Table S1. FastQC basic sequence statistics
	
	TOM22.8_R1.fastq
	TOM22.8_R2.fastq

	Encoding
	
	Sanger / Illumina 1.9

	Total Sequences
	278346
	278346

	Sequences flagged as poor quality
	0
	0

	Sequence length
	35-250
	35-250

	%GC
	46
	46


Table S2. QUAST report of the TOM 22.8 strain genome assembly. All statistics are based on contigs of size >= 500 bp, unless otherwise noted (e.g., "# contigs (>= 0 bp)" and "Total length (>= 0 bp)" include all contigs).
	# contigs (>= 0 bp)                        
	32

	# contigs (>= 1000 bp)             
	8

	# contigs (>= 5000 bp)                
	6

	# contigs (>= 10000 bp)                    
	6

	# contigs (>= 25000 bp)                  
	5

	# contigs (>= 50000 bp)                   
	5

	Total length (>= 0 bp)                
	2964508

	Total length(>= 1000 bp)             
	2957272

	Total length (>= 5000 bp)             
	2953260

	Total length (>= 10000 bp)            
	2953260

	Total length (>= 25000 bp)            
	2939081

	Total length (>= 50000 bp)           
	2939081

	# contigs              
	11

	Largest contig              
	1005919

	Total length                          
	2959300

	GC (%)                      
	46.70

	N50                                    
	784517

	N90                                   
	411851

	auN    
	711822.492336703

	L50                      
	2

	L90                                         
	4

	# N's per 100 kbp           
	0.00


Table S3. Short summary results of the completeness of the TOM 22.8 strain draft genome assessed with BUSCO.
	C: 99.5% [S: 99.0%, D: 0.5%], F: 0.5%, M: 0.0%, n: 402 

	400 Complete BUSCOs (C) 

	398 Complete and single-copy BUSCOs (S) 

	2 Complete and duplicated BUSCOs (D) 

	2 Fragmented BUSCOs (F) 

	0 Missing BUSCOs (M) 

	402 Total BUSCO groups searched 


Table S4. Pairwise comparisons of the nucleotide sequences computed in MEGA 11. 
	
	cek-R1
	DS17_11
	DS22_11
	GG-a
	GG-b
	GR-1
	LGR1
	TOM 22.8

	cek-R1
	
	
	
	
	
	
	
	

	DS17_11
	1557
	
	
	
	
	
	
	

	DS22_11
	1557
	0
	
	
	
	
	
	

	GG-a
	50361
	50135
	50135
	
	
	
	
	

	GG-b
		50387



	50161
	50161
	26
	
	
	
	

	GR-1
	1557
	0
	0
	50135
	50161
	
	
	

	LGR1
	1559
	6
	6
	50137
	50163
	6
	
	

	TOM 22.8
	190
	1555
	1555
	50357
	50383
	1555
	1557
	



Table S5. Quantification of the Lacticaseibacillus rhamnosus TOM 22.8 in vaginal samples.

	[bookmark: _Hlk196582574]Patient code
	Cycle Threshold (Ct)
	Copies log units CFU/mL

	1
	20.85±0.06
	5.33±0.01

	2
	20.82±0.22
	5.24±0.01

	3
	18.17±0.55
	6.21±0.15

	4
	19.56±0.13
	5.78±0.01

	5
	17.62±0.71
	6.18±0.34

	6
	20.09±0.42
	5.47±0.09

	7
	20.82±0.07
	5.34±0.04

	8
	17.81±0.10
	6.34±0.04

	9
	17.14±0.13
	6.48±0.08

	10
	17.64±0.06
	6.38±0.02

	11
	16.97±0.10
	6.60±0.06

	12
	17.07±0.28
	6.64±0.17

	13
	17.00±0.32
	6.45±0.20

	14
	16.78±0.09
	6.63±0.06

	15
	18.51±0.20
	5.75±0.05

	16
	17.21±0.03
	6.56±0.06

	17
	18.16±0.16
	6.19±0.04

	18
	17.04±0.02
	6.55±0.01

	19
	17.17±0.09
	6.55±0.05

	20
	17.23±0.12
	6.52±0.06

	21
	12.29±0.50
	6.24±0.46

	22
	11.97±0.51
	6.52±0.22

	23
	12.13±0.29
	6.31±0.12

	24
	11.24±0.09
	6.65±0.06

	25
	11.42±0.04
	6.63±0.03

	26
	11.62±0.21
	6.64±0.13

	27
	11.78±0.48
	6.36±0.24

	28
	13.52±0.37
	5.86±0.05

	29
	11.67±0.03
	6.56±0.02

	30
	11.98±0.18
	6.39±0.08





































