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We conducted genomic analysis of Shiga toxin-producing Escherichia coli belonging
novel O serogroups (0182-0187). Based on the O-antigen biosynthesis gene clusters extracted from draft
genomes, each O-serogroup-specific PCR method was designed. Screening by using the PCR methods showed
that two 0182, six 0183, one 0185 and one 0186 were identified from 2014-2015 STEC isolates in Japan.
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0182 wzy ~ CGGTGATGGTTCTATTCTTGG 510
TGCTTGCACCAACTGTGTTA

0183 wzx  CGTGGTAACCAATTTCGCAA 666

GGGAATAACGAACGGTTTACA

0184 wzy ~ TTCTGGTCACCAGAGCTTGAT 964
TCCTGCCCTCACAATGGATAT

0185 wzy  TGGTCGGTTGCCTTGTTTTT 254
CTGACCGATAAAAGCCAACA

0186 wzy  TTTCAACAGGTTCGAATGCC 362
CCCACCAATACCACTGGAATA

0187 wzy  CTTCTGTTGGTCCTGCTTTGT 828

AAAATGAACCGGTCTCGCTA
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OgN1 wzy GGTTCCCTGTTGCCAATGGT 525
GAGACGAACGTGCAGAAACCA

OgN8 wzy AACCTTCGCTATGATGGGGG 940
CTTTACCAGGGATGCTCCGA

OgN9 wzy AAGGTTGGTAGCGTAGGGGA 423
CTCGTATTTCGCCCCCATTC

OgN10  wzy TGGTGCTGTGTGCTACCATTT 892
AAAGCCAGCCTTAAATCGGA

OgN12  wzy TTGTGGCACCTGATCCTGCT 223
GCACATGCTAACCCTGCTCTT

OgN31 glycosyltransferase GCCATAAAAAGAGCAAGGGGG 311
GGGGCAGCTGAAAACCAATC
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