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F1. mutS RESEEAIEICABWET5/X—

Primer Target gene Sequence (5' — 3") Amplicon size (bp)  Reference
mutS-F muts ATGAGTGCAATAGAAAATTT 951° this study
mutS-R1 ATCGCGCACTGGCATATGCA this study
mutS-F1 ACCCGCGTGTTGCTTGAGCG 1611 this study
mutS-R TTACACCAGACTCTTCAAGCGATAAA this study
LP30 stx1 CAGTTAATGTGGTGGCGAAGG 348

Cebula et al., J.
LP31 CACCAGACAATGTAACCGCTG . . .
LP43 stx2 ATCCTATTCCCGGGAGTTTACG 584 Clin. Microbiol.,
LP44 GCGTCATCGTATACACAGGAGC 1995, p248-250

°Expected size in EHEC 0157 Sakai



2. EHEC 069 NI11D150949

Statistics Chromosome Plasmid 1 Plasmid 2 Plasmid 3
Total Length (bp) 5,587,898 96,568 8,284 6,673

GC Content (%)  50.7% 48.0% 44.0% 50.2%
N50 5,587,898 96,568 8,284 6,673
No. of CDSs 5,404 99 8 8

No. of rRNA 22 0 0 0

No. of tRNA 98 0 0 0

No. of CRISPRS 2 0 0 0

Coding Ratio (%) 86.70% 78.70% 46.10% 61.80%




7<3. Z83AcHIICEHEC 0157 Sakaid £U'069 NIID150949% FLVicPRMDcore genomefMpairwise SNPEK

- e No. of Pairwise SNP
LY S Eik
NIID120784 NIID132128 NIID153097 NIID160444 NIID110900

0157 Sakai

NIID120784

NIID132128 211

NIID153097 168 239

NIID160444 65 226 181

NIID110900 66 235 198 95

NIID150949 166 237 2 179 196
NIID150949

NIID120784

NIID132128 1437

NIID153097 1394 753

NIID160444 1028 501 454

NIID110900 1052 537 504 138

NIID150949 1392 751 2 452 502




=4, 7 I5-BIORSINT ) IEET B R

Strain Statistics a5-miseq Platanus  SPAdes
No. of contigs 240 949 298
Largest contig 233,668 74,228 230,709
NIID080884 Total length 5,774,041 5,426,394 5,640,933
GC (%) 50.5 50.7 50.4
N50 85,581 14,860 96,948
No. of contigs 266 520 291
Largest contig 239,463 151,002 230,459
NIID112183 Total length 5,788,789 5,587,039 5,697,461
GC (%) 50.4 50.3 50.4
N50 63,142 38,866 104,236
No. of contigs 285 918 279
Largest contig 224,285 70,162 274,329
NIID131037 Total length 5,546,492 5,153,567 5,427,786
GC (%) 50.6 50.8 50.5
N50 59,185 12,636 91,514
No. of contigs 170 463 266
Largest contig 425,834 160,850 426,152
NIID141341 Total length 5,390,950 5,158,973 5,281,975
GC (%) 50.5 50.4 50.5
N50 138,303 54,581 134,860
No. of contigs 220 1,138 244
Largest contig 266,864 48,488 224,910
NIID141423 Total length 5,536,382 5,202,592 5,424,078
GC (%) 50.5 51.0 50.5
N50 102,360 9,603 105,136
No. of contigs 205 810 245
Largest contig 278,076 65,675 282,947
NIID141424 Total length 5,620,003 5,285,318 5,492,102
GC (%) 50.5 50.6 50.4
NS0 95,769 18,116 112,155
No. of contigs 161 422 218
Largest contig 322,740 129,437 319,751
NIID150174 Total length 5,371,528 5,166,136 5,265,524
GC (%) 50.4 50.4 50.4
NS0 127,612 44,439 134,860
No. of contigs 144 355 223
Largest contig 436,921 229,130 435,274
NIID150373 Total length 5,365,043 5,292,171 5,260,459
GC (%) 50.4 50.4 50.4
NS0 161,233 84,618 134,860
No. of contigs 148 357 217
Largest contig 442,834 257,870 434,980
NIID150400 Total length 5,324,964 5,255,106 5,220,650
GC (%) 50.5 50.5 50.5
NS0 148,043 97,486 134,860
No. of contigs 151 447 226
Largest contig 435,449 152,402 435,193
NIID150616 Total length 5,356,998 5,192,610 5,259,933
GC (%) 50.4 50.4 50.4
NS0 161,602 35,235 134,860

8



&RS. 710 75-BIDcgMLSTHERDLEE

Strain STin a5-miseq Platanus SPAdes
EnteroBase ST No. of null® ST No.ofnull ST No. of null

NIID080884 44924 44924 0 b 23 44924 0
NIID112183 44920 - 164 - 18 44920 1
NIID131037 44911 - 1 - 32 - 3
NIID141341 46459 - 21 -9 46459 1
NIID141423 44928 44928 5 - 58 44928 5
NIID141424 44914 44914 0 - 15 44914 0
NIID150174 46487 - 19 - 6 46487 1
NIID150373 46499 46499 1 - 17 46499 1
NIID150400 46502 - 2 -9 46502 1
NIID150616 46492 - 8 - 14 46492 1

*Number of null alleles, F3I0M ) AR TAHRBERESINTFIEULEI DI —)LDER

°No known ST was assigned
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B GC skew-

Plasmidl: 96.6kbp Plasmid2: 8.3kbp  Plasmid2: 6.7kbp

1. EHEC 069 NIID150949tkD5ERY ./ LECH

10



A NIID120784

NIID110900
NIID160444
( NIID153097
NIID150949
NIID132128
—
0.00020
NIID120784
—— NIID110900
— NIID160444
NIID153097
100
NIID150949
99|
NIID132128
—
0.050

2. EHEC 069

core genome SNP

(A EHEC 0157 Sakai
EHEC 069 N11D150949

1000

11

(B)



Ogura Y, Gotoh Y,
Itoh T, Sato M, Se
to K, Yoshino S, Is
obe J, Etoh Y, Kur
ogi M, Kimata K,
Maeda E, Pierard
D, Kusumoto M, A
kiba M, Tominaga
K, Kirino Y, Kato
Y, Shirahige K, Oo
ka T, Ishijima N, L
ee K, lyoda S, Mai
nil JG, Hayashi T.

Population struct
ure of Escherichi
a coli O26:H11
with recent and
repeated stx2 ac
quisition in mult
iple lineages

Microb Gen

2017

Ishijima N, Lee K,
Kuwahara T, Nakay|
ama-lmaohji H, Yo
neda S, lguchi A,
Ogura Y, Hayashi
T, Ohnishi M, lyod
a S.

Identification of |Sci Rep

a new virulent cl
ade in enterohe
morrhagic Escher,
ichia coli O26:H
11/H- sequence

type

43136

2017

Lee, K., M. Kusum
oto, T. lwata, S. ly
oda, and M. Akiba

Nationwide inves
tigation of Shiga
toxin-producing
Escherichia coli
among cattle in
Japan revealed t
he risk factors a
nd potentially vir
ulent subgroups

Epidemiol. |
nfect.

145

1557-1566

2017

12




