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Abstract
Bacterial meningitis remains an important cause of global morbidity and
mortality. Although effective vaccinations exist and are being increasingly used
worldwide, bacterial diversity threatens their impact and the ultimate goal of
eliminating the disease. Through genomic epidemiology, we can appreciate
bacterial population structure and its consequences for transmission dynamics,
virulence, antimicrobial resistance, and development of new vaccines. Here,
we review what we have learned through genomic epidemiological studies,
following the rapid implementation of whole genome sequencing that can help
to optimise preventative strategies for bacterial meningitis.
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Introduction
Bacterial meningitis describes infection of the subarachnoid 
space with bacterial pathogens, resulting in inflammation of 
the brain linings (meninges), a condition that causes significant  
morbidity and mortality worldwide. Bacteria reach the sub-
arachnoid space through haematogenous or direct contiguous  
spread, where they replicate with resultant local meningeal 
inflammation and potential for involvement of the brain tissue  
(Figure 1). In addition, where haematogenous spread of bacteria 
causes meningitis, persistence of bacteria in the blood, septicaemia, 
can rapidly develop into multi-organ failure and death.

Depending on age, geographic location, immune system  
function, and vaccine implementation, the incidence rates and 
causative organisms of bacterial meningitis differ1,2. In 2013, 

there were an estimated 303,500 deaths globally from meningitis, 
attributed to Streptococcus pneumoniae (n = 79,100), Neisseria 
meningitidis (n = 65,700), Haemophilus influenzae type b (Hib) 
(n = 64,400) and other agents (n = 94,200)3. Despite highly  
effective vaccination programmes against the major pathogens, 
disease persists. This review will discuss what we have learned  
through genomic epidemiological studies, from elucidating  
transmission networks to describing bacterial biodiversity, with 
the aim of improving the use of existing vaccines and novel  
vaccine development.

Global burden of bacterial meningitis
Bacterial meningitis in newborns in the first seven days of 
life is most commonly caused by group B streptococcus  
(Streptococcus agalactiae) and Escherichia coli through  

Figure 1. Anatomical representation of the human brain and meningeal structures affected by bacterial meningitis. The bacteria 
access the subarachnoid space from the blood, crossing the blood-brain barrier. Here, they replicate and cause inflammation as the host 
attempts to control the developing infection. The ensuing inflammation and ongoing infection result in major morbidity and mortality. CSF, 
cerebrospinal fluid. Figure reproduced unchanged with permission4.
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vertical transmission from the birth canal and perineal region. 
After the first week of life, cases are mainly nosocomial or 
acquired via horizontal transmission, and Listeria monocy-
togenes and S. pneumoniae also contribute to disease burden5,6.  
Vaccination against Hib, N. meningitidis, and S. pneumoniae 
has greatly altered the epidemiology of bacterial meningitis in 
older children and adults over the last three decades (Table 1).  
H. influenzae meningitis is now extremely rare in countries 
with high uptake of the conjugate polysaccharide (Hib) vaccine, 
but cases can occur in unvaccinated individuals or with non-b  
serotypes. S. pneumoniae and N. meningitidis cause most  
disease, with meningococcus predominating in older children 
and adolescents, and pneumococcus predominating in adults.  
Other causes include: L. monocytogenes in the elderly or  
immunocompromised; Staphylococcus aureus co-existent with 
endocarditis; and H. influenzae co-existent with otitis media or  
sinusitis7,8.

Bacterial diversity: carriage and immune selection
With the exception of L. monocytogenes, the bacteria principally 
responsible for causing meningitis are carried asymptomati-
cally as members of a healthy microbiota. Group B streptococcus  
is found in the vaginal tract of up to 20% of women, E. coli 
is found universally in the gut, S. aureus on the skin, and  
S. pneumoniae, N. meningitidis, and H. influenzae in the naso/
oropharynx. There are likely to be interactions between the host 
immune system and the microbiota, although these are not fully 
understood, that result in the structured diversity observed 
in bacterial populations9. This diversity is found amongst  
microorganisms of the same species, manifested as distinctive 
lineages (organisms that share a common ancestor and therefore  
exhibit genetic similarity) which persist through time. Even 
within these lineages, bacteria vary genotypically (that is, in 
their genetic constitution) and phenotypically (that is, in their  
observable characteristics) with an extensive capacity to alter 
protein expression states through phase variation. Thus, to  
appreciate the degree and mechanisms by which these popu-
lations are structured, it is necessary to study genome-wide  
variation among representative bacterial isolates. Only by  
understanding the host bacterial population structure can we start 
to identify the strains (bacteria that have a similar genotype and 
phenotype) that cause disease.

Persistence of bacterial meningitis despite 
vaccination
The diversity of S. pneumoniae and N. meningitidis challenges 
the continued success of vaccines and the elimination of bacte-
rial meningitis caused by these organisms. Both bacteria exhibit 
high rates of horizontal genetic transfer (HGT) and comprise 
distinct, non-overlapping genetic lineages with varying degrees 
of pathogenicity. Each genetic lineage, recognised by multi-
locus sequence typing (MLST) as groups of sequence types 
(STs) called clonal complexes (ccs), can exhibit a variety of 
polysaccharide capsular types and undergo capsule switching  
(Figure 2). Until 2013, all licenced vaccines for the prevention 
of bacterial meningitis pathogens were based on polysaccha-
ride capsular antigens, key virulence factors as both acapsulate  
streptococci and meningococci very rarely cause invasive dis-
ease. Prevention of disease by capsular group was beneficial but  

allowed bacteria from hyperinvasive lineages that switched 
capsule to persist through carriage and ongoing transmission  
between hosts.

The first pneumococcal polysaccharide conjugate vaccine 
included seven capsular serotypes (PCV7) and subsequently 
increased to PCV10 and PCV13 with further iterations in  
development (Table 1). This was based on the serotypes most 
frequently causing disease, but some capsular types were anti-
genically related, resulting in a degree of cross-protection. 
With more than 90 serotypes identified worldwide, the develop-
ment of a universal vaccine remains challenging. In contrast, for  
meningococci there are only 12 recognised capsular groups, 
of which six serogroups cause almost all disease (Table 1).  
Conjugate vaccines against serogroups A, C, W, and Y are  
available but not universally used10. Until 2013, there was no 
licensed vaccine against serogroup B, a major cause of meningi-
tis in industrialised countries. Hence, non-vaccine types continue  
to be carried in the host nasopharynx and transmitted, poten-
tially causing disease in susceptible populations. Furthermore, 
through the extensive HGT in these pathogens, newly emerging 
hyperinvasive genotypes can arise. The introduction of a novel 
antigenic combination can result in epidemic or hyperepidemic  
disease.

Genomic epidemiology
Genomic epidemiology aims to achieve “systematic investi-
gation of how natural genomic variation affects the clinical 
outcome of disease”11. The utility of this methodology in the 
prevention of bacterial meningitis lies in understanding trans-
mission networks, population structure of bacterial pathogens, 
and epidemiology. In combination, this can inform vaccine 
development, implementation, and post-vaccine surveillance  
(Figure 3)12.

Next-generation sequencing technology
Genomic epidemiological studies are increasingly available 
because of the generation of high-quality microbial genomes 
with benchtop sequencers, including Illumina, Ion Torrent, and 
Pacific Biosciences platforms. Portable sequencing devices, 
such as the Oxford Nanopore MinION, have been used in the 
field for Ebola and Zika virus epidemics, although at the time 
of writing they still had higher error rates than other next-gen-
eration sequencing technologies, of which the Illumina platform 
was predominant13,14. The multiplicity of platforms provides  
flexibility in the face of diverse scale, research or clinical ques-
tions, and settings. The cost of sequencing genomes fell rap-
idly since its commercial inception, but the challenge remains in 
developing bioinformatics techniques for systematic analyses,  
which are inexpensive, standardised, highly reproducible world-
wide, and easily accessible to microbiologists, epidemiologists,  
and clinicians alike15.

Bioinformatics approaches
The most widely used sequence-based method for typing bacteria  
is MLST, which uses housekeeping genes to catalogue diversity  
and has been successful because of its highly discriminatory, 
portable, and unambiguous results16. Genetic lineages within 
bacterial populations are still most frequently defined by MLST,  
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Figure 2. Population structure of Neisseria meningitidis and Streptococcus pneumoniae carriage isolates, demonstrating the diversity 
of genotype and capsular types. (a) Allele-based phylogeny of 498 N. meningitidis carriage isolates from the UK obtained in 1999, generated 
by using seven multilocus sequence typing loci. Genotypes, described as clonal complexes (ccs), are shown by coloured clades on the tree 
branches. Capsular group is displayed on the peripheral band, data were derived from serological typing and genotyping, and “discrepant” 
isolates had non-concordant results. Phylogeny is visualised by using Interactive Tree of Life software18. (b) Maximum likelihood phylogeny 
of 616 S. pneumoniae carriage isolates from the US from 2001 and 2007, generated by using 106,196 polymorphic sites within 1,194 core 
genes. Monophyletic sequence clusters are shown and labelled peripherally. Within each sequence cluster, differential shading represents 
the different serotypes. SNP, single-nucleotide polymorphism. Figure reproduced unchanged with permission19.
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Figure 3. Schematic diagram demonstrating the process and utility of genomic epidemiology. Initially, microbial isolates undergo whole 
genome sequencing (WGS). WGS can be assembled de novo or by mapping to a reference. Bioinformatics platforms enable the uploaded 
WGS to be annotated and allow users (microbiologists, bioinformaticians, public health officials, and clinicians) to analyse the genes of 
interest by visualising phylogenetic relationships and associating these with appropriate and relevant meta data. The example of outbreak 
tracing is used here but this can be extrapolated to many areas of health and disease. Figure reproduced unchanged with permission12.
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even when whole genome sequencing (WGS) data are available. 
By assigning unique alleles at each locus, irrespective of whether 
the alleles have arisen by individual mutations or HGT, one can 
systematically index genetic diversity, regardless of the rates of 
vertical or horizontal transmission16. However, the resolution 
attainable by seven MLST loci is limited by the small number 
of loci indexed (Figure 2a). This can be overcome by using the 
hierarchical and scalable gene-by-gene approach with assembled 
WGS data20. By following the principles of MLST but employing  
more loci, for example, in ribosomal MLST, core genome or 
whole genome MLST, one can successively increase resolution  
to identify genetic diversity (Figure 2b). Typing at other loci allows 
characterisation of potential vaccine components or virulence  
factors, including capsule loci, outer membrane proteins,  
and antibiotic resistance-encoding genes. Alternative approaches 
include single-nucleotide polymorphism (SNP) typing, where 
short-read data are mapped onto a reference sequence, after 
which the SNPs can be identified (SNP calling). The SNPs are 
collated to reconstruct a phylogeny or into an SNP address, 
identifying closely related isolate clusters within a given isolate  
collection, which can be interpreted with additional epidemio-
logical data. This method can be performed rapidly, easily, and 
sensitively but is dependent on specialist software, reference 
genomes and sequencing platforms, which can limit portability  
among sites21.

Effective bioinformatics platforms are required to enable the 
storage and analysis of WGS data. Databases that allow sharing 
of WGS include the publicly available Bacterial Isolate Genome 
Sequence Database (BIGSdb) platform (PubMLST.org), which 
stores assembled and annotated genome data from the meningo-
coccus and pneumococcus20,22. This supplements resources such 
as the International Nucleotide Sequence Database Collaboration,  
which is composed of the National Center for Biotechnology  
Information, the European Nucleotide Archive and the DNA 
Databank of Japan. Global surveillance systems using standard-
ised typing methods are beginning to incorporate data derived 
from sequence-based technology; some examples include 
the European Centre for Disease Prevention and Control, the 
European Surveillance System (TESSy) and US Centers for  
Disease Control and Prevention PulseNet. In the UK, the  
Meningitis Research Foundation Meningococcus Genome 
Library (MRF-MGL) is a repository of WGS of all culture- 
confirmed meningococcal isolates from 2010 onwards,  
publicly available through PubMLST.org/neisseria23. Here, some 
examples of how genomic epidemiology has informed preventa-
tive strategies for infections caused by N. meningitidis will be  
outlined.

Genomic epidemiology of N. meningitidis
Transmission dynamics
Learning from carriage studies. As acquisition is the  
prerequisite of invasive disease, it is crucial to understand the  
asymptomatic transmission cycle of the meningococcus and the 
impact of preventative interventions on herd immunity. The UK  
meningococcal C vaccine programme, introduced in 1999, 
was successful by inducing both direct and indirect protection,  
reducing nasopharyngeal carriage of serogroup C and genogroup  
C meningococci24. This was the first demonstration of how  
MLST could be employed at scale in carriage studies for pre- and 

post-vaccine surveillance24. Subsequently, serogroup B disease  
has persisted, caused by multiple ccs, although rates of disease 
have been declining naturally since 2000. A large follow-up  
carriage study of UK adolescents was done in 2014/15 to assess 
whether this reduction in disease was associated with rates of 
meningococcal carriage.

Neisseria species interactions. The factors determining progres-
sion from nasopharyngeal carriage to invasive disease remain 
incompletely understood, and it is possible that interactions 
with other Neisseria species are important. To further investi-
gate this area, WGS enabled the development of an accurate,  
rapid, portable, and affordable method of Neisseria species  
identification. Ribosomal MLST (rMLST) produces highly 
accurate species and subspecies identification but requires data 
from 53 loci, optimally generated by WGS25. For use in the  
MenAfriCar study, WGS data were used to identify a single  
413–base pair fragment of the rplF gene, the sequence of which 
generates results consistent with those from rMLST26. The 
rapid and cost-effective rplF assay identified 10.2% carriage 
of Neisseria spp., with point prevalence of Neisseria lactamica 
5.6%, N. meningitidis 3.6%, Neisseria polysaccharea 0.6%, 
Neisseria bergeri 0.2% and Neisseria subflava 0.05% in the 
African meningitis belt, which varied markedly by country  
(Figure 4)27,28. N. lactamica was carried at the highest rate of 
14.1% by 1- to 4-year-olds, and N. meningitidis was carried at 
the highest rate of 5.2% by 5- to 14-year-olds28. Furthermore, 
there was a mean 4.7-year delay in acquisition of N. meningitidis 
following N. lactamica carriage29. Although the underlying  
mechanisms are yet to be elucidated, this observation has  
implications for intervention strategies. Since 2010, the PsA-TT 
vaccine has been progressively implemented across the African 
meningitis belt, and there has been a dramatic reduction in hyper-
epidemic meningococcal disease and carriage in vaccinated and  
unvaccinated individuals30.

Manipulating the nasopharyngeal niche. The age-specific rate 
of meningococcal carriage and invasive disease is inversely pro-
portional to the rate of colonisation with harmless N. lactamica, 
and alternative prophylactic strategies that exploit this obser-
vation have been proposed31–33. For example, nasal inoculation 
with live N. lactamica has been investigated in UK university 
students. New colonisation with N. lactamica occurred from 
two weeks after inoculation, and carriage of meningococci fell 
from 24.2% (n = 36/149) to 14.7% (n = 21/143) (P = 0.006) in  
those individuals carrying N. lactamica34. This effect may be 
due to displacement of resident N. meningitidis soon after colo-
nisation with N. lactamica, or in those not colonised with either  
Neisseria spp. at baseline, the colonisation with N. lactamica 
might inhibit meningococcal acquisition. There remained a group 
of study participants persistently colonised with N. meningitidis  
despite N. lactamica challenge, suggesting that displacement can 
be inhibited. The serogroup distribution was not characterised, so 
it is not known whether this effect was related to all serogroups; 
however, the effect was seen across ccs34.

Extent of capsular group B vaccine coverage
Estimating protein-based ‘serogroup B substitute’ vaccine  
coverage. The serogroup B polysaccharide capsule is poorly 
immunogenic and shows structural similarity to human tissue, 
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Figure 4. Distribution of Neisseria species from pharyngeal carriage across the meningitis belt in subSaharan Africa. The proportions 
of the different species vary markedly in these cross-sectional carriage surveys, which investigated seven countries across the belt. These 
studies analysed carriage of individuals by age group: 0–4 years, 5–14 years, 15–29 years and 30 or more years. Crosses indicate the 
sampling area for the respective countries. Figure reproduced unchanged under CC BY28.

raising safety concerns. Protein-based ‘serogroup B substitute’ 
vaccines, including 4CMenB (Bexsero®, GlaxoSmithKline) and 
bivalent rLP2086 (Trumenba®, Pfizer), were developed to address 
this issue35,36. In September 2015, 4CMenB vaccine Bexsero® 
was introduced for infants in the UK immunisation schedule at 
2, 4, and 12 months of age. This vaccine contains multiple sub-
capsular proteins, including factor H–binding protein (fHbp),  
Neisserial heparin binding antigen (NHBA), Neisseria adhesin 
A (NadA), and an outer membrane vesicle (OMV) containing 
Porin A (PorA). Efficacy of these vaccines must be considered in 
terms of host immunogenicity and strain coverage. Owing to the 
practical constraints of performing multiple serum bactericidal 
assays (SBAs), the accepted correlate of protection for menin-
gococcal vaccines, alternative assays were devised to estimate 
coverage. Meningococcal strain coverage estimates for England 
and Wales were 73% (95% confidence interval [CI] 57–87%)  
using the Meningococcal Antigen Typing System (MATS)37.  
MATS assesses potential immunological cross-reaction of menin-
gococcal isolates but (i) can be performed by specialist labora-
tories only, (ii) is expensive and time- and labour-intensive, and  
(iii) relies on pooled infant serum. Genomic analysis can be used 
to measure vaccine antigen prevalence using Bexsero® Antigen 
Sequence Typing (BAST), implemented on PubMLST.org/ 
neisseria38. Analysis of a collection of 2016 UK isolates, com-
prising all serogroups from 2010/11 and 2013/14, estimated  
coverage between 22.8 and 30.8%, increasing to 58.3–60.3% when 
potentially cross-reactive antigens were included38,39. A geno-
type-phenotype association using the seven MLST loci to predict  
MATS coverage of serogroup B isolates estimated 66%  
coverage, the same as a subsequent revision of MATS coverage  
for contemporaneous isolates (2014/15)38,39.

Estimating the breadth of coverage is equally problematic for the 
other licenced vaccine, bivalent rLP2086. The Meningococcal  
Antigen Surface Expression (MEASURE) assay was established 

to estimate potential coverage by using fHbp surface expression  
levels, measured by flow cytometry with monoclonal antibody 
binding to conserved epitopes of fHbp found in both subfamilies 
contained in the vaccine40. Surface expression had previously 
been identified as the best predictor of susceptibility of strains in  
SBAs36. A limitation of both MATS and MEASURE assays  
is the diversity of disease-causing meningococci. However, this 
can be appreciated with genomic analysis using large databases 
such as PubMLST.org/neisseria, and publicly available tools 
can be used to identify the presence of bivalent rLP2086 fHbp  
variants and cross-reactive antigens in regions where vaccines are  
being assessed for implementation or in outbreak settings.

Pre- and post-vaccine surveillance. A pre-vaccine genomic  
surveillance study identified the prevalence of Bexsero® antigenic 
variants to be very low among 3,073 UK disease isolates: fHbp 
1, 13.4%; NHBA 2, 13.8%; NadA 8, 0.8%; and PorA-VR P1.4,  
10.9%41. This suggested that if the vaccine is to be effective, it 
would need to be through cross-protective immune responses or  
through alternative mechanisms involving other OMV proteins, 
which are poorly understood to date. Consequently, ongoing 
surveillance is necessary to monitor the secular changes in cc  
distribution that underlie changes in antigenic variant prevalence,  
to inform possible vaccine reformulation.

Ten months after vaccine implementation, Bexsero® efficacy was 
estimated at 82.9% with very wide CIs (95% CI 24.1–95.2)42.  
Two years after implementation, disease in the cohort of infants 
vaccinated with high uptake (92.6%) in 2016/17 represented 
12% of the serogroup B burden compared with 19% in 2015/16,  
when they would not have been fully protected, and 24% in 2014/15 
pre-vaccine implementation43. At that time, it was difficult to  
disentangle vaccine benefit from natural variation in disease rate as 
serogroup B, C, and Y disease all decreased in 2016/17 compared 
with 2015/16 on an overall downward trend for over a decade43.
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Capsular group B vaccines and carriage. Owing to its uncertain 
impact on carriage, Bexsero® has been limited to infants in the 
UK and Ireland national immunisation programmes. If meningo-
coccal carriage were eliminated by vaccination, herd immunity 
could prevent disease in other age groups, improving vaccine  
cost-effectiveness. Observations from a US university outbreak 
suggested that vaccination did not eliminate carriage. A close 
contact of individuals who had been vaccinated with two doses of  
Bexsero® acquired the same outbreak strain and died; however, 
such anecdotal data cannot be regarded as conclusive44. The  
largest study to date, of 2,968 UK university students,  
comparing Bexsero® with ACWY vaccine and unvaccinated  
controls, demonstrated a modest effect of Bexsero® on carriage 
of all N. meningitidis with 18.2% (95% CI 3.4–30.8) reduction 
and on serogroup B disease-associated STs with 12.6% (95%  
CI −15.9–34.1) reduction at least three months after vaccination45. 
At the time of writing, multi-centre carriage studies were  
under way in South Australia and the UK to address the impact 
of protein vaccines on meningococcal carriage. Genomic  
techniques were being used to capture population structure  

of carried meningococci in adolescents before and after targeted 
vaccination with Bexsero® and Trumenba®.

Emergence of new strains
Expansion of serogroup W South American/UK strain. Serogroup  
W, cc11 disease outbreaks were first reported in 2000,  
associated with the Hajj pilgrimage, but following targeted  
vaccination programmes, disease decreased46. Since 2009–10, 
however, there was a steady increase in serogroup W cases  
globally. Genomic epidemiological studies identified the  
organism responsible as belonging to lineage 11.1 but distinct 
from a closely related strain associated with the Hajj pilgrim-
age. This epidemic strain was first seen in South America and 
subsequently spread worldwide (Figure 5)47. WGS analysis of  
MRF-MGL isolates showed that most UK disease after 2013 
was due to a new sub-strain varying by only 30 loci, likely 
due to HGT, indicating microevolution of the aggressive  
genotype48. The disease caused by this strain has been particu-
larly severe, affecting all age groups with atypical manifestations,  
including gastrointestinal symptoms, pneumonia, septic arthritis, 

Figure 5. Geotemporal distribution of lineage 11.1 serogroup W isolates in global collections. The inset panel shows a Neighbour-net 
phylogenetic network of sublineage 11.1 and the distribution of capsular groups within it. Global disease isolates with serogroup W capsular 
antigens have been analysed by using the meningococcal core genome (cgMLST, consisting of 1,546 loci) and visualised with a Neighbour-
net network in the main figure, allowing high-resolution discrimination between isolates. The South American/UK strain has been expanding 
since 2012 and is seen to be distinct from the Hajj strain. Figure reproduced unchanged under CC BY47.
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and epiglottitis/supraglottitis in addition to septicaemia and  
meningitis49–51. In response to this outbreak, conjugate menin-
gococcal ACWY vaccine was introduced into the UK immunisa-
tion schedule in August 2015 for adolescents, historically those 
with the highest carriage49,52. A modest reduction in carriage of  
serogroups C, W, and Y—from 36.2 to 33% (CI 15.6–51.7)—
was seen at least two months after conjugate ACWY vaccina-
tion amongst UK university students45. Although this effect on  
carriage is relatively limited, this may impact on disease incidence 
due to reduction in acquisition rates.

Conclusions
Genomic epidemiology of disease-causing bacteria has far- 
reaching implications for promoting human health and preventing  
disease. The ability to perform such studies has been acceler-
ated with increasing ease, rapidity, and affordability of WGS.  
This simultaneously presents challenges to develop methods 
for distributing and analysing these data for non-specialists.  
In the case of bacterial meningitis and related diseases,  
S. pneumoniae and N. meningitidis have been extensively studied 
by WGS, and studies of the meningococcus have increased 

our understanding of carriage, transmission, interactions with  
commensal Neisseria and the distribution of vaccine antigens  
in national surveillance and emergent organisms. This infor-
mation has helped to shape vaccination strategies worldwide,  
ultimately reducing the burden of this devastating disease.

Competing interests
M.C.J.M has received grants and personal fees from vaccine  
companies, including GlaxoSmithKline and Novartis, outside 
the scope of the submitted work. CMCR declares that she has no  
competing interests.

Grant information
The authors declare that this work was supported by the Wellcome 
Trust (grant 109031/Z15/Z to CMCR and grant 104992/Z/14/Z to 
MCJM).

The funders had no role in study design, data collection and analysis, 
decision to publish, or preparation of the manuscript.

1. Kasanmoentalib ES, Brouwer MC, van de Beek D: Update on bacterial 
meningitis: epidemiology, trials and genetic association studies. Curr Opin 
Neurol. 2013; 26(3): 282–8.  
PubMed Abstract | Publisher Full Text 

2. Liu L, Oza S, Hogan D, et al.: Global, regional, and national causes of child 
mortality in 2000–13, with projections to inform post2015 priorities: an 
updated systematic analysis. Lancet. 2015; 385(9966): 430–40.  
PubMed Abstract | Publisher Fsull Text 

3.  GBD 2013 Mortality and Causes of Death Collaborators: Global, regional, and 
national agesex specific allcause and causespecific mortality for 240 causes 
of death, 1990–2013: a systematic analysis for the Global Burden of Disease 
Study 2013. Lancet. 2015; 385(9963): 117–71.  
PubMed Abstract | Publisher Full Text | Free Full Text | F1000 Recommendation 

4. van de Beek D, Brouwer M, Hasbun R, et al.: Communityacquired bacterial 
meningitis. Nat Rev Dis Primers. 2016; 2: 16074.  
PubMed Abstract | Publisher Full Text 

5.  Okike IO, Johnson AP, Henderson KL, et al.: Incidence, etiology, and 
outcome of bacterial meningitis in infants aged <90 days in the United 
kingdom and Republic of Ireland: prospective, enhanced, national population
based surveillance. Clin Infect Dis. 2014; 59(10): e150–7.  
PubMed Abstract | Publisher Full Text | F1000 Recommendation 

6. Gaschignard J, Levy C, Romain O, et al.: Neonatal Bacterial Meningitis: 444 
Cases in 7 Years. Pediatr Infect Dis J. 2011; 30(3): 212–7.  
PubMed Abstract | Publisher Full Text 

7.  van de Beek D, Cabellos C, Dzupova O, et al.: ESCMID guideline: diagnosis 
and treatment of acute bacterial meningitis. Clin Microbiol Infect. 2016; 22 Suppl 
3: S37–62.  
PubMed Abstract | Publisher Full Text | F1000 Recommendation 

8.  Thigpen MC, Whitney CG, Messonnier NE, et al.: Bacterial meningitis in the 
United States, 1998–2007. N Engl J Med. 2011; 364(21): 2016–25.  
PubMed Abstract | Publisher Full Text | F1000 Recommendation 

9. Gupta S, Maiden MC, Feavers IM, et al.: The maintenance of strain structure in 
populations of recombining infectious agents. Nat Med. 1996; 2(4): 437–42. 
PubMed Abstract | Publisher Full Text 

10. Salisbury D, Ramsay M, Noakes K: Immunisation against infectious disease. 
Health Do editor: The Stationery Office. 2006; 235–55.  
Reference Source

11. Chokshi DA, Parker M, Kwiatkowski DP: Data sharing and intellectual property 

in a genomic epidemiology network: policies for largescale research 
collaboration. Bull World Health Organ. 2006; 84(5): 382–7.  
PubMed Abstract | Publisher Full Text | Free Full Text 

12.  Gardy JL, Loman NJ: Towards a genomicsinformed, realtime, global 
pathogen surveillance system. Nat Rev Genet. 2018; 19(1): 9–20.  
PubMed Abstract | Publisher Full Text | F1000 Recommendation 

13. Quick J, Loman NJ, Duraffour S, et al.: Realtime, portable genome sequencing 
for Ebola surveillance. Nature. 2016; 530(7589): 228–32.  
PubMed Abstract | Publisher Full Text | Free Full Text 

14.  Faria NR, Sabino EC, Nunes MR, et al.: Mobile realtime surveillance of Zika 
virus in Brazil. Genome Med. 2016; 8(1): 97.  
PubMed Abstract | Publisher Full Text | Free Full Text | F1000 Recommendation 

15. Sabat AJ, Budimir A, Nashev D, et al.: Overview of molecular typing methods for 
outbreak detection and epidemiological surveillance. Euro Surveill. 2013; 18(4): 
20380.  
PubMed Abstract | Publisher Full Text 

16. Maiden MC, Bygraves JA, Feil E, et al.: Multilocus sequence typing: a portable 
approach to the identification of clones within populations of pathogenic 
microorganisms. Proc Natl Acad Sci U S A. 1998; 95(6): 3140–5.  
PubMed Abstract | Free Full Text 

17. Centers for Disease Control and Prevention: Epidemiology and Prevention of 
VaccinePreventable Diseases. 13th edition, Washington D.C. Public Health 
Foundation, 2015.  
Reference Source

18. Letunic I, Bork P: Interactive tree of life (iTOL) v3: an online tool for the display 
and annotation of phylogenetic and other trees. Nucleic Acids Res. 2016; 
44(W1): W242–5.  
PubMed Abstract | Publisher Full Text | Free Full Text 

19.  Croucher NJ, Finkelstein JA, Pelton SI, et al.: Population genomics of post
vaccine changes in pneumococcal epidemiology. Nat Genet. 2013; 45(6): 
656–63.  
PubMed Abstract | Publisher Full Text | Free Full Text | F1000 Recommendation 

20. Maiden MC, Jansen van Rensburg MJ, Bray JE, et al.: MLST revisited: the geneby
gene approach to bacterial genomics. Nat Rev Microbiol. 2013; 11(10): 728–36.  
PubMed Abstract | Publisher Full Text | Free Full Text 

21. Fournier P, Dubourg G, Raoult D: Clinical detection and characterization of 
bacterial pathogens in the genomics era. Genome Med. 2014; 6(11): 114. 
PubMed Abstract | Publisher Full Text | Free Full Text 

References F1000 recommended

Page 11 of 13

F1000Research 2018, 7(F1000 Faculty Rev):401 Last updated: 27 MAR 2018

http://www.ncbi.nlm.nih.gov/pubmed/23493159
http://dx.doi.org/10.1097/WCO.0b013e328360415c
http://www.ncbi.nlm.nih.gov/pubmed/25280870
http://dx.doi.org/10.1016/S0140-6736(14)61698-6
https://f1000.com/prime/725286838
http://www.ncbi.nlm.nih.gov/pubmed/25530442
http://dx.doi.org/10.1016/S0140-6736(14)61682-2
http://www.ncbi.nlm.nih.gov/pmc/articles/4340604
https://f1000.com/prime/725286838
http://www.ncbi.nlm.nih.gov/pubmed/27808261
http://dx.doi.org/10.1038/nrdp.2016.74
https://f1000.com/prime/718477959
http://www.ncbi.nlm.nih.gov/pubmed/24997051
http://dx.doi.org/10.1093/cid/ciu514
https://f1000.com/prime/718477959
http://www.ncbi.nlm.nih.gov/pubmed/21416693
http://dx.doi.org/10.1097/INF.0b013e3181fab1e7
https://f1000.com/prime/726904509
http://www.ncbi.nlm.nih.gov/pubmed/27062097
http://dx.doi.org/10.1016/j.cmi.2016.01.007
https://f1000.com/prime/726904509
https://f1000.com/prime/11222956
http://www.ncbi.nlm.nih.gov/pubmed/21612470
http://dx.doi.org/10.1056/NEJMoa1005384
https://f1000.com/prime/11222956
http://www.ncbi.nlm.nih.gov/pubmed/8597954
http://dx.doi.org/10.1038/nm0496-437
http://webarchive.nationalarchives.gov.uk/+/www.dh.gov.uk/prod_consum_dh/groups/dh_digitalassets/documents/digitalasset/dh_113539.pdf
http://www.ncbi.nlm.nih.gov/pubmed/16710548
http://dx.doi.org/10.2471/BLT.06.029843
http://www.ncbi.nlm.nih.gov/pmc/articles/2627357
https://f1000.com/prime/732111041
http://www.ncbi.nlm.nih.gov/pubmed/29129921
http://dx.doi.org/10.1038/nrg.2017.88
https://f1000.com/prime/732111041
http://www.ncbi.nlm.nih.gov/pubmed/26840485
http://dx.doi.org/10.1038/nature16996
http://www.ncbi.nlm.nih.gov/pmc/articles/4817224
https://f1000.com/prime/726790962
http://www.ncbi.nlm.nih.gov/pubmed/27683027
http://dx.doi.org/10.1186/s13073-016-0356-2
http://www.ncbi.nlm.nih.gov/pmc/articles/5041528
https://f1000.com/prime/726790962
http://www.ncbi.nlm.nih.gov/pubmed/23369389
http://dx.doi.org/10.2807/ese.18.04.20380-en
http://www.ncbi.nlm.nih.gov/pubmed/9501229
http://www.ncbi.nlm.nih.gov/pmc/articles/19708
https://medicalscratchs.files.wordpress.com/2015/08/00-intro-pink-book.pdf
http://www.ncbi.nlm.nih.gov/pubmed/27095192
http://dx.doi.org/10.1093/nar/gkw290
http://www.ncbi.nlm.nih.gov/pmc/articles/4987883
https://f1000.com/prime/718086923
http://www.ncbi.nlm.nih.gov/pubmed/23644493
http://dx.doi.org/10.1038/ng.2625
http://www.ncbi.nlm.nih.gov/pmc/articles/3725542
https://f1000.com/prime/718086923
http://www.ncbi.nlm.nih.gov/pubmed/23979428
http://dx.doi.org/10.1038/nrmicro3093
http://www.ncbi.nlm.nih.gov/pmc/articles/3980634
http://www.ncbi.nlm.nih.gov/pubmed/25593594
http://dx.doi.org/10.1186/s13073-014-0114-2
http://www.ncbi.nlm.nih.gov/pmc/articles/4295418


22. Jolley KA, Maiden MC: BIGSdb: Scalable analysis of bacterial genome variation 
at the population level. BMC Bioinformatics. 2010; 11: 595.  
PubMed Abstract | Publisher Full Text | Free Full Text 

23. Hill DM, Lucidarme J, Gray SJ, et al.: Genomic epidemiology of ageassociated 
meningococcal lineages in national surveillance: an observational cohort 
study. Lancet Infect Dis. 2015; 15(12): 1420–8.  
PubMed Abstract | Publisher Full Text | Free Full Text 

24. Maiden MC, Ibarz-Pavón AB, Urwin R, et al.: Impact of meningococcal serogroup 
C conjugate vaccines on carriage and herd immunity. J Infect Dis. 2008; 197(5): 
737–43.  
PubMed Abstract | Publisher Full Text 

25.  Jolley KA, Bliss CM, Bennett JS, et al.: Ribosomal multilocus sequence 
typing: universal characterization of bacteria from domain to strain. 
Microbiology. 2012; 158(Pt 4): 1005–15.  
PubMed Abstract | Publisher Full Text | Free Full Text | F1000 Recommendation 

26. Bennett JS, Watkins ER, Jolley KA, et al.: Identifying Neisseria species by use of 
the 50S ribosomal protein L6 (rplF) gene. J Clin Microbiol. 2014; 52(5): 1375–81. 
PubMed Abstract | Publisher Full Text | Free Full Text 

27. MenAfriCar consortium: The Diversity of Meningococcal Carriage Across 
the African Meningitis Belt and the Impact of Vaccination With a Group 
A Meningococcal Conjugate Vaccine. J Infect Dis. 2015; 212(8): 1298–307. 
PubMed Abstract | Publisher Full Text | Free Full Text 

28. Diallo K, Trotter C, Timbine Y, et al.: Pharyngeal carriage of Neisseria species in 
the African meningitis belt. J Infect. 2016; 72(6): 667–77.  
PubMed Abstract | Publisher Full Text | Free Full Text 

29. Coen PG, Cartwright K, Stuart J: Mathematical modelling of infection and 
disease due to Neisseria meningitidis and Neisseria lactamica. Int J Epidemiol. 
2000; 29(1): 180–8.  
PubMed Abstract | Publisher Full Text 

30.  Diomandé FV, Djingarey MH, Daugla DM, et al.: Public Health Impact After 
the Introduction of PsATT: The First 4 Years. Clin Infect Dis. 2015; 61 Suppl 5: 
S467–72.  
PubMed Abstract | Publisher Full Text | Free Full Text | F1000 Recommendation 

31.  Gold R, Goldschneider I, Lepow ML, et al.: Carriage of Neisseria meningitidis 
and Neisseria lactamica in infants and children. J Infect Dis. 1978; 137(2): 112–21. 
PubMed Abstract | Publisher Full Text | F1000 Recommendation 

32.  Cartwright KA, Stuart JM, Jones DM, et al.: The Stonehouse survey: 
nasopharyngeal carriage of meningococci and Neisseria lactamica. Epidemiol 
Infect. 1987; 99(3): 591–601.  
PubMed Abstract | Publisher Full Text | Free Full Text | F1000 Recommendation

33. Olsen SF, Djurhuus B, Rasmussen K, et al.: Pharyngeal carriage of Neisseria 
meningitidis and Neisseria lactamica in households with infants within areas 
with high and low incidences of meningococcal disease. Epidemiol Infect. 1991; 
106(3): 445–57.  
PubMed Abstract | Publisher Full Text | Free Full Text 

34. Deasy AM, Guccione E, Dale AP, et al.: Nasal Inoculation of the Commensal 
Neisseria lactamica Inhibits Carriage of Neisseria meningitidis by Young Adults: 
A Controlled Human Infection Study. Clin Infect Dis. 2015; 60(10): 1512–20. 
PubMed Abstract | Publisher Full Text 

35. Serruto D, Bottomley MJ, Ram S, et al.: The new multicomponent vaccine 
against meningococcal serogroup B, 4CMenB: immunological, functional and 
structural characterization of the antigens. Vaccine. 2012; 30 Suppl 2: B87–97. 
PubMed Abstract | Publisher Full Text | Free Full Text 

36. Jiang H, Hoiseth SK, Harris SL, et al.: Broad vaccine coverage predicted for 
a bivalent recombinant factor H binding protein based vaccine to prevent 
serogroup B meningococcal disease. Vaccine. 2010; 28(37): 6086–93.  
PubMed Abstract | Publisher Full Text 

37.  Vogel U, Taha MK, Vazquez JA, et al.: Predicted strain coverage of a 
meningococcal multicomponent vaccine (4CMenB) in Europe: a qualitative 
and quantitative assessment. Lancet Infect Dis. 2013; 13(5): 416–25.  
PubMed Abstract | Publisher Full Text | F1000 Recommendation 

38. Parikh SR, Newbold L, Slater S, et al.: Meningococcal serogroup B strain 
coverage of the multicomponent 4CMenB vaccine with corresponding regional 

distribution and clinical characteristics in England, Wales, and Northern 
Ireland, 2007–08 and 2014–15: a qualitative and quantitative assessment. 
Lancet Infect Dis. 2017; 17(7): 754–62.  
PubMed Abstract | Publisher Full Text 

39. Brehony C, Rodrigues CMC, Borrow R, et al.: Distribution of Bexsero® Antigen 
Sequence Types (BASTs) in invasive meningococcal disease isolates: 
Implications for immunisation. Vaccine. 2016; 34(39): 4690–7.  
PubMed Abstract | Publisher Full Text | Free Full Text 

40.  Donald RG, Hawkins JC, Hao L, et al.: Meningococcal serogroup B 
vaccines: Estimating breadth of coverage. Hum Vaccin Immunother. 2017; 13(2): 
255–65.  
PubMed Abstract | Publisher Full Text | Free Full Text | F1000 Recommendation 

41. Rodrigues CMC, Lucidarme J, Borrow R, et al.: Genomic Surveillance of 4CMenB 
Vaccine Antigenic Variants among DiseaseCausing Neisseria meningitidis 
Isolates, United Kingdom, 2010–2016. Emerg Infect Dis. 2018; 24(4): 673–682. 
PubMed Abstract | Publisher Full Text 

42.  Parikh SR, Andrews NJ, Beebeejaun K, et al.: Effectiveness and impact of a 
reduced infant schedule of 4CMenB vaccine against group B meningococcal 
disease in England: a national observational cohort study. Lancet. 2016; 
388(10061): 2775–82.  
PubMed Abstract | Publisher Full Text | F1000 Recommendation 

43. Public Health England: Invasive meningococcal disease (laboratory reports 
in England): 2015/2016 annual data by epidemiological year. Public Health 
England, 2016.

44.  McNamara LA, Shumate AM, Johnsen P, et al.: First Use of a Serogroup 
B Meningococcal Vaccine in the US in Response to a University Outbreak. 
Pediatrics. 2015; 135(5): 798–804.  
PubMed Abstract | Publisher Full Text | Free Full Text | F1000 Recommendation 

45. Read RC, Baxter D, Chadwick DR, et al.: Effect of a quadrivalent meningococcal 
ACWY glycoconjugate or a serogroup B meningococcal vaccine on 
meningococcal carriage: an observerblind, phase 3 randomised clinical trial. 
Lancet. 2014; 384(9960): 2123–31.  
PubMed Abstract | Publisher Full Text 

46.  Taha MK, Achtman M, Alonso JM, et al.: Serogroup W135 meningococcal 
disease in Hajj pilgrims. Lancet. 2000; 356(9248): 2159.  
PubMed Abstract | Publisher Full Text | F1000 Recommendation 

47.  Lucidarme J, Hill DM, Bratcher HB, et al.: Genomic resolution of an 
aggressive, widespread, diverse and expanding meningococcal serogroup B, 
C and W lineage. J Infect. 2015; 71(5): 544–52.  
PubMed Abstract | Publisher Full Text | Free Full Text | F1000 Recommendation 

48.  Lucidarme J, Scott KJ, Ure R, et al.: An international invasive 
meningococcal disease outbreak due to a novel and rapidly expanding 
serogroup W strain, Scotland and Sweden, July to August 2015. Euro Surveill. 
2016; 21(45): pii: 30395.  
PubMed Abstract | Publisher Full Text | Free Full Text | F1000 Recommendation 

49. Campbell H, Saliba V, Borrow R, et al.: Targeted vaccination of teenagers 
following continued rapid endemic expansion of a single meningococcal 
group W clone (sequence type 11 clonal complex), United Kingdom 2015. Euro 
Surveill. 2015; 20(28): pii: 21188.  
PubMed Abstract | Publisher Full Text 

50. Ladhani SN, Beebeejaun K, Lucidarme J, et al.: Increase in endemic Neisseria 
meningitidis capsular group W sequence type 11 complex associated with 
severe invasive disease in England and Wales. Clin Infect Dis. 2015; 60(4): 
578–85.  
PubMed Abstract | Publisher Full Text 

51. Campbell H, Parikh SR, Borrow R, et al.: Presentation with gastrointestinal 
symptoms and high case fatality associated with group W meningococcal 
disease (MenW) in teenagers, England, July 2015 to January 2016. Euro 
Surveill. 2016; 21(12).  
PubMed Abstract | Publisher Full Text 

52.  Christensen H, May M, Bowen L, et al.: Meningococcal carriage by age: a 
systematic review and metaanalysis. Lancet Infect Dis. 2010; 10(12): 853–61. 
PubMed Abstract | Publisher Full Text | F1000 Recommendation 

Page 12 of 13

F1000Research 2018, 7(F1000 Faculty Rev):401 Last updated: 27 MAR 2018

http://www.ncbi.nlm.nih.gov/pubmed/21143983
http://dx.doi.org/10.1186/1471-2105-11-595
http://www.ncbi.nlm.nih.gov/pmc/articles/3004885
http://www.ncbi.nlm.nih.gov/pubmed/26515523
http://dx.doi.org/10.1016/S1473-3099(15)00267-4
http://www.ncbi.nlm.nih.gov/pmc/articles/4655307
http://www.ncbi.nlm.nih.gov/pubmed/18271745
http://dx.doi.org/10.1086/527401
https://f1000.com/prime/13960969
http://www.ncbi.nlm.nih.gov/pubmed/22282518
http://dx.doi.org/10.1099/mic.0.055459-0
http://www.ncbi.nlm.nih.gov/pmc/articles/3492749
https://f1000.com/prime/13960969
http://www.ncbi.nlm.nih.gov/pubmed/24523465
http://dx.doi.org/10.1128/JCM.03529-13
http://www.ncbi.nlm.nih.gov/pmc/articles/3993661
http://www.ncbi.nlm.nih.gov/pubmed/25858956
http://dx.doi.org/10.1093/infdis/jiv211
http://www.ncbi.nlm.nih.gov/pmc/articles/4577048
http://www.ncbi.nlm.nih.gov/pubmed/27018131
http://dx.doi.org/10.1016/j.jinf.2016.03.010
http://www.ncbi.nlm.nih.gov/pmc/articles/4879866
http://www.ncbi.nlm.nih.gov/pubmed/10750621
http://dx.doi.org/10.1093/ije/29.1.180
https://f1000.com/prime/725935722
http://www.ncbi.nlm.nih.gov/pubmed/26553676
http://dx.doi.org/10.1093/cid/civ499
http://www.ncbi.nlm.nih.gov/pmc/articles/4639484
https://f1000.com/prime/725935722
https://f1000.com/prime/732871848
http://www.ncbi.nlm.nih.gov/pubmed/415097
http://dx.doi.org/10.1093/infdis/137.2.112
https://f1000.com/prime/732871848
https://f1000.com/prime/732871849
http://www.ncbi.nlm.nih.gov/pubmed/3123263
http://dx.doi.org/10.1017/S0950268800066449
http://www.ncbi.nlm.nih.gov/pmc/articles/2249239
https://f1000.com/prime/732871849
http://www.ncbi.nlm.nih.gov/pubmed/1904825
http://dx.doi.org/10.1017/S0950268800067492
http://www.ncbi.nlm.nih.gov/pmc/articles/2271871
http://www.ncbi.nlm.nih.gov/pubmed/25814628
http://dx.doi.org/10.1093/cid/civ098
http://www.ncbi.nlm.nih.gov/pubmed/22607904
http://dx.doi.org/10.1016/j.vaccine.2012.01.033
http://www.ncbi.nlm.nih.gov/pmc/articles/3360877
http://www.ncbi.nlm.nih.gov/pubmed/20619376
http://dx.doi.org/10.1016/j.vaccine.2010.06.083
https://f1000.com/prime/721687702
http://www.ncbi.nlm.nih.gov/pubmed/23414709
http://dx.doi.org/10.1016/S1473-3099(13)70006-9
https://f1000.com/prime/721687702
http://www.ncbi.nlm.nih.gov/pubmed/28366725
http://dx.doi.org/10.1016/S1473-3099(17)30170-6
http://www.ncbi.nlm.nih.gov/pubmed/27521232
http://dx.doi.org/10.1016/j.vaccine.2016.08.015
http://www.ncbi.nlm.nih.gov/pmc/articles/5012890
https://f1000.com/prime/727134566
http://www.ncbi.nlm.nih.gov/pubmed/27960595
http://dx.doi.org/10.1080/21645515.2017.1264750
http://www.ncbi.nlm.nih.gov/pmc/articles/5328210
https://f1000.com/prime/727134566
http://www.ncbi.nlm.nih.gov/pubmed/29553330
http://dx.doi.org/10.3201/eid2404.171480
https://f1000.com/prime/727223621
http://www.ncbi.nlm.nih.gov/pubmed/28100432
http://dx.doi.org/10.1016/S0140-6736(16)31921-3
https://f1000.com/prime/727223621
https://f1000.com/prime/725451366
http://www.ncbi.nlm.nih.gov/pubmed/25917990
http://dx.doi.org/10.1542/peds.2014-4015
http://www.ncbi.nlm.nih.gov/pmc/articles/4620546
https://f1000.com/prime/725451366
http://www.ncbi.nlm.nih.gov/pubmed/25145775
http://dx.doi.org/10.1016/S0140-6736(14)60842-4
https://f1000.com/prime/732871850
http://www.ncbi.nlm.nih.gov/pubmed/11191548
http://dx.doi.org/10.1016/S0140-6736(00)03502-9
https://f1000.com/prime/732871850
https://f1000.com/prime/725689148
http://www.ncbi.nlm.nih.gov/pubmed/26226598
http://dx.doi.org/10.1016/j.jinf.2015.07.007
http://www.ncbi.nlm.nih.gov/pmc/articles/4635312
https://f1000.com/prime/725689148
https://f1000.com/prime/732871851
http://www.ncbi.nlm.nih.gov/pubmed/27918265
http://dx.doi.org/10.2807/1560-7917.ES.2016.21.45.30395
http://www.ncbi.nlm.nih.gov/pmc/articles/5144941
https://f1000.com/prime/732871851
http://www.ncbi.nlm.nih.gov/pubmed/26212140
http://dx.doi.org/10.2807/1560-7917.ES2015.20.28.21188
http://www.ncbi.nlm.nih.gov/pubmed/25389259
http://dx.doi.org/10.1093/cid/ciu881
http://www.ncbi.nlm.nih.gov/pubmed/27035055
http://dx.doi.org/10.2807/1560-7917.ES.2016.21.12.30175
https://f1000.com/prime/721687966
http://www.ncbi.nlm.nih.gov/pubmed/21075057
http://dx.doi.org/10.1016/S1473-3099(10)70251-6
https://f1000.com/prime/721687966


 

Open Peer Review

  Current Referee Status:

Editorial Note on the Review Process
 are commissioned from members of the prestigious   and are edited as aF1000 Faculty Reviews F1000 Faculty

service to readers. In order to make these reviews as comprehensive and accessible as possible, the referees
provide input before publication and only the final, revised version is published. The referees who approved the
final version are listed with their names and affiliations but without their reports on earlier versions (any comments
will already have been addressed in the published version).

The referees who approved this article are:
Version 1

The benefits of publishing with F1000Research:

Your article is published within days, with no editorial bias

You can publish traditional articles, null/negative results, case reports, data notes and more

The peer review process is transparent and collaborative

Your article is indexed in PubMed after passing peer review

Dedicated customer support at every stage

For pre-submission enquiries, contact   research@f1000.com

 Department of Infectious Diseases, Hvidovre Hospital, University of Copenhagen,Thomas Benfield
Copenhagen, Denmark

 No competing interests were disclosed.Competing Interests:

1

 National Institute of Public Health, Prague, Czech RepublicPavla Křížová
 No competing interests were disclosed.Competing Interests:

1

Page 13 of 13

F1000Research 2018, 7(F1000 Faculty Rev):401 Last updated: 27 MAR 2018

http://f1000research.com/collections/f1000-faculty-reviews/about-this-channel
http://f1000.com/prime/thefaculty

