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[bookmark: OLE_LINK355][bookmark: OLE_LINK356][bookmark: OLE_LINK357]Fig. S1. Schematic overview of the soil substrate membrane system for isolation of Suwonella silvatica JH1-16T
[image: ]
[bookmark: OLE_LINK155][bookmark: OLE_LINK156][bookmark: OLE_LINK13][bookmark: OLE_LINK14][bookmark: OLE_LINK235][bookmark: OLE_LINK236][bookmark: OLE_LINK86][bookmark: OLE_LINK231][bookmark: OLE_LINK232]Fig. S2. TEM image indicated cell morphology of strain Suwonella silvatica JH1-16T
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[bookmark: OLE_LINK346][bookmark: OLE_LINK347][bookmark: OLE_LINK117][bookmark: OLE_LINK121]Fig. S3. Phylogenetic relationship of strain JH1-16T with closed members of the family Chromobacteriaceae and family Neisseriaceae. The tree was constructed using the neighbour-joining method based on 16S rRNA gene sequences. Bootstrap values (expressed as percentages of 1000 replications) greater than 50 % are shown at branch points. Filled circles indicate that the corresponding nodes were also recovered in the tree generated with maximum-likelihood and maximum-parsimony algorithms. Bar 0.01 substitutions per nucleotide position.
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[bookmark: OLE_LINK361][bookmark: OLE_LINK362][bookmark: OLE_LINK349][bookmark: OLE_LINK350]Fig. S4. Phylogenetic relationship of strain JH1-16T with closed members of the family Chromobacteriaceae and family Neisseriaceae. The tree was constructed using the Maximum Parsimony method based on 16S rRNA gene sequences. Bootstrap values (expressed as percentages of 1000 replications) greater than 50 % are shown at branch points. Filled circles indicate that the corresponding nodes were also recovered in the tree generated with maximum-likelihood and maximum-parsimony algorithms.
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Fig. S5. Functional classes of protein-coding genes of Suwonella silvatica JH1-16T
[bookmark: OLE_LINK83][bookmark: OLE_LINK84]
[bookmark: OLE_LINK233][bookmark: OLE_LINK234]Table S1. The average nucleotide identity and digital DNA–DNA hybridization value values between strains JH1-16T and related taxa.
	[bookmark: OLE_LINK4][bookmark: OLE_LINK5]Closed taxa
	Suwonella silvatica JH1-16T
(JAPDNP000000000)

	
	[bookmark: OLE_LINK1][bookmark: OLE_LINK2]ANI value
	dDDH

	[bookmark: OLE_LINK90][bookmark: OLE_LINK91]Crenobacter cavernae K1W11S-77T
[bookmark: OLE_LINK8][bookmark: OLE_LINK9](CP031337)
	78.3
	22.0

	Crenobacter luteus YIM 78141T
(SLXG00000000)
	78.7
	21.8

	Vogesella perlucida DS-28T
(VOID00000000)
	75.1
	20.4

	Vogesella urethralis YM-1T
(VMDW00000000)
	73.6
	19.4

	Vogesella oryzae Q2602
(CADEPL000000000)
	76.0
	20.7
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	 Features 
	Values

	Genome size (bp)
	4,602,739

	G+C content (mol%)
	63.8

	Genes (total)
	4,473

	CDS
	4,382

	Gene coding
	4,321

	Protein coding (CDSs with protein)
	4,321

	Number of rRNA gene (5S, 16S, 23S)
	9 (4, 3, 2)

	tRNA genes 
	69

	Genome coverage
	21.69
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[bookmark: OLE_LINK118][bookmark: OLE_LINK119][bookmark: OLE_LINK208][bookmark: OLE_LINK209]Fig. S.6. The Prediction Informatics for Secondary Metabolomes of strain JH1-16T
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Fig. S7. Casein activity of Suwonella silvatica JH1-16T
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[bookmark: OLE_LINK343][bookmark: OLE_LINK344]Fig. S8. Polar lipid profile of strain Suwonella silvatica JH1-16T
[bookmark: OLE_LINK115][bookmark: OLE_LINK116][bookmark: OLE_LINK3][bookmark: OLE_LINK6][bookmark: OLE_LINK52][bookmark: OLE_LINK120][bookmark: OLE_LINK16][bookmark: OLE_LINK320][bookmark: OLE_LINK321][bookmark: OLE_LINK322]PG - phosphatidylglycerol; DPG - diphosphatidylglycerol; PE - phosphatidylethanolamine; AL1, AL2 – unidentified aminolipid, PL1 - unidentified phospholipid.
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Subsystem Information

Subsystem Statistics

Subsystem Coverage Subsystem Category Distribut Subsystem Feature Counts

Cofactors, Vitamins, Prosthetic Groups, Pigments (192)
Cell Wall and Capsule (41)
Virulence, Disease and Defense (41)
Potassium metabolism (11)
Photosynthesis (0)
Miscellaneous (31)
Phages, Prophages, Transposable elements, Plasmids (5)
Membrane Transport (49)
Iron acquisition and metabolism (32)
RNA Metabolism (48)
Nucleosides and Nucleotides (102)
Protein Metabolism (213)
Cell Division and Cell Cycle (0)
Motility and Chemotaxis (22)
Regulation and Cell signaling (23)
© Secondary Metabolism (4)
Secondary Metabolism - no subcategory (0)
Lipid-derived mediators (0)
plant Octadecanoids (0)
Bacterial cytostatics, differentiation factors and antibiotics (0)
Biosynthesis of phenylpropanoids (0)
Hydrocarbons (0)
Aromatic amino acids and derivatives (0)
Uv-absorbing secondary metabolites (0)
plant Alkaloids (0)
Biologically active compounds in metazoan cell defence and differentiation (0)
@ Plant Hormones (4)
@ DNA Metabolism (60)
@MW Fatty Acids, Lipids, and Isoprenoids (60)
Nitrogen Metabolism (23)
Dormancy and Sporulation (1)
Respiration (129)
Stress Response (96)
Metabolism of Aromatic Compounds (47)
Amino Acids and Derivatives (402)
Sulfur Metabolism (16)
Phosphorus Metabolism (23)
Carbohydrates (170)
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