Table S-5. Protein-coding genes annotated in the region shared between B. inopinata strain BO1T   and Rhizobium leguminosarum bv. trifolii WSM2304, which contains region B-9. The annotations are those for Rhizobium leguminosarum bv. trifolii WSM2304 as given in the PTT file available for refSeq accession NC_011368. The genes that correspond to region B-9 are shaded in gray.
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63622..65100 - 492 209546510Rleg2_4432 COG1012C aldehyde dehydrogenase

65162..66616 - 484 209546511Rleg2_4433 COG0531E amino acid permease

66937..67722 + 261 209546512Rleg2_4434 COG1414K IclR family transcriptional regulator

67722..68975 + 417 209546513Rleg2_4435 COG5441S hypothetical protein

68972..69622 + 216 209546514Rleg2_4436 COG1011R HAD-superfamily hydrolase

69640..70995 + 451 209546515Rleg2_4437 COG0161H hypothetical protein

70998..72281 + 427 209546516Rleg2_4438 COG0160E aminotransferase class-III

72289..73308 + 339 209546517Rleg2_4439 COG2334R aminoglycoside phosphotransferase

73361..73747 + 128 209546518Rleg2_4440 COG3232E 5-carboxymethyl-2-hydroxymuconate isomerase

73791..75308 + 505 209546519Rleg2_4441 COG1012C 5-carboxymethyl-2-hydroxymuconate semialdehyde dehydrogenase

75335..76315 + 326 209546520Rleg2_4442 COG0346E 3,4-dihydroxyphenylacetate 2,3-dioxygenase

76375..77826 + 483 209546521Rleg2_4443 COG1012C succinic semialdehyde dehydrogenase

77852..78724 + 290 209546522Rleg2_4444 COG0179Q 5-oxopent-3-ene-1,2,5-tricarboxylate decarboxylase

78724..79527 + 267 209546523Rleg2_4445 COG3971Q 2-oxo-hepta-3-ene-1,7-dioic acid hydratase

79540..80346 + 268 209546524Rleg2_4446 COG3836G 2,4-dihydroxyhept-2-ene-1,7-dioic acid aldolase

80452..81240 + 262 209546525Rleg2_4447 COG1028IQR short-chain dehydrogenase/reductase SDR

81256..82035 + 259 209546526Rleg2_4448 - hypothetical protein

82047..82436 + 129 209546527Rleg2_4449 COG3631R hypothetical protein

82470..83414 - 314 209546528Rleg2_4450 COG2207K AraC family transcriptional regulator

83430..84146 - 238 209546529Rleg2_4451 COG0410E ABC transporter

84148..84852 - 234 209546530Rleg2_4452 COG0411E ABC transporter

84849..85886 - 345 209546531Rleg2_4453 COG4177E inner-membrane translocator

85883..86749 - 288 209546532Rleg2_4454 COG0559E inner-membrane translocator

86818..88071 - 417 209546533Rleg2_4455 COG0683E branched-chain amino acid ABC transporter periplasmic amino acid-binding protein

88131..89726 - 531 209546534Rleg2_4456 COG2303E glucose-methanol-choline oxidoreductase

89730..91136 - 468 209546535Rleg2_4457 COG1012C aldehyde dehydrogenase

91239..92225 - 328 209546536Rleg2_4458 COG2207K AraC family transcriptional regulator

92336..92839 - 167 209546537Rleg2_4459 COG1846K MarR family transcriptional regulator
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		coordinates		strand		size (aa)		GI		locus tag		COG classification		annotation

		63622..65100		-		492		209546510		Rleg2_4432		COG1012C		aldehyde dehydrogenase

		65162..66616		-		484		209546511		Rleg2_4433		COG0531E		amino acid permease

		66937..67722		+		261		209546512		Rleg2_4434		COG1414K		IclR family transcriptional regulator

		67722..68975		+		417		209546513		Rleg2_4435		COG5441S		hypothetical protein

		68972..69622		+		216		209546514		Rleg2_4436		COG1011R		HAD-superfamily hydrolase

		69640..70995		+		451		209546515		Rleg2_4437		COG0161H		hypothetical protein

		70998..72281		+		427		209546516		Rleg2_4438		COG0160E		aminotransferase class-III

		72289..73308		+		339		209546517		Rleg2_4439		COG2334R		aminoglycoside phosphotransferase

		73361..73747		+		128		209546518		Rleg2_4440		COG3232E		5-carboxymethyl-2-hydroxymuconate isomerase

		73791..75308		+		505		209546519		Rleg2_4441		COG1012C		5-carboxymethyl-2-hydroxymuconate semialdehyde dehydrogenase

		75335..76315		+		326		209546520		Rleg2_4442		COG0346E		3,4-dihydroxyphenylacetate 2,3-dioxygenase

		76375..77826		+		483		209546521		Rleg2_4443		COG1012C		succinic semialdehyde dehydrogenase

		77852..78724		+		290		209546522		Rleg2_4444		COG0179Q		5-oxopent-3-ene-1,2,5-tricarboxylate decarboxylase

		78724..79527		+		267		209546523		Rleg2_4445		COG3971Q		2-oxo-hepta-3-ene-1,7-dioic acid hydratase

		79540..80346		+		268		209546524		Rleg2_4446		COG3836G		2,4-dihydroxyhept-2-ene-1,7-dioic acid aldolase

		80452..81240		+		262		209546525		Rleg2_4447		COG1028IQR		short-chain dehydrogenase/reductase SDR

		81256..82035		+		259		209546526		Rleg2_4448		-		hypothetical protein

		82047..82436		+		129		209546527		Rleg2_4449		COG3631R		hypothetical protein

		82470..83414		-		314		209546528		Rleg2_4450		COG2207K		AraC family transcriptional regulator

		83430..84146		-		238		209546529		Rleg2_4451		COG0410E		ABC transporter

		84148..84852		-		234		209546530		Rleg2_4452		COG0411E		ABC transporter

		84849..85886		-		345		209546531		Rleg2_4453		COG4177E		inner-membrane translocator

		85883..86749		-		288		209546532		Rleg2_4454		COG0559E		inner-membrane translocator

		86818..88071		-		417		209546533		Rleg2_4455		COG0683E		branched-chain amino acid ABC transporter periplasmic amino acid-binding protein

		88131..89726		-		531		209546534		Rleg2_4456		COG2303E		glucose-methanol-choline oxidoreductase

		89730..91136		-		468		209546535		Rleg2_4457		COG1012C		aldehyde dehydrogenase

		91239..92225		-		328		209546536		Rleg2_4458		COG2207K		AraC family transcriptional regulator

		92336..92839		-		167		209546537		Rleg2_4459		COG1846K		MarR family transcriptional regulator






