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ABSTRACT We report the complete genome sequence of Bifidobacterium longum
W11 (LMG P-21586) isolated from the intestinal microbiota of a healthy man. The
analysis of the sequence may provide insights into the microbiological characteris-
tics and the functional activity of this probiotic strain.

Members of the genus Bifidobacterium are nonmotile non-spore-forming Gram-
positive polymorphic anaerobic rods, with a high G�C DNA content. Bifidobac-

terium spp. ferment carbohydrates to produce acetic acid and lactic acid but no
carbon dioxide, and they metabolize glucose via the fructose-6-phosphate phos-
phoketolase shunt (1–3). This genus represents an important commensal group of
the human intestinal microbiota, particularly during breastfeeding (4). Bifidobacte-
rium longum subsp. longum W11 (LMG P-21586) has been isolated from the
intestinal microbiota of a healthy man and has been studied for some microbial
characteristics (5–8).

Genomic DNA of B. longum W11 was subject to whole-genome sequencing using
MiSeq (Illumina, United Kingdom) at GenProbio s.r.l. (Parma, Italy). Paired-end reads
obtained from targeted genome sequencing were used as input for the genome
assemblies through the MEGAnnotator pipeline (9). The MIRA program (version 4.0) was
used for the de novo assembly, while proteins encoded by open reading frames (ORFs)
were predicted using Prodigal. The circular chromosome contains 2,329,981 bp with
1,884 ORFs, with these total numbers being higher than those in the representative
B. longum NCC2705. The average of G�C content of the genome is 59.9%.

The complete genome sequence of B. longum W11 may be useful to better
understand the health-promoting characteristics of this probiotic strain and to clarify
the mechanisms involved in its interaction with the host.

Accession number(s). This whole-genome shotgun project has been deposited at
DDBJ/EMBL/GenBank under the accession number MRBG00000000. The version de-
scribed in this paper is version MRBG01000000.

ACKNOWLEDGMENT
No support was received in order to perform this research.

REFERENCES
1. Biavati B, Mattarelli P. 2006. The family Bifidobacteriaceae, p 322–382. In

Dworkin M, Falkow S, Rosenberg E, Schleifer K-H, Stackebrandt E (ed), The
prokaryotes, vol 3, 3rd ed. Springer Verlag, New York, NY.

2. Shkoporov AN, Efimov BA, Khokhlova EV, Chaplin AV, Kafarskaya LI,
Durkin AS, McCorrison J, Torralba M, Gillis M, Sutton G, Weibel DB, Nelson

KE, Smeianov VV. 2013. Draft genome sequences of two pairs of human
intestinal Bifidobacterium longum subsp. longum strains, 44B and 1-6B
and 35B and 2-2B, consecutively isolated from two children after a 5-year
time period. Genome Announc 1(3):e00234-13. https://doi.org/10.1128/
genomeA.00234-13.

Received 8 December 2016 Accepted 11
January 2017 Published 9 March 2017

Citation Inturri R, Ventura M, Ruas-Madiedo P,
Lugli GA, Blandino G. 2017. Complete genome
sequence of Bifidobacterium longum W11 (LMG
P-21586), used as a probiotic strain. Genome
Announc 5:e01659-16. https://doi.org/10.1128/
genomeA.01659-16.

Copyright © 2017 Inturri et al. This is an open-
access article distributed under the terms of
the Creative Commons Attribution 4.0
International license.

Address correspondence to Giovanna
Blandino, blandino@unict.it.

PROKARYOTES

crossm

Volume 5 Issue 10 e01659-16 genomea.asm.org 1

http://orcid.org/0000-0001-6158-9320
https://www.ncbi.nlm.nih.gov/nuccore/MRBG00000000
https://doi.org/10.1128/genomeA.00234-13
https://doi.org/10.1128/genomeA.00234-13
https://doi.org/10.1128/genomeA.01659-16
https://doi.org/10.1128/genomeA.01659-16
http://creativecommons.org/licenses/by/4.0/
http://creativecommons.org/licenses/by/4.0/
mailto:blandino@unict.it
http://crossmark.crossref.org/dialog/?doi=10.1128/genomeA.01659-16&domain=pdf&date_stamp=2017-3-9
http://genomea.asm.org


3. Ventura M, Turroni F, Motherway MO, MacSharry J, van Sinderen D. 2012.
Host-microbe interactions that facilitate gut colonization by commensal
bifidobacteria. Trends Microbiol 20:467– 476. https://doi.org/10.1016/
j.tim.2012.07.002.

4. Valdés-Varela L, Ruas-Madiedo P, Gueimonde M. 2017. In vitro fermenta-
tion of different fructo-oligosaccharides by Bifidobacterium strains for the
selection of synbiotic combinations. Int J Food Microbiol 242:19 –23.
https://doi.org/10.1016/j.ijfoodmicro.2016.11.011.

5. Medina M, Izquierdo E, Ennahar S, Sanz Y. 2007. Differential immuno-
modulatory properties of Bifidobacterium longum strains: relevance to
probiotic selection and clinical applications. Clin Exp Immunol 150:
531–538. https://doi.org/10.1111/j.1365-2249.2007.03522.x.

6. EFSA Panel on Dietetic Products, Nutrition and Allergies (NDA). 2012.
Scientific opinion on the substantiation of health claims related to non-
characterised micro-organisms (ID 2936, 2937, 2938, 2941, 2944, 2965,
2968, 2969, 3035, 3047, 3056, 3059, further assessment) pursuant to
Article 13 (1) Of regulation (EC) no 1924/2006. EFSA J 10:2854. https://
doi.org/10.2903/j.efsa.2012.2854.

7. Inturri R, Stivala A, Sinatra F, Morrone R, Blandino G. 2014. Scanning
electron microscopy observation of adhesion properties of Bifidobacte-
rium longum W11 and chromatographic analysis of its exopolysaccharide.
Food Nutr Sci 2014:1787–1792.

8. Graziano T, Amoruso A, Nicola S, Deidda F, Allesina S, Pane M, Piffanelli P,
Strozzi F, Mogna L, Del Piano M. 2016. The possible innovative use of
Bifidobacterium longum W11 in association with rifaximin: a new horizon
for combined approach? J Clin Gastroenterol 50(Suppl 2):S153–S156
(Proceedings from the 8th Probiotics, Prebiotics & New Foods for Micro-
biota and Human Health meeting held in Rome, Italy, 13 to 15 September
2016). https://doi.org/10.1097/MCG.0000000000000683.

9. Lugli GA, Milani C, Mancabelli L, van Sinderen D, Ventura M. 2016.
MEGAnnotator: a user-friendly pipeline for microbial genomes assembly
and annotation. FEMS Microbiol Lett 363. https://doi.org/10.1093/femsle/
fnw049.

Inturri et al.

Volume 5 Issue 10 e01659-16 genomea.asm.org 2

https://doi.org/10.1016/j.tim.2012.07.002
https://doi.org/10.1016/j.tim.2012.07.002
https://doi.org/10.1016/j.ijfoodmicro.2016.11.011
https://doi.org/10.1111/j.1365-2249.2007.03522.x
https://doi.org/10.2903/j.efsa.2012.2854
https://doi.org/10.2903/j.efsa.2012.2854
https://doi.org/10.1097/MCG.0000000000000683
https://doi.org/10.1093/femsle/fnw049
https://doi.org/10.1093/femsle/fnw049
http://genomea.asm.org

	Accession number(s). 
	ACKNOWLEDGMENT

