Table S4
	X. campestris pv. campestris ATCC33913
	Azoarcus sp. BH72
	D. aromatica RCB
	V. paradoxus S110
	S. lithotrophicus ES-1

	Genelocus [Xcc_]
	NCBI annotation
	domain guided annotation
	Accession number
	Gene [Arc#]
	Max score
	Total score
	coverage  [%]
	E value
	identity [%]
	Accession number
	Genelocus [daro_]
	Max score
	Total score
	coverage  [%]
	E value
	identity [%]
	Accession number
	Genelocus [vapar_]
	Max score
	Total score
	coverage [%]
	E value
	identity[%]
	Accession number
	Genelocus [Slit_]
	Max score
	Total score
	coverage [%]
	E value
	identity[%]
	Accession number

	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	

	3996
	ankyrin-like protein
	ankyrin-like protein
	NP_639335.1
	
	57.8
	443
	70
	7.00E-09
	38
	YP_934488.1
	3570
	67.8
	397
	76
	1.00E-12
	29
	YP_286769.1
	2793
	38.5
	215
	41
	2.00E-04
	31
	YP_002944680.1
	392
	84
	488
	69
	2.00E-18
	41
	YP_003523020.1

	3997
	hypothetical protein
	hypothetical protein
	NP_639336.1
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	

	3998
	3-oxoacyl-ACP synthase
	ketosynthase
	NP_639337.1
	K
	365
	365
	99
	3.00E-123
	53
	YP_935413.1
	4185
	369
	369
	99
	2.00E-125
	50
	YP_287381.1
	262
	489
	489
	100
	9.00E-172
	62
	YP_002942191.1
	350
	363
	363
	99
	2.00E-123
	50
	YP_003522979.1

	3999
	hypothetical protein
	Beta-ketoacyl synthase, N-terminal domain;
	NP_639338.1
	J
	120
	120
	76
	2.00E-32
	46
	YP_935414.1
	4186
	129
	129
	72
	2.00E-36
	46
	YP_287382.1
	261
	203
	203
	90
	6.00E-64
	53
	YP_002942190.1
	351
	115
	115
	79
	2.00E-32
	40
	YP_003522980.1

	4000
	dolichyl-phosphate mannose synthase-like protein
	glycosyltransferase
	NP_639339.1
	E
	82
	82
	55
	1.00E-18
	34
	YP_935419.1
	4193
	81.6
	81.6
	79
	3.00E-19
	29
	YP_287389.1
	2679
	69.7
	69.7
	76
	2.00E-14
	29
	YP_002944570.1
	375
	74.3
	74.3
	76
	7.00E-18
	29
	YP_003523004.1

	4001
	halogenase
	halogenase
	NP_639340.1
	A
	82.8
	82.8
	61
	5.00E-17
	26
	YP_935423.1
	4197
	75.9
	75.9
	60
	2.00E-15
	24
	YP_287393.1
	260
	587
	587
	99
	0
	55
	YP_002942189.1
	49
	37
	37
	32
	0.002
	27
	YP_003522678.1

	4002
	hypothetical protein
	contains ABC motiv
	NP_639341.1
	
	
	
	
	
	
	
	2559
	36.2
	36.2
	44
	0.005
	24
	YP_285762.1
	1171
	56.6
	56.6
	84
	6.00E-09
	24
	YP_002943088.1
	1168
	30
	30
	9
	0.026
	36
	YP_003523793.1

	4003
	3-ketoacyl-ACP reductase
	3-ketoacyl-ACP reductase/FabG
	NP_639342.1
	H
	281
	281
	97
	7.00E-95
	64
	YP_935416.1
	4188
	308
	308
	96
	3.00E-106
	68
	YP_287384.1
	2678
	281
	281
	96
	1.00E-94
	58
	YP_002944569.1
	353
	323
	323
	96
	4.00E-112
	67
	YP_003522982.1

	4004
	phosphotransferase
	FabA/Z like  dehydratase
	NP_639343.1
	I
	121
	121
	98
	5.00E-35
	50
	YP_935415.1
	4187
	118
	118
	98
	8.00E-35
	47
	YP_287383.1
	2677
	100
	100
	97
	4.00E-27
	44
	YP_002944568.1
	352
	94
	94
	97
	1.00E-25
	46
	YP_003522981.1

	4005
	hypothetical protein
	exporter
	NP_639344.1
	P
	380
	380
	96
	5.00E-119
	37
	YP_931760.1
	4177
	413
	413
	96
	3.00E-132
	36
	YP_287373.1
	2674
	344
	344
	92
	1.00E-105
	34
	YP_002944565.1
	368
	474
	474
	96
	4.00E-156
	39
	YP_003522997.1

	4006
	hypothetical protein
	hypothetical protein
	NP_639345.1
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	

	4007
	fatty acyl CoA synthetase
	hypothetical protein
	NP_639346.1
	Q
	80.9
	80.9
	77
	9.00E-19
	37
	YP_931761.1
	4176
	66.6
	66.6
	73
	3.00E-16
	31
	YP_287372.1
	2673
	76.3
	76.3
	73
	3.00E-17
	33
	YP_002944564.1
	367
	61.2
	61.2
	81
	6.00E-13
	27
	YP_003522996.1

	4008
	acyltransferase
	acyltransferase
	NP_639347.1
	R
	205
	205
	91
	3.00E-63
	40
	YP_931762.1
	4175
	200
	200
	91
	3.00E-62
	38
	YP_287371.1
	2672
	148
	148
	90
	2.00E-41
	36
	YP_002944563.1
	366
	216
	216
	90
	3.00E-68
	41
	YP_003522995.1

	4009
	dehydratase
	dehydratase
	NP_639348.1
	S
	57.8
	57.8
	91
	5.00E-12
	41
	YP_931763.1
	4174
	54.3
	54.3
	91
	1.00E-11
	36
	YP_287370.1
	2671
	59.7
	59.7
	91
	1.00E-11
	41
	YP_002944562.1
	365
	54.3
	54.3
	97
	1.00E-11
	31
	YP_003522994.1

	4010
	acyltransferase
	acyltransferase
	NP_639349.1
	
	83.6
	83.6
	69
	3.00E-19
	34
	YP_932358.1
	3933
	80.1
	80.1
	44
	6.00E-19
	41
	YP_287131.1
	4741
	85.5
	85.5
	67
	6.00E-20
	34
	YP_002946612.1
	374
	55.8
	55.8
	57
	2.00E-10
	32
	YP_003523003.1

	4011
	ketosynthase
	hypothetical protein
	NP_639350.1
	U
	32
	32
	45
	0.17
	30
	YP_931765.1
	4172
	37.7
	37.7
	46
	2.00E-05
	27
	YP_287368.1
	2670
	48.9
	48.9
	85
	3.00E-07
	28
	YP_002944561.1
	363
	49.3
	49.3
	49
	4.00E-09
	28
	YP_003522992.1

	4012
	acyl carrier protein
	ACP
	NP_639351.2
	V
	90.1
	90.1
	83
	2.00E-24
	57
	YP_931766.1
	4171
	102
	102
	88
	3.00E-30
	61
	YP_287367.1
	2669
	100
	100
	95
	2.00E-28
	59
	YP_002944560.1
	354
	99.4
	99.4
	76
	8.00E-29
	59
	YP_003522983.1

	4013
	reductase/halogenase
	halogenase
	NP_639352.1
	A
	365
	365
	93
	2.00E-123
	46
	YP_935423.1
	4197
	359
	359
	95
	1.00E-121
	41
	YP_287393.1
	2969
	368
	368
	94
	6.00E-123
	44
	YP_002944855.1
	
	
	
	
	
	
	

	4014
	pteridine-dependent deoxygenase like protein
	chorismatase /XanB2
	NP_639353.2
	B
	154
	154
	89
	6.00E-44
	37
	YP_935422.1
	4196
	185
	185
	91
	2.00E-56
	38
	YP_287392.1
	2681
	165
	165
	88
	7.00E-48
	40
	YP_002944572.1
	372
	179
	179
	99
	3.00E-54
	37
	YP_003523001.1

	4015
	AMP-ligase
	CoA-ligase
	NP_639354.1
	T
	301
	301
	84
	5.00E-96
	45
	YP_931764.1
	4173
	300
	300
	83
	4.00E-96
	44
	YP_287369.1
	2671
	258
	258
	81
	1.00E-78
	41
	YP_002944562.1
	364
	305
	305
	83
	1.00E-98
	42
	YP_003522993.1
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