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1. mutS

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

Cebulaetal., J.
LP31 CACCAGACAATGTAACCGCTG . . .

Clin. Microbiol.,
LP43 stx2 ATCCTATTCCCGGGAGTTTACG 584

1995, p248-250
LP44 GCGTCATCGTATACACAGGAGC

Expected size in EHEC 0157 Sakai



2.

Serotype Strain Statistics a5-miseq  Platanus SPAdes
No. of contigs 285 918 279
Largest contig 224,285 70,162 274,329
1 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 220 1,138 244
Largest contig 266,864 48,488 224,910
8 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
026:H11% 16 Total length 5,620,003 5,285,318 5,492,102
GC (%) 50.5 50.6 50.4
N50 95,769 18,116 112,155
No. of contigs 240 949 298
Largest contig 233,668 74,228 230,709
21 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
25 Total length 5,788,789 5587,039 5,697,461
GC (%) 50.4 50.3 50.4
N50 63,142 38,866 104,236
No. of contigs 170 463 266
Largest contig 425,834 160,850 426,152
141341 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 161 422 218
Largest contig 322,740 129,437 319,751
150174 Total length 5,371,528 5,166,136 5,265,524
GC (%) 50.4 50.4 50.4
N50 127,612 44,439 134,860
No. of contigs 144 355 223
Largest contig 436,921 229,130 435,274
0121:H19 150373 Total length 5,365,043 5,292,171 5,260,459
GC (%) 50.4 50.4 50.4
N50 161,233 84,618 134,860
No. of contigs 148 357 217
Largest contig 442,834 257,870 434,980
150400 Total length 5,324,964 5,255,106 5,220,650
GC (%) 50.5 50.5 50.5
N50 148,043 97,486 134,860
No. of contigs 151 447 226
Largest contig 435,449 152,402 435,193
150616 Total length 5,356,998 5,192,610 5,259,933
GC (%) 50.4 50.4 50.4
N50 161,602 35,235 134,860

aSequence data was obtained from Ishijima et al. 2017. ScBRep 7:43136. for

026 and Lee et al. 2017. Front. Microbiol. 8. for 0121.



ID Phylogrou
yiogrotp (/day) (/year)

PO1 B1 0146:H21 2 0
bla crxm
P02 B1 026:H11 3 0.02-0.05 9.0-18.9 cba, celb
bla gy, mph(A)
ehxA,espP, katP,
P03 B1 026:H11 2 0.02 8.5 gad,nleC
toxB
P04 E O157:H7 2 0 0
P05 B1 026:H11 2 0.09 313
P06 B1 026:H11 2 0.05 17.0 gad
PO7 C OUT:H11 2 0.03 104
P08 B1 026:H11 2 0.03 9.4
cba,ehxA,espP,k
P09 B1 026:H11 2 0.35 127.8
atpP, toxB
P10 E 0145:H28 2 0.31 112.3 tccP espP, katP,toxB
P11 E 0145:H28 2 0 0 tccP cba
P12 E 0145:H28 2 0 0
P13 E 0145:H28 2 0 0 tccP ehxA
P14 E 0145:H28 2 0 0 cba
aadA,dfrA12,
P15 E 0145:H28 2 0 0 tccP
sul
P16 E 0145:H28 2 0.08 28.1 tccP
P17 B1 026:H11 2 0.08 28.1 toxB
P18 B1 026:H11 2 0 0
P19 B1 026:H11 2 0 0 tccP cba,ehxA,etpD
P20 E 0157:H7 3 0 0 ehxA,cba




- - - + + - - + + + o+ + - + + - -+ + TT-690
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5. cgMLST
STin a5-miseq Platanus SPAdes
Serogroup Strain
EnteroBase ST No.of null® ST No.ofnull ST No. of null
026" 1 44911 - 1 £ 32 - 3
8 44928 44928 5 - 58 44928 5
16 44914 44914 0 - 15 44914 0
21 44924 44924 0 - 23 44924 0
25 44920 - 164 - 18 44920 1
0121 141341 46459 - 21 - 46459 1
150174 46487 - 19 - 46487 1
150373 46499 46499 - 17 46499 1
150400 46502 - -9 46502 1
150616 46492 - - 14 46492 1

Number of null alleles,

PSequence data was obtained from Ishijima et al. 2017. Sci Rep 7:43136. for 026 and Lee et al. 2017. Front.

Microbiol. 8. for 0121.

°No known ST was assigned
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6. EHEC 069 NIID150949

Statistics Chromosome  Plasmid1 Plasmid2 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%

12



7. EHEC 0157 Sakai 069-9
pairwise SNP
No. of pairwise SNP
1 2 3 4 5 6 7 8 9 10
0157 Sakai
1
2 14
3 7 11
4 35 43 36
5 30 38 31 35
6 38 46 39 29 38
7 6 6 9 37 32 40
8 30 38 31 35 38 32
9 30 38 31 35 38 32 0
10 31 39 32 36 39 33 1
11 4 12 5 33 26 36 6 26 26 27
069-9
1
2 71
3 206 223
4 83 78 235
5 197 214 257 226
6 243 260 195 272 294
7 59 88 223 100 214 260
8 191 208 251 220 16 288 208
9 191 208 251 220 16 288 208 O
10 193 210 253 222 18 290 210 2 2
11 69 84 221 96 208 258 86 202 202 204

13
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