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Table S1. E. coli/Shigella genomes used in whole genome analysis. 

Isolate  Pathovar Accession number 
EDL933 STEC a NZ_CP008957.1 

Sakai STEC a NC_002695.1 

Xuzhou21 STEC a NC_017906.1 

EC4115 STEC a NC_011353 

TW14359 STEC a NC_013008 

2011C-3493 STEC b NC_018658.1 

12009 STEC c NC_013353.1 

11368 STEC d NC_013361.1 

RM13514 STEC e CP006027.1 

11128 STEC f  NC_013364.1 

NRG 857C AIEC NC_017634 

UM146 AIEC NC_017632 

042 EAEC NC_017626 

55989 EAEC CU928145 

CB9615 EPEC NC_013941 

E2348/69 EPEC NC_011601 

UMNK88 ETEC NC_017641 

E24377A ETEC NC_009801 

IAI39 UPEC NC_011750 

CFT073 UPEC NC_004431 

S88 NMEC NC_011742 

APEC O1 APEC NC_008563 

SE11 Commensal NC_011415 

HS Commensal NC_009800 

MG1655 K12 NC_000913 

W Lab NC_017635 

ATCC 8739 Lab NC_010468 

BL21(DE3) Lab NC_012971 

Shigella sonnei Ss046 Shigella NC_007384 

S. dysenteriae Sd197 Shigella NC_007606 

S. flexneri 301 Shigella NC_004337 

S. boydii227 Shigella NC_007613 
 

aO157:H, bO104:H4, cO103:H2, dO26:H11, eO145:H28, fO111:H-  



Table S2. Virulence traits of strain STEC299 
* C, virulence genes on chromosome; p1, genes on plasmid pSTEC299-1; p2, genes 
on plasmid pSTEC299-2. 

Gene Description Presence/Postion* 

stx Shiga-toxin 1 Negative 

stx2 Shiga-toxin 2  Positive/C 

eae Intimin (adhesin) Negative 

ehxA Enterohaemolysin A Negative 

saa Shiga-toxin-producing E. coli autoagglutinationadhesin Negative 

efa1 Enterohaemorragic E. coli factor for adherence Negative 

fuyA Yersiniabactinsiderophore (receptor) Positive/C 

chuA hemin uptake-related factor Positive/C 

ibeA Endothelial invasion Positive/C 

tsh   Temperature-sensitive haemagglutinin Positive/C 

fimA Type I fimbriae  Positive/C 

yfcV Fimbrial protein  negative 

paa Adherence  p1 

gsp Type II secretion protein p1 

pic Pic involved in the intestinal colonization p2 

draC Dr family of adhesins p1 

focC F1C fimbriae C 

ecpA E. coli common pilus C 

draC Dr family of adhesins p1 

irp1 Yersiniabactin biosynthetic protein C 

irp2 Yersiniabactin biosynthetic protein C 

entA Iron chelator C 

espC Enterotoxin gene p1 

ecpA E. coli common pilus C 



               ***     ****** ** **   * *  ***   * *   *  * **  **** ***** *** *    ** ****   * ** ** **  * *** * ** *****   *** ** *** ***** ** 
  stx2a EDL933 ATGAAGTGTATATTATTTAAATGGGTACTGTGCCTGTTACTGGGTTTTTCTTCGGTATCCTATTCCCGGGAGTTTACGATAGACTTTTCGACCCAACAAAGTTATGTCTCTTCGTTAAATAGTATACGGA   130
   stx2b EH250 ATGAAGTGTATATTGTTAAAATGGGTACTGTGCCTGTTACTGGGCTTTTCTTCGGTATCCTATTCCCGGGAATTTACGATAGACTTTTCGACTCAACAAAGTTATGTCTCTTCGTTAAATTGTATACGGA   130

     stx2c 031 ATGAAGTGTATATTATTTAAATGGGTACTGTGCCTGTTACTGGGTTTTCCTTCGGTATCCTATTCCCGGGAGTTTATGATAGACTTTTCGACCCAACAAAGTTATGTCTCTTCGTTAAATAGTATACGGA   130
         stx2d C165-02 ATGAAGTGTATATTGTTTAAATGGGTACTGTGCCTGTTACTGGGCTTTTCTTCGGTATCCTATTCCCGGGAATTTACGATAGACTTTTCGACTCAACAAAGTTATGTATCTTCGTTAAATAGTATACGGA   130

   stx2e S1191 ATGAAGTGTATATTGTTAAAGTGGATACTGTGTCTGTTACTGGGTTTTTCTTCGGTATCCTATTCCCAGGAGTTTACGATAGACTTTTCGACTCAACAAAGTTATGTATCTTCGTTAAATAGTATACGGA   130
stx2f F08-101-31 ATGCGACATATATTATTAAAGCTGGTGTTGTTTTTTTGTGTTTGCTTGTCTTCAGTATCTTATGCAGATGAGTTTACTGTGGATTTCTCTTCGCAAAAGAGCTATGTTGATTCATTGAATAGTATAAGGT   130

      stx2g-7v ATGAAGTGTATATTGTTTAAATGGGTACTGTGCCTGTTACTGGGCTTTTCTTCGGTATCCTATTCCCGGGAATTTACGATAGACTTTTCGACTCAACAAAGTTATGTATCTTCGTTAAATAGTATACGGA   130
    stx2h STEC299 ATGAAGTGTATATTGTTAAAATGGATGCTGTGCCTGTTACTGGGCTTTTCTTCGGTATCCTATTCCCGGGAGTTTACGATAGACTTTTCGACTCAACAAAGTTATGTCTCTTCGTTAAATAGTATACGGA   130

1.......10........20........30........40........50........60........70........80........90.......100.......110.......120.......130

* *  ***** **  * ****   * ***********    *  ** ** ** ** ***** **     **   ** *  *** *  *  *   * *  **** *****    ***   * * * *** *
CAGAGATATCGACCCCTCTTGAACATATATCTCAGGGGACCACATCGGTGTCTGTTATTAACCACACCCCACCGGGCAGTTATTTTGCTGTGGATATACGAGGGCTTGATGTCTATCAGGCGCGTTTTGA   260
CAGAAATATCGACCCCACTTGAACATATATCTCAGGGGACCACATCGGTATCTGTTATTAACCACACCCCACCGGGCAGTTATTTTGCTGTGGATATACGAGGGCTTGATGTCTATCAGGCGCGTTTTGA   260
CAGAGATATCGACCCCTCTTGAACATATATCTCAGGGGACCACATCGGTGTCTGTTATTAACCACACCCCACCGGGCAGTTATTTTGCTGTGGATATACGAGGGCTTGATGTCTATCAGGCGCGTTTTGA   260
CAGAGATATCGACCCCTCTTGAACACATATCTCAGGGGACCACATCGGTGTCTGTTATTAACCACACCCCACCGGGAAGTTATTTTTCTGTGGATATACGAGGGCTTGATGTCTATCAGGCGCGTTTTGA   260
CAGCGATATCGACCCCTCTTGAACATATATCTCAGGGAGCTACATCGGTATCCGTTATTAATCATACACCACCAGGAAGTTATATTTCCGTAGGTATACGAGGGCTTGATGTTTATCAGGAGCGTTTTGA   260
CGGCAATATCCACTCCGCTTGGAAATATATCTCAGGGTGGTATTTCTGTTTCAGTAATTAATCATGTTCCAGGTGGAAACTATATATCATTGAATGTTAGAGGCCTTGAGCCATATAGCGAGAGATTTAA   260
CAGAAATATCGACCTCTCTTGAGCATATATCTCAGGGGGCTACATCGGTATCTGTTATTAATCATACTCCACCGGGTAGTTATATTTCTGTGGATATCCGAGGGCTTGATGTCTATCAGGCGCGTTTTGA   260
CAGCGATATCGACCCCTCTTGAACATATATCTCAGGGAACCACATCGGTATCTGTTATTAATCATACGTCACCAGGAAGTTATATTACTGTCGATATACGAGGGCTTGATGTCTATCAGGCGCGCTTTGA   260
.......140.......150.......160.......170.......180.......190.......200.......210.......220.......230.......240.......250.......260

*** ** **  * **  * ** *  ***** ******** ** ** **  *******    ** ***** ** *** * ** ** *****  ******* *** **** * ***** ***  ********
CCATCTTCGTCTGATTATTGAGCAAAATAATTTATATGTGGCCGGGTTCGTTAATACGGCAACAAATACTTTCTACCGTTTTTCAGATTTTACACATATATCAGTGCCCGGTGTGACAACGGTTTCCATG   390
CCATCTTCGTCTGATTATTGAGCAAAATAATTTATATGTGGCCGGATTCGTTAATACGGCAACAAATACTTTCTACAGATTTTCAGATTTTGCACATATATCAGTGCCCGGTGTGACAACTGTTTCCATG   390
CCATCTTCGTCTGATTATTGAGCAAAATAATTTATATGTGGCTGGGTTCGTTAATACGGCAACAAATACTTTCTACCGTTTTTCAGATTTTACACATATATCAGTGCCCGGTGTGACAACGGTTTCCATG   390
CCATCTTCGTCTGATTATTGAGCAAAATAATTTATATGTGGCCGGGTTCGTTAATACGGCAACAAATACTTTCTACAGATTTTCAGATTTTACACATATATCAGTGCCCGGTGTGACAACGGTTTCCATG   390
CCATCTTCGTCTGATTATTGAACGAAATAATTTATATGTGGCTGGATTTGTTAATACGACAACAAATACTTTCTACAGATTTTCAGATTTTGCACATATATCATTGCCCGGTGTGACAACTATTTCCATG   390
CCACCTCCGTTTAATAATGGAACGGAATAACTTATATGTTGCAGGCTTTATTAATACTGAAACGAATACCTTTTACAGATTCTCCGATTTCTCACATATTTCAGTGCCTGATGTGATAACTGTTTCCATG   390
CCATCTTCGTCTGATTATTGAGCAAAATAATTTATATGTGGCCGGGTTCGTTAATACGGCCACAAATACTTTCTACCGTTTTTCAGATTTTACACATATATCAGTGCCCGGTGTGACAACTGTTTCCATG   390
CCATCTTCGCCTGATTGTTGAGCAAAATAATTTATATGTGGCAGGGTTCGTTAATACGGCAACAAATACTTTCTACAGATTTTCAGATTTTGCACATATATCAGTGCCCGGTGTGACAACTGTTTCCATG   390
.......270.......280.......290.......300.......310.......320.......330.......340.......350.......360.......370.......380.......390

** *************** *  *  * ** **  ******  ********* * ** ***** **  * ***** *********   **********  *********** ** **   * * ****** 
ACAACGGACAGCAGTTATACCACTCTGCAACGTGTCGCAGCGCTGGAACGTTCCGGAATGCAAATCAGTCGTCACTCACTGGTTTCATCATATCTGGCGTTAATGGAGTTCAGTGGTAATACAATGACCA   520
ACAACGGACAGCAGTTATACCACTCTGCAACGTGTCGCAGCGCTGGAACGTTCCGGAATGCAAATCAGTCGTCACTCACTGGTTTCATCATATCTGGCGTTAATGGAGTTTAGTGGAAATGCCATGACCA   520
ACAACGGACAGCAGTTATACCACTCTGCAACGTGTCGCAGCGCTGGAACGTTCCGGAATGCAAATCAGTCGTCACTCACTGGTTTCATCATATCTGGCGTTAATGGAGTTCAGTGGTAATACAATGACCA   520
ACAACGGACAGCAGTTATACCACTCTGCAACGTGTCGCAGCGCTGGAACGTTCCGGAATGCAAATCAGTCGTCACTCACTGGTTTCATCATATCTGGCGTTAATGGAGTTCAGTGGTAATACAATGACCA   520
ACAACGGACAGCAGTTATACCACTCTGCAACGTGTCGCAGCGCTGGAACGTTCCGGAATGCAAATCAGTCGTCACTCACTGGTTTCATCATATCTGGCGTTAATGGAGTTCAGTGGTAATACAATGACCA   520
ACGACGGACAGCAGTTATTCATCATTACAGCGAATCGCAGATCTGGAACGTACAGGGATGCAGATTGGGCGTCATTCACTGGTTGGTTCATATCTGGATTTAATGGAGTTCAGAGGACGTTCCATGACCC   520
ACAACGGACAGCAGTTATACCACGCTGCAACGTGTCGCAGCGCTGGAACGTTCCGGAATGCAAATCAGTCGTCACTCACTGGTTTCATCATATCTGGCGTTAATGGAGTTCAGTGGTAATACAATGACCA   520
ACAACGGACAGCAGTTATACCACTCTGCAACGTGTCGCAGCGCTGGAACGTTCCGGAATGCAAATCAGTCGTCACTCACTGGTTTCATCATATCTGGCGTTAATGGAGTTCAGTGGTAATGCCATGACCA   520
.......400.......410.......420.......430.......440.......450.......460.......470.......480.......490.......500.......510.......520

* *   * ** ** **  * ** *********** ** * *** *****  * ** ***** ** ****** * * *** ** * *** ** *****  *  ****  * ***** *****  *    **
GAGATGCATCCAGAGCAGTTCTGCGTTTTGTCACTGTCACAGCAGAAGCCTTACGCTTCAGGCAGATACAGAGAGAATTTCGTCAGGCACTGTCTGAAACTGCTCCTGTGTATACGATGACGCCGGGAGA   650
GAGATGCATCCAGAGCAGTTCTGCGTTTTGTCACTGTCACAGCAGAAGCCTTACGGTTCAGGCAAATACAGAGAGAATTTCGTCTGGCACTGTCTGAAACTGCTCCTGTTTATACGATGACACCGGAAGA   650
GAGATGCATCCAGAGCAGTTCTGCGTTTTGTCACTGTCACAGCAGAAGCCTTACGCTTCAGGCAGATACAGAGAGAATTTCGTCAGGCACTGTCTGAAACTGCTCCTGTGTATACGATGACGCCGGGAGA   650
GAGATGCATCCAGAGCAGTTCTGCGTTTTGTCACTGTCACAGCAGAAGCCTTACGCTTCAGGCAGATACAGAGAGAATTTCGTCAGGCACTGTCTGAAACTGCTCCTGTGTATACGATGACGCCGGGAGA   650
GAGATGCATCAAGAGCAGTTCTGCGTTTTGTCACTGTCACAGCAGAAGCCTTACGGTTCAGGCAAATACAGAGAGAATTTCGTCTGGCACTGTCTGAAACTGCTCCTGTTTATACGATGACGCCGGAAGA   650
GCGCATCATCCAGAGCTATGCTGCGTTTTGTCACAGTGATAGCAGAAGCTCTGCGATTCAGACAAATACAGCGGGGATTCCGACCGGCGCTGTCTGAGGCATCTCCGCTTTATACAATGACGGCTCAGGA   650
GAGACGCATCCAGAGCAGTTCTTCGTTTTGTCACTGTTACAGCAGAAGCCTTACGGTTCAGGCAAATACAGAGAGAATTTCGTCTGGCACTGTCTGAAACTGCTCCTGTTTATACGATGACGCCGGAAGA   650
GAGAGGCTTCCAGGGCTGTCCTGCGTTTTGTCACTGTTACAGCCGAAGCCTTACGGTTCAGGCAAATACAGAGAGAATTTCGTCAGGCGCTATCTGAAGCAGCTCCTGTTTATACGATGACACCGGAAGA   650
.......530.......540.......550.......560.......570.......580.......590.......600.......610.......620.......630.......640.......650
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 ** ***** ** ***********  **** ** ***** ***** ****     *******   * ** *** * **  * ***** ******* * * ** ** ** ** ** *  ** ** ** ** 
CGTGGACCTCACTCTGAACTGGGGGCGAATCAGCAATGTGCTTCCGGAGTATCGGGGAGAGGATGGTGTCAGAGTGGGGAGAATATCCTTTAATAATATATCAGCGATACTGGGGACTGTGGCCGTTATA   780
AGTGGACCTCACACTGAACTGGGGGAGAATCAGCAATGTGCTTCCGGAGTTTCGGGGAGAGGGTGGTGTCAGAGTGGGGCGAATATCCTTTAATAATATATCAGCGATACTGGGCACAGTGGCGGTTATA   780
CGTGGACCTCACTCTGAACTGGGGGCGAATCAGCAATGTGCTTCCGGAGTATCGGGGAGAGGATGGTGTCAGAGTGGGGAGAATATCCTTTAATAATATATCGGCGATACTGGGCACTGTGGCCGTTATA   780
CGTGGACCTCACTCTGAACTGGGGGCGAATCAGCAATGTGCTTCCGGAGTATCAGGGAGAGGATGGTGTCAGAGTGGGGAGAATATCCTTTAATAATATATCGGCGATACTGGGCACTGTGGCCGTTATA   780
CGTGGACCTCACTCTGAACTGGGGGAGAATCAGCAATGTGCTTCCGGAGTATCGGGGAGAGGCTGGTGTCAGAGTGGGGAGAATATCCTTTAATAATATATCAGCGATACTTGGTACTGTGGCCGTTATA   780
TGTTGACCTTACCCTGAACTGGGGAAGAATAAGTAATGTTCTTCCAGAGTACAGAGGAGAGGAAGGGGTAAGAATCGGTAGGATATCTTTTAATAGTCTTTCTGCGATTCTCGGAAGTGTTGCGGTCATC   780
CGTGGACCTCACTCTGAACTGGGGGAGAATCAGCAATGTGCTTCCGGAGTATCGGGGAGAGGATAGTGTCAGAGTGGGGAGAATATCCTTTAATAATATATCAGCAATACTGGGTACTGTAGCGGTTATT   780
CGTGGACCTTACTCTGAACTGGGGGAGAATCAGCAATGTGCTTCCGGAGTTTCGGGGAGAGGATGGTGTCAGAGTGGGGAGAATATCCTTTAATAATATATCAGCAATACTGGGTACTGTGGCGGTTATA   780
.......660.......670.......680.......690.......700.......710.......720.......730.......740.......750.......760.......770.......780

 * ***** ** *** * **       *** *****   *** *   ** *     *  * ***** *****   *** ****** * *  ** *   **** ***   ** ******   *****    
CTGAATTGCCA-TCATCAGGGGGCGCGTTCTGTTCGCGCCGTGAATGAAGAGAGTCAACCAGAATGTCAGATAACTGGCGACAGGCCTGTTATAAAAATAAACAATACATTATGGGAAAGTAATACAGCT   909
CTGAATTGCCA-TCATCAGGGGGCACGTTCCGTTCGCTCCGTGAATGAAGAGATACAACCAGAATGTCAGATAACTGGCGACAGGCCAGTTATAAGGCTAAACAATACTTTATGGGAAAGTAATACCGCA   909
CTGAATTGTCA-TCATCAGGGGGCGCGTTCTGTTCGCGCCGTGAATGAAGAGAGTCAACCAGAATGTCAGATAACTGGCGACAGGCCCGTTATAAAAATAAACAATACATTATGGGAAAGTAATACAGCT   909
CTGAATTGTCA-TCATCAGGGGGCGCGTTCTGTTCGCGCCGTGAATGAAGATAGTCAACCAGAATGTCAGATAACTGGCGACAGGCCAGTTATAAAAATAAACAATACATTATGGGAAAGTAATACAGCA   909
CTGAATTGCCA-TCATCAGGGCGCGCGTTCTGTTCGCGCCGTGAATGAAGAGAGTCAACCAGAATGTCAGATAACTGGCGACAGGCCCGTTATAAAAATAAACAATACATTATGGGAAAGTAATACAGCA   909
CTTAATTGCCACTCAACCGGAAGT-TATTCAGTTCGTTCCGTGAGCCAAAAACAGAAAACAGAATGCCAGATTGTTGGAGACAGGGCGGCCATTAAAGTAAATAATGTTTTGTGGGAAGCGAATACAATC   909
CTGAATTGCCA-TCATCAGGGGACGCGTTCGGTTCGCTACGTGAATGAAGAGATGCAACCAGAATGTCAGATAAGTGGCGACAGGCCAGTTATAAAAATAAACAATACATTATGGGAAAGTAATACAGCA   909
TTGAATTGCCA-TCATCAGGGGGCACGTTCTGTTCGCTCCGTTAATGAAGAGAAACAGCCGGAATGTCAGATAACTGGCGACAGGCCAGTTATAAAAATAAATAATATTTTATGGGAAAGTAATACAGCA   909
.......790.......800.......810.......820.......830.......840.......850.......860.......870.......880.......890.......900.......910

** ** **  * **  * *   * **     *   *  * *     *** *  ** * * * **********  ** * *  * ****** *   *   ***** **** * ***** ** ** ** *
GCAGCGTTTCTGAACAGAAAGTCACAGTTTTTATATACAACGGGTAAAT -AA GGAGTTAAGCATGAAGAAGATGTTTATGGCGGTTTTATTTGCATTAGCTTCTGTTAATGCAATGGCGGCGGATTGTG  1038
GCTGCTTTTCTGAATCGCAGGGCTCACTCTTTAAATACATCCGGAGAATAACGGGAGTTAAATATGAAGAAGATATTTGTAGCGGCTTTATTTGCTTTTGTTTCTGTTAATGCAATGGCAGCTGATTGTG  1039
GCAGCGTTTCTGAACAGAAAGTCACAGTTTTTATATACAACGGGTAAAT GGAGTTAAGTATGAAGAAGATGTTTATGGCGGTTTTATTTGCATTAGTTTCTGTTAATGCAATGGCGGCGGATTGCG  1038
GCAGCGTTTCTGAACAGAAAGTCACAGTCTTTATATACAACGGGTGAAT GGAGTTAAGTATGAAGAAGATGTTTATGGCGGTTTTATTTGCATTAGTTTCTGTTAATGCAATGGCGGCGGATTGTG  1038
GCAGCGTTTCTGAACAGAAAGTCACAGTCTTTATATACAACTGGTGAATGAAAGGAGTTAAGAATGAAGAAGATGTTTATAGCGGTTTTATTTGCATTGGTTTCTGTTAATGCAATGGCGGCGGATTGTG  1039
GCTGCTTTATTAAATCGCAAGCCTCAGGGTCTTACTGAACCAAACCAATAACAGGGGGTGAATATGAAGAAGATGATTATTGCAGTTTTATTCGGTCTCTTTTCTGCTAATTCCATGGCGGCGGATTGTG  1039
GCAGCCTTTCTGAACAGAAAGTCTCAGTCATTATATACAACGGGTGAATGAAAGGAGTTAAGCATGAAGAAGATGTTTATGGCGGTTTTATTTGCATTGGTTTCTGTTAATGCAATGGCGGCGGATTGTG  1039
GCAGCTTTTCTGAACCGAAGATCTCATTCTTTATATGCAACTGGTGAATGACAGGAGTTAAACATGAAGAAGATGTTTATGGTGGCTTTATTTGCGTTAGTTTCTGTTAATGCAATGGCAGCGGAATGCG  1039
.......920.......930.......940.......950.......960.......970.......980.......990......1000......1010......1020......1030......1040

*   *** *********** ** ** ******* * *  * ** ** ** ** *  **    ** * *** ******** *   * ****** **** **  *  * ***** ** *** * ***** **
CTAAAGGTAAAATTGAGTTTTCCAAGTATAATGAGGATGACACATTTACAGTGAAGGTTGACGGGAAAGAATACTGGACCAGTCGCTGGAATCTGCAACCGTTACTGCAAAGTGCTCAGTTGACAGGAAT  1168
CAAAAGGTAAAATTGAGTTCTCTAAGTATAATGAGAATGATACATTCACAGTAAAAGTGGCCGGGAAAGAGTACTGGACTAACCGCTGGAATCTGCAACCGCTACTGCAAAGCGCACAGTTAACAGGAAT  1169
CTAAAGGTAAAATTGAGTTTTCCAAGTATAATGAGAATGATACATTCACAGTAAAAGTGGCCGGAAAAGAGTACTGGACCAGTCGCTGGAATCTGCAACCGTTACTGCAAAGTGCTCAGTTGACAGGAAT  1168
CTAAAGGTAAAATTGAGTTTTCCAAGTATAATGAGAACGATACATTCACAGTAAAAGTGGCCGGGAAAGAGTACTGGACTAACCGCTGGAATCTGCAACCGCTACTGCAAAGTGCACAGTTAACAGGAAT  1168
CTAAAGGTAAAATTGAGTTTTCCAAGTATAATGAGGATAATACCTTTACTGTGAAGGTGTCAGGAAGAGAATACTGGACGAACAGATGGAATTTGCAGCCATTGTTACAAAGTGCTCAGCTGACAGGGAT  1169
CTGTAGGAAAAATTGAGTTTTCCAAGTATAATGAGGATAATACCTTTACTGTGAGGGTGTCAGGAAGAGAATACTGGACGAACAGATGGAATTTGCAGCCATTGTTACAAAGTGCTCAGCTGACAGGGAT  1169
CTAAAGGTAAAATTGAGTTTTCCAAATATAATGGGGATAACACATTTACTGTAAAGGTTGACGGGAAAGAATACTGGACTAACCGGTGGAATTTGCAGCCGTTGTTACAAAGTGCACAGTTAACAGGAAT  1169
CTAAAGGTAAAATTGAGTTCTCTAAATATAATGGGGATAATACATTCACAGTAAAAGTGGCCGGGAAAGAATACTGGACTAACCGCTGGAATCTGCAACCGTTACTGCAAAGTGCACAGTTGACAGGAAT  1169
......1050......1060......1070......1080......1090......1100......1110......1120......1130......1140......1150......1160......1170

*** ** ***** *  ** * ******    ***** ** ** *****  * *** *******           
GACTGTCACAATCAAATCCAGTACCTGTGAATCAGGCTCCGGATTTGCTGAAGTGCAGTTTAATAATGACTGA   1241
GACGGTAACAATCAAATCAAATACCTGTGCGTCAGGTTCAGGATTTGCTGAAGTGCAGTTTAAT------   1236
GACTGTCACAATTAAATCCAGTACCTGTGAATCAGGCTCCGGATTTGCTGAAGTGCAGTTTAATAATGACTGA   1241
GACAGTCACAATCAAGTCCAGTACCTGTGCATCAGGCTCCGGATTTGCTGAAGTGCAGTTTAATAATGACTGA   1241
GACTGTAACAATCATATCTAATACCTGCAGTTCAGGCTCAGGCTTTGCCCAGGTGAAGTTTAAC------   1236
GACTGTAACAATCATATCTAATACCTGCAGTTCAGGCTCAGGCTTTGCCCAGGTGAAGTTTAAC   1236
GACCGTAACAATCAAATCCAATACCTGTGAATCAGGCTCTGGATTTGCTGAAGTGCAGTTTAATAATGACTGA   1242
GACTGTAACAATCAAATCCATTACCTGTGATTCAGGCTCCGGATTTGCTGAAGTGCAGTTTAAT------   1236
......1180......1190......1200......1210......1220......1230......1240....
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Figure S1. Nucleotide comparison of stx2h with other stx2 subtypes.
Nucleotide conserved with the stx2 sequences are indicated with an asterisk. Shaded letters represent nucleotide differences between the sequences of different 
stx2 subtypes. Nucleotides in green and red boxes indicate start and stop codon respectively for subunit A and B. 
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Figure S2. Phylogenetic analysis of Stx2 subtypes and variants by the neighbor-joining method
The neighbor-joining tree was inferred from comparison of combined A and B holotoxin amino acid sequences 
of Stx2h and 93 representatives of other known Stx2 subtypes and variants. Bar, 0.02 substitutions per site. Stx2 
subtypes are indicated by different colors. 
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Figure S3. Genome features of STEC299. 

Circular maps of the chromosome (A), and the two plasmids, pSTEC299-1 (B) and pSTEC299-2 (C). For both chromosome and plasmids, from outer circle to inner circle, each represents CDS (circle 1 and 2), COG annotation (circle 3 and 4), KEGG annotation (circle 5 and 6), 
GO annotation (circle 7 and 8), ncRNA (circle 9 and 10), GC Content (circle 11), GC Skew (circle 12). The two circles in one parentheses contains positive and negative strands respectively. 




