FEZH LWz (Fig. 6 (A). 4,
TecpA BRI BED S S, 55 DDFRE
2, BHEROBELEET D DICEE
ICREENTWDEWVIHRERH Y
(17, 18) pEntYN10 @ CofA & Z# & DFE

ENEFEINLTWAZ LR’ g o7 (Fig.

6B). L7273 T (S8 & L COHERE L R FF
ShTnpeEZLNS. LnL, CS8
PEERWE Ry F7 ey T A RTIE
BiETHo 0D, T BESIOEN
A5 FUAM S Lizhs o 1= FTHEHEA & %
LABD, BEFTMEBETH CS8 D
METBRINTRBHT(6),0169 O CS8
EERLTWARVDOE LIV,
RT-PCR 72 £1Z L 0 mRNA DERE M & T
WD DPEEIBTTTREEEZXD.
pEntYN10 @ K88-like &i=F#ElL, +
EHRES T o=y hEa— KT 5 fael
EFRIMED & BELFIN 2 SHRA T
7z (Fig. 3). faeG BB DRIIEERIT
rBL, 200 faeCElLFIL, TE20D
SEESNIZKIBE D faeG LV b, & b h
b4 Bt X /- Salmonella enterica
serovar Infantis @ faeG LiTW\NT &3
3o t- (Fig. 5). ZDZ b,
pEntYNIO > K88-like 23k M ~DEYD
TeDIBN TN B FREEDE X BD.
S. Infantis 2% 0169 & RO HfaEEEE
ERTOBE S b AREELTH B
EEXH57255.

0169 DIFRA I BET 5D, =

NHD3OOWEEERTFO ENITE L
EzbND. SRITINED 3 >DERE
FOIa—=TETY, EOBERTEE
DA DR BT B IG5 RETT
5.

ETEC Tk FDARLTTEZRT VD
TRERK b5, o780 b
TULT & STOEMIFERS & v Mokl
DHLDOREN. L, BRE~DES
HFBERD -0, LD ETEC IR E D
M, & RO ETEC Xk b DR TRk
EREBRSETBVHEEOITERITRNE
SNTWAB). LLA2 5, pEntINLO
DX I invitro THRHEE LT WS Z
AR 0169 IR TVWHLEEHIF
FiL, RENFICRR I ERGEEHY IR
L in vivo TR7ZENTND Z & &R
5. KFFAIFEIZa—FRaEnz3 &
DEZERFBIEFEFENGTHZ LICE
T 0169 MEARRTE EITREGLT D6
ERTVWD LT, BELSTWTS T
A FMRFFSIEIT DO LB TX 5.
K88ixh &b & T X ETEC DEERFTH
v, b MIESRT H72HD CS6 R CS8 72
EEBEIZELEREVSITE 0169 23
LCW5 &3 hiE, ETEC BYYESRIZ D
WTEZEZRDILELELD. BN
ETEC DIBEYLEAARLEICE MET DD,
FLOWEATHRNETLELHYZITE
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Table 3 HRAFIEICEMRT S Z LTINS pEntIN1IO _EDHEE CDS

Gene Products
Cluster  Name L?Sg;h co(::tznt L(erst; A/iszgfa) Predicted function Eri:otllgg (no.‘d;n;iz %)
(%) (accession no.)

CS6 cssD 2409 32.30 802 90.21  Outer membrane usher AAC45096  776/819 (94.7)
cssC 699 28.04 232 26.74  Periplasmic chaperone AAC45095 224/232 (96.6)

cssB 504 37.50 167 17.94  Pilus subunit AAC45094 159/167 (95.2)

cssA 465 36.34 154 16.97  Pilus subunit AAC45093 141/154 (91.6)
CS8 (CFAII) cofP 825 33.81 274 30.52 Peptide-processing of prepilin BAB62907 169/274 (61.7)
cofd 1065 35.40 354 40.88  Unknown BAB62906 191/363 (52.6)
cof| 1026 38.30 341 38.11  Type ll secretion system BAB62905 293/341 (85.9)
cofH 1530 38.69 509 57.85 Type li secretion system BAB62904  397/510 (77.8)

cof G 489 35.17 162 17.89  Unknown BAB62903 93/162 (57.4)
cof F 828 34.42 275 31.06 Pilus biosynthesis BAB62902 159/275 (54.5)

cofE 477 35.22 158 18.43  Pilus transmembrane anchor BAB62901 99/186 (53.2)

cofD 1458 36.21 485 54.22  Pilus biosynthesis BAB62900  412/485 (84.9)

cofC 420 39.52 139 15.66  Pilus biosynthesis BAB62899 86/140 (61.4)

cofB 1569 35.81 522 58.27  Pilus biosynthesis BAB62898  336/527 (63.8)

cofA 711 40.37 236 25.27  Pilus subunit BAB62897 175/239 (73.2)

cof T 444 43.47 147 16.62  Unknown BAB62896 106/147 (72.1)

cofS 834 36.21 277 31.53  Transcriptional regulator BAB62895 160/285 (56.1)

cofR 300 35.00 99 11.73  Transcriptional regulator BABG2894 66/100 (66.0)

K88 (F4) faeG2 873 38.83 290 31.04  Fimbrial major subunit YP_006131672.1 115/308 (37.3)
faeG1 831 44.40 276 28.88  Fimbrial major subunit YP_006131672.1 129/291 (44.3)

fae J 744 37.90 247 28.00  Minor fimbrial subunit YP_006131675.1 73/265 (27.5)
fael 765 42.09 254 27.99  Minor fimbrial subunit YP_006131674.1 113/258 (43.8)
faeH 837 39.67 278 30.73  Minor fimbrial subunit YP_006131673.1 152/309 (49.2)

fae F 504 35.52 167 18.33  Minor fimbrial subunit YP_006131671.1 72/167 (43.1)
faeE 735 38.78 244 26.88  Periplasmic chaperone YP_006131670.1 166/295 (56.3)
fae D 2400 42.88 799 85.36  Outer membrane usher YP_006131669.1 522/816 (64.0)

fae C 633 35.87 210 23:01  Minor fimbrial subunit YP_006131668.1 105/211 (49.8)
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Table 1. ETEC 0169:H41 DR ~7"T A X K pEntYN10 ED&%Z /X7 H a— FELS
Size The closest homology
Strand Left Right
No. of CDS Gene (amino Putative description Amino acid
orientation end end Accession No. Description
acids) Identity
1 - aatD2 407 1057 216 Putative apolipoprotein N-acyltransferase AatD WP_024171405.1 100%  apolipoprotein acyltransferase [Escherichia coli]
2 - 1609 1938 109 Transposase WP_001595087.1 99% hypothetical protein [Escherichia coli]
3 - 1987 2151 54 IS21 ORF2 EZB22434.1 100%  hypothetical protein BY55_18530 [Escherichia coli O169:H41 str. F9792]
4 + 2280 2492 70 1S1294 transposase WP_001717486.1 100% putative transposase [Escherichia coli]
5 + yafB 3178 3786 202 Putative unknown function protein YafB WP_024191425.1 99% hypothetical protein [Escherichia coli]
6 + 4441 4587 48 IS91 ORF EMW29464.1 100% putative transposase [Escherichia coli 2845650]
7 - cofP 4945 5769 274 Type 4 prepilin-like proteins leader peptide-processing enzyme CofP WP_001595093.1 100% hypothetical protein [Escherichia coli]
8 - cofl 5775 6839 354 Putative uncharacterized protein Cof] WP_001595094.1 100% hypothetical protein [Escherichia coli]
9 - cofl 6854 7879 341 Type II secretion system F domain-containing protein Cofl WP_001595096.1 99%  hypothetical protein [Escherichia coli]
10 - cofH 7866 9395 509 Type 1I secretion system protein CofH WP_001595097.1 99%  hypothetical protein [Escherichia coli]
11 - cofG 9395 9883 162 Putative uncharacterized protein CofG WP_001595098.1 100%  hypothetical protein [Escherichia coli]
12 - cofF 9871 10698 275 Putative pilus biosynthesis protein CofF WP_001595099.1 100%  hypothetical protein [Escherichia coli]
13 - cofE 10783 11259 158 Putative pilus biosynthesis transmembrane anchor protein CofE WP_001595100.1 100%  hypothetical protein [Escherichia coli]
14 - cofD 11262 12719 485 Putative exported pilus biosynthesis protein CofD WP _001717441.1 100%  bacterial type II and III secretion system family protein [Escherichia coli]
15 - cofC 12736 13155 139 Toxin co-regulated pilus biosynthesis protein CofC WP_024171393.1 100%  pilus assembly protein [Escherichia coli]
16 - cofB 13174 14742 522 Putative pilus biosynthesis protein CofB WP_024171394.1 100% N-terminal cleavage protein [Escherichia coli]
17 - cofA 14803 15513 236 Toxin-coregulated pilus subunit CofA WP_001717445.1 100% toxin-coregulated pilus subunit TcpA family protein [Escherichia coli]
17.1 - cof T 15817 16260 147 Putative hypothetical protein CofT WP_001595106.1 100% hypothetical protein [Escherichia coli]
18 - cofS 16268 17101 277 Putative transcriptional regulator CofS WP_001717447.1 100% bacterial regulatory helix-turn-helix s, AraC family protein [Escherichia coli]
19 - cofR 17385 17684 99 Major pilus subunit operon regulatory protein CofR WP_024171395.1 100% transcriptional regulator [Escherichia coli]
20 + 18421 19161 246 Site-specific recombinase WP_001717448.1 100% phage integrase family protein [Escherichia coli]
21 + 19251 19532 93 Putative uncharacterized protein ELG41993.1 100%  hypothetical protein AIWM_04622 [Escherichia coli KTE101]
22 + 19581 19748 55 Transposase WP_032189942.1 98% transposase [Escherichia coli]
23 + 20329 20772 147 Integrase catalytic subunit ELG41673.1 100%  hypothetical protein AlWM_04646 [Escherichia coli KTE101]
24 - repB 21130 22107 325 Initiator protein RepB WP_023486339.1 99%  RepFIB replication protein A [Escherichia coli]
25 - 22980 23240 86 IS91 ORF EGX22082.1 100% putative transposase [Escherichia coli TX19?9]
26 - 23234 24157 307 IS91 ORF "WP_032206866.1 98% transposase [Escherichia coli]
27 - 24157 24522 121 1S91 ORF2 WP_001353648.1 100% transposase [Escherichia coli]
28 - relE 24557 24883 108 Toxin-antitoxin system, toxin component, RelE family WPAOOIS 95119.1 100% RelE/StbE family addiction module toxin [Escherichia coli]
29 - 24880 25131 83 Toxin-antitoxin system, antitoxin component, PHD family WP_001595120.1 100%  hypothetical protein [Escherichia coli]
30 + parA 25685 26551 288 Partitioning protein ParA WP_001595122.1 100%  hypothetical protein [Escherichia coli]
31 + parB 26551 27582 343 Partitioning protein ParB WP_001595123.1 100%  ParB-like partition protein [Escherichia coli]
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Iso-IS1 ORF2

CS6 outer membrane usher protein CssD
CS6 subunits chaperone CssC
CS6 structural subunit CssB
CS6 structural subunit CssA
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EGX22082.1
WP_001717490.1
WP_001472221.1
WP_001717499.1
WP_001595139.1
WP_001595140.1
WP_024171410.1
WP_032159698.1
EMW28502.1
WP_001595218.1

ELG40995.1

99%
100%
100%
100%

99%
100%
100%

99%
100%

99%
100%
100%
100%
100%
100%

98%

99%
100%
100%

97%
100%

99%
100%

99%
100%

98%
100%
100%
100%
100%
100%
100%
100%
100%

98%
100%

100%

hypothetical protein AWM _04659 [Escherichia coli KTE101]
MULTISPECIES: hypothetical protein [Enterobacteriaceae]
protein samB [Escherichia coli]

protein samA [Escherichia coli]

transposase family protein [Escherichia coli 2845650]
transposase [Escherichia coli]

transposase [Escherichia coli]

transposase [Escherichia coli]

integrase core domain protein [Escherichia coli]
MULTISPECIES: IS186 transposase [Bacteria]

hypothetical protein [Escherichia coli]

hypothetical protein A1WM_04628 {Escherichia coli KTE101]
hypothetical protein [Escherichia coli]

transcriptional activator AggR [Escherichia coli]

hypothetical protein A1TWM_04628 [Escherichia coli KTE101]
hypothetical protein AlWM_04677 [Escherichia coli KTE101]
Mobile element protein [Escherichia coli CE516]

hypothetical protein [Escherichia coli}

hypothetical protein EC2845650 5230 [Escherichia coli 2845650]
AAA domain protein [Escherichia coli]

hypothetical protein AIWM_04681 [Escherichia coli KTE101]
transposons resolvase [Escherichia coli]

tn3 transposase DDE domain protein [Escherichia coli]
transposase for transposon Tn501 [Escherichia coli]
transposase [Escherichia coli]

transposase [Escherichia coli]

putative transposase [Escherichia coli TX1999]

transposase, IS1 family [Escherichia coli]

transposase, IS1 family [Escherichia coli]

type VII secretion system (T7SS), usher family protein [Escherichia coli]
chaperone CssC [Escherichia coli]

hypothetical protein [Escherichia coli]

Cro/Cl family transcriptional regulator [Escherichia coli]
transposase [Escherichia coli]

hypothetical protein EC2845650 5111 [Escherichia coli 2845650]
hypothetical protein [Escherichia coli]

hypéthetical protein AIWM_ 04745 [Escherichia coli KTE101]
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68
69
70
71
72
72.1
73
74
75
76
77
78
79
80
81
82
83

84
85

86
87
88
89
90
91
92

93

94

95

96

97

98

99

100

101

102

sbmA

aatC
aatB
aatA

aarfP

repAl

repA2

traX

tral

ybI166

est

52701
52966
53694
56727
57530
58891
59526
59804
60283
60902
61632
62831
64966
65203
66431
67581
68623

69029

69757

70321
73220
73545
74981
75181
76804
77151
77185
78065
78778
79501
79774
80094
80806
81237
81618

82403

52973
53544
56741
57128
58717
59469
59807
59962
60909
61600
62834
63970
65196
65571
67300
67841
68805

69760

70146

73155
73588
74696
75154
76773
77154
77576
78003
78484
78996
79689
80097
80276
81240
81587
82292

83515

90
192
1015
133
395
192
93
52
208
232
400
379
76
122
289
86
60

243

129

944
122
383
57
530
116
141
72
139
72
62
107
60
144
116
24

370

Arylsulfatase regulatory protein

Resolvase domain-containing protein

Transposase

1S91 ORF2

Microcin B17 transporter SbmA

Transposase

Integrase catalytic subunit

Transposase insN for insertion sequence element IS911A
ABC transporter ATP-binding protein AatC

ABC transporter protein AatB

'ABC transporter membrane protein AatA

ABC transporter membrane protein AatP

IS630 ORF

IS91 ORF

IncFII family protein plasmid replication initiator RepA
Replication regulatory protein RepA2

Putative uncharacterized protein

Type-F conjugative transfer system pilin acetylase TraX
Superfamily I DNA and RNA helicases and helicase subunits
(hypothetical)

Conjugative transfer relaxase protein Tral

IS600 ORF1

Integrase

Ybl166

1S66 family element, transposase

ISCrol transposase B

Transposase OrfA

Transposase

ISCrol transposase C

Heat-stable enterotoxin st-ia/st-p precursor

Transposase

Transposase

Insertion element DNA-binding protein

Transposase

ISCrol transposase B

IS66 family element, transposase

IS186/1S421 transposase

WP_000566440.1
WP_001400936.1
WP_001717496.1
ELG40991.1

WP_024191434.1
EZB21051.1

WP_001595212.1
WP_001427614.1
WP_001595210.1
WP_001404563.1
WP_001595205.1
WP_024171554.1
ELG40984.1

WP_001456881.1
EGB69767.1

WP_000083817.1
WP_001393357.1

WP_001717613.1
WP_032201473.1

ESS98353.1
WP_000088325.1
WP_001702847.1
ELG40973.1
WP_021514829.1
WP_000624718.1
WP_013279332.1
EMW17544.1
WP_000381331.1
ELG40970.1
WP_000598243.1
ELG42021.1
WP_032228510.1
WP_011076572.1
WP_024171399.1
WP_032306392.1

ENF96990.1

100%
100%
100%

99%
100%

99%
100%
100%
100%
100%
100%
100%
100%

99%

99%
100%
100%

100%
100%

99%
100%
100%
100%

99%
100%
100%
100%
100%
100%
100%

95%
100%
100%
100%

99%

99%

arylsulfatase regulatory protein [Escherichia coli]

resolvase, N terminal domain protein [Escherichia coli]

tn3 transposase DDE domain protein [Escherichia coli]
hypothetical protein A1WM_04741 [Escherichia coli KTE101]
microcin B17 transporter [Escherichia coli]

transposase [Escherichia coli 0169:H41 str. F9792]
transposase insF for insertion sequence IS3C [Escherichia coli]
transposase [Escherichia coli]

hypothetical protein [Escherichia coli]

hypothetical protein [Escherichia coli]

hypothetical protein [Escherichia coli]

ABC transporter permease [Escherichia coli]

hypothetical protein AIWM_04734 [Escherichia coli KTE101]

transposase family protein [Escherichia coli]

incFII family protein plasmid replication initiator RepA [Escherichia coli TW10509]

replication protein [Escherichia coli]

hypothetical protein [Escherichia coli]

type-F conjugative transfer system pilin acetylase TraX [Escherichia coli]

hypothetical protein [Escherichia coli]

IncF plasmid conjugative transfer DNA-nicking and unwinding protein Tral [Escherichia coli CE516]

MULTISPECIES: transposase [Enterobacteriaceae]

Mobile element protein [Escherichia coli]

hypothetical protein AIWM_04723 [Escherichia coli KTE101]
transposase [Escherichia coli]

MULTISPECIES: isocitrate lyase [Enterobacteriaceae]

IS66 transposase [Escherichia coli]

transposase domain protein [Escherichia coli 2845650]
hypothetical protein [Escherichia coli]

heat-stable enterotoxin ST-IA/ST-P [Escherichia coli KTE101]
transposase [Escherichia coli]

hypothetical protein A1WM_04608 [Escherichia coli KTE101]
transposase [Escherichia coli]

transposase [Escherichia coli]

transposase [Escherichia coli]

transposase [Escherichia coli]

transposase DDE domain protein [Escherichia coli P0305260.3]
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103
104
105
106
107

108

109

110
111
112
113
114
115
116
117
118
119
120
121
12
123
124
125
126
127
128
129
130
131
132
133
134
135
136
137

138

cexE

aatD1

PSIA

psiB

ydeA
ssb

ydcA
ydbA

ydaB

ychA

83585
84778
85200
85581
87200

88718
89508

90078

91017 -

91696
91855
92545
93405
93854
94632
94916
95435
96887
97581
97892
98563
99052
101080
101370
102744
103354
104767
105718
106230
106589
106970
108587
109222
109670
110095

110686

84580
85203
85550
87173
87745

89014

89864

90506
91679
91890
92403
93225
93638
94531
94850
95065
96679
97213
97895
98566
98997
101019
101313
101891
103307
104715
104997
106071
106592
106939
108583
109177
109656
110059
110655

111036

331

141

116

530

181

98

118

142
220
64
182
226
77
225
72
49
414
108
104
224
144
655
7
173
187
453
76
117
120
116
537
196
144
129
186

116

IS66 family element, transposase
Transposase OrfA from plasmid origin
ISCrol transposase B

IS66 family element, transposase
Transposase |

1S91 ORF

Putative uncharacterized protein CexE (CfaD-dependent expression
extracytoplasmic protein)

IS2 repressor TnpA

ISCrol transposase C

Putative uncharacterized protein

1S66 family element, transposase

Protein encoded within IS

IS2 ORF1

Resolvase domain protein

Putative mobile element protein
Conserved hypothetical protein

Putative apolipoprotein N-acyltransferase AatD
1S629 transposase OrfA

Threonine dehydrogenaée

Plasmid SOS inhibition protein A
Plasmid SOS inhibition protein B
ParB/RepB/Spo0J family partition domain protein
Putative unknown function protein YdeA
Single-stranded DNA-binding protein Ssb
Putative unknown function protein YdcA
Putative unknown function protein YdbA
Putative unknown function protein YdaB
Predicted protein

1SSfl4 ORF1

ISCrol transposase B

IS66 family element, transposase
Putative unknown function protein YchA
Hypothetical protein

IS66 family element, transposase

IS66 family element, transposase

ISCrol transposase B

WP_032257626.1
WP_013279332.1
WP_000624718.1
WP_021514829.1
EMW28471.1

EMW28019.1
WP_013188496.1

EGI19584.1
WP_001410326.1
EMW21114.1
EMW21113.1
WP_021512953.1
EMW13461.1
WP_001719375.1
WP_001595176.1
ELG41031.1
WP_024171601.1
WP_001595174.1
WP_000348480.1
WP_001719371.1
WP_001719370.1
WP_032201451.1
WP_001297827.1
WP_032201449.1
WP_032201448.1
WP_032201446.1
WP_000218642.1
WP_001717516.1
WP_000436083.1
WP_000624718.1
WP_013279331.1
ELG41011.1

WP_001595158.1

- WP_024171402.1

WP_001410354.1

WP_001464094.1

99%
100%
100%

99%
100%

99%

95%

96%

93%
100%

99%

98%
100%
100%
100%
100%
100%
100%
100%
100%
100%
100%
100%
100%
100%
100%
100%
100%
100%
100%

99%
100%
100%
100%

94%

100%

transposase [Escherichia coli]

1S66 transposase [Escherichia coli]

MULTISPECIES: isocitrate lyase [Enterobacteriaceae]
transposase [Escherichia coli]

integrase core domain protein [Escherichia coli 2845650]

putative iS91 transposase [Escherichia coli 2845650]

putative protein CexE precursor (CfaD-dependent expression extracytoplasmic protein) [Escherichia

coli]

transposase InsC for insertion element IS2A/D/F/H/VK [Escherichia coli M718]
isocitrate lyase [Escherichia coli]

hypothetical protein EC2845650_1873 [Escherichia coli 2845650]
transposase IS66 family protein [Escherichia coli 2845650]
transposase [Escherichia coli]

transposase family protein [Escherichia coli 2845650]

resolvase, N terminal domain protein [Escherichia coli]
hypothetical protein [Escherichia coli]

hypothetical protein AlWM_04707 [Escherichia coli KTE101]
acyltransferase [Escherichia coli]

transposase [Escherichia coli]

MULTISPECIES: threonine dehydrogenase [Enterobacteriaceae]
psiA family protein [Escherichia coli]

protein psiB [Escherichia coli]

hypothetical protein [Escherichia coli]

hypothetical protein [Escherichia coli]

single-stranded DNA-binding protein [Escherichia coli]
ribosomal RNA adenine dimethylase family protein [Escherichia coli]
hydrolase [Escherichia coli]

MULTISPECIES: hypothetical protein [Bacteria]

hypothetical protein [Escherichia coli] |

transposase [Escherichia coli]

MULTISPECIES: isocitrate lyase [Enterobacteriaceae]

IS66 transposase [Escherichia coli]

hypothetical protein AlWM_04687 [Eschén’chia coli KTE101]
hypothetical protein [Escherichia coli]

hypothetical protein [Escherichia coli]

hypothetical protein [Escherichia coli]

putative transposase [Escherichia coli]
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139
140
141
142
143
144
145
146
147
148
149
150
151
152
153

- 154
155

155.1
156
157
158
159
160
161
162
163
164
165
166
167
168
169
170
171
172
173

174

hiyD

virK

ydeA

yefA

faeG2
faeG1
fanB
fael
fael
faeH
faeF
faeE
faeD
faeC

fanA

111033
111592
112486
114579
115938
116929
118347
119383
119647
120641
121557
122336
122679
124323
124670
125192
126147
127238
128323
128865
129599
130107
130362
130680
131427
132319
133298
133735
134489
135270
136182
136727
137454
139863
140474
141543

141812

111452
111954
114582
115790
116126
117684
119177
119601
120516
121483
122219
122596
124292
124673
125032
126142
127235
128029
128823
129122
130012
130316
130649
131135
132299
133149
133597
134478
135253
136106
136685
137461
139853
140495
140749
141683

142027

139
120
698

403

251
276
72
289
280
220
86
537
116
120
316
362
263
166
85
137
69
95
151
290
276
62
247
254
278
167
244
799
210
91
46

71

Transposase OrfA, ISEc8

Putative uncharacterized protein

Putative uncharacterized protein
Secretion protein HlyD

Putative uncharacterized protein
Transposase subunit

1S1294 transposase

Mutator family transposase

Mutator family transposase

1S66 family element, transposase
Transposase/IS protein

Transposase for insertion sequence

1S66 family element, transposase

ISCrol transposase B

ISSfl4 ORF1

Virulence factor VirK

Glycosyl transferase family protein
Carbohydrate transporter

Putative unknown function protein YdeA
Putative unknown function protein YdfA
Putative uncharacterized protein (hypothetical)
Resolvase

Transposase

Iso-IS1 ORF2

Putative fimbrial antigen, homologous to FaeG
Fimbrial antigen FaeG

Regulatory protein FanB

Fimbrial protein FaeJ

Minor fimbrial subunit Fael

Putative uncharacterized protein FaeH
Putative fimbrial protein FaeF
Chaperone protein FacE

Outer membrane usher protein FaeD
Fimbrial protein FaeC

Regulatory protein FanA

NHL repeat protein

Iso-IS1 ORF2

WP_001595160.1
WP_032213589.1
WP_001717881.1
WP_001717882.1
WP_001595165.1
WP_001282653.1
EZB24257.1
WP_032177298.1
WP_021499168.1
WP_032268780.1
EMW23878.1
WP_000408657.1
WP_013279331.1
WP_000624720.1
WP_000436083.1
WP_023486370.1
EZB21298.1
WP_032201412.1
EZB20256.1
WP_001595062.1
WP_001595064.1
ELG42020.1
ELG42021.1
WP_001595070.1
WP_001595072.1
WP_001595073.1
WP_032201317.1
WP_001595074.1
ELG42026.1
ELG42027.1
WP_001595078.1

ELG42029.1

EZB23502.1
WP_001595082.1
EMW26623.1

WP_024191423.1

100%
100%
100%
100%
100%
100%

99%
100%

99%
100%
100%
100%

99%
100%
100%
100%
100%
100%
100%
100%
100%
100%
100%
100%
100%
100%
100%
100%
100%
100%
100%

99%

100%
100%
98%

100%

transposase [Escherichia coli]

hypothetical protein [Escherichia coli]

ABC transporter family protein [Escherichia coli]

biotin-lipoyl like family protein [Escherichia coli]

hypothetical protein [Escherichia coli]

MULTISPECIES: ATPase AAA [Enterobacteriaceae]
transposase [Escherichia coli 0169:H41 str. F9792]
transposase [Escherichia coli]

transposase, Mutator family protein [Escherichia coli]
transposase [Escherichia coli]

istB-like ATP binding family protein [Escherichia coli 2845650]
transposase IS100 [Escherichia coli]

IS66 transposase [Escherichia coli]

isocitrate lyase [Escherichia coli]

transposase [Escherichia coli]

Virulence factor VirK [Escherichia coli]

glycosyl transferase [Escherichia coli 0169:H41 str. F9792]
carbohydrate transporter [Escherichia coli]

hypothetical protein BY55_23845 [Escherichia coli O169:H41 str. F9792]
hypothetical protein [Escherichia coli]

hypothetical protein [Escherichia coli]

resolvase [Escherichia coli KTE101]

hypothetical protein A1WM_04608 [Escherichia coli KTE101]
transposase, IS1 family [Escherichia coli]

hypothetical protein [Escherichia coli]

hypothetical protein [Escherichia coli]

hypothetical protein [Escherichia coli]

hypothetical protein [Escherichia coli]

hypothetical protein AlWM_04613 [Escherichia coli KTE101]
hypothetical protein AlWM_04614 [Escherichia coli KTE101]
hypothetical protein [Escherichia coli]

chaperone faeE [Escherichia coli KTE101]

fimbrial protein [Escherichia coli 0169:H41 str. F9792]
hypothetical protein [Escherichia coli]
hypothetical protein EC2845650_5263 [Escherichia coli 2845650]

transposase [Escherichia coli]

- 107 -



175
176
177

178

143216
143514
144538

144754

143482

143957

144705

145035

88

147

55

93

Integrase
Integrase catalytic subunit
Transposase

Putative uncharacterized protein

EQW42353.1
ELG41673.1
WP_032189942.1

ELG41993.1

100%

100%

100%

100%

transposase InsI for insertion sequence element IS30D [Escherichia coli UMEA 3065-1]

hypothetical protein A1WM_04646 [Escherichia coli KTE101]
transposase [Escherichia coli]

hypothetical protein AIWM_04622 [Escherichia coli KTE101]
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Table 2. ETEC 0169:H41 MR 77 A X K pEntYN10 &> ETEC @ RepFITA 7 A I FOFFMH: LB

Host strain

ETEC YN10 C921b-1 H10407 ETEC 1392/75 E24377A ETEC 4266
Name pEntYN10 pCoo* pETEC948 pETEC666 pEntH10407 pl1018 pETEC 80 pETEC 74 pETEC 35 pCss165Kan*
Accession no. NC_007635* FN649418 FN649417 NC 013507 FN822745 NC 009786 NC 009790 NC 009787 NC 022333%*
Size (bp) 145,082 98,396* 94,797 66,681 67,094 101,857 79,237 74,244 34,367 165,311%*
No. of predicted
182 94 113 84 99 133 68 69 29 222
CDSs
stbAB, ccdAB, stbAB, psiAB, stbAB, psiAB, stbAB, psiAB, ] ] ] ) stbAB, psiAB,
. . stbAB, psiAB, stbAB, psiAB, psiAB, sopAB,
Stability genes psiAB, relE yacAB, sopAB, yacAB, relE, relE, stbAB, relE ccdAB, relE,
ccdAB ccdAB ccdAB
mok/hok/soc mok/hok/soc mok/hok/soc mok/hok/soc mok/hok/sok
No. of IS or 83 18 - 56 20 11 50 20 31 0 60
transposase (%) (45.6) (19.1) (49.6) (23.8) (11.1) (37.6) (29.4) (44.9) 0) (27.0)
Reference This study Froehlich, et al. Crossman, et al. Crossman, et al. Ochi, et al. Crossman, et al. Rasko, et al Rasko, et al Rasko, et al Wajima, et al.

*Registered plasmid includes artificial kanamycin resistant gene aphA
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