Table S1. 16S rDNA sequences of four isolates 114, 318, 71 and 166.

Table S2. Comparison of the virulence genes among 0157, K88, EcN, K12 and the E.

coli 166 genomes.

Figure S1. Genome circle of E. coli 166 and LASTZ dot plots comparison. (A) The
concentric circles show from outside to inside: 1% circle, Genomic sequence
information. 2" circle, Coding sequences (CDS) and non-coding RNA regions (rRNA,
tRNA) from the reference genome. The outer layer represents the positive strand, and
the inner layer represents the negative strand. 3" circle, GC skew curve with a 2,000
bp sliding window. The dashed line represents GC skew = 0. 4" circle, GC content
curve with a 2,000 bp sliding window. The dashed line represents the average GC
content of the reference genome. (B) LASTZ (Large-Scale Genome Alignment Tool)
analysis compare the consensus in genomes among E. coli 166 and other four E. coli

reference strains.



Table S1. 16S rDNA sequences of four isolates 114, 318, 71 and 166.

>71
ACGGCCTGGGCGGCAGCTACACATGCAGTCGAACGGTAACAGGAAGCAGCTTGCTGCTTCGCTGACG
AGTGGCGGACGGGTGAGTAATGTCTGGGAAACTGCCTGATGGAGGGGGATAACTACTGGAAACGGTA
GCTAATACCGCATAACGTCGCAAGACCAAAGAGGGGGACCTTCGGGCCTCTTGCCATCGGATGTGCCC
AGATGGGATTAGCTAGTAGGTGGGGTAACGGCTCACCTAGGCGACGATCCCTAGCTGGTCTGAGAGGA
TGACCAGCCACACTGGAACTGAGACACGGTCCAGACTCCTACGGGAGGCAGCAGTGGGGAATATTGC
ACAATGGGCGCAAGCCTGATGCAGCCATGCCGCGTGTATGAAGAAGGCCTTCGGGTTGTAAAGTACTT
TCAGCGGGGAGGAAGGGAGTAAAGTTAATACCTTTGCTCATTGACGTTACCCGCAGAAGAAGCACCG
GCTAACTCCGTGCCAGCAGCCGCGGTAATACGGAGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAA
AGCGCACGCAGGCGGTTTGTTAAGTCAGATGTGAAATCCCCGGGCTCAACCTGGGAACTGCATCTGAT
ACTGGCAAGCTTGAGTCTCGTAGAGGGGGGTAGAATTCCAGGTGTAGCGGTGAAATGCGTAGAGATCT
GGAGGAATACCGGTGGCGAAGGCGGCCCCCTGGACGAAGACTGACGCTCAGGTGCGAAAGCGTGGG
GAGCAAACAGGATTAGATACCCTGGTAGTCCACGCCGTAAACGATGTCGACTTGGAGGTTGTGCCCTT
GAGGCGTGGCTTCCGGAGCTAACGCGTTAAGTCGACCGCCTGGGGAGTACGGCCGCAAGGTTAAAAC
TCAAATGAATTGACGGGGGCCCGCACAAGCGGTGGAGCATGTGGTTTAATTCGATGCAACGCGAAGA
ACCTTACCTGGTCTTGACATCCACAGAACTTTCCAGAGATGGATTGGTGCCTTCGGGAACTGTGAGAC
AGGTGCTGCATGGCTGTCGTCAGCTCGTGTTGTGAAATGTTGGGTTAAGTCCCGCACGAGCGCACCCT
ATCCTTTGTTGCCAGCGGTCCGCGGGACTCAAGAGACTGCCAGTGATAACCTGGAAGAAGGTGGGGA
AGACCGTCAGTCATCATGGCCTTACAACACAGGGCCTACACACTGCTAATGGGCATACAAAGAGAAGC
GCACCTCCGAAAGAAGCGGACCTCATTATGCGTCCTCTATAATCCCGATGA

>318
GCGGGCTGGGCGGGAGGCTACACATGCAGTCGAACGGTAACAGGAAGCAGCTTGCTGCTTCGCTGAC
GAGTGGCGGACGGGTGAGTAATGTCTGGGAAACTGCCTGATGGAGGGGGATAACTACTGGAAACGGT
AGCTAATACCGCATAACGTCGCAAGACCAAAGAGGGGGACCTTCGGGCCTCTTGCCATCGGATGTGCC
CAGATGGGATTAGCTAGTAGGTGGGGTAACGGCTCACCTAGGCGACGATCCCTAGCTGGTCTGAGAGG
ATGACCAGCCACACTGGAACTGAGACACGGTCCAGACTCCTACGGGAGGCAGCAGTGGGGAATATTG
CACAATGGGCGCAAGCCTGATGCAGCCATGCCGCGTGTATGAAGAAGGCCTTCGGGTTGTAAAGTACT
TTCAGCGGGGAGGAAGGGAGTAAAGTTAATACCTTTGCTCATTGACGTTACCCGCAGAAGAAGCACC
GGCTAACTCCGTGCCAGCAGCCGCGGTAATACGGAGGGTGCAAGCGTTAATCGGAATTACTGGGCGTA
AAGCGCACGCAGGCGGTTTGTTAAGTCAGATGTGAAATCCCCGGGCTCAACCTGGGAACTGCATCTG
ATACTGGCAAGCTTGAGTCTCGTAGAGGGGGGTAGAATTCCAGGTGTAGCGGTGAAATGCGTAGAGAT
CTGGAGGAATACCGGTGGCGAAGGCGGCCCCCTGGACGAAGACTGACGCTCAGGTGCGAAAGCGTG
GGGAGCAAACAGGATTAGATACCCTGGTAGTCCACGCCGTAAACGATGTCGACTTGGAGGTTGTGCCC
TTGAGGCGTGGCTTCCGGAGCTAACGCGTTAAGTCGACCGCCTGGGGAGTACGGCCGCAAGGTTAAA
ACTCAAATGAATTGACGGGGGCCCGCACAAGCGGTGGAGCATGTGGTTTAATTCGATGCAACGCGAA
GAACCTTACCTGGTCTTGACATCCACAGAACTTTCCAGAGATGGATATGTGCCTTCGGGACTGTGAGA
CAGTGCTGCATGGCTGTCGTCAGCTCGTGTGTGAAATGTGGGTAAGTCCGCACGAGCGCACCCTTATC
TTTGTTGCAGCGGTCGGCGGGACTCAAGGGACTGCATGATAACTGGAGGAGGTGGGGATGACGTCAG
TCATCATGCTTACAACAGGCTACACATTGCTCAATGGCCATACAAGAGAGCGCACCCTCGCGGGAGCA
CGGAACCTTTAAGGCGCGGATCCGAATGATCGCACTGATCCTGAATCGAATCTGTAATCGATACAAGTA
CAGCGGAATCGTTCCGGGCGTTGTAATCAG

>166



GCGGCGGGCGGCGGACTACACGTGCAGTCGAACGGTAACAGGGAAGCAGCTTGCTGCTTCGCTGACG
AGTGGCGGACGGGTGAGTAATGTCTGGGAAACTGCCTGATGGAGGGGGATAACTACTGGAAACGGTA
GCTAATACCGCATAACGTCGCAAGACCAAAGAGGGGGACCTTCGGGCCTCTTGCCATCGGATGTGCCC
AGATGGGATTAGCTAGTAGGTGGGGTAACGGCTCACCTAGGCGACGATCCCTAGCTGGTCTGAGAGGA
TGACCAGCCACACTGGAACTGAGACACGGTCCAGACTCCTACGGGAGGCAGCAGTGGGGAATATTGC
ACAATGGGCGCAAGCCTGATGCAGCCATGCCGCGTGTATGAAGAAGGCCTTCGGGTTGTAAAGTACTT
TCAGCGGGGAGGAAGGGAGTAAAGTTAATACCTTTGCTCATTGACGTTACCCGCAGAAGAAGCACCG
GCTAACTCCGTGCCAGCAGCCGCGGTAATACGGAGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAA
AGCGCACGCAGGCGGTTTGTTAAGTCAGATGTGAAATCCCCGGGCTCAACCTGGGAACTGCATCTGAT
ACTGGCAAGCTTGAGTCTCGTAGAGGGGGGTAGAATTCCAGGTGTAGCGGTGAAATGCGTAGAGATCT
GGAGGAATACCGGTGGCGAAGGCGGCCCCCTGGACGAAGACTGACGCTCAGGTGCGAAAGCGTGGG
GAGCAAACAGGATTAGATACCCTGGTAGTCCACGCCGTAAACGATGTCGACTTGGAGGTTGTGCCCTT
GAGGCGTGGCTTCCGGAGCTAACGCGTTAAGTCGACCGCCTGGGGAGTACGGCCGCAAGGTTAAAAC
TCAAATGAATTGACGGGGGCCCGCACAAGCGGTGGAGCATGTGGTTTAATTCGATGCAACGCGAAGA
ACCTTACCTGGTCTTGACATCCACAGAACTTTCCAGAGATGGATATGTGCCTTCGGGAACTGTGAGAC
AGTGCTGCATGGCTGTCGTCAGCTCGTGTTGTGAAATGTTGGGTTAGTCCGCACGAGCGCACCCTATC
CTTTGTTGCCAGCGGTCCGGCCGGGACTCAAGGAGACTGCCAGTGATAACTGGAGGAAGGGGGGGAT
GACGTCAGTCATCATGACCTACGAACAGGCTACCACACGTGCTACATGGCGCATACAAAGAGAAGCG
ACCTTCGCGGAAGACACGGACTTAAGTGCGCTGTATTCCGAAGTGGAAGTCTGCACTCGACCCTGATC
CGAATCGCTAAATCGAATCGAATGTACACGCGAATATGCTTTCCCGGCGCCGTGTTATATATACGCCGCT
>114
GCGGCTGGGCGGCGGCTACACATGCAGTCGAACGGTAACAGGAAGCAGCTTGCTGCTTCGCTGACGA
GTGGCGGACGGGTGAGTAATGTCTGGGAAACTGCCTGATGGAGGGGGATAACTACTGGAAACGGTAG
CTAATACCGCATAACGTCGCAAGACCAAAGAGGGGGACCTTCGGGCCTCTTGCCATCGGATGTGCCCA
GATGGGATTAGCTAGTAGGTGGGGTAACGGCTCACCTAGGCGACGATCCCTAGCTGGTCTGAGAGGAT
GACCAGCCACACTGGAACTGAGACACGGTCCAGACTCCTACGGGAGGCAGCAGTGGGGAATATTGCA
CAATGGGCGCAAGCCTGATGCAGCCATGCCGCGTGTATGAAGAAGGCCTTCGGGTTGTAAAGTACTTT
CAGCGGGGAGGAAGGGAGTAAAGTTAATACCTTTGCTCATTGACGTTACCCGCAGAAGAAGCACCGG
CTAACTCCGTGCCAGCAGCCGCGGTAATACGGAGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAA
GCGCACGCAGGCGGTTTGTTAAGTCAGATGTGAAATCCCCGGGCTCAACCTGGGAACTGCATCTGATA
CTGGCAAGCTTGAGTCTCGTAGAGGGGGGTAGAATTCCAGGTGTAGCGGTGAAATGCGTAGAGATCTG
GAGGAATACCGGTGGCGAAGGCGGCCCCCTGGACGAAGACTGACGCTCAGGTGCGAAAGCGTGGGG
AGCAAACAGGATTAGATACCCTGGTAGTCCACGCCGTAAACGATGTCGACTTGGAGGTTGTGCCCTTG
AGGCGTGGCTTCCGGAGCTAACGCGTTAAGTCGACCGCCTGGGGAGTACGGCCGCAAGGTTAAAACT
CAAATGAATTGACGGGGGCCCGCACAAGCGGTGGAGCATGTGGTTTAATTCGATGCAACGCGAAGAA
CCTTACCTGGTCTTGACATCCACAGAACTTTCCAGAGATGGATTGGTGCCTTCGGGACTGTGAGACAG
GTGCTGCATGGCTGTCGTCAGCTCGTGTGTGAAATGTTGGGTTAAGTCCCGCACGAGCGCACCCTTAT
CTTTGTTGCAGCGGTCGCGGGACTCAAGGAACTGCATGATAAACTGGAGGAAGGGTGGGGGATGACG
TCAGTCATCATGCTTACGAACAGGCTACACACTGCTACATGGCCATACAAAGAGAGCGACCTCGCGAG
ACACGAACCTTAATGGCGCTGGATCCGAGTGAGTGCACCTATCTCTGATCGGAGCTCTGTAATCGTACA
AGTGACCGGGTATACTATATCCCGCCTGTTATATCACGCGCGTCA
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Figure S1. Genome circle of E. coli 166 and LASTZ dot plots comparison. (A) The concentric circles show from outside to
inside: 1% circle, Genomic sequence information. 2™ circle, Coding sequences (CDS) and non-coding RNA regions (rRNA, tRNA)
from the reference genome. The outer layer represents the positive strand, and the inner layer represents the negative strand. 3%
circle, GC skew curve with a 2,000 bp sliding window. The dashed line represents GC skew = 0. 4t circle, GC content curve with a
2,000 bp sliding window. The dashed line represents the average GC content of the reference genome. (B) LASTZ (Large-Scale
Genome Alignment Tool) analysis compare the consensus in genomes among E. coli 166 and other four E. coli reference strains.



