Table S1. Prophage loci in Silicibacter sp. TM1040. A ‘+’ indicates a homolog to characterized genes with a BLAST E value of 10-35 or less.

	
	Prophage Locus

	
	1
	2
	3
	4

	Approximate Size
	74 kb
	30 kb
	39 kb
	36 kb

	Number of ORFs
	90 ORFs
	15 ORFs
	47 ORFs
	55 ORFs

	DNA-related ORFs
	
	
	
	

	     Terminase
	+
	
	+
	+

	     Integrase
	+
	+
	+
	+

	     Single-strand binding protein
	+
	
	
	+

	     ParB-like nuclease
	+
	
	
	

	     Type II DNA methyltransferase
	+
	
	
	

	     DNA invertase
	+
	
	
	

	     DNA packaging Nu1 protein
	
	
	+
	

	     Cro-like protein
	
	
	
	+

	Phage Structural ORFs
	
	
	
	

	     Major capsid protein
	+
	
	+
	+

	     Major tail tube protein
	
	
	+
	

	     Major tail sheath protein
	
	
	+
	

	     Tail protein I (GpI)
	
	
	+
	

	     Tail tape measure protein
	+
	
	
	

	     Minor tail protein
	
	
	+
	+

	     Baseplate assembly protein
	
	
	+
	

	     Portal protein
	+
	
	
	

	     Phage head-tail adaptor protein
	+
	
	
	

	Other Phage ORFs
	
	
	
	

	     Phage related lysozyme
	
	
	+
	

	     Gene D protein
	
	
	+
	

	     Peptidase
	+
	
	
	+

	     Prohead protease
	+
	
	
	


Table S2. Flagellar structural proteins in Roseobacter strains. A ‘+’ indicates the gene is present based on reciprocal best hits with a BLASTp E value of 10-5 or less, although it may be assigned a different name in the original annotation.  A blank cell indicates the gene is not present based on both BLASTp and tBLASTn analysis. Genes are identified by the Silicibacter sp. TM1040 ORF number.  

	Gene Number
	Gene Designation
	Silicibacter pomeroyi DSS3
	Silicibacter TM1040
	Jannaschia CCS1

	TM1040_2952
	flaA
	+
	+
	

	TM1040_2948
	flaF
	+
	+
	+

	TM1040_2939
	flbT
	+
	+
	+

	TM1040_2940
	flgA
	+
	+
	+

	TM1040_2941
	flgB
	+
	+
	

	TM1040_2963
	flgC
	+
	+
	+

	TM1040_2977
	flgD
	+
	+
	

	TM1040_2958
	flgE
	+
	+
	+

	TM1040_2947
	flgF1
	+
	+
	+

	TM1040_2976
	flgF2
	+
	+
	+

	TM1040_2959
	flgG
	+
	+
	+

	TM1040_2942
	flgH
	+
	+
	+

	TM1040_2961
	flgI
	+
	+
	+

	TM1040_2971
	flgJ
	+
	+
	+

	TM1040_2965
	flgK
	+
	+
	+

	TM1040_2964
	flgL
	+
	+
	+

	TM1040_2960
	flhA
	+
	+
	+

	TM1040_2978
	flhB
	+
	+
	

	TM1040_2953
	fliC1
	+
	+
	+

	TM1040_2955
	fliC2
	+
	+
	+

	TM1040_2946
	fliC3
	+
	+
	

	TM1040_2944
	fliC4
	+
	+
	+

	TM1040_2962
	fliC5
	+
	+
	+

	TM1040_2966
	fliC6
	+
	+
	+

	TM1040_3134
	fliE
	
	+
	

	TM1040_2876
	fliF
	
	+
	

	TM1040_2974
	fliG
	
	+
	

	TM1040_1038
	fliI
	
	+
	

	TM1040_1039
	fliK
	+
	+
	+

	TM1040_1040
	fliL
	
	+
	

	TM1040_2973
	fliN
	+
	+
	+

	TM1040_2972
	fliO
	+
	+
	+

	TM1040_2951
	fliP
	+
	+
	+

	TM1040_2096
	fliQ
	+
	+
	+

	TM1040_2938
	fliY
	+
	+
	+

	TM1040_2095
	motA1
	+
	+
	+

	TM1040_1009
	motA2
	+
	+
	+

	TM1040_2945
	motB1
	+
	+
	

	TM1040_3038
	motB2
	
	+
	


Table S3. Chemotaxis-related proteins in Roseobacter strains.  A ‘+’ indicates the gene is present based on reciprocal best hits with a BLAST E value of 10-5 or less.  A blank cell indicates the gene is not present based on both BLASTp and tBLASTn analysis.  Genes are identified by the Silicibacter sp. TM1040 ORF number unless the gene is only present in Jannaschia sp. CCS1.  

	Gene Number
	Gene Designation
	Silicibacter pomeroyi DSS3
	Silicibacter sp. TM1040
	Jannaschia sp. CCS1

	Methyl-accepting chemotaxis signal tranducer proteins

	TM1040_3242
	mcpA
	
	+
	

	TM1040_3209
	mcpB
	
	+
	

	TM1040_3194
	mcpC
	
	+
	

	TM1040_3179
	mcpD
	
	+
	

	TM1040_3177
	mcpE
	
	+
	

	TM1040_2453
	mcpF
	
	+
	+

	TM1040_2647
	mcpG
	
	+
	

	TM1040_2937
	mcpH
	
	+
	

	TM1040_0359
	mcpI
	
	+
	

	TM1040_0433
	mcpJ
	
	+
	

	TM1040_0476
	mcpK
	
	+
	

	TM1040_0580
	aer
	
	+
	

	TM1040_0839
	mcpL
	
	+
	

	TM1040_0984
	mcpM
	
	+
	

	TM1040_1027
	mcpN
	
	+
	

	TM1040_1083
	mcpO
	
	+
	

	TM1040_1383
	mcpP
	
	+
	

	TM1040_1487
	mcpQ
	
	+
	+

	TM1040_1977
	mcpR
	
	+
	

	TM1040_2002
	mcpS
	
	+
	

	Jann_2227
	mcp
	
	
	+

	Jann_2369
	mcp
	
	
	+

	Cytoplasmic signal transducers

	TM1040_3206
	cheA
	
	+
	+

	TM1040_3210
	cheB
	
	+
	+

	TM1040_3244
	cheD1
	
	+
	

	TM1040_3211
	cheD2
	
	+
	+

	TM1040_3243
	cheR1
	
	+
	

	TM1040_3204
	cheR2
	
	+
	+

	TM1040_0460
	cheR3
	
	+
	

	TM1040_1028
	cheR4
	
	+
	

	TM1040_2227
	cheR5
	
	+
	+

	TM1040_3245
	cheW1
	
	+
	

	TM1040_3205
	cheW2
	
	+
	+

	TM1040_3208
	cheX
	
	+
	

	TM1040_3207
	cheY1
	
	+
	+

	TM1040_3203
	cheY2
	
	+
	+


Table S4. Phototrophyrelated genes in Jannaschia sp. CCS1 and other anoxygenic phototrophs.  A ‘+’ indicates the gene is present, although it may be assigned a different name in the original annotation.   A blank cell indicates the gene is not present based on both BLASTp and tBLASTn analysis. 

	Gene Designation
	Function
	Jannaschia sp.

CCS1
	Erythrobacter sp. NAP1
	Rhodobacter sphaeroides 2.4.1
	Rhodobacter capsulatus 1
	Rhsp. rubrum

ATCC11170
	Rhps. palustris

CGA009

	acsF
	bacteriochlorophyll biosynthesis
	+
	+
	+
	
	
	+

	pucC
	light harvesting/reaction center 
	+
	
	+
	+
	
	+

	pucA
	light harvesting/reaction center 
	+
	
	+
	+
	
	+

	pucB
	light harvesting/reaction center 
	+
	
	+
	+
	
	+

	cycA
	cytochrome
	+
	+
	+
	+
	+
	+

	puhA
	light harvesting/reaction center 
	+
	+
	+
	+
	+
	+

	lhaA
	light harvesting/reaction center 
	+
	+
	+
	+
	+
	+

	bchM
	bacteriochlorophyll biosynthesis
	+
	+
	+
	+
	+
	+

	bchL
	bacteriochlorophyll biosynthesis
	+
	+
	+
	+
	+
	+

	bchH
	bacteriochlorophyll biosynthesis
	+
	+
	+
	+
	+
	+

	bchB
	bacteriochlorophyll biosynthesis
	+
	+
	+
	+
	+
	+

	bchN
	bacteriochlorophyll biosynthesis
	+
	+
	+
	+
	+
	+

	bchF
	bacteriochlorophyll biosynthesis
	+
	+
	+
	+
	+
	+

	ppaA
	regulator
	+
	+
	+
	+
	+
	+

	ppsR
	regulator
	+
	+
	+
	+
	+
	+

	bchE
	bacteriochlorophyll biosynthesis
	
	
	+
	+
	+
	+

	bchJ
	bacteriochlorophyll biosynthesis
	
	
	+
	+
	+
	+

	bchG
	bacteriochlorophyll biosynthesis
	+
	+
	+
	+
	+
	+

	bchP
	bacteriochlorophyll biosynthesis
	+
	+
	+
	+
	+
	+

	bchO
	bacteriochlorophyll biosynthesis
	+
	+
	+
	+
	+
	+

	bchD
	bacteriochlorophyll biosynthesis
	+
	+
	+
	+
	+
	+

	bchI
	bacteriochlorophyll biosynthesis
	+
	+
	+
	+
	+
	+

	crtA
	carotenoid biosynthesis
	+
	
	+
	+
	
	+

	crtI
	carotenoid biosynthesis
	+
	+
	+
	+
	+
	+

	crtB
	carotenoid biosynthesis
	+
	+
	+
	+
	+
	+

	tspO
	regulator
	+
	+
	+
	+
	+
	+

	crtC
	carotenoid biosynthesis
	+
	+
	+
	+
	+
	+

	crtD
	carotenoid biosynthesis
	+
	+
	+
	+
	+
	+

	crtE
	carotenoid biosynthesis
	+
	+
	+
	+
	+
	+

	crtF
	carotenoid biosynthesis
	+
	+
	+
	+
	+
	+

	bchC
	bacteriochlorophyll biosynthesis
	+
	+
	+
	+
	+
	+

	bchX
	bacteriochlorophyll biosynthesis
	+
	+
	+
	+
	+
	+

	bchY
	bacteriochlorophyll biosynthesis
	+
	+
	+
	+
	+
	+

	bchZ
	bacteriochlorophyll biosynthesis
	+
	+
	+
	+
	+
	+

	pufQ
	light harvesting/reaction center 
	+
	
	+
	+
	
	

	pufK
	light harvesting/reaction center 
	
	
	+
	
	
	

	pufB
	light harvesting/reaction center 
	+
	+
	+
	+
	+
	+

	pufA
	light harvesting/reaction center 
	+
	+
	+
	+
	+
	+

	pufL
	light harvesting/reaction center 
	+
	+
	+
	+
	+
	+

	pufM
	light harvesting/reaction center 
	+
	+
	+
	+
	+
	+

	pufC
	light harvesting/reaction center 
	+
	
	
	
	
	

	pufX
	light harvesting/reaction center 
	
	
	+
	+
	
	

	dxs
	carotenoid biosynthesis
	+
	+
	+
	+
	+
	+

	idi
	carotenoid biosynthesis
	+
	
	+
	+
	
	


The photosynthetic operon of R. capsulatus is available under accession number Z11165. 

Rhsp. = Rhodospirillum 

Rhps. = Rhodopseudomonas
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