Table S2 : 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.

