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Figure S1. Genetic predicted OSA was causally associated with decreased eosinophil percentage of white cells.
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Figure S2. Genetic predicted OSA was causally associated with increased white blood cell count.
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Figure S3. Genetic predicted OSA was causally associated with increased sum counts of neutrophil and eosinophil.
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Figure S4. Genetic predicted OSA was causally associated with increased granulocyte count.
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Figure S5. Genetic predicted OSA was causally associated with decreased eosinophil percentage on granulocytes.
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Figure S6. Genetic predicted OSA was causally associated with the decreased percentage of
eosinophil on white cells.



Sum basophil neutrophil counts || id:ebi-a-GCST00462(

MR Test 12142006783 -

® = 10928560 - -
Inverse variance weighted/ Weighted median 1
/" MR Egger Weighted mode 189987053 - e ol =
Simple mode :
rz 10507084 - - -
: rs 10507084 -
0.044 4637016~ @ — & —
: rs142006783 - »
0.03- 510828560 - ——9———
rz 9937053 - -
0.02-
All = MR Egger -
0.01- - -
g % : it All = Inverse variance weighted - g Al -
0.00- 1 .
i 1 1 1 1 i ] [ i
i ! ¥ -0.1 0.0 01 02 03 04 0.00 0.05 0.10
0.10 0.15 0.20 MR effect size for MR leave-one-out sensitivity analysis for
SNP effect on exposure ‘exposure’ on "Sum basophil neutrophil counts || id:ebi-a=GCSTO0462 ‘exposure’ on *Sum basophil neutrophil counts || idebi- a-GCSTO04620°
Scatter plot Forest plot Leave-one-out analysis

Figure S7. Genetic predicted OSA was causally associated with increased sum counts of basophil and neutrophil.
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Figure S8. Genetic predicted OSA was causally associated with increased neutrophil percentage of granulocytes.
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Figure S9. Genetic predicted OSA was causally associated with increased myeloid white cell count.
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Figure S10. Genetic predicted OSA was causally associated with decreased lymphocyte percentage of white cells.
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Figure S11. Genetic predicted OSA was causally associated with increased neutrophil percentage of white cells.
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Figure S12. Genetic predicted OSA was causally associated with decreased terminally differentiated

CD4-CDS8- T cell absolute count.
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Figure S13. Genetic predicted OSA was causally associated with decreased percentage of terminally
differentiated CD4-CDS8- T cell on T cell.
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Figure S14. Genetic predicted OSA was causally associated with decreased percentage of CD25++ CD8+ T cell

on CD&+ T cell.
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Figure S15. Genetic predicted OSA was causally associated with increased percentage of CD20 on IgD+ CD38-
unswitched memory B cell.
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Figure S16. Genetic predicted OSA was causally associated with increased percentage of IgD on IgD+ CD38+ B cell.
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Figure S17. Genetic predicted OSA was causally associated with decreased CD3 on Natural Killer T cell.
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Figure S18. Genetic predicted OSA was causally associated with increased CD45 on granulocyte.
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Figure S19. Genetic predicted OSA was causally associated with decreased the percentage of CD33 on
CD33dim HLA DR+ CD11b+.
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Figure S20. Genetic predicted OSA was causally associated with decreased CD45 on CD33- HLA DR-.
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Figure S21. Genetic predicted OSA was causally associated with decreased HLA DR on B cell.



