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VT typing

MLVA: multilocus variable-number tandem repeat analysis
PFGE: pulsed-field gel electrophoresis
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Major type

Variant type

Variant type

Major type

Major type 14m0004

Major type 14m0008

Major type 14m0009

Major type 14mO0010
- 14m0026
- 14m0033
- 14m0034

K10
k14
k13
k15
k16
k17
k21
k22
k23
k24
k33

k18

N B N R R R R R R N RNRRBRR @R

five bands differ. from k7
two bands differ. from k7
three bands differ. from k7
two bands differ. from k7
two bands differ. from k7
one band differ. from k7
two bands differ. from k7
one band differ. from k7
one band differ. from k7
three bands differ. from k7
two bands differ. from k7

three bands differ. from k7
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EEAAlEEE R (1) : THRIRMEXRBEPCROVFO—)LAEK

RBEEEF PCRY A X (bp) TS5A4<—tvk
elt 123
1290 estA2 178 EXEC
astA 109
1297 estAl 179 EXEC
astA 109
1298 invE 379 ExXEC
1303 stx1/2 234 ExXEC
eae 310
stx2f 296
1733 eae 310 EXEC
astA 109
1782 afaD 207 EpALL
1923 eae 310 EpALL
1924 neg control EXEC, EpALL
2279 aggRr 254 EpALL
astA 109
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Appendix 2

List of reference strains harbouoring the vix gene subtypes

Control
551 GenBanlk
for Toxin variamt Eesults obtained nsing
collection Sirain accession
toxin designation the present method

D number MNao.

subtvpe
L¥2653 EDLS33 |(VTla WTla-0O157-EDLS33 hI15473 vixla + vixda
Daen2 DG131/3 | VTe VTle-0O174-DG131-3 L36901 vixie + vixdh
D352z EHIE1Z | VTld Sixld-0O8-MMHIE13 AYIFOBSL vixid
L¥2435 Ou VTia VT2a-0O48-94C L3AFFES vixia + vixZda
Da3428 EH250 VTZb WTZb-O118-EH250 AFD4I62F vixZh
L2587 a3l VT2 WT2e-0174-031 L1107F9 vixZb + vixle
D34435 Cle5-02 | VT2d WT2d-07F3-Cl65-02 DRSS 0012 vix2d
Dag48 51191 VTZe WTZ2e-0139-51191 h21534 vixde
L3546 T4/9F T2 WTH-O12B-T4-97 AJOL0F30 vixdf
Das0o Fa VT2g 2g-02-Fv AY2E6000 vix3g

* May result in both fragments at 179 bp and 280 bp

stx1: stx1a, stx1c, stx1d,
stx2: stx2a, stx2b, stx2c, stx2d, stx2e, stx2f, stx2g
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BRfn A REE 4% (3) : EHEC, EQA(2013-2014) FAE #k

EQA PART: SEROTYPING, PHENOTYPING, GENOTYPING AND S7X/VTX SUBTYPING

RESULTS TABLE

i3

vixlI gene
vixZ gene
vix Subtypes
Additional
wirulence
genes
Pathogenic
group

Pos.: Positive, Meqg. Negative, alfa: pos. for alfahaemolysin, but entero/alfahasmolysin results is accepted for all strains.
Intermediate result noted in the Vero cell assay is accepted as a positive result. H- result noted in the H type is also accepted for all strains.

" | actose negative
"' The strain has been observed to lose the ESBL plasmid. Therefore, both results will be accepted.

Gene abbreviations

=N CVD424. E. coll altaching and effacing gene probe. eff: 5118, Heat lable enteroboean (LT). Almost identical to cholera foxn.

efixd:  CVDM18. Plasmid encoded O157-enterchaemolysin. a3id: PCR fragment . The gene encodes the dispersin (aap) transporter protein, which
wixT: NTPT05. WVemioxini; Almost identical wiaih the Shiga toxin. is 3 good plasmid marker for Entercaggregative E. coli

wix2: DEF2E. Vembomnl: Vanants exist. Approw. 607 homology to wivd. estdp: DAS101. Heat stable entercboxin (ponane vanant) ST, (5Tla).

aggR: Gene encoding the master reguiator in Enternaggregative E. ol ipalt WHR3BD. invasion plasmid antigen. These genes are found in several copes

aafG:  Chromosomal gene marker for Entercaggregative E. coll. chromosomally as well as on plasmids.
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