Table S1  Strains, accession numbers and phenotypes
A.	Pathogenic vs Commensal phenotypes
	Strain
	ID on trees
	Accession Number
	Phenotype
and referencea

	Finished Genomes

	Escherichia coli 042
	Eco042	
	NC_017626.1
	EAEC [1]

	Escherichia coli 536
	Eco536	
	NC_008253.1
	ExPec UTI [2]

	Escherichia coli 53638
	Eco53638
	AAKB00000000
	EIEC JCVI (http://gsc.jcvi.org/
projects/msc/e_coli_and_shigella
/escherichia_coli_53638
/index.shtml)

	Escherichia coli 55989
	Eco55989
	NC_011748.1
	EAEC [3]

	Escherichia coli ABU 83972
	EcoABU83972
	NC_017629.1
	ExPec UTI [4]

	Escherichia coli APEC O1
	EcoAPEC01
	NC_008563.1
	ExPec From bird  [5] [2]

	Escherichia coli APEC 078
	EcoAPEC078
	NC_020163.1
	APEC  [6] (pathogenic only to birds)

	Escherichia coli ATCC 8739
	EcoATCC8739
	NC_010468.1
	Commensal [7]

	Escherichia coli B str. REL606
	EcoB_REL606
	NC_012967.1
	Commensal [8]

	Escherichia coli 'BL21-Gold(DE3)pLysS AG'
	EcoBL21-Gold
	NC_012947.1
	Commensal 

	Escherichia coli BL21(DE3)
	EcoBL21DE3
	AM946981
	Commensal [8]

	Escherichia coli BW2952
	EcoBW2952
	NC_012759.1
	Commensal [9]

	Escherichia coli CFT073
	EcoCFT073
	NC_004431.1
	ExPec [2]

	Escherichia coli str. 'clone D i2'
	EcoCloneDi2
	CP002212
	ExPec UPEC [10]

	Escherichia coli str. 'clone D i14'
	EcoCloneDi14
	CP002212
	ExPec UPEC [10]

	Escherichia coli DH1
	EcoDH1	
	CP001637
	Commensal [11]

	Escherichia coli E24377A
	EcoE24377A
	NC_009801.1
	ETEC

	Escherichia coli ED1a
	EcoED1a
	NC_011745.1
	Commensal [2]

	Escherichia coli ETEC H10407
	EcoETEC_H10407
	FN649414
	ETEC [2]

	Escherichia coli HS
	EcoHS	
	NC_009800.1
	Commensal [2]

	Escherichia coli IAI1
	EcoIAI1
	NC_011741.1
	Commensal [2]

	Escherichia coli IAI39
	EcoIAI39
	NC_011750.1
	ExPec UPEC  [2, 12]

	Escherichia coli IHE3034
	EcoIHE3034
	CP001969
	ExPec Neonatal meningitis  [13]

	Escherichia coli str. K-12 substr. DH10B
	EcoK12_DH10B
	NC_010473.1
	Commensal [2]

	Escherichia coli str. K-12 substr. MDS42
	EcoK12_MDS42
	NC_020518.1
	Commensal 

	Escherichia coli str. K-12 substr. MG1655
	EcoK12_MG1655
	NC_000913.2
	Commensal [3]

	Escherichia coli str. K-12 substr. W3110
	EcoK12_W3110
	AP009048
	Commensal [8]

	Escherichia coli KO11FL
	EcoKO11FL
	CP002516
	Commensal [14]

	Escherichia coli LF82
	EcoLF82
	CU651637
	AIEC [15]

	Escherichia coli NA114
	EcoNA114
	CP002797
	ExPec UPEC [16]

	Escherichia coli O103:H2 str. 12009
	EcoO103H2_12009
	NC_013353.1
	EHEC [8]

	Escherichia coli O104:H4 2009EL-2050
	EcoO104H4_2009EL-2050
	NC_018650
	EAEC/STEC [17]

	Escherichia coli O104:H4 2009EL-2071
	EcoO104H4_2009EL-2071
	NC_018661
	EAEC/STEC [17]

	Escherichia coliO104:H4 2011C-3493
	EcoO104H4_2011C-3493
	NC_018658
	EAEC/STEC [17]

	Escherichia coli O111:H- str. 11128
	EcoO111H-_11128
	NC_013364.1
	EHEC [8]

	Escherichia coli O127:H6 str. E2348/69
	EcoO127H6_E2348_
	NC_011601.1
	EPEC [2]

	Escherichia coli O157:H7 str. EC4115
	EcoO157H7_EC4115
	NC_011353.1
	EHEC [8]

	Escherichia coli O157:H7 str. EDL933
	EcoO157H7_EDL933
	NC_002655.2
	EHEC [8]

	Escherichia coli O157:H7 str. Sakai
	EcoO157H7_Sakai
	NC_002695.1
	EHEC [8]

	Escherichia coli O157:H7 str. TW14359
	EcoO157H7_TW14359
	NC_013008.1
	EHEC [8]

	Escherichia coli O157H7 str. TW14588
	EcoO157H7_TW14588
	CM000662.1
	EHEC [18]

	Escherichia coli O26:H11 str. 11368
	EcoO26H11_str11368
	NC_013361.1
	EHEC [8]

	Escherichia coli O55:H7 str. CB9615
	EcoO55H7_CB9615
	NC_013941.1
	EPEC [2]

	Escherichia coli O55:H7 str. RM12579
	EcoO55H7_RM12579
	NC_017653
	EPEC [19]

	Escherichia coli O7:K1 str. CE10
	EcoO7K1_CE10
	NC_017646
	ExPec Neonatal meningitis Lu et al 2011

	Escherichia coli O83:H1 str. NRG 857C
	EcoO83H1_NRG857C
	CP001855
	AIEC [20]

	Escherichia coli P12b
	EcoP21B
	CP002291.1
	????? [21]

	Escherichia coli S88
	EcoS88	
	NC_011742.1
	ExPec Neonatal Meningitis   [12] [2]

	Escherichia coli SE11
	EcoSE11
	NC_011415.1
	Commensal [2]

	Escherichia coli SE15
	EcoSE15
	AP009378
	Commensal [22]

	Escherichia coli SMS-3-5
	EcoSMS35
	NC_010498.1
	Commensal [2]

	Escherichia coli UM146
	EcoUM146
	CP002167
	AIEC, Ileal Chron's Disease biopsy tissue [23]

	Escherichia coli UMN026
	EcoUMN026
	NC_011751.1
	ExPec UPEC [12] [2]

	Escherichia coli UMNF18
	EcoUMNF18
	NZ_AGTD01000001.1
	ETEC ([24])

	Escherichia coli UMNK88
	EcoUMNK88
	NC_017639
	ETEC [24, 25]

	Escherichia coli UTI89
	EcoUTI89
	NC_007946.1
	ExPec UPEC [2]

	Escherichia coli W
	EcoW	
	CP002185
	Commensal

	Escherichia coli Xuzhou21
	EcoXUZhou21
		
	CP001925.1



	EHEC [26]

	Shigella boydii CDC 3083-94
	Shibo_CDC3083-94
	NC_010658.1
	[27]

	Shigella boydii Sb227
	Shibo_Sb277
	NC_007613.1
	[28]

	Shigella dysenteriae Sd197
	Shidy_Sd197
	NC_007606.1
	[28]

	Shigella flexneri 2002017
	Shifl_2002017
	NC_004741.1
	[29]

	Shigella flexneri 2a str. 2457T
	Shifl_2a_245T
	NC_004741.1
	[30]

	Shigella flexneri 2a str. 301
	Shifl_2a_301
	NC_004337.2
	[31]

	Shigella flexneri 5 str. 8401
	Shifl_5_8401
	NC_008258.1
	[32]

	Shigella flexneri 5a str. M90T
	Shifi_M90T
	CM001474.1
	[33]

	Shigella sonnei Ss046
	Shiso_Ss046
	NC_008258.1
	[28]

	Shigella sonnei 53G
	Shiso_53G
	HE616528.1
	

	Escherichia fergusonii ATCC35469
	E. fergusonii
	NC_011740.1
	


aIf no reference is given the genome is a direct submission and the phenotype is taken from the GenBank file annotation
B.	Human vs non-human source
	Strain
	Accession number
	Source (host)a

	Eco_9.0111
	NZ_AEZZ00000000
	Homo sapiens

	Eco_93.0624
	NZ_AEZT00000000
	Homo sapiens

	Eco_95.0941
	NZ_AEZN00000000
	Homo sapiens

	Eco_96.0497
	NZ_AEZQ00000000
	Homo sapiens

	Eco_96.154
	NZ_AEZW00000000
	Homo sapiens

	Eco_DEC10A
	NZ_AIGP00000000
	Homo sapiens

	Eco_DEC10B
	NZ_AIGQ00000000
	Homo sapiens

	Eco_DEC10C
	NZ_AIGR00000000
	Homo sapiens

	Eco_DEC10D
	NZ_AIGS00000000
	Homo sapiens

	Eco_DEC11A
	NZ_AIGV00000000
	Homo sapiens

	Eco_DEC11B
	NZ_AIGW00000000
	Homo sapiens

	Eco_DEC11C
	NZ_AIGX00000000
	Homo sapiens

	Eco_DEC11D
	NZ_AIGY00000000
	Homo sapiens

	Eco_DEC11E
	NZ_AIGZ00000000
	Homo sapiens

	Eco_DEC12A
	NZ_AIHA00000000
	Homo sapiens

	Eco_DEC12B
	NZ_AIHB00000000
	Homo sapiens

	Eco_DEC12C
	NZ_AIHC00000000
	Homo sapiens

	Eco_DEC12D
	NZ_AIHD00000000
	Homo sapiens

	Eco_DEC12E
	NZ_AIHE00000000
	Homo sapiens

	Eco_DEC13A
	NZ_AIHF00000000
	Homo sapiens

	Eco_DEC13B
	NZ_AIHG00000000
	Homo sapiens

	Eco_DEC13C
	NZ_AIHH00000000
	Homo sapiens

	Eco_DEC13D
	NZ_AIHI00000000
	Homo sapiens

	Eco_DEC13E
	NZ_AIHJ00000000
	Homo sapiens

	Eco_DEC14A
	NZ_AIHK00000000
	Homo sapiens

	Eco_DEC14B
	NZ_AIHL00000000
	Homo sapiens

	Eco_DEC14C
	NZ_AIHM00000000
	Homo sapiens

	Eco_DEC14D
	NZ_AIHN00000000
	Homo sapiens

	Eco_DEC15A
	NZ_AIHO00000000
	Homo sapiens

	Eco_DEC15B
	NZ_AIHP00000000
	Homo sapiens

	Eco_DEC15C
	NZ_AIHQ00000000
	Homo sapiens

	Eco_DEC15D
	NZ_AIHR00000000
	Homo sapiens

	Eco_DEC15E
	NZ_AIHS00000000
	Homo sapiens

	Eco_DEC1A
	NZ_AIEV00000000
	Homo sapiens

	Eco_DEC1B
	NZ_AIEW00000000
	Homo sapiens

	Eco_DEC1C
	NZ_AIEX00000000
	Homo sapiens

	Eco_DEC1D
	NZ_AIEY00000000
	Homo sapiens

	Eco_DEC1E
	NZ_AIEZ00000000
	Homo sapiens

	Eco_DEC2A
	NZ_AIFA00000000
	Homo sapiens

	Eco_DEC2B
	NZ_AFJB00000000
	Homo sapiens

	Eco_DEC2C
	NZ_AIFB00000000
	Homo sapiens

	Eco_DEC2D
	NZ_AIFC00000000
	Homo sapiens

	Eco_DEC2E
	NZ_AIFD00000000
	Homo sapiens

	Eco_DEC3A
	NZ_AIFE00000000
	Homo sapiens

	Eco_DEC3B
	NZ_AIFF00000000
	Homo sapiens

	Eco_DEC3C
	NZ_AIFG00000000
	Homo sapiens

	Eco_DEC3D
	NZ_AIFH00000000
	Homo sapiens

	Eco_DEC3E
	NZ_AIFI00000000
	Homo sapiens

	Eco_DEC3F
	NZ_AIFJ00000000
	Homo sapiens

	Eco_DEC4B
	NZ_AIFL00000000
	Homo sapiens

	Eco_DEC4E
	NZ_AIFO00000000
	Homo sapiens

	Eco_DEC5A
	NZ_AIFQ00000000
	Homo sapiens

	Eco_DEC5B
	NZ_AIFR00000000
	Homo sapiens

	Eco_DEC5C
	NZ_AIFS00000000
	Homo sapiens

	Escherichia_coli_0.1288_425420599
	NZ_AMVJ00000000
	Cow

	Escherichia_coli_08BKT055439_545140219
	NZ_AVRI00000000
	Cow

	Escherichia_coli_08BKT77219_545140599
	NZ_AVRJ00000000
	Cow

	Escherichia_coli_09BKT024447_545141062
	NZ_AVRK00000000
	Cow

	Escherichia_coli_09BKT076207_545136309
	NZ_AVQR00000000
	Cow

	Escherichia_coli_1.2264_417152015
	NZ_AEZO00000000
	goat

	Escherichia_coli_1.2741_417119824
	NZ_AEZI00000000
	Cow

	Escherichia_coli_3.2608_417178633
	NZ_AEZS00000000
	Horse

	Escherichia_coli_3.3884_417270398
	NZ_AFAC00000000
	Cow

	Escherichia_coli_3.4880_445048619
	NZ_AOET00000000
	Cow

	Escherichia_coli_4.0522_417203081
	NZ_AEZU00000000
	Cow

	Escherichia_coli_4.0967_417254869
	NZ_AFAA00000000
	Rabbit

	Escherichia_coli_5.0588_417136359
	NZ_AEZK00000000
	Cow

	Escherichia_coli_7.1982_445026466
	NZ_AOEP00000000
	Cow

	Escherichia_coli_9.1649_452339940
	NZ_AEZY00000000
	Pig

	Escherichia_coli_900105_417300141
	NZ_AFAI00000000
	Cow

	Escherichia_coli_97.0246_417129236
	NZ_AEZJ00000000
	Cow

	Escherichia_coli_97.0264_452335920
	NZ_AEZP00000000
	Cow

	Escherichia_coli_99.0670_445061729
	NZ_AOEV00000000
	Cow

	Escherichia_coli_99.0678_429076139
	NZ_ANME00000000
	Cow

	Escherichia_coli_99.0713_429081522
	NZ_ANMF00000000
	Cow

	Escherichia_coli_99.0741_417170723
	NZ_AEZR00000000
	Cow

	Escherichia_coli_AA86_417665128
	NZ_AFET00000000
	Cow

	Escherichia_coli_AD30_421779006
	NZ_AMSK00000000
	Chicken

	Escherichia_coli_B41_417294281
	NZ_AFAH00000000
	Pig

	Escherichia_coli_Bd5610_99_545141564
	NZ_AVRL00000000
	Cow

	Escherichia_coli_CUMT8_419952369
	NZ_AJWV00000000
	Mouse

	Escherichia_coli_DEC10E_419281345
	NZ_AIGT00000000
	Cow

	Escherichia_coli_DEC10F_419287513
	NZ_AIGU00000000
	Rabbit

	Escherichia_coli_DEC4A_419084069
	NZ_AIFK00000000
	Cow

	Escherichia_coli_DEC4C_419095954
	NZ_AIFM00000000
	Bison

	Escherichia_coli_DEC4D_419101574
	NZ_AIFN00000000
	Cow

	Escherichia_coli_DEC7A_419173376
	NZ_AIGA00000000
	Pig

	Escherichia_coli_DEC7B_419178898
	NZ_AIGB00000000
	Cow

	Escherichia_coli_DEC7C_419184295
	NZ_AIGC00000000
	Pig

	Escherichia_coli_DEC7D_419189743
	NZ_AIGD00000000
	Pig

	Escherichia_coli_DEC7E_419194916
	NZ_AIGE00000000
	Pig

	Escherichia_coli_DEC8C_419213257
	NZ_AIGH00000000
	Cow

	Escherichia_coli_FRIK920_421827501
	NZ_AMTP00000000
	Cow

	Escherichia_coli_KD1_419916220
	NZ_AJWO00000000
	Dog

	Escherichia_coli_O08_450237527
	NZ_AOGM00000000
	Chicken

	Escherichia_coli_O157_478764724
	NZ_AHZD00000000
	Cow

	Escherichia_coli_O32_419813582
	NZ_AJQW00000000
	Cow

	Escherichia_coli_S17_450262410
	NZ_AOGN00000000
	Chicken

	Escherichia_coli_SEPT362_450208582
	NZ_AOGL00000000
	Chicken

	Escherichia_coli_SWW33_487679359
	NZ_AQFX00000000
	Mouse

	Escherichia_coli_T1282_01_545141930
	NZ_AVRM00000000
	Cow

	Escherichia_coli_T1840_97_545142167
	NZ_AVRN00000000
	Cow

	Escherichia_coli_T234_00_545142500
	NZ_AVRO00000000
	Cow

	Escherichia_coli_T924_01_545142806
	NZ_AVRP00000000
	Cow

	Escherichia_coli_Tx1686_545148044
	NZ_AVSN00000000
	Cow

	Escherichia_coli_Tx3800_545148289
	NZ_AVSO00000000
	Cow

	Escherichia_coli_UMNF18_418306523
	NZ_AGTD00000000
	Pig

	Escherichia_coli_W26_418044527
	NZ_AGIA00000000
	Cow

	Escherichia_coli_O55:H7_str_CB9615
	NC_013941.1
	Homo sapiens

	Escherichia_coli_ABU 83972
	NC_017629
	Homo sapiens

	Escherichia_coli_UMNK88
	NC_017639
	Pig

	Escherichia_coli_O7:K1_CE10
	NC_017646
	Homo sapiens

	Escherichia_coli_O55:H7_str_RM12579
	NC_017653
	Homo sapiens

	Escherichia_coli_O104:H4_str_2009EL-2071
	NC_0186614
	Homo sapiens

	Escherichia_coli_O104:H4_str_2009EL-2050
	NC_018650
	Homo sapiens

	Escherichia_coli_O104:H4_str_2011C-3493
	NC_018658
	Homo sapiens



aThe source (host) of each strain is taken from the GenBank annotations.
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