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Figure S1: Coculture image of Candidatus Saccharibacteria associated with its host Schaalia odontolytica. A fecal sample positive to Candidatus Saccharibacteria was filtered at 0.22µm, then ultracentifuged as previously described 24. The filtrate was cultured with S. odontolytica then subcultured 4 times every 24 hours. We realized standard PCR of these cultures (A) and then sequenced the PCR products by Sanger sequencing. Blast results confirm the detection of Candidatus Saccharibacteria in these cultures and showed 100% coverage and 99.78% identity with Candidatus Saccharibacteria (B). Exosymbionts were observed using scanning electron microscopy. (C) An uninfected S. odontolytica culture. (D) Infected S. odontolytica showing deformed bacilli with an exosymbiont. These micrographs were used as a positive control in this study.

Table S1. Summary table of primers and probes used to perform standard PCR and RT–PCR, respectively.
	PCR types
	Primer and probe names
	Sequences
	References

	Standard PCR
	1177R
	GACCTGACATCATCCCCTCCTTCC
	Brinig et al., 2003

	Standard PCR
	580F
	AYTGGGCGTAAAGAGTTGC
	Hugenholtz et al., 2001

	RT–PCR
	SacchariF
	GGCTTATAGCGCCCAATAG
	Ibrahim et al., 2021

	RT–PCR
	SacchariR
	CGGATATAAACCGAACTGTC
	Ibrahim et al., 2021

	RT–PCR
	SacchariP
	6-FAM-CATAGACGGCGCTGTTTGGCAC-TAMRA
	Ibrahim et al., 2021



Table S2. Kruskal-Wallis statistical tests of the relative abundance of CPR-positive samples using 16S amplicon sequencing.
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Table S3. Summary table of nucleotide sequences cleaned and assembled using ChromasPro obtained using Sanger sequencing. 
Sequences were compared with the NCBI NR database using the BLASTn program (https://blast.ncbi.nlm.nih.gov/Blast.cgi).
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Kruskal-Wallis test Dunn's multiple comparisons test Mean rank diff, Significant? Summary Adjusted P Value

P value <0,0001 Environment (n=37) vs. Respiratory (n=210) 183,7 Yes * 0,0245

Exact or approximate P value? Approximate Environment (n=37) vs. Human_Digestive (n=538) 370,7 Yes **** <0,0001

P value summary **** Environment (n=37) vs. Animal_digestive (n=71) -162,2 No ns 0,2459

Do the medians vary signif. (P < 0.05)? Yes Environment (n=37) vs. Milk (n=95) 385,2 Yes **** <0,0001

Number of groups 7 Environment (n=37) vs. Oral (n=27) -143,3 No ns >0,9999

Kruskal-Wallis statistic 300,4 Environment (n=37) vs. Urine (n=121) 149,4 No ns 0,2563

Respiratory (n=210) vs. Human_Digestive (n=538) 186,9 Yes **** <0,0001

Data summary Respiratory (n=210) vs. Animal_digestive (n=71) -345,9 Yes **** <0,0001

Number of treatments (columns) 7 Respiratory (n=210) vs. Milk (n=95) 201,4 Yes **** <0,0001

Number of values (total) 1099 Respiratory (n=210) vs. Oral (n=27) -327 Yes **** <0,0001

Respiratory (n=210) vs. Urine (n=121) -34,28 No ns >0,9999

Human_Digestive (n=538) vs. Animal_digestive (n=71) -532,9 Yes **** <0,0001

Human_Digestive (n=538) vs. Milk (n=95) 14,51 No ns >0,9999

Human_Digestive (n=538) vs. Oral (n=27) -514 Yes **** <0,0001

Human_Digestive (n=538) vs. Urine (n=121) -221,2 Yes **** <0,0001

Animal_digestive (n=71) vs. Milk (n=95) 547,4 Yes **** <0,0001

Animal_digestive (n=71) vs. Oral (n=27) 18,89 No ns >0,9999

Animal_digestive (n=71) vs. Urine (n=121) 311,7 Yes **** <0,0001

Milk (n=95) vs. Oral (n=27) -528,5 Yes **** <0,0001

Milk (n=95) vs. Urine (n=121) -235,7 Yes **** <0,0001

Oral (n=27) vs. Urine (n=121) 292,8 Yes *** 0,0003
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Microbiota Sample bp Blast results Coverage (%) Identity (%)

Dental plaque PD 36 394 Uncultured Candidatus Saccharibacteria bacterium TM7314F-TM7-1177R-7 gene for 16S ribosomal RNA 100 96.45

Dental plaque PD 38 431 Uncultured bacterium clone 069096_040 16S ribosomal RNA gene, partial sequence 100 95.82

Dental plaque PD 41 468 Uncultured bacterium clone 071062_140 16S ribosomal RNA gene, partial sequence 100 99.36

Dental plaque PD 43 514 Candidatus Saccharibacteria genomosp. TM7-H1 isolate E1 chromosome 100 100

Dental plaque PD 49 509 Uncultured bacterium clone 069096_040 16S ribosomal RNA gene, partial sequence 100 100

Stool SE 5 465 Candidatus Saccharibacteria bacterium partial 16S rRNA gene 100 99.78

Stool SE 8 388 Candidatus Saccharibacteria bacterium partial 16S rRNA gene 100 100

Stool SE 12 477 Candidatus Saccharibacteria bacterium partial 16S rRNA gene 100 99.58

Stool SE 14 464 Candidatus Saccharibacteria bacterium partial 16S rRNA gene 100 100

Stool SE 26  437 Candidatus Saccharibacteria bacterium partial 16S rRNA gene 100 99.31

Stool SE 34  457 Candidatus Saccharibacteria bacterium partial 16S rRNA gene 100 100

Stool SE 44 467 Candidatus Saccharibacteria bacterium partial 16S rRNA gene 100 99.79

Stool SE 45 439 Candidatus Saccharibacteria bacterium partial 16S rRNA gene 100 99.32

Stool SE 49 431 Candidatus Saccharibacteria bacterium oral taxon 488 strain CM010 chromosome, complete genome 99 97.67

Stool SE 50 464 Uncultured bacterium clone nbw902b03c1 16S ribosomal RNA gene, partial sequence 100 97.84

Stool SE 51 430 Candidatus Saccharibacteria bacterium partial 16S rRNA gene 100 99.77

Stool SE 54 409 Uncultured bacterium clone 069096_040 16S ribosomal RNA gene, partial sequence 100 99.27

Stool SE 55 460 Candidatus Saccharibacteria bacterium partial 16S rRNA gene 100 100

Stool SE 61 415 Uncultured candidate division TM7 bacterium clone G10_003 16S ribosomal RNA gene, partial sequ 100 97.83

Stool SE 62 382 Candidatus Saccharibacteria bacterium partial 16S rRNA gene 100 98.85

Stool SE 64 506 Candidatus Saccharibacteria bacterium partial 16S rRNA gene 100 99.61

Stool SE 68  383 Candidatus Saccharibacteria bacterium partial 16S rRNA gene 99 98.95

Stool SE 69 410 Candidatus Saccharibacteria bacterium partial 16S rRNA gene 100 99.51

Stool SE 70 479 Candidatus Saccharibacteria bacterium partial 16S rRNA gene 100 99.79

Stool SE 73 437 Uncultured bacterium clone 069096_040 16S ribosomal RNA gene, partial sequence 100 98.63

Stool SE 10 467 Candidatus Saccharibacteria bacterium partial 16S rRNA gene 100 100

Stool SE 13  454 Uncultured bacterium clone 070051_393 16S ribosomal RNA gene, partial sequence 100 95.81

Stool SE 15 429 Candidatus Saccharibacteria bacterium oral taxon 488 strain CM002 chromosome, complete genome 100 98.37

Stool SE 28 458 Candidatus Saccharibacteria bacterium partial 16S rRNA gene 98 94.88

Stool SE 37 436 Candidatus Saccharibacteria bacterium oral taxon 488 strain CM002 chromosome, complete genome 100 95.64

Stool SE 35 510 Candidatus Saccharibacteria bacterium partial 16S rRNA gene 100 99.02

Stool SE 47 477 Candidatus Saccharibacteria bacterium partial 16S rRNA gene 100 100

Stool SE 49 459 Candidatus Saccharibacteria bacterium oral taxon 488 strain CM002 chromosome, complete genome 100 95.86

Stool SE 56 433 Uncultured bacterium clone 069072_265 16S ribosomal RNA gene, partial sequence 100 96.31

Stool SD 11 415 Uncultured bacterium clone 071057_649 16S ribosomal RNA gene, partial sequence 100 98.55

Stool SD 20 457 Candidatus Saccharibacteria bacterium partial 16S rRNA gene 100 99.34

Stool SD 21 477 Candidatus Saccharibacteria bacterium partial 16S rRNA gene 100 100

Stool SD 42 468 Uncultured bacterium clone 069096_040 16S ribosomal RNA gene, partial sequence 100 97.01

Stool SD 48  479 Candidatus Saccharibacteria bacterium partial 16S rRNA gene 100 99.37

Stool SD 58 480 Candidatus Saccharibacteria bacterium partial 16S rRNA gene 100 99.79

Stool SD 59  456 Uncultured bacterium clone 069096_040 16S ribosomal RNA gene, partial sequence 100 98.1

Stool SD 62 458 Candidatus Saccharibacteria bacterium partial 16S rRNA gene 100 100

Stool SD 65 428 Uncultured bacterium clone 1661 16S ribosomal RNA gene, partial sequence 100 98.6

Stool W 7  379 Candidatus Saccharibacteria bacterium partial 16S rRNA gene 100 100

Vaginal swab 196 444 Uncultured bacterium clone 069096_040 16S ribosomal RNA gene, partial sequence 100 97.75

Vaginal swab 208 438 Candidatus Saccharibacteria bacterium oral taxon 957 strain BB001 chromosome, complete genome 100 97.72

Vaginal swab 202 467 Uncultured bacterium clone 069072_265 16S ribosomal RNA gene, partial sequence 100 99.57

Vaginal swab 224 493 Candidatus Saccharibacteria genomosp. TM7-H1 isolate E1 chromosome 100 99.8

Cardiac valves V 207  466 Candidatus Saccharibacteria bacterium partial 16S rRNA gene 100 99.79

Cardiac valves V 208  461 Uncultured bacterium clone 069072_265 16S ribosomal RNA gene, partial sequence 99 95.02

Cardiac valves V 209 416 TM7 bacterium human oral taxon HOT-869 clone 4W02 16S ribosomal RNA gene, partial sequence 100 98.32

Cardiac valves V 482 454 Candidatus Saccharibacteria bacterium partial 16S rRNA gene 100 98.9

Cardiac valves V 497 433 Candidatus Saccharibacteria bacterium oral taxon 488 strain CM002 chromosome, complete genome 100 99.54

Cardiac valves V 511 376 Uncultured candidate division TM7 bacterium clone TSS008 16S ribosomal RNA gene, partial sequence 100 96.81


