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Supplementary Fig. S1 Scanning electron micrograph of cells of strain C305T grown on marine agar 2216 at 28 °C for up to 3 days.
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Supplementary Fig. S2 Maximum-likelihood phylogenetic tree based on 16S rRNA gene sequences showing the position of strain C305T. Bootstrap values (based on 1000 replications) above 70% are shown at branch points. Chryseobacterium joostei Ix 5aT was used as an outgroup. Bar, 0.020 substitutions per nucleotide position.
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Supplementary Fig. S3 Maximum-parsimony phylogenetic tree based on 16S rRNA gene sequences showing the position of strain C305T. Bootstrap values (based on 1000 replications) above 70% are shown at branch points. Chryseobacterium joostei Ix 5aT was used as an outgroup. Bar, 50 substitutions per nucleotide position.
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Supplementary Fig. S4 Two-dimensional thin-layer chromatograms of polar lipids of strain C305T (a), B. glaciale LMG 21434T (b), B. aurantiacum N62T (c), B. mesophilum JCM 14063T. PE: Phosphatidylethanolamine; L1-5: unidentified lipids; AL: aminolipid; APL: aminophospholipids.
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Supplementary Fig. S5 Comparison of percentages of orthologous protein groups regarding core, accessory, and unique genes for C305T and 4 other related strains genomes. 
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Supplementary Fig. S6 Distribution of core, accessory and unique genes in different metabolic pathways of five Brumimicrobium genomes. 
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Supplementary Table S1 Cellular fatty acid composition (%) of strains C305T and the reference strains.
Strains: 1, C305T; 2, B. aurantiaca N62T; 3, B. mesophilum JCM 14063T; 4, B. glaciale LMG 21434T. All data are from this study. Major fatty acids (>10 %) are highlighted in bold type. –, not detected. 
	Fatty acids
	1
	2
	3
	4

	Straight-chain
	
	
	
	

	C13:0
	2.8
	1.1
	0.5
	0.6

	C14:0
	1.6
	0.8
	1.4
	3.3

	C16:0
	2.0
	2.0
	4.1
	2.4

	C18:0
	0.3
	0.1
	1.9
	0.2

	Branched
	
	
	
	

	iso-C13:0 
	2.2
	3.4
	0.9
	2.1

	iso-C15: 0
	40.1
	27.0
	57.7
	67.1

	iso-C15:1 G
	23.3
	46.8
	16.5
	10.3

	Hydroxy
	
	
	
	

	C15:0 2-OH

C15:0 3-OH
	1.4

2.2
	–

1.5
	0.1

0.3
	-
0.3

	iso-C15:0 3-OH
	1.6
	2.0
	1.9
	2.4

	C16:0 3-OH
	1.2
	1.0
	0.6
	0.8

	C17:0 3-OH
	1.7
	0.7
	0.3
	0.2

	iso-C17:0 3-OH
	8.9
	8.6
	8.3
	7.6

	Sum In Feature 3*
	7.1
	1.2
	2.6
	0.7


* Summed Features represent groups of one fatty acid that could not be separated by GLC with the MIDI system. Summed Features 3 consisted of C16:1 ω7c and/or iso-C15:0 2-OH.

Supplementary Table S2 List of phenotypic response to API 20E, API ZYM and Biolog GEN III MicroPlates. Strains: Strains: 1, C305T; 2, B. aurantiacum N62T; 3, B. mesophilum JCM 14063T; 4, B. glaciale LMG 21434T. All data are from this study. +, Positive; –, negative.
	Strain
	1
	2
	3
	4

	API ZYM
	
	
	
	

	alkaline phosphatase
	+
	+
	+
	+

	esterase (C4)
	+
	+
	+
	+

	esterase lipase (C8)
	+
	+
	+
	+

	lipase (C14)
	-
	-
	+
	+

	leucine arylamidase
	+
	+
	+
	+

	valine arylamidase
	+
	+
	+
	+

	cystine arylamidase
	+
	+
	+
	+

	trypsin
	-
	-
	-
	-

	a-chymotrypsin
	-
	-
	-
	-

	acid phosphatase
	+
	+
	+
	+

	naphthol-AS-BI-phosphohydrolase
	+
	+
	-
	-

	α-galactosidase
	-
	-
	-
	-

	β-galactosidase
	+
	-
	-
	-

	β-glucuronidase
	-
	-
	-
	-

	α-glucosidase
	-
	-
	-
	-

	β-glucosidase
	-
	-
	-
	-

	N-acetyl-β-glucosaminidase
	-
	-
	-
	-

	α-mannosidase
	-
	-
	-
	-

	β-fucosidase
	
	-
	-
	-

	API 20E
	
	
	
	

	o-nitrophenyl-β-d-galactopyranoside
	-
	-
	-
	-

	arginine dihydrolase
	+
	-
	-
	-

	lysine decarboxylase
	-
	-
	-
	-

	ornithine decarboxylase
	-
	-
	-
	-

	citrate utilization
	+
	-
	-
	-

	H2S production
	+
	-
	-
	-

	Urease
	-
	-
	-
	-

	tryptophan deaminase
	-
	-
	-
	-

	indole production
	-
	-
	-
	-

	Voges–Proskauer reaction
	+
	-
	-
	-

	gelatinase
	+
	+
	-
	--

	glucose
	-
	-
	-
	-

	mannitol
	-
	-
	-
	-

	nositol
	-
	-
	-
	-

	sorbitol
	-
	-
	-
	-

	rhamnol
	-
	-
	-
	-

	sucrose
	-
	-
	-
	-

	melibiose
	-
	-
	-
	-

	amygdalin
	-
	-
	-
	-

	arabinose
	-
	-
	-
	-

	Biolog GEN III MicroPlate
	
	
	
	

	negative-control
	-
	-
	-
	-

	dextrin
	+
	-
	-
	+

	d-maltose
	-
	-
	+
	+

	d-trehalose
	-
	-
	+
	+

	d-cellobiose
	+
	-
	
	+

	gentiobiose
	-
	-
	+
	+

	sucrose
	-
	-
	+
	+

	d-turanose
	-
	-
	+
	+

	stachyose
	-
	-
	-
	-

	d-raffinose
	+
	-
	+
	+

	α- d-lactose
	-
	-
	-
	-

	d-melibiose
	-
	-
	-
	+

	β-methyl- d-glucoside
	-
	-
	+
	+

	d-salicin
	-
	-
	-
	-

	N-acetyl- d-glucosamine
	-
	-
	-
	+

	N-acetyl-β- d-mannosamine
	-
	-
	-
	-

	N-acetyl- d-galactosamine
	-
	-
	-
	+

	N-acetyl neuraminic acid
	-
	-
	-
	-

	α- d-glucose
	+
	-
	+
	+

	d-mannose
	+
	-
	-
	-

	d-fructose
	-
	-
	+
	+

	d-galactose
	-
	-
	+
	+

	3-methyl glucose
	-
	-
	-
	-

	d-fucose
	-
	-
	-
	-

	l-fucose
	-
	-
	+
	-

	l-rhamnose
	-
	-
	+
	-

	inosine
	-
	-
	-
	-

	d-sorbitol
	+
	-
	+
	-

	d-mannitol
	+
	-
	+
	+

	d-arabitol
	-
	-
	
	-

	myo-inositol
	-
	-
	+
	-

	glycerol
	-
	-
	-
	-

	d-glucose-6-PO4
	-
	-
	-
	-

	d-fructose-6-PO4
	-
	-
	-
	-

	d-aspartic acid
	-
	-
	-
	-

	d-serine
	-
	-
	-
	-

	gelatin
	+
	-
	-
	-

	glycyl-l-proline
	-
	-
	+
	+

	l-alanine
	-
	-
	+
	+

	l-arginine
	-
	-
	-
	-

	l-aspartic acid
	-
	-
	+
	+

	l-glutamic acid
	-
	-
	+
	+

	l-histidine
	-
	-
	-
	-

	l-pyroglutamic acid
	-
	-
	-
	-

	l-serine
	-
	-
	-
	+

	pectin
	-
	-
	-
	-

	d-galacturonic acid
	-
	-
	+
	+

	l-galactonic acid lactone
	-
	-
	-
	-

	d-gluconic acid
	-
	-
	+
	+

	d-glucuronic acid
	-
	-
	+
	-

	glucuronamide
	-
	+
	+
	-

	mucic acid
	-
	-
	-
	-

	quinic acid
	-
	-
	+
	-

	d-saccharic acid
	-
	-
	+
	-

	ρ-hydroxy-phenylacectic acid
	-
	-
	-
	-

	methyl pyruvate
	-
	-
	-
	+

	d-lactic acid methyl ester
	-
	-
	+
	+

	l-lactic acid
	-
	-
	+
	+

	citric acid
	-
	-
	+
	-

	α-keto-glutaric acid
	-
	-
	+
	-

	d-malic acid
	-
	-
	-
	-

	l-malic acid
	-
	-
	-
	-

	bromo-succinic acid
	-
	-
	-
	-

	Tween-40
	-
	-
	-
	-

	γ-amino-butyric acid
	-
	-
	-
	-

	α-hydroxy-butyric acid
	-
	-
	-
	-

	β-hydroxy-d, l-butyric acid
	-
	-
	-
	+

	α-keto-butyric acid
	-
	-
	-
	-

	acetoacetic acid
	+
	-
	+
	-

	propionic acid
	-
	-
	-
	+

	acetic acid
	+
	-
	+
	-

	formic acid
	-
	-
	-
	-


