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Leptotrichiaceae
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Propionibacteriaceae
Rhodobacteraceae
Spirochaetaceae
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Verrucomicrobiaceae
x−Minor family(<1%)

Figure F1: Taxonomic assignments for the family-level dataset “full_length” at a clustering threshold of 80 %
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x−Minor family(<1%)

Figure F2: Taxonomic assignments for the family-level dataset “full_length” at a clustering threshold of 100 %
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Figure F3: Taxonomic assignments for the family-level dataset “trimmed” at a clustering threshold of 80 %
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x−Minor family(<1%)

Figure F4: Taxonomic assignments for the family-level dataset ”trimmed” at a clustering threshold of 100 %
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Spirochaetaceae
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x−Minor family(<1%)

Figure F5: Taxonomic assignments for the family-level dataset ”300” at a clustering threshold of 80 %
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Spirochaetaceae
Thermotogaceae
Verrucomicrobiaceae
x−Minor family(<1%)

Figure F6: Taxonomic assignments for the family-level dataset ”300” at a clustering threshold of 100 %
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x−Minor family(<1%)

Figure F7: Taxonomic assignments for the family-level dataset ”150” at a clustering threshold of 80 %
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x−Minor family(<1%)

Figure F8: Taxonomic assignments for the family-level dataset ”150” at a clustering threshold of 100 %
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