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Figure S1 Scatterplot displaying 18 significant relationships of gut microbiota with COPD (chronic pulmonary obstructive disease). The slope of each line corresponds to the influence estimated
by various models.
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Figure S2 Leave-one-out plots of MR analysis results for 18 gut microbiotas on COPD (chronic obstructive pulmonary disease )
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Figure S3 Scatterplot displaying 19 significant relationships of gut microbiota with asthma. The slope of each line corresponds to the influence estimated by various models.
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Figure S4 Leave-one-out plots of MR analysis results for 19 gut microbiotas on asthma.
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Figure S5 Scatterplot displaying 10 significant relationships of gut microbiota with IPF(idiopathic pulmonary fibrosis). The slope of each line corresponds to the influence estimated by various models.
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Figure S6 Leave-one-out plots of MR analysis results for 10 gut microbiotas on IPF (idiopathic pulmonary fibrosis)
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Figure S7 Scatterplot displaying 15 significant relationships of gut microbiota with Sarcoidosis. The slope of each line corresponds to the influence estimated by various models.
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Figure S8 Leave-one-out plots of MR analysis results for 15 gut microbiotas on sarcoidosis.
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Figure S9 Scatterplot displaying 10 significant relationships of gut microbiota with pneumoconiosis. The slope of each line corresponds to the influence estimated by various models.
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Figure S10 Leave-one-out plots of MR analysis results for 10 gut microbiotas on pneumoconiosis.
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