[bookmark: _Hlk97784375][bookmark: _Hlk122465231]Table 1 General genomic features and genome relatedness of strains G2-23T and J2-29T and the type strains of closely related Hoeflea species 
	Features
	
	
	
	Taxa
	
	
	

	
	1
	2
	3
	4
	5
	6
	7

	Genome size (Mb)
	5.2
	5.1
	4.2
	4.7
	5.1
	4.5
	5.3

	G+C contents (%)
	59.5
	62.2
	57.8
	54.3
	59.7
	59.3
	53.1

	N50 (kb)
	4,867
	4,982
	673
	358
	4,764
	4,468
	911

	No. contigs
	4
	2
	16
	50
	3
	1
	21

	No. of total genes
	5,061
	4,840
	3962
	4,357
	5,187
	4,223
	4,852

	No. of protein-coding genes
	4,789
	4,638
	3,873
	4,184
	4,157
	4,109
	4,754

	No. of total RNA
	57
	57
	53
	50
	58
	57
	54

	No. of tRNA
	47
	47
	46
	43
	48
	47
	47

	No. of rRNA
	6
	6
	3
	3
	6
	6
	3

	No. of confirmed CRISPR†
	–
	–
	–
	3
	–
	–
	9

	No. of total CAZy† genes
	85
	101
	70
	84
	79
	75
	101

	Glycoside hydrolase
	30
	38
	26
	35
	27
	28
	31

	Glycosyltransferase
	27
	34
	26
	26
	27
	28
	40

	Polysaccharide lyase
	0
	1
	0
	0
	0
	0
	1

	Carbohydrate esterase
	6
	7
	4
	7
	6
	4
	5

	Auxiliary activities
	19
	17
	12
	11
	17
	13
	21

	Carbohydrate-binding module
	3
	4
	2
	5
	2
	2
	3

	
	
	Digital DDH value (%)†

	ANI value (%)†
	1
	–
	22.8
	21.3
	21.3
	22.1
	21.1
	20.1

	
	2
	79.8
	–
	23.2
	22.7
	23.3
	21.7
	20.9

	
	3
	78.3
	80.4
	–
	21.9
	23.8
	21.4
	20.3

	
	4
	78.4
	80.0
	79.1
	–
	22.3
	21.1
	21.0

	
	5
	79.0
	80.5
	81.4
	79.5
	–
	22.1
	20.4

	
	6
	77.9
	78.5
	78.0
	77.8
	78.6
	–
	19.9

	
	7
	75.6
	76.6
	75.7
	77.2
	76.0
	74.8
	–


Taxa: 1, strain G2-23T (JAOVZR000000000); 2, strain J2-29T (JAOVZQ000000000); 3, H. halophila KCTC 23107T (OCPC00000000); 4, H. olei JC234T (LQZT00000000); 5, H. alexandrii KACC 12994T (JAOVZS000000000); 6, H. phototrophica DFL-43T (ABIA00000000); 7, H. marina DSM 16791T (QGTR00000000). The genomes of strains G2-23T and J2-29T and H. alexandrii KACC 12994T were sequenced in this study.
*The information was obtained from GenBank and annotated by the NCBI prokaryotic genome annotation pipeline (www.ncbi.nlm.nih.gov/genome/annotation_prok/).
†CRISPR, clustered regularly interspaced short palindromic repeat; CAZy, Carbohydrate-Active enZYmes; DDH, DNA-DNA hybridization; ANI, average nucleotide identity.
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