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Fig 1. Differences in IgA-targeted microbiota before and after FMT. [Full figure legend in manuscript]
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Fig 2. IgA-targeting of microbiota post-FMT by delivery method. [Full figure legend in manuscript]
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Fig 3. IgA-targeting of microbiota post-FMT is influenced by donor microbiota. [Full figure legend in
manuscript/
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Fig 4. Variability of [gA-targeted microbiota. [Full figure legend in manuscript]
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