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ABSTRACT Neonatal meningitis Escherichia coli (NMEC) is the second leading cause
of neonatal bacterial meningitis worldwide. We report the genome sequence of the
multidrug-resistant NMEC serotype O75:H5:K1 strain mcjchv-1, which resulted in an
infant’s death. The O75 serogroup is rare among NMEC isolates; therefore, this strain
is considered an emergent pathogen.

Ithough neonatal meningitis Escherichia coli (NMEC) is the second leading cause of

neonatal bacterial meningitis (NBM), after group B streptococci, NMEC is respon-
sible for the greatest mortality in NBM cases (1-3). The NMEC serotype O75:H5:K1 strain
mcjchv-1 (NMEC-O75) described here was isolated from a 30-day-old newborn with
meningitis. The patient subsequently died of infection complications after 16 days of
hospitalization despite appropriate antibiotic management (4). Although NMEC strains
RS218 (5), CE10 (6), IHE3034 (7), NMEC O18 (8), and S88 (9) have been sequenced and
are publicly available in the NCBI GenBank database, these isolates all belong to
serogroups O7 and 018, and a depth of clinical information about the strains is not
readily available. Here, we present the genome sequence of NMEC-075, a clinical isolate
with a previously published clinical history (4).
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(SMRT) cells were used for PacBio sequencing before the long reads were assem-
bled with Canu version 1.5 (10). Next, the PacBio assembly was circularized in
Geneious version 10.2 (11). lllumina reads that had been trimmed with Trimmomatic
version 0.36 were used to further correct and polish the PacBio assembly with Pilon
version 1.22 (Broad Institute) (12, 13). The trimmed lllumina reads were assembled with
SPAdes (14), and potential contigs with plasmids were identified via the PlasmidFinder
database (15) in ABRicate from polished PacBio and SPAdes assemblies (https://github
.com/tseemann/abricate). tRNA-carrying and protein-encoding genes were assessed via
Prokka version 1.13 (16). A complete workflow can be found at http://github.com/
nielsend/genomeassembly.

The NMEC-O75 genome consists of a single chromosome, one large plasmid, and

four small plasmids. The chromosome consists of 4,939,457 bp, with 50.6% GC content.
It encodes 91 tRNAs and contains 4,593 coding sequences. The large plasmid, pNMEC-
O75A, is a hybrid IncFIA/IncFIB plasmid. It consists of 88,420 bp and 50.6% GC content
and contains 97 coding sequences. The four small plasmids, pPNMEC-O75B, pNMEC-
075C, pNMEC-075D, and pNMEC-O75E, range from 1,983 to 6,465 bp and have 42.6 to
56.1% GC content. Genomic comparisons of NMEC-O75 with other NMEC genomes are
ongoing.

Data availability. The chromosome and plasmids have been deposited in GenBank

under the accession numbers CP030111, CP030112, CP030113, CP030114, CP030115,
and CP030116.
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