[bookmark: OLE_LINK71][bookmark: OLE_LINK74]Table S2. Genomes of the other species from the family Comamonadacea that are used in this study

	Strain
	Size (Mb)
	GC(%)
	Genome status
	Accession number (reference)

	
	
	
	Draft/finished
	Contigs
	

	Acidovorax avenae subsp. avenae RS-1
	5.5
	68.7
	Draft
	156
	AFPT01000000 [1]

	Alicycliphilus denitrificans K601
	5.0
	68.0
	Finished
	-
	NC_015422.1 [2]

	Delftia acidovorans SPH-1
	6.8
	66.5
	Finished
	-
	NC_010002.1 [3]

	Polaromonas naphthalenivorans CJ2
	4.4
	62.5
	Finished
	-
	NC_008781.1 [4]

	Ramlibacter tataouinensis TTB310
	4.1
	70.0
	Finished
	-
	NC_015677.1 [5]

	Hylemonella gracilis ATCC 19624
	3.6
	65.1
	Draft
	115
	AEGR01000000 [6]

	Variovorax paradoxus EPS
	6.6
	66.5
	Finished
	-
	CP002417.1 [7]

	Verminephrobacter aporrectodeae subsp. tuberculatae At4
	4.7
	65.6
	Draft
	1082
	AFAL01000000 [8]
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