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Figure S1 The scatter plot of MR analysis between gut microbiota and OSA.

Figure S2 The scatter plot of MR analysis between OSA and gut microbiota.

Figure S3 The funnel plot of I'Vs in the MR analysis between gut microbiota and OSA.
Figure S4 The funnel plot of I'Vs in the MR analysis between OSA and gut microbiota.
Figure S5 The results of leave-one-out analysis between gut microbiota and OSA.

Figure S6 The results of leave-one-out analysis between OSA and gut microbiota.

Figure S7 The scatter plot of MR analysis between gut microbiota metabolites and OSA.
Figure S8 The scatter plot of MR analysis between OSA and gut microbiota metabolites.
Figure S9 The funnel plot of I'Vs in the MR analysis between gut microbiota metabolites and
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Figure S10 The funnel plot of IVs in the MR analysis between OSA and gut microbiota
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Figure S11 The results of leave-one-out analysis between gut microbiota metabolites and OSA.

Figure S12 The results of leave-one-out analysis between OSA and gut microbiota metabolites.
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Figure S1 The scatter plot of MR analysis between gut microbiota and OSA.

SNP effect on 0SA

SNP effect on OSA

genus.Subdoligranulum : OSA

versovranoeweighod  Wegied mdian

/g

Simple mode

Weighted mode

0025~

005 00 0ls 020
SNP effect on genus Subdoligranulum

family.Ruminococcaceae : OSA
Inverse varance weighted / Weighted median

/o

Simple mode

Weighted mode

0,025~

0.000-__—®

-0.050-
005 o i 2 025
SNP effect on family Ruminococcaceae

genus.Enterorhabdus : 0SA

[— T —

¥ wnor T
Sinlo e
oz
P !
\
L= —
=
o2
i
o

01 02 03
SNP effect on genus Enterorhabdus



>

OSA : genus.Ruminococcaceae(uccoos group)
Inverse variance weighted / Weighted median

/MR Egger

Weighted mode

Simple mode

0.05-

0.00~

0.05-

SNP effect on genus Ruminococcaceae UCG004

O

OSA : genus.Collinsella

Inverse variance weighted / Weighted median

/WA Egger Weighted mode
Simple mode
8
2 0.050-
e
°
3]
@
3
e
g
o
c
S
k4
.
% -0.050- 828
o
z
@ 075~ " " : y
04 0.08 12 0.6
SNP effect on OSA

Cc

OSA : family.Family XI

Inverse variance weighted / Weighted median

/R Egger Weighted mode
Simple mode
g
X 0.15- S
> £
£ e 2
IE 0.10- B
> <
L. . . Py
= et 2
s M g
0003 oo §
3 s e ) 2
£ . ¥ o
G -0.05- ce e £
z i H
o
@ 010- . ; ; ; a
0.04 0.06 0.08 0.10
SNP effect on OSA
E OSA : genus.Desulfovibrio F
Inverse variance weighted / Weighted median
/ MR Egger Weighted mode
Simple mode
2
& od0- s
3 x
] S
s 8
E] A &
§ 0.05- 2.
@ 2
.
2 E )
& 000 £
5 7> = 3
k] * 5
2 00s- . i
S H
(-9
. o
@

0.04 0.08 0.12
SNP effect on OSA

OSA : genus.Actinomyces
Inverse variance welghted / Weighted median

/ MREgger Weighted mode
Simple mode
0.10-
.
o
-0.05- g

o6

OSA : genus.Slackia

Inverse variance weighted / Weighted median

/ MR Egger Weighted mode

Simple mode

0.04- x = et
3 .

0.00-,

o *.
-0.04- Ll .

.
-0.08- . . . .

0.08 0.12 0.16
SNP effect on OSA

Figure S2 The scatter plot of MR analysis between OSA and gut microbiota.
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Figure S3 The funnel plot of IVs in the MR analysis between gut microbiota and OSA.
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Figure S4 The funnel plot of IVs in the MR analysis between OSA and gut microbiota.
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Figure S5 The results of leave-one-out analysis between gut microbiota and OSA.
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Figure S6 The results of leave-one-out analysis between OSA and gut microbiota.
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Figure S7 The scatter plot of MR analysis between gut microbiota metabolites and OSA.
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Figure S8 The scatter plot of MR analysis between OSA and gut microbiota metabolites.



C

MR Method

Inverse variance weighted

A MR Method B MR Method
Inverse variance weighted Inverse variance weighted
MR Egger MR Egger MR Egger
d 30- P .
3.0-
25- -
.
.
2.5-
20- ° K
> > > 20~ .
w w w
» 20- . 2] 2]
= o = =
- o« - — .
. i
15- ~ . 10~
° LY L S
.
. ol o o Ll o . R © .
1.0- 1.0- .
5 e o e e ° 4 ° ., & . . xS
-1 0 1 -0.4 00 04 4 0 i 3
Biv Biv Biv
D MR Method E MR Method F MR Method
Inverse variance weighted Inverse variance weighted Inverse variance weighted
| MR Egger | MR Egger | MR Egger
s . 16- q 257 .
12- i
6 2.0
= > =
w w w
« 2 [
= = = .
= - 8- - .
4 15-
. .
b . . o o« °
. e CJ e .
. S ie ® . 4- o .
27w oo o ° * § . *t e 10 ol °
o 05 00 05 10 06 03 00 03 06 2 4 0 1
Biv Biv Biv
MR Method MR Method MR Method
G Inverse variance weighted H Inverse variance weighted I Inverse variance weighted
| MR Egger MR Egger | MR Egger
. . .
3.0- 4.0-
20-
.
25- 35-
= 2 1.5+ =
& 20- lo & W 30-
= = =
— . - —
1.5- . 1.0- e o 25-
.
. o i
0 {p :. . 2.0-
1.0- .
. o 0 05- @ ' *"m’?ﬁ S .
0 1 H 4 0 4 00 02 0.4
Biv Biv

0.6

0.8

Figure S9 The funnel plot of IVs in the MR analysis between gut microbiota metabolites and OSA.
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Figure S10 The funnel plot of IVs in the MR analysis between OSA and gut microbiota metabolites
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Figure S11 The results of leave-one-out analysis between gut microbiota metabolites and OSA.
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Figure S12 The results of leave-one-out analysis between OSA and gut microbiota metabolites.



