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Figure S1. Taxonomic classification of the bacterial consortium at class level.
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Figure S2. Taxonomic classification of Alphaproteobacteria at the genus level (“more” refers to additional taxa under the
same genus).
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Figure S3. Taxonomic classification of Acidobacteria at the genus level (“more” refers to additional taxa under the same

genus).
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Figure S4. Taxonomic classification of Hyphomicrobiaceae showing Aquabacter.



