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ABSTRACT We report here the draft genome sequence of Listeria monocytogenes
CIIMS-PH-1, an isolate obtained from a 16-day-old infant with septicemia. The draft
genome of CIIMS-PH-1 consisted of 2,939,183 bp and is a member of sequence type
308, clonal complex 1, and lineage I.

Listeria monocytogenes is a facultative, anaerobic, Gram-positive pathogenic bacte-
rium that causes gastrointestinal infection, meningitis, septicemia, abortion, and in

some cases death, in humans as well as in livestock (1). L. monocytogenes infects a
broad population range, especially immunocompromised individuals such as new-
borns, the elderly, cancer patients, and pregnant women (2). Among the 13 serotypes
of L. monocytogenes, strains belonging to serotypes 4b, 1/2a, and 1/2b have been
primarily associated with infections (2).

Here, we report the draft genome sequence of the clinical isolate L. monocytogenes
strain CIIMS-PH-1, which was isolated from blood samples of a 16-day-old infant
diagnosed with septicemia, from Chandigarh, a city in North India. To understand the
properties of this isolate comprehensively, we performed in-depth whole-genome
sequencing. Using a Qiagen genomic DNA extraction kit, genomic DNA was isolated
from culture freshly grown on brain heart infusion agar. Libraries were constructed by
using a paired-end library (2 � 100-bp) reagent kit. The sequencing of the isolate was
performed on an Illumina HiSeq 2500 platform. Reads were filtered with Trimmomatic
(3), and de novo assembly was carried out using SPAdes version 3.10.1 (4). Annotations
were carried out using Prokka (5).

The draft genome of isolate CIIMS-PH-1 consisted of 2,939,173 bp with a 615-fold
overall coverage. The genome had a GC content of 37.94% as well as 2,975 genes,
including 2,843 coding sequences, 67 tRNAs, 6 rRNAs, and 43 pseudogenes. CIIMS-PH-1
showed a 95% average nucleotide identity with the reference strain L. monocytogenes
EGDe, reconfirming its taxonomic allocation. Further genome analysis shows the
presence of the Listeria pathogenicity island I (LIPI-I) and other earlier reported viru-
lence genes. In silico multilocus sequence typing identified isolate CIIMS-PH-1 as a
member of sequence type 308, clonal complex 1, and lineage I. A BLAST search of
the contigs against the NCBI plasmid database did not reveal any plasmid contigs.
Analysis of isolate CIIMS-PH-1 with a SEED-based subsystem classification through
the Rapid Annotations using Subsystems Technology (RAST) server (RAST genome
number 6666666.284991) revealed L. monocytogenes isolate ScottA to be its closest
phylogenic neighbor (score of 545). In addition, the TEM-116 gene-encoding
extended-spectrum �-lactamases (ESBLs), which confer resistance to the commonly
used �-lactam antimicrobials and ESBL-producing bacteria that render treatment diffi-

Received 8 November 2017 Accepted 16
January 2018 Published 15 February 2018

Citation Kishnani PM, Tiwari AA, Gautam V,
Sharma M, Barbuddhe SB, Doijad SP,
Chakraborty T, Nayak AR, Bhartiya NM,
Daginawala HF, Singh LR, Kashyap RS. 2018.
Draft genome sequence of Listeria
monocytogenes strain CIIMS-PH-1, a serovar 4b
isolate from infant septicemia. Genome
Announc 6:e01320-17. https://doi.org/10.1128/
genomeA.01320-17.

Copyright © 2018 Kishnani et al. This is an
open-access article distributed under the terms
of the Creative Commons Attribution 4.0
International license.

Address correspondence to Rajpal S. Kashyap,
raj_ciims@rediffmail.com.

PROKARYOTES

crossm

Volume 6 Issue 7 e01320-17 genomea.asm.org 1

https://orcid.org/0000-0002-6740-0493
https://doi.org/10.1128/genomeA.01320-17
https://doi.org/10.1128/genomeA.01320-17
https://creativecommons.org/licenses/by/4.0/
https://creativecommons.org/licenses/by/4.0/
mailto:raj_ciims@rediffmail.com
http://crossmark.crossref.org/dialog/?doi=10.1128/genomeA.01320-17&domain=pdf&date_stamp=2018-2-15
http://genomea.asm.org


cult in human and veterinary medicine, were found (6). These are common characteristics
found in bacteria belonging to the family Enterobacteriaceae.

Unlike in developed countries, the incidences of L. monocytogenes, particularly from
clinical cases, are highly underreported among developing countries such as India.
Moreover, only a few of their genomes have been sequenced and are available publicly.
Nevertheless, the availability of genomes of such isolates is crucial to understanding the
distribution and trafficking of strains worldwide. This genome will be further studied to
determine the characteristics of the strain and for comparative analysis.

Accession number(s). The annotated whole-genome sequence of L. monocytogenes

strain CIIMS-PH-1 has been deposited in GenBank under accession number CP023321.
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