
Genus Total T4 T6
Atopobacter 2 0 2
Atopobium 2 1 1

Campylobacter 2 0 2
Fastidophila 7 0 7
Gardnerella 9 2 7
Mobiluncus 6 2 4

Parabacteroidies 5 2 3
Peptoniphilus 3 1 2

Porphyromonas 7 2 5
Prevotella 8 2 6
Sneathia 3 1 2

Tissierellia 3 0 3
Veillonellaceae 3 1 2
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GO:0019521: [BP] D-gluconate metabolic process

GO:0004619: [MF] phosphoglycerate mutase activity
GO:0004812: [MF] aminoacyl-tRNA ligase activity

GO:0043039: [BP] tRNA aminoacylation
GO:0009103: [BP] lipopolysaccharide biosynthetic process

GO:0016620: [MF] oxidoreductase activity, acting on the aldehyde or oxo group of don
GO:0016714: [MF] oxidoreductase activity, acting on paired donors, with incorporatio

GO:0046686: [BP] response to cadmium ion
GO:0015171: [MF] amino acid transmembrane transporter activity

GO:0046034: [BP] ATP metabolic process
GO:0016765: [MF] transferase activity, transferring alkyl or aryl (other than methyl

GO:0006011: [BP] UDP-glucose metabolic process
GO:0016209: [MF] antioxidant activity

GO:0003983: [MF] UTP:glucose-1-phosphate uridylyltransferase activity
GO:0050560: [MF] aspartate-tRNA(Asn) ligase activity

GO:0001682: [BP] tRNA 5'-leader removal
GO:0016627: [MF] oxidoreductase activity, acting on the CH-CH group of donors

GO:0070317: [BP] negative regulation of G0 to G1 transition
GO:0015992: [BP] proton transport

GO:0006527: [BP] arginine catabolic process
GO:0015416: [MF] organic phosphonate transmembrane-transporting ATPase activity

GO:0008080: [MF] N-acetyltransferase activity
GO:0004815: [MF] aspartate-tRNA ligase activity

GO:0016742: [MF] hydroxymethyl-, formyl- and related transferase activity
GO:0009401: [BP] phosphoenolpyruvate-dependent sugar phosphotransferase system

GO:0043023: [MF] ribosomal large subunit binding
GO:0019205: [MF] nucleobase-containing compound kinase activity

GO:0030435: [BP] sporulation resulting in formation of a cellular spore
GO:0055114: [BP] oxidation-reduction process

GO:0004674: [MF] protein serine/threonine kinase activity
GO:0043456: [BP] regulation of pentose-phosphate shunt

GO:0006865: [BP] amino acid transport
GO:0004658: [MF] propionyl-CoA carboxylase activity

GO:0007059: [BP] chromosome segregation
GO:0008982: [MF] protein-N(PI)-phosphohistidine-sugar phosphotransferase activity

GO:0071704: [BP] organic substance metabolic process
GO:0010501: [BP] RNA secondary structure unwinding

GO:0000976: [MF] transcription regulatory region sequence-specific DNA binding
GO:0043209: [CC] myelin sheath

GO:0004813: [MF] alanine-tRNA ligase activity
GO:0016805: [MF] dipeptidase activity

GO:0015417: [MF] polyamine-transporting ATPase activity
GO:0015886: [BP] heme transport

GO:0016539: [BP] intein-mediated protein splicing
GO:0004004: [MF] ATP-dependent RNA helicase activity

GO:0050118: [MF] N-acetyldiaminopimelate deacetylase activity
GO:0016295: [MF] myristoyl-[acyl-carrier-protein] hydrolase activity

GO:0043093: [BP] FtsZ-dependent cytokinesis
GO:0016296: [MF] palmitoyl-[acyl-carrier-protein] hydrolase activity

GO:0005247: [MF] voltage-gated chloride channel activity

Supp. Figure 5

RM14
_T

6

RM3_
T6

RM5_
T6

RM12
_T

6
0

50

100

R
el

at
iv

e 
ab

un
da

nc
e

Lactobacillus acidophilus

Lactobacillus amylovorus

Lactobacillus johnsonii

0
1
2
3
4

MeanDecreaseAccuracy


