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Hominisplanchenecus faecis CLA-AA-H246 |
Hominisplanchenecus murintestinalis CLA-AA-MO05 -|
Intestinimonas aquisgranensis CLA-AA-H199 |
Kosakonia cowanii CLA-AP-13-

Lachnospira sp nov CLA-JM-H10-|
Lactococcus lactis CLA-AV-14 -
Mediterraneibacter gnavus CLA-JM-H50-|
Mucispirillum schaedleri CLA-AA-M07-B-|
Odoribacter lunatus CLA-AA-MO09 -|
Oliverpabstia intestinalis CLA-AA-H241-|
Parabacteroides distasonis CLA-AA-H234 -
Parabacteroides goldsteinii CLA-AP-3-|
Phocaeicola sartorii CLA-AV-12-

Phocaeicola vulgatus 4852a -

Phocaeicola vulgatus 4889b -

Phocaeicola vulgatus CLA-KB-H118-|
Phocaeicola vulgatus HDF -

Pumilibacter intestinalis CLA-AA-M10-
Roseburia amylophila CLA-AA-H204 -|
Ruminococcus  turbiniformis CLA-AA-H200 -|
Streptococcus caecimuris CLA-AV-18-|
Streptococcus thoraltensis CLA-AV-9-
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Yersinia enterocolitica CLA-JM-1-|
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Hominenteromicrobium mulieris CLA-AA-H250 4
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Supplementary Fig. S1: Relative abundance per reference genome

Relative abundances based on reference genomes in (A) Mock-even-70 in facility 1 and 2, (B) Mock-stag-24 in facility 1 and 2.
Sequencing depths are indicated by the coloured dots. The theoretical relative abundances are indicated by vertical dashed
lines. For Mock-stag-24 in panel B, the reference genomes are ranked from top to bottom by increasing DNA amount in the
mixture indicated by coloured boxes (from blue to red; 0.04, 0.4, 1, 2, 4, 10, 20, 40 ng)(concentrations are provided in
Supplementary Data S1).
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Supplementary Fig. S2: Relative abundance per reference genome

Relative abundances based on reference genomes in Mock-stag-70 in facility 1.

Sequencing depths are indicated by the coloured dots. The theoretical relative abundances are indicated by vertical dashed
lines. The reference genomes are ranked from top to bottom by decreasing DNA amount in the mixture indicated by the grey
gradient (concentrations are provided in Supplementary Data S1).



Species assigned by Metaphlan

Mock-even-70 facility 1

Adlercreutzia muris
Agathobaculum butyriciproducens A
Alistipes sp DSM 112343 -

Bacillus licheniformis A

Bacteroides acidifaciens 4
Bacteroides finegoldii A

Bacteroides fragilis
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Bacteroides uniformis 4
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Supplementary Fig. S3: Relative abundance after “non-supervised” taxonomic assignment using MetaPhlAn4 in Mock-even-70.
Sequencing depths are indicated by the coloured dots. The theoretical relative abundance is indicated by a vertical dashed line.



Mock-stag-24 facility 1
Species assigned by Metaphlan

Oscillospiraceae bacterium CLA- AA-H250 - e
Lachnospiraceae bacterium CLA- AA-H215 4 ®
Phocaeicola vulgatus - ¢
Collinsella aerofaciens - ©
Lactococcus lactis - ax
Parabacteroides goldsteinii - ®
Bifidobacterium pseudocatenulatum - om
Oscillibacter sp ER4 - om .
Sequencing depth
Veillonella sp DSM 105313 | ()
0.1Gb
Blautia massiliensis - o 0.25Gh
Ruminococcus gnavus - « 0.5Gb
o 0.75Gb
Bacillus licheniformis - @
° 1.0Gb
Bacteroides ovatus - wo 1.5Gb
Fusicatenibacter sp CLA-AA-H277 - c 2Gb
5Gb
Bacteroides fragilis -| @0
° 10Gb
Escherichia coli - e
Roseburia sp AF02 12 - o
Kosakonia cowanii e o
Faecalibacterium prausnitzii - e
Enterococcus faecalis -| ®@e
Enterocloster clostridioformis - 200
Phocaeicola sartorii - e
Erysipelatoclostridium ramosum - ° ®e
] l Ll Ll
0 10 20 30

Relative abundance of genomes [%)]

Supplementary Fig. S4: Relative abundance after “non-supervised” taxonomic assignment using MetaPhlAn4 in Mock-stag-24.
Sequencing depths are indicated by the coloured dots. The theoretical relative abundances are indicated by vertical dashed
lines.
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Supplementary Fig. S5: Relative abundance after “non-supervised” taxonomic assignment using MetaPhlAn4 in Mock-stag-70.
Sequencing depths are indicated by the coloured dots. The theoretical relative abundances are indicated by vertical dashed
lines.





