Clostridium niakharense sp. nov., a novel species isolated from the breast milk of a Senegalese mother breastfeeding a healthy child
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Table S1 : Genome features of strain Marseille-QA1073T and closely related Clostridium sensu stricto type strains
	Species (type strain)
	Contigs
	Genome size (Mb)
	GC content (%)
	No. Of
Proteins
	Completeness
(%)
	Contamination
(%)
	Accession
number

	Marseille-QA1073ᵀ
	58
	4.45
	28.5
	4041
	98.87
	2.38
	JBSVQM000000000

	C. argentinense ATCC 27322ᵀ
	2
	4.8
	29
	4273
	100.00
	5.92
	GCA_002074155

	C. faecium N37ᵀ
	190
	3.9
	28.5
	3586
	99.38
	2.07
	GCA_014836835

	C. senegalense JC122ᵀ
	191
	3.9
	27
	3735
	95.55
	2.07
	GCA_000285575

	C. botulinum ATCC 25763ᵀ
	81
	3.9
	28
	3699
	99.49
	0.17
	GCA_011017965

	C. combesii DSM 20696ᵀ
	39
	3.9
	28
	3527
	98.76
	0.00
	GCA_002749945

	C. subterminale JCM 1417ᵀ
	32
	4.1
	30
	3913
	99.38
	2.50
	GCA_039521425

	C. lundense DSM 17049ᵀ
	54
	4.8
	29.9
	4536
	99.38
	0.36
	GCA_000619945

	C. pascui DSM 10365ᵀ
	21
	3.8
	31
	3722
	99.38
	2.09
	GCA_016908015

	C.  butyricum DSM 10702ᵀ
	4
	4.7
	28.5
	4227
	96.97
	2.77
	GCA_014131795

	C. beijerinckii DSM 791ᵀ
	2
	6
	30
	5209
	91.90
	6.46
	GCA_018223745

	C. baratii JCM 1385ᵀ
	1
	3.1
	28.5
	2873
	98.76
	0.64
	GCA_055383455

	C. sardiniense DSM  2632ᵀ
	54
	3.9
	28.5
	3750
	99.38
	1.16
	GCA_016907995

	C. aquiflavi 5N-1ᵀ
	111
	3.5
	27.5
	3196
	99.38
	1.86
	GCA_031344075

	C. aromativorans WLY-B-L2ᵀ
	74
	3.9
	34
	3744
	99.38
	1.52
	GCA_020908015

	C. aestuarii HY-45-18ᵀ
	31
	3.6
	28.5
	3258
	99.38
	1.39
	GCA_026735135

	C. brassicae ZC22-4ᵀ
	73
	4.1
	28.5
	3789
	98.14
	0.62
	GCA_026738875

	C. akagii DSM 12554ᵀ
	55
	4.6
	30.5
	4383
	98.14
	2.07
	GCA_000686725







Table S2 : Detection prevalence of strain Marseille-QA1073ᵀ across metagenomic biomes (IMNGS).
	Type of metagenome
	Detection prevalence (%) a

	Rhizosphere
	38.0

	Soil
	17.5

	Marine sediment
	9.3

	Freshwater
	8.1

	Wastewater
	7.8

	Pig gut
	7.3

	Activated sludge
	5.6

	Plant
	5.3

	Coral
	1.8

	Bovine gut
	1.3

	Other biomesb 
	< 1


This run was performed on the dereplicated genome (genome size 4.45 Mbp ; ANI best match C. argentinense 94.32 %). a Detection prevalence of strain Marseille-QA1073T in each biome (percentage of n=1,000 amplicon samples screened per metagenome; IMNGS/Protologger). b Biomes with a detection prevalence below 1 % : mouse gut (0.5 %), human gut (0.5 %), marine (0.5 %), chicken gut (0.3 %), insect gut (0.3 %), human skin (0.2 %), human lung (0.1 %), human oral (0.0 %) and human vaginal (0.0 %). All human-associated biomes fell below 1%. Prediction are based on partial rRNA gene sequence and are indicative only.
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Fig. S1: Graphical circular map of strain Marseille-QA1073T 
The circular genome map generated via Proksee hifhlights the structural genomic features of strain Marseille-QA1073T. It displays a balanced distribution of coding sequences (ORFs) on both strands, typical circular chromosome size (approx. 4.0 Mbp), and standard variations in GC content and GC skew, confirming the hight quality and completeness of the draft/ complete genome.
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