34 Leave-one-out analysis, funnel plot, MR effect size and scatter plot for gut microbiota abundance

(unknown genus 1d.2755) on ulcer of oesophagus
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Figure 35 Leave-one-out analysis, funnel plot, MR effect size and scatter plot for gut microbiota abundance

(order Bacillales id.1674) on ulcer of oesophagus
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Figure 36 Leave-one-out analysis, funnel plot, MR effect size and scatter plot for gut microbiota abundance

(order Bacteroidales id.913) on ulcer of oesophagus
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Figure 37 Leave-one-out analysis, funnel plot, MR effect size and scatter plot for gut microbiota abundance

(order Rhodospirillales id.2667) on ulcer of oesophagus
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Figure 38 Leave-one-out analysis, funnel plot, MR effect size and scatter plot for gut microbiota abundance
(phylum Cyanobacteria id.1500) on ulcer of oesophagus
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Figure 39 Leave-one-out analysis, funnel plot, MR effect size and scatter plot for gut microbiota abundance

(class Bacilli 1d.1673) on gastric ulcer
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Figure 40 Leave-one-out analysis, funnel plot, MR effect size and scatter plot for gut microbiota abundance

(class Bacteroidia id.912) on gastric ulcer
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Figure 41 Leave-one-out analysis, funnel plot, MR effect size and scatter plot for gut microbiota abundance

(class Lentisphaeria 1d.2250) on gastric ulcer
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Figure 42 Leave-one-out analysis, funnel plot, MR effect size and scatter plot for gut microbiota abundance
(genus Butyrivibrio 1d.1993) on gastric ulcer
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Figure 43 Leave-one-out analysis, funnel plot, MR effect size and scatter plot for gut microbiota abundance
(genus Desulfovibrio id.3173) on gastric ulcer
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Figure 44 Leave-one-out analysis, funnel plot, MR effect size and scatter plot for gut microbiota abundance

(genus Eubacterium ventriosum group id.11341) on gastric ulcer
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Figure 45 Leave-one-out analysis, funnel plot, MR effect size and scatter plot for gut microbiota abundance

(genus Ruminiclostridium9 id.11357) on gastric ulcer
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Figure 46 Leave-one-out analysis, funnel plot, MR effect size and scatter plot for gut microbiota abundance

(genus Ruminococcaceae NK4A214 group id.11358) on gastric ulcer
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Figure 47 Leave-one-out analysis, funnel plot, MR effect size and scatter plot for gut microbiota abundance

(genus Ruminococcus gauvreauii group id.11342) on gastric ulcer
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Figure 48 Leave-one-out analysis, funnel plot, MR effect size and scatter plot for gut microbiota abundance

(genus Ruminococcus gnavus group 1d.14376) on gastric ulcer
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Figure 49 Leave-one-out analysis, funnel plot, MR effect size and scatter plot for gut microbiota abundance

(genus Sutterella 1d.2896) on gastric ulcer
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Figure 50 Leave-one-out analysis, funnel plot, MR effect size and scatter plot for gut microbiota abundance

(order Bacteroidales 1d.913) on gastric ulcer
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Figure 51 Leave-one-out analysis, funnel plot, MR effect size and scatter plot for gut microbiota abundance

(order Victivallales id.2254) on gastric ulcer
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Figure 52 Leave-one-out analysis, funnel plot, MR effect size and scatter plot for gut microbiota abundance

(class Gammaproteobacteria id.3303) on duodenal ulcer
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Figure 53 Leave-one-out analysis, funnel plot, MR effect size and scatter plot for gut microbiota abundance
(class Verrucomicrobiae 1d.4029) on duodenal ulcer
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Figure 54 Leave-one-out analysis, funnel plot, MR effect size and scatter plot for gut microbiota abundance

(family Bacteroidaceae 1d.917) on duodenal ulcer
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Figure 55 Leave-one-out analysis, funnel plot, MR effect size and scatter plot for gut microbiota abundance

(family Peptostreptococcaceae 1d.2042) on duodenal ulcer
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Figure 56 Leave-one-out analysis, funnel plot, MR effect size and scatter plot for gut microbiota abundance

(family Porphyromonadaceae id.943) on duodenal ulcer
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Figure 57 Leave-one-out analysis, funnel plot, MR effect size and scatter plot for gut microbiota abundance
(family Verrucomicrobiaceae 1d.4036) on duodenal ulcer
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Figure 58 Leave-one-out analysis, funnel plot, MR effect size and scatter plot for gut microbiota abundance

(genus Bacteroides 1d.918) on duodenal ulcer
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Figure 59 Leave-one-out analysis, funnel plot, MR effect size and scatter plot for gut microbiota abundance
(genus Family XIIT UCGO001 id.11294) on duodenal ulcer
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Figure 60 Leave-one-out analysis, funnel plot, MR effect size and scatter plot for gut microbiota abundance

(genus Ruminococcus gauvreauii group id.11342) on duodenal ulcer
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Figure 61 Leave-one-out analysis, funnel plot, MR effect size and scatter plot for gut microbiota abundance
(order Verrucomicrobiales id.4030) on duodenal ulcer
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Figure 62 Leave-one-out analysis, funnel plot, MR effect size and scatter plot for gut microbiota abundance

(class Verrucomicrobiae 1d.4029) on chronic gastritis
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Figure 63 Leave-one-out analysis, funnel plot, MR effect size and scatter plot for gut microbiota abundance
(genus Butyricicoccus 1d.2055) on chronic gastritis
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Figure 64 Leave-one-out analysis, funnel plot, MR effect size and scatter plot for gut microbiota abundance

(genus Eubacterium fissicatena group id.14373) on chronic gastritis
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Figure 65 Leave-one-out analysis, funnel plot, MR effect size and scatter plot for gut microbiota abundance

(genus Lachnospiraceae UCGO010 id.11330) on chronic gastritis
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Figure 66 Leave-one-out analysis, funnel plot, MR effect size and scatter plot for gut microbiota abundance

(genus Peptococcus 1d.2037) on chronic gastritis
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Figure 67 Leave-one-out analysis, funnel plot, MR effect size and scatter plot for gut microbiota abundance

(genus Prevotella7 id.11182) on chronic gastritis
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Figure 68 Leave-one-out analysis, funnel plot, MR effect size and scatter plot for gut microbiota abundance

(genus Ruminococcaceae UCGO010 id.11367) on chronic gastritis
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Figure 69 Leave-one-out analysis, funnel plot, MR effect size and scatter plot for gut microbiota abundance

(genus Victivallis 1d.2256) on chronic gastritis
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Figure 70 Leave-one-out analysis, funnel plot, MR effect size and scatter plot for gut microbiota abundance

(order Verrucomicrobiales id.4030) on chronic gastritis
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Figure 71 Leave-one-out analysis, funnel plot, MR effect size and scatter plot for gut microbiota abundance

(class Gammaproteobacteria id.3303) on acute gastritis
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Figure 72 Leave-one-out analysis, funnel plot, MR effect size and scatter plot for gut microbiota abundance

(family Bacteroidaceae 1d.917) on acute gastritis
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Figure 73 Leave-one-out analysis, funnel plot, MR effect size and scatter plot for gut microbiota abundance

(genus Alloprevotella id.961) on acute gastritis
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Figure 74 Leave-one-out analysis, funnel plot, MR effect size and scatter plot for gut microbiota abundance

(genus Bacteroides 1d.918) on acute gastritis
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Figure 75 Leave-one-out analysis, funnel plot, MR effect size and scatter plot for gut microbiota abundance

(genus Bilophila 1d.3170) on acute gastritis
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Figure 76 Leave-one-out analysis, funnel plot, MR effect size and scatter plot for gut microbiota abundance

(genus Dialister id.2183) on acute gastritis
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Figure 77 Leave-one-out analysis, funnel plot, MR effect size and scatter plot for gut microbiota abundance

(genus Eubacterium nodatum group id.11297) on acute gastritis
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Figure 78 Leave-one-out analysis, funnel plot, MR effect size and scatter plot for gut microbiota abundance

(genus Intestinibacter id.11345) on acute gastritis
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Figure 79 Leave-one-out analysis, funnel plot, MR effect size and scatter plot for gut microbiota abundance

(genus Intestinimonas 1d.2062) on acute gastritis
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Figure 80 Leave-one-out analysis, funnel plot, MR effect size and scatter plot for gut microbiota abundance

(genus Parabacteroides 1d.954) on acute gastritis
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Figure 81 Leave-one-out analysis, funnel plot, MR effect size and scatter plot for gut microbiota abundance

(genus Ruminococcaceae NK4A214 group id.11358) on acute gastritis
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Figure 82 Leave-one-out analysis, funnel plot, MR effect size and scatter plot for gut microbiota abundance

(phylum Verrucomicrobia id.3982) on acute gastritis
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Figure 83 Leave-one-out analysis, funnel plot, MR effect size and scatter plot for gut microbiota abundance
(class Deltaproteobacteria 1d.3087) on gastric cancer
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Figure 84 Leave-one-out analysis, funnel plot, MR effect size and scatter plot for gut microbiota abundance
(class Gammaproteobacteria id.3303) on gastric cancer
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Figure 85 Leave-one-out analysis, funnel plot, MR effect size and scatter plot for gut microbiota abundance

(family Actinomycetaceae 1d.421) on gastric cancer

re71315246 -
re11581135 -
rs11719838 -

rsd 112527
ref7418220 -

rs16920436 -
rz11171852 -

rel 17117997
rs55646187 -
i

-0.1 0.0

All-
-0.5 -0.4 -0.3 -0.2
MR leave-one-out 2ensitivity analysis for
id:ebi-a-GCSTI00165925 on "Malignant neoplazm of stomach (all cancers excluded) || id:finn-b-C3_STOMACH_EXALLC"



18-

1/SE,,

in
.

MR Method

Inverse variance weighted

MR Egager

Brv




=

=

_,
=0 o = o

_,
("]
S B0 BAED 0 6 o 60 — —— 0 G0 — G0 G0 60 6 60

=

=

=

=

- =

=

=

= =
66— B o

_,
0o =
-

=

0= =

_,
G0 B0 0 o 00 60 o — — 00 o 60—

=

=

_,
B I N O R R w e p R )

—) = G0 b £OCD ChoEa

- = =

All- MR Egger - 7
All - Inverse variance weighted - ) —..—I .
-2 0 .
MR effect size for
id:ebi-a-GCSTS001565925 on "Malignant neoplasm of stomach (all cancers excluded) | id: finn-b-C3_STOMACH_EXAL



-b-C3_STOMACH_EXALLC

ect on Malignant neoplasm of stomach (all cancers excluded) || idfinn

0.2-

0.1-

0.0-

-0.1-

-0.2-

0.3-

MR Test

Inuerseuarianceweighted/ Weighted median
/ MR Egger Weighted mode

Simple mode
L ]
L ]
L ]
-
L ] L ]
L
L |
A==y . at .
? s : .

0.1

EI.I2
SMF effect on || id:ebi-a-GCSTI0016925

0.3



Figure 86 Leave-one-out analysis, funnel plot, MR effect size and scatter plot for gut microbiota abundance
(family Desulfovibrionaceae id.3169) on gastric cancer
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Figure 87 Leave-one-out analysis, funnel plot, MR effect size and scatter plot for gut microbiota abundance

(unknown family id.1000005471) on gastric cancer
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Figure 88 Leave-one-out analysis, funnel plot, MR effect size and scatter plot for gut microbiota abundance
(genus Actinomyces 1d.423) on gastric cancer
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Figure 89 Leave-one-out analysis, funnel plot, MR effect size and scatter plot for gut microbiota abundance

(genus Catenibacterium 1d.2153) on gastric cancer
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Figure 90 Leave-one-out analysis, funnel plot, MR effect size and scatter plot for gut microbiota abundance
(genus Coprococcus3 id.11303) on gastric cancer

= = ==

-

B — W

-

= = oo

-

r
1
5
&7
27
5
5
r
5
r

= = oo

-

= = =
- o= W o = W W

-

-

-

-0.8 -0.6 -0.4 -0.2 0.0

MR leave-one-out 2ensitivity analysis for
" id:ebi-a-GCSTS0016985 on "Malignant neoplasm of stomach (all cancers excluded) || id:finn-b-C3_STOMACH_EXALLC"



1.6-

1.4-

1.2-

1/ SE,,

1.0-

0.8-

0.6-,
-2

MR Method

Inverse variance weighted

MR Egger
-
L]
- -
L]
r .
L -
L]
" .
- . "
1]
L]
L]
= L]
L]
LJ L]
-1
B



re11080344 - : i
rs100587 ; .
rsd —*
rs657 £
red *
ref ‘-'
ra11 5
rs12 .
rs35 3
rs5 -:
rs1 *
rs1 .
rs7 *
rs . .
rs . *
rs *
rs7 *
r -
rs2 l
rs5 =
r - y
All - MR Egger - —_—
All- Inverse variance weighted - I I — .
-5.0 -2.5 0.0 25
MR effect zize for
id: finn-b-C3_STOMACH_

id:ebi-a-GCSTI0016585" on "Malignant neoplasm of stomach (all cancers excluded)



-b-C3_STOMACH_EXALLC

ect on Malignant neoplasm of stormach (all cancers excluded) || id:finn

n2-

MR Test

Inuerseuarianceweighted/ Weighted median
/ MR Egger Weighted mode

Simple mode

-0.2-

-0.4-

0.05

I:I.'IIEI I:I.'IIS
SNP effect on | id-ebi-a-GCST90016985

0.20



Figure 91 Leave-one-out analysis, funnel plot, MR effect size and scatter plot for gut microbiota abundance
(genus Roseburia id.2012) on gastric cancer
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Figure 92 Leave-one-out analysis, funnel plot, MR effect size and scatter plot for gut microbiota abundance

(genus Ruminococcaceae UCGO11 id.11368) on gastric cancer
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Figure 93 Leave-one-out analysis, funnel plot, MR effect size and scatter plot for gut microbiota abundance

(unknown genus 1d.1000005472) on gastric cancer
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Figure 94 Leave-one-out analysis, funnel plot, MR effect size and scatter plot for gut microbiota abundance

(unknown genus 1d.2755) on gastric cancer
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Figure 95 Leave-one-out analysis, funnel plot, MR effect size and scatter plot for gut microbiota abundance
(order Actinomycetales id.420) on gastric cancer
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Figure 96 Leave-one-out analysis, funnel plot, MR effect size and scatter plot for gut microbiota abundance
(order Desulfovibrionales id.3156) on gastric cancer
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Figure 97 Leave-one-out analysis, funnel plot, MR effect size and scatter plot for gut microbiota abundance

(order Mollicutes RF9 id.11579) on gastric cancer

=

= ==
SN 5@

All-
-0.4 -0.2 0.0
MR leave-one-out sensitivity analysis for
id:ebi-a-GCSTS0017103" on "Malignant necplasm of stomach (all cancers excluded) || id:finn-b-C3_STOMACH_EXALLC'



MR Method

Inverse variance weighted

MR Eagager
16- .
1.4-
L]
L]
.
L]
=
uJ 1.2- -
= ..
L]
. *
U ]
- - ., "
- . .' . *
1.0- * o ". - |
[}
L]
L]
L]
-
0.8-
-
-2 -1
P

Fa =



_,_,_,_,
=

=
W

— 1 = —— G0 G0 G0 G
o B0 B 0 i G0 o =2 (T

=

rs3s

rs

rs

ra?

rs 20
r 71

rs7 01

=5 2043

rs2 3136

rzd 8031
rs 2653

CAll- r-1Fi_E%%5r'
All- Inverse variance weighied -

id:ebi-a-GCSTI0017103" on "Malignant neoplasm of stomach (all cancers excluded)

n

5.0

»

-
———

——

0.0

MR effect size for

n

id: finn-b-C3_STOMACH_



-b-C3_STOMACH_EXALLC

ect on Malignant neoplasm of stormach (all cancers excluded) || id:finn

MR Test

Inuerseuarianceweighted/ Weighted median
/ MR Egager Weighted mode

Simple mode

0.25-
]
L
» L}
.. - w
- -
.oy » *
0.00 a1 T 1 !
i."': T ; — v ————
it \
. . . -
o -
L
]
L ] L ] s
0.25-
L ]
0.50-
0.1 0.2

SNFP effect on || id:ebi-a-GCST30017103



Figure 98 Leave-one-out analysis, funnel plot, MR effect size and scatter plot for gut microbiota abundance
(genus Anaerofilum 1d.2053) on irritable bowel syndrome
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Figure 99 Leave-one-out analysis, funnel plot, MR effect size and scatter plot for gut microbiota abundance

(genus Desulfovibrio id.3173) on irritable bowel syndrome
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Figure 100 Leave-one-out analysis, funnel plot, MR effect size and scatter plot for gut microbiota abundance
(genus Lachnospiraceae NK4A136 group id.11319) on irritable bowel syndrome
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Figure 101 Leave-one-out analysis, funnel plot, MR effect size and scatter plot for gut microbiota abundance

(genus Peptococcus 1d.2037) on irritable bowel syndrome
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Figure 102 Leave-one-out analysis, funnel plot, MR effect size and scatter plot for gut microbiota abundance

(genus Tyzzerella3 id.11335) on irritable bowel syndrome
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Figure 103 Leave-one-out analysis, funnel plot, MR effect size and scatter plot for gut microbiota abundance

(class Negativicutes 1d.2164) on diverticular disease
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Figure 104 Leave-one-out analysis, funnel plot, MR effect size and scatter plot for gut microbiota abundance

(family Alcaligenaceae 1d.2875) on diverticular disease
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Figure 105 Leave-one-out analysis, funnel plot, MR effect size and scatter plot for gut microbiota abundance

(family Family XIII id.1957) on diverticular disease
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Figure 106 Leave-one-out analysis, funnel plot, MR effect size and scatter plot for gut microbiota abundance

(genus Barnesiella id.944) on diverticular disease
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Figure 107 Leave-one-out analysis, funnel plot, MR effect size and scatter plot for gut microbiota abundance

(genus Eubacterium xylanophilum group id.14375) on diverticular disease
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Figure 108 Leave-one-out analysis, funnel plot, MR effect size and scatter plot for gut microbiota abundance
(genus Ruminococcus?2 id.11374) on diverticular disease
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Figure 109 Leave-one-out analysis, funnel plot, MR effect size and scatter plot for gut microbiota abundance

(unknown genus 1d.1868) on diverticular disease
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Figure 110 Leave-one-out analysis, funnel plot, MR effect size and scatter plot for gut microbiota abundance

(unknown genus 1d.959) on diverticular disease
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Figure 111 Leave-one-out analysis, funnel plot, MR effect size and scatter plot for gut microbiota abundance

(order Selenomonadales 1d.2165) on diverticular disease
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Figure 112 Leave-one-out analysis, funnel plot, MR effect size and scatter plot for gut microbiota abundance
(class Verrucomicrobiae 1d.4029) on crohn's disease
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Figure 113 Leave-one-out analysis, funnel plot, MR effect size and scatter plot for gut microbiota abundance
(family Peptostreptococcaceae id.2042) on crohn's disease

All-

i . .
0.00 0.25 0.50 075
MR leave-one-out zensitivity analysis for
"I id:ebi-a-GCSTH0015%46" on "Crohn’s dizease || idiisu-a-12"






rs1467258 -

r=G35884 -

re3798543 -

r=13013867 -

All - MR Egger - =

All - Inverse variance weighted - y —_—

0 1 2 3

MR effect zize for
' || id:ebi-a-GCSTI0016948" on "Crohn’s disease | id-ieu-a-12'



MR Test
Inverse variance weighted / Weighted median

/ MR Egger Weighted mode
Simple mode

d
® (.06 -
=0
S .
o
o
un
L]
i1}
A 004d-
L=
i
=
i
E [ ]
O
o .
+0.02- pa
i
=
Lk}
I:L L ]
=
i

0.00-

0.04 0.05 0.06 0.07 0.08 0.09

SNP effect on || id:ebi-a-GCST90016946



Figure 114 Leave-one-out analysis, funnel plot, MR effect size and scatter plot for gut microbiota abundance
(unknown family id.1000006161) on crohn's disease
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Figure 115 Leave-one-out analysis, funnel plot, MR effect size and scatter plot for gut microbiota abundance
(genus Akkermansia id.4037) on crohn's disease
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Figure 116 Leave-one-out analysis, funnel plot, MR effect size and scatter plot for gut microbiota abundance
(genus Christensenellaceae R 7group id.11283) on crohn's disease
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Figure 117 Leave-one-out analysis, funnel plot, MR effect size and scatter plot for gut microbiota abundance
(genus Eubacterium coprostanoligenes group id.11375) on crohn's disease
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Figure 118 Leave-one-out analysis, funnel plot, MR effect size and scatter plot for gut microbiota abundance
(genus Eubacterium fissicatena group id.14373) on crohn's disease
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Figure 119 Leave-one-out analysis, funnel plot, MR effect size and scatter plot for gut microbiota abundance
(genus Oscillospira id.2064) on crohn's disease

_,
i
—
—
=1
on
o
]
[re]
oh

1

L ]

_,
wm
=)
L
P
jry
=]
]
[=x]
on
1
»

All-

-0.6 -0.4 -0.2 0.0

MR leave-one-out sensitivity analysis for
'| id:ebi-a-GCSTI0017037 an "Crohn's dizease || id:isu-a-12"



1/ SEp

MR Method
Inverse variance weighted
MR Egger




rs73418685 -

r=11056396 -

rsv312341 -

All - MR Egger - o

All - Inverse variance weighted - <

-0.5 0.0 0.5

MR effect =ize for
' id:ebi-a-GCSTI0017037 on "Crohn’s disease | id-ieu-a-12'



MR Test

Inversevarianceweighted/ Weighted median
/MREgger Weighted mode

Simple mode

0.01-

0.00-

idieu-a-12

—-0.01-

-0.02-

-0.03-

-0.04-

SNP effect on Crohn's disease |

-0.05- | i i
0.08 0.12 0.16
SNP effect on || id:ebi-a-GCST90017037



Figure 120 Leave-one-out analysis, funnel plot, MR effect size and scatter plot for gut microbiota abundance
(genus Ruminococcaceae UCGO013 id.11370) on crohn's disease
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Figure 121 Leave-one-out analysis, funnel plot, MR effect size and scatter plot for gut microbiota abundance
(genus Ruminococcus torques group id.14377) on crohn's disease
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Figure 122 Leave-one-out analysis, funnel plot, MR effect size and scatter plot for gut microbiota abundance
(unknown genus 1d.1000006162) on crohn's disease
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Figure 123 Leave-one-out analysis, funnel plot, MR effect size and scatter plot for gut microbiota abundance
(unknown genus 1d.2001) on crohn's disease
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Figure 124 Leave-one-out analysis, funnel plot, MR effect size and scatter plot for gut microbiota abundance
(order NB1n 1d.3953) on crohn's disease
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Figure 125 Leave-one-out analysis, funnel plot, MR effect size and scatter plot for gut microbiota abundance
(order Verrucomicrobiales id.4030) on crohn's disease
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Figure 126 Leave-one-out analysis, funnel plot, MR effect size and scatter plot for gut microbiota abundance
(phylum Verrucomicrobia id.3982) on crohn's disease
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Figure 127 Leave-one-out analysis, funnel plot, MR effect size and scatter plot for gut microbiota abundance
(class Bacilli id.1673) on ulcerative colitis
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Figure 128 Leave-one-out analysis, funnel plot, MR effect size and scatter plot for gut microbiota abundance
(genus Eubacterium oxidoreducens group id.11339) on ulcerative colitis
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Figure 129 Leave-one-out analysis, funnel plot, MR effect size and scatter plot for gut microbiota abundance
(genus Lachnospiraceae NC2004 group id.11316) on ulcerative colitis
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Figure 130 Leave-one-out analysis, funnel plot, MR effect size and scatter plot for gut microbiota abundance
(order Rhodospirillales id.2667) on ulcerative colitis
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Figure 131 Leave-one-out analysis, funnel plot, MR effect size and scatter plot for gut microbiota abundance

(family Enterobacteriaceae 1d.3469) on colorectal cancer
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Figure 132 Leave-one-out analysis, funnel plot, MR effect size and scatter plot for gut microbiota abundance

(genus Anaerostipes 1d.1991) on colorectal cancer
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Figure 133 Leave-one-out analysis, funnel plot, MR effect size and scatter plot for gut microbiota abundance

(genus Bilophila id.3170) on colorectal cancer
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Figure 134 Leave-one-out analysis, funnel plot, MR effect size and scatter plot for gut microbiota abundance

(genus Erysipelatoclostridium id.11381) on colorectal cancer
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Figure 135 Leave-one-out analysis, funnel plot, MR effect size and scatter plot for gut microbiota abundance

(genus Eubacterium coprostanoligenes group i1d.11375) on colorectal cancer
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Figure 136 Leave-one-out analysis, funnel plot, MR effect size and scatter plot for gut microbiota abundance

(genus Fusicatenibacter id.11305) on colorectal cancer
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Figure 137 Leave-one-out analysis, funnel plot, MR effect size and scatter plot for gut microbiota abundance

(genus Methanobrevibacter id.123) on colorectal cancer
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Figure 138 Leave-one-out analysis, funnel plot, MR effect size and scatter plot for gut microbiota abundance

(genus Ruminococcaceae UCGO002 1d.11360) on colorectal cancer
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Figure 139 Leave-one-out analysis, funnel plot, MR effect size and scatter plot for gut microbiota abundance

(order Enterobacteriales id.3468) on colorectal cancer
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Figure 140 Leave-one-out analysis, funnel plot, MR effect size and scatter plot for gut microbiota abundance

(phylum Proteobacteria 1id.2375) on colorectal cancer
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Figure 141 Leave-one-out analysis, funnel plot, MR effect size and scatter plot for gut microbiota abundance

(class Actinobacteria 1d.419) on coeliac disease
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Figure 142 Leave-one-out analysis, funnel plot, MR effect size and scatter plot for gut microbiota abundance

(class Bacilli id.1673) on coeliac disease
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Figure 143 Leave-one-out analysis, funnel plot, MR effect size and scatter plot for gut microbiota abundance

(family Bacteroidaceae 1d.917) on coeliac disease
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Figure 144 Leave-one-out analysis, funnel plot, MR effect size and scatter plot for gut microbiota abundance
(family Streptococcaceae id.1850) on coeliac disease
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Figure 145 Leave-one-out analysis, funnel plot, MR effect size and scatter plot for gut microbiota abundance
(genus Bacteroides 1d.918) on coeliac disease

==

]

=

-
[ ]

=
P

8
2

_,
—= 0 L =
(== S ]

[AL =]

-
[%]

-
%]

[ QR T ' I ¥ e

-
[%]

=
2]

-

=

e

-

=

_,
fod I3 = Pl

-
[%]

e

= =
B = — 0 O WM WM W o =

=

Pd — ) —= P — o

[ ]
P

=

=

-

-

£ W o = o fa

-
%]

w Pod GO P P T R —

-

=

-
[ ]

=

-

0.0000 0.0005 0.0010 0.0015 0.0020

WR leave-one-out sensitivity analyzis for
" id:ebi-a-GCSTS0016968" on ‘Non-cancer ilness code, self-reported. malabsorption/coeliac disease || id:ukb-b-2531"



MR Method

Inverse variance weighted

MR Egaer
[ ]
375 -
[ ]
= [ ]

uT 350- * *

[F3]

= .

[ ]
[ ]
[ ] . .
[ ] o - [ ]
[ ]
L e -
325 - . -
. - ) .
[ ]
[ ]
o [ ]
[ ]
300 - ¢
0.000 0.004
B

-0.004

0.008



o = =
1
»

I
1
L

[ I == = % g T ]

0

(=

2- -
a7 - .

7- -

g - -

27 - -
23 - -
11 - -
3 07 - +
57 07 - -
re 10423795 - .
re12118008 - -
re40642835 - -
ref2210126 - -
rs2366421 - -
rz1110459 - -
rsG020796 - +
rs4208738 - -
re2240221 - i
rs679o673 - -
rs3311037 - -
re28525675 - -
rs1 32075388 - <
rs1 0862560 - i
rs 133695 - +
rsgs01143 - -
re11633040 - i
re34834688 - *

All- MR Egger - -
All - Inverse variance weighted - I—"—
-0.01 0.00 0.01

MR effect size for
id:ebi-a-GCSTS0018958 on "Non-cancer illness code, self-reported: malabsorption/coeliac disease || id ukb-b-23531



ect on Mon-cancer illness code, self-reported: malabsorption/coeliac disease || id:ukb-b-8631

MR Test

Inverse variance weighted/ Weighted median
/ MR Egger Weighted mode

Simple mode

Fe-04 -
[ ]

4e-04 -

L]

- [ ]
L ]

L |

2e-04-
L | - =
L [ ]
L ]
L ] L ]
= L ]
__=_'_'_'_'_'__,_,—.:—'— -
De+00 - .
/ -Il T i r
l- : .
L ]
L | L L ]
[ ]
Da-04 - bi
_4E_I:I4- 1 1 1 1
0.04 0.05 0.06 0.07

SNP effect on || id:ebi-a-GCSTS0016968



Figure 146 Leave-one-out analysis, funnel plot, MR effect size and scatter plot for gut microbiota abundance
(genus Barnesiella 1d.944) on coeliac disease
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Figure 147 Leave-one-out analysis, funnel plot, MR effect size and scatter plot for gut microbiota abundance

(genus Bifidobacterium 1d.436) on coeliac disease
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Figure 148 Leave-one-out analysis, funnel plot, MR effect size and scatter plot for gut microbiota abundance

(genus Butyricicoccus 1d.2055) on coeliac disease
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Figure 149 Leave-one-out analysis, funnel plot, MR effect size and scatter plot for gut microbiota abundance
(class Actinobacteria id.419) on nonalcoholic fatty liver disease
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Figure 150 Leave-one-out analysis, funnel plot, MR effect size and scatter plot for gut microbiota abundance

(family Alcaligenaceae 1d.2875) on nonalcoholic fatty liver disease
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Figure 151 Leave-one-out analysis, funnel plot, MR effect size and scatter plot for gut microbiota abundance
(unknown family id.1000006161) on nonalcoholic fatty liver disease
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Figure 152 Leave-one-out analysis, funnel plot, MR effect size and scatter plot for gut microbiota abundance

(genus Alloprevotella id.961) on nonalcoholic fatty liver disease
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Figure 153 Leave-one-out analysis, funnel plot, MR effect size and scatter plot for gut microbiota abundance
(genus Butyricicoccus 1d.2055) on nonalcoholic fatty liver disease
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Figure 154 Leave-one-out analysis, funnel plot, MR effect size and scatter plot for gut microbiota abundance

(genus Collinsella id.815) on nonalcoholic fatty liver disease
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Figure 155 Leave-one-out analysis, funnel plot, MR effect size and scatter plot for gut microbiota abundance
(genus Erysipelatoclostridium id.11381) on nonalcoholic fatty liver disease
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Figure 156 Leave-one-out analysis, funnel plot, MR effect size and scatter plot for gut microbiota abundance
(genus Eubacterium hallii group id.11338) on nonalcoholic fatty liver disease
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Figure 157 Leave-one-out analysis, funnel plot, MR effect size and scatter plot for gut microbiota abundance
(genus Holdemanella id.11393) on nonalcoholic fatty liver disease
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Figure 158 Leave-one-out analysis, funnel plot, MR effect size and scatter plot for gut microbiota abundance
(genus Paraprevotella i1d.962) on nonalcoholic fatty liver disease
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Figure 159 Leave-one-out analysis, funnel plot, MR effect size and scatter plot for gut microbiota abundance

(unknown genus 1d.1000006162) on nonalcoholic fatty liver disease
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Figure 160 Leave-one-out analysis, funnel plot, MR effect size and scatter plot for gut microbiota abundance
(unknown genus 1d.959) on nonalcoholic fatty liver disease
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Figure 161 Leave-one-out analysis, funnel plot, MR effect size and scatter plot for gut microbiota abundance

(order NB1n 1d.3953) on nonalcoholic fatty liver disease
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Figure 162 Leave-one-out analysis, funnel plot, MR effect size and scatter plot for gut microbiota abundance
(class Gammaproteobacteria id.3303) on alcoholic liver disease
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Figure 163 Leave-one-out analysis, funnel plot, MR effect size and scatter plot for gut microbiota abundance

(family Victivallaceae 1d.2255) on alcoholic liver disease
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Figure 164 Leave-one-out analysis, funnel plot, MR effect size and scatter plot for gut microbiota abundance

(genus Coprobacter 1d.949) on alcoholic liver disease
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Figure 165 Leave-one-out analysis, funnel plot, MR effect size and scatter plot for gut microbiota abundance

(genus Family XIII UCGO001 id.11294) on alcoholic liver disease
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Figure 166 Lcave-one-out analysis, funnel plot, MR effect size and scatter plot for gut microbiota abundance

(genus Lactococcus 1d.1851) on alcoholic liver disease
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Figure 167 Leave-one-out analysis, funnel plot, MR effect size and scatter plot for gut microbiota abundance

(phylum Actinobacteria 1d.400) on alcoholic liver disease
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Figure 168 Leave-one-out analysis, funnel plot, MR effect size and scatter plot for gut microbiota abundance

(class Betaproteobacteria id.2867) on alcoholic liver disease
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Figure 169 Leave-one-out analysis, funnel plot, MR effect size and scatter plot for gut microbiota abundance
(family Streptococcaceae id.1850) on primary biliary cirrhosis
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Figure 170 Leave-one-out analysis, funnel plot, MR effect size and scatter plot for gut microbiota abundance
(genus Akkermansia id.4037) on primary biliary cirrhosis
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Figure 171 Leave-one-out analysis, funnel plot, MR effect size and scatter plot for gut microbiota abundance
(genus Desulfovibrio 1d.3173) on primary biliary cirrhosis
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Figure 172 Leave-one-out analysis, funnel plot, MR effect size and scatter plot for gut microbiota abundance
(genus Dialister 1d.2183) on primary biliary cirrhosis
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Figure 173 Leave-one-out analysis, funnel plot, MR effect size and scatter plot for gut microbiota abundance
(genus Eubacterium nodatum group id.11297) on primary biliary cirrhosis
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Figure 174 Leave-one-out analysis, funnel plot, MR effect size and scatter plot for gut microbiota abundance
(genus Lachnospiraceae UCGO010 1d.11330) on primary biliary cirrhosis
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Figure 175 Leave-one-out analysis, funnel plot, MR effect size and scatter plot for gut microbiota abundance
(genus Marvinbryantia 1d.2005) on primary biliary cirrhosis

(=]
—_
[=]
]

1

L

All-

[y
M3
i

1.0 1
MR leave-one-out sensitivity analysis for
" id:ebi-a-GCSTS0017032" on "Primary biliary cirrhosis | id:ebi-a-GCSTO0S581"

[

0.0 0.



1."IISEIV




ref007324 - P

rs11089834 - ——
rs179196 - —
All- MR Egger - i
All - Inverse variance weighted - —
-5 0

MR effect size for
" id:ebi-a-GCST20017032" on "Primary biliary cirrhosis || id:ebi-a-GCSTO0S5581°



MR Test
Inverse variance weighted / Weighted median

/ MR Egger Weighted mode
Simple mode
oo
[Fip]
L
L]
o]
|_
w
O
o
& 010~ -
._é
1]
=
- .
W
(=]
=
3
e
B p0s5-
=
F_H [ ]
[1]
=
0
-
L]
©
1]
=
1]
[l i
= 0.00
w
0.06 0.08 010 012

SNP effect on || id:ebi-a-GCST90017032



Figure 176 Leave-one-out analysis, funnel plot, MR effect size and scatter plot for gut microbiota abundance
(genus Oscillibacter 1d.2063) on primary biliary cirrhosis
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Figure 177 Leave-one-out analysis, funnel plot, MR effect size and scatter plot for gut microbiota abundance
(genus Ruminococcaceae UCGO010 1d.11367) on primary biliary cirrhosis
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Figure 178 Leave-one-out analysis, funnel plot, MR effect size and scatter plot for gut microbiota abundance
(unknown genus 1d.826) on primary biliary cirrhosis
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Figure 179 Leave-one-out analysis, funnel plot, MR effect size and scatter plot for gut microbiota abundance
(family Alcaligenaceae 1d.2875) on liver cell carcinoma
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Figure 180 Leave-one-out analysis, funnel plot, MR effect size and scatter plot for gut microbiota abundance
(genus Actinomyces 1d.423) on liver cell carcinoma
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Figure 181 Leave-one-out analysis, funnel plot, MR effect size and scatter plot for gut microbiota abundance
(genus Butyricicoccus 1d.2055) on liver cell carcinoma
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Figure 182 Leave-one-out analysis, funnel plot, MR effect size and scatter plot for gut microbiota abundance
(genus Candidatus Soleaferrea id.11350) on liver cell carcinoma
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Figure 183 Leave-one-out analysis, funnel plot, MR effect size and scatter plot for gut microbiota abundance
(genus Christensenellaceae R 7group id.11283) on liver cell carcinoma
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Figure 184 Leave-one-out analysis, funnel plot, MR effect size and scatter plot for gut microbiota abundance
(genus Eubacterium rectale group id.14374) on liver cell carcinoma
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Figure 185 Leave-one-out analysis, funnel plot, MR effect size and scatter plot for gut microbiota abundance
(genus Holdemanella id.11393) on liver cell carcinoma
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Figure 186 Leave-one-out analysis, funnel plot, MR effect size and scatter plot for gut microbiota abundance

(genus Lachnospiraceae NK4A136 group id.11319) on liver cell carcinoma
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Figure 187 Leave-one-out analysis, funnel plot, MR effect size and scatter plot for gut microbiota abundance
(genus Peptococcus 1d.2037) on liver cell carcinoma
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Figure 188 Leave-one-out analysis, funnel plot, MR effect size and scatter plot for gut microbiota abundance
(genus Phascolarctobacterium id.2168) on liver cell carcinoma
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Figure 189 Leave-one-out analysis, funnel plot, MR effect size and scatter plot for gut microbiota abundance
(genus Veillonella id.2198) on liver cell carcinoma
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Figure 190 Leave-one-out analysis, funnel plot, MR effect size and scatter plot for gut microbiota abundance

(class Alphaproteobacteria id.2379) on cholelithiasis
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Figure 191 Leave-one-out analysis, funnel plot, MR effect size and scatter plot for gut microbiota abundance
(class Negativicutes id.2164) on cholelithiasis
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Figure 192 Leave-one-out analysis, funnel plot, MR effect size and scatter plot for gut microbiota abundance

(genus Family XIIT AD3011 group 1d.11293) on cholelithiasis
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Figure 193 Leave-one-out analysis, funnel plot, MR effect size and scatter plot for gut microbiota abundance
(genus Lachnospiraceae UCGO001 id.11321) on cholelithiasis
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Figure 194 Leave-one-out analysis, funnel plot, MR effect size and scatter plot for gut microbiota abundance
(genus Ruminococcaceae UCGO010 id.11367) on cholelithiasis
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Figure 195 Leave-one-out analysis, funnel plot, MR effect size and scatter plot for gut microbiota abundance
(order Selenomonadales id.2165) on cholelithiasis
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Figure 196 Leave-one-out analysis, funnel plot, MR effect size and scatter plot for gut microbiota abundance

(class Methanobacteria id.119) on acute pancreatitis
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Figure 197 Leave-one-out analysis, funnel plot, MR effect size and scatter plot for gut microbiota abundance

(family Methanobacteriaceae id.121) on acute pancreatitis
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Figure 198 Leave-one-out analysis, funnel plot, MR effect size and scatter plot for gut microbiota abundance

(genus Allisonella id.2174) on acute pancreatitis
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Figure 199 Leave-one-out analysis, funnel plot, MR effect size and scatter plot for gut microbiota abundance
(genus Lachnoclostridium 1d.11308) on acute pancreatitis

rs7I34414 - it
regadils &
rﬂgliiis@: ;
rs1g0hdas - .
rs?’igaigiz- +
rs]01540 -
TLeedait -
19750l - »
rf;’ii*:iqz
= b i
Eiéﬁﬁi‘ :
rs10583907 -
I'E:dg,5 5 t: ol
F“:hnh = Py
rs1gb 202 - =
r3h0428:2
M2 3saafiad —
rﬂflzaz*"E§'
I'E'Trg_{—giEM: ol
rqﬁﬂiﬁéiz
rS34316 7% - :
TSaBA0ACR - -
rhcqf’-%ﬁhh_
rs?f’iﬂéig' =
elgdadl - .
d3iaelEe 2
[E[Hantats - =
Sl
rep2fizign -
rET’I.',j’fﬁgv;_: —
L3
rs s Pl
S :
rseB040 397 - .
rsy3a54E5 - .
3] 7EEeEE -
rsT g qedi- -
£ - g
g Ezsg- H
rekeREs -
refe 940 -
rs]2220587 -
1027 o]s - <
s JQEE"’: *
[SfsoRER e -
rsg il
rz1 ’in.: 7 Py
rs Uhl - +
refealed il - >
13475598 -
rsdglinile -
13 .1*1&-
I vl
rE:T. ,1;:-":
e spirri :
FE. 0% —
raafgeate - >
rs e -
ref 2245881 - .
All- : : : i
0.3 -0.2 -0.1 0.0

MR leave-one-ocut sensitivity analysis for
") id:ebi-a-GCSTR0017020" on "Acute pancreatitis || id: finn-b-K11_ACUTPANC’



1/SE,,

[

[

in
1

in
1

MR Method

Inverse variance weighted

MR Egager
-
-
-
-
- -
- .. [* - -
- . -
y
- L ]
- a B -‘ - .. ..
» . oy .
0 -
- . s "
-
-
-
-
-1 0

|3I"-«-r



1
2

fo ) o e T g T g ) e by g i T Rty T o T Ty g e e e oy TR T Ty T T T Sl Ty ey g b S0 (ot iy o o T g e T T o b o ey e
[ oo R TP Ty o T e o T TR i i T G e T g S Tt S o TR T e T T Ty o ) S Ty ST g S T o T ] ﬁm
oo T Tyt T8 (g Rt ) i ome S g i T T o T G ) s s 8 T sy o o o vy Ty T T v S ) i) T g T o T T ]

[ Ty P g ) R T S i e Yy T Ty oW T iy ol Ty i ¥y i S g TR ipop o i iy ot T T SR o e 0 S T T iyl o ] o
T gt s e T T BT g TR TH | e e S Py T s Ty T Rt R T ST s o BT T o R vt G =
[T T S o SR T e (i e Tl g R T T ) T e (e Y T R o ) = ) b T s T Ta T e e v R o
L B T e T TR o Te o i (o e T ) R BT Y S o ) s e e T TR i T i T e T S By T o o R Y e
Lo - A SO L - AR A - R P RO e - =

[ == W.._LLl_n__.s_.__LLl_n_..s..s_.__Lln..s..sE.uLl o ool _Ll_.___H_ ) oo o oed i

[ [ e g e e e = = [ |
—_ = F
..

All - Inverse varidgn

MR effect size for

' idebi-a-GCSTS0017020° on "Acute pancreatitis || id

Sfinn-b-K11_ACUTPANC!



-b-K11_ACUTPANC

SMNF effect on Acute pancreatitis || id:finn

=
(%]
[}

=
=

o
]
1

=]
=y
1

o
o
1

MR Test
Inverse variance weighted / Weighted median

/ MR Egger

Simple mode

Weighted mode

'
» .
32
":; l_._.'l- = s 2 .
L B F .- Y
‘ .‘-- 3 ] L]
.
-
0.1 0.2

SNFP effect on || 1d:ebi-a-GCST90017020




Figure 200 Leave-one-out analysis, funnel plot, MR effect size and scatter plot for gut microbiota abundance

(genus Ruminiclostridium6 id.11356) on acute pancreatitis
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Figure 201 Leave-one-out analysis, funnel plot, MR effect size and scatter plot for gut microbiota abundance
(genus Ruminococcaceae UCGO010 1d.11367) on acute pancreatitis
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Figure 202 Leave-one-out analysis, funnel plot, MR effect size and scatter plot for gut microbiota abundance

(genus Ruminococcaceae UCGO014 id.11371) on acute pancreatitis
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Figure 203 Leave-one-out analysis, funnel plot, MR effect size and scatter plot for gut microbiota abundance
(genus Sellimonas 1d.14369) on acute pancreatitis
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Figure 204 Leave-one-out analysis, funnel plot, MR effect size and scatter plot for gut microbiota abundance
(genus Slackia i1d.825) on acute pancreatitis
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Figure 205 Leave-one-out analysis, funnel plot, MR effect size and scatter plot for gut microbiota abundance
(order Methanobacteriales 1d.120) on acute pancreatitis
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Figure 206 Leave-one-out analysis, funnel plot, MR effect size and scatter plot for gut microbiota abundance
(phylum Verrucomicrobia id.3982) on acute pancreatitis
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Figure 207 Leave-one-out analysis, funnel plot, MR effect size and scatter plot for gut microbiota abundance
(family Victivallaceae 1d.2255) on chronic pancreatitis
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Figure 208 Leave-one-out analysis, funnel plot, MR effect size and scatter plot for gut microbiota abundance
(genus Marvinbryantia id.2005) on chronic pancreatitis
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Figure 209 Leave-one-out analysis, funnel plot, MR effect size and scatter plot for gut microbiota abundance
(genus Romboutsia id.11347) on chronic pancreatitis
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Figure 210 Leave-one-out analysis, funnel plot, MR effect size and scatter plot for gut microbiota abundance
(genus Sellimonas 1d.14369) on chronic pancreatitis
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Figure 211 Leave-one-out analysis, funnel plot, MR effect size and scatter plot for gut microbiota abundance
(genus Slackia i1d.825) on chronic pancreatitis
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Figure 212 Leave-one-out analysis, funnel plot, MR effect size and scatter plot for gut microbiota abundance
(genus Prevotella9 id.11183) on pancreatic cancer
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