Figure F1: Taxonomic assignments for the family-level dataset “full_length” at a clustering threshold of 80 %
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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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Figure F4: Taxonomic assignments for the family-level dataset "trimmed” at a clustering threshold of 100 %
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Figure F5: Taxonomic assignments for the family-level dataset ”300” at a clustering threshold of 80 %
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Figure F6: Taxonomic assignments for the family-level dataset ”300” at a clustering threshold of 100 %
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Figure F7: Taxonomic assignments for the family-level dataset ”150” at a clustering threshold of 80 %
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Akkermansiaceae M Enterococcaceae Methylacidiphilaceae Prevotellaceae Verrucomicrobiaceae
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B Ardenticatenaceae M Flavobacteriaceae choplasmataceae Rhodobacteraceae
B Bacteroidaceae [T Fusobacteriaceae Ml NA.NA Rhodospirillaceae
M Brachyspiraceae B Lachnospiraceae Pasteurellaceae Spirochaetaceae
B Chloroflexaceae B Lactobacillaceae I Peptostreptococcaceae Tannerellaceae
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Figure F8: Taxonomic assignments for the family-level dataset ”150” at a clustering threshold of 100 %

100 | —
75
50 |
251

0
@ @ @ @ @ 2 @ ] @ ] & @ @ @ @ & @ @ @ @ ] @ ] @
L L L L L L L L L L L L L L L L L L L L L L L L L L L L L
R N - F @ @ & B F o FE W F F o FE F W F
@"} 00\ o"\ Q\*‘e x@ 6‘b Q\‘ g\°+ {\b x"}\ o°° \?}\ '&0 \'?}\ o‘\\ Q\‘ & Q“\\ ,\\e\\ &,5; > \.Oq o\ > \é\ & oe‘\ \00" &
& ) P N » > PN 9 9 S & P &S > B S O Q) O PR o .&
NI SR G S LI - - POV v T - LA S SN LA - SRV A - - (R P
. () & Qo 2 2 ) ) o o 9 ) Q ) ) 2 O QL N S ) o
S o ¢ £ N & & & AN N 0 . &> O
A © & E & &V v T T T & & F TS
O & QS E©
Sample
Family
@ Acholeplasmataceae M Clostridiaceae Leptospiraceae Petrotogaceae Thermotogaceae
Actinomycetaceae M Corynebacteriaceae M Leptotrichiaceae B Planctomycetaceae unclassified_Clostridiales
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Anaerolineaceae M Fervidobacteriaceae M Morganellaceae M Propionibacteriaceae unclassified_Rhodobacterales
B Ardenticatenaceae M Flavobacteriaceae choplasmataceae Rhodobacteraceae Verrucomicrobiaceae
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B Chloroflexaceae B Lactobacillaceae I Peptostreptococcaceae Tannerellaceae
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