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Supplementary Figurel: Core microbiome associated with combined group
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Supplementary Figure2: Core microbiome at the genus level associated with Minocycline group
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Supplementary Figure3: Core microbiome at the genus level associated with Methyl prednisolone group
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Supplementary Figure4: Core microbiome at the genus level associated with Vehicle group
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Supplementary Figure5: Core microbiome at the genus level associated with Untreated group
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