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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.
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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-CD8- T cell absolute count.
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Figure S13. Genetic predicted OSA was causally associated with decreased percentage of terminally 

differentiated CD4-CD8- 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 CD8+ 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+.



Scatter plot Leave-one-out analysesForest plot

              

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.


