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Mechanisms for lyssavirus
persistence in non-synanthropic
bats in Europe: insights from a
modeling study
Davide Colombi1,2, Jordi Serra-Cobo3, Raphaëlle Métras 4,5, Andrea Apolloni5,6,
Chiara Poletto7, Marc López-Roig3, Hervé Bourhy8 & Vittoria Colizza7
Bats are natural reservoirs of the largest proportion of viral zoonoses among mammals, thus
understanding the conditions for pathogen persistence in bats is essential to reduce human risk.
Focusing on the European Bat Lyssavirus subtype 1 (EBLV-1), causing rabies disease, we develop a datadriven spatially explicit metapopulation model to investigate EBLV-1 persistence in Myotis myotis and
Miniopterus schreibersii bat species in Catalonia. We find that persistence relies on host spatial structure
through the migratory nature of M. schreibersii, on cross-species mixing with M. myotis, and on survival
of infected animals followed by temporary immunity. The virus would not persist in the single colony
of M. myotis. Our study provides for the first time epidemiological estimates for EBLV-1 progression in
M. schreibersii. Our approach can be readily adapted to other zoonoses of public health concern where
long-range migration and habitat sharing may play an important role.
Bats are reservoir hosts of a large number of zoonotic viral infections, including some of the recently emerged
severe infectious diseases affecting humans1–4. They are implicated as reservoirs and vectors for transmission of
severe acute respiratory syndrome (SARS) and Middle East respiratory syndrome (MERS) coronaviruses, Ebola
and Marburg filoviruses, lyssaviruses, Hendra and Nipah viruses1,2,4. Recently a novel lineage of influenza A virus
was discovered in bats in Central America5. A comprehensive analysis of known mammal-virus associations
determined that bats harbor a significantly larger proportion of zoonoses compared to all other mammalian
orders6. Pathogen spillovers from bats to domestic animals and humans may thus represent a serious threat to
public health, biodiversity and global security7. For this reason, considerable scientific and public health interest
is invested into identifying the mechanisms and conditions for cross-species transmission leading to a potential
pandemic episode8,9. A key step to reach this goal and reduce the risk for humans from pathogens of bat-origin
requires the understanding of how bat ecology may influence the infectious disease dynamics, and thus elucidating those aspects that are most critical to the circulation of viruses in bats.
A number of studies have proposed that bats have unique ecological, social, and immunological traits increasing their potential to host zoonotic viruses, however given the large variety of host and pathogen species and
the paucity of wildlife data important gaps still remain2,10. Here we focus on lyssaviruses (Rhabdoviridae family,
Lyssavirus genus), the agents of rabies diseases. Bats are considered to be the ancestral hosts of lyssaviruses, before
the viruses progressively diverged from this common ancestor to many recipient host species11–13. To date, bats
were found to serve as reservoirs of 15 of the 17 lyssavirus species currently known14,15. In Europe, four different
lyssavirus species have been isolated in bats, namely European bat lyssavirus types 1 and 2 (EBLV-1 and EBLV-2,
respectively), Bokeloh bat lyssavirus (BBLV), West Caucasian bat virus (WCBV) and one tentative species, Lleida
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bat lyssavirus13,16–19. Reported in Europe for the first time in 195420, EBLV-1 is the most commonly found species in the continent with a wide distribution across Germany, the Netherlands, Denmark, France, Spain16,20–24.
It has the potential to cross the species barrier and infect other domestic and wild mammals20,22,25,26, as well as
humans19,24,27, where it causes fatal encephalitis, indistinguishable from other lyssaviruses.
Relatively little is known about the dynamics of EBLV-1 infection in European bats and the conditions for viral
transmission and maintenance. Routine programs of passive surveillance were established in Europe at the end of
the 80′s to study the distribution, abundance, and epidemiology of lyssavirus infections in bats. The vast majority
of EBLV-1 positive cases was found to be associated with the Serotine bat (Eptesicus serotinus)19,20,28, a largely
diffused species in the Eurasian region that almost exclusively roost in buildings close to suburban areas, i.e. displaying a synanthropic behavior. Retrospective investigations of passive surveillance data and reports from active
surveillance studies provided however evidence of EBLV-1 circulation (through neutralizing antibodies, viral
RNAs) in other bat species20,29–35, including Myotis myotis in France30, Belgium32 and Spain33–35, and Miniopterus
schreibersii in France30 and Spain33–35.
M. schreibersii may be particularly important for the spatial diffusion and maintenance of EBLV-1 in European
bats. Sequence analyses of EBLV-1 genomes from nine European countries indeed uncovered the geographic separation between phylogeographical clusters of EBLV-1 variants that cannot be fully explained by the geographic
distribution of E. serotinus36, a sedentary bat species37. Other bat species are thought therefore to be implicated
in EBLV-1 circulation, with migratory species potentially assuming a prominent role in carrying the pathogen
across different host populations at distant areas38.
In addition to high mobility, the social nature of bats and their colonial aggregation constitute ideal drivers for viral exchange and dispersal39. Colony size and species richness were found to be associated with an
increased EBLV-1 seroprevalence in Spanish bats33,35. Population density and proximity of bats in the same cave
provide indeed higher chances for mixing and transmission between individuals. A large number of species in
the same roost might not only increase the rates of contact between bat populations, but also provide paths for
cross-species diffusion and subsequent seeding events in other caves thanks to individual mobility. This suggests
that infection cycles may be maintained among different host species, facilitating transient epidemics through
extinction and recolonization events in a spatially structured environment, and overall potentially contributing
to the spatial circulation of the virus at the regional scale.
Disease progression within individual hosts remains undefined, however it is expected to account for mechanisms to escape lethal infection and replenish the population of susceptible individuals to sustain transmission,
contrasting the characteristic long lifespan of bats. Findings from passive and active surveillance suggest that
bats may be capable of being exposed to lyssaviruses without dying29. No evidence has however addressed so
far this aspect in a satisfactory or definitive way, mainly because of the scarce available knowledge on bat immunology40. Experimental infections in the primary host of EBLV-1 highlighted a strong dependence of the efficiency of transmission and probability of causing rabies disease on the virus transmission route41. The absence of
virus-neutralizing activity in all sera under all transmission conditions is however in sharp contrast with field data
from Spain, France, and Germany25,30,33,35,42. The presence of EBLV-1 neutralizing antibody response in healthy
individuals appears to be relatively common and have been documented in E. serotinus and in other bat species
including M. myotis and M. schreibersii in various regions30,33,35,42,43. While its interpretation remains rather difficult, previous work suggested this response may result from bats recovering from the infection following EBLV
exposure30. Direct evidence of transmission during abortive or subclinical infection under natural conditions is
indeed difficult to achieve with active surveillance as lyssaviruses are excreted only for short periods25,30. A recent
longitudinal survey of E. serotinus colonies in France42 found for the first time viral RNA in bats saliva concomitant with virus excretion, and later followed by seropositivity, suggesting that transmission may occur during
subclinical infection. In addition, individual waves of seroconversion and waning of immunity were reported in
the same colony, similar to previous results obtained for M. myotis in Spain44.
Where knowledge gaps in bat ecology, epidemiology, and immunology hinder a comprehensive assessment of
the mechanisms for EBLV-1 persistence in European bats, mathematical models provide a synthetic framework
for hypotheses testing that can help improve our understanding of the spatial patterns reported by observational
studies and identify important drivers for persistence. Such cross-disciplinary integrative modeling was previously suggested as a relevant research avenue to provide additional insights into the infectious disease dynamics
with implications for our understanding of zoonotic disease emergence and associated risk for humans2. Here
we develop a data-driven mechanistic metapopulation model for EBLV-1 spatial diffusion in the Miniopterus
schreibersii and Myotis myotis non-synanthropic bat species in a system of caves in Catalonia, a region in the
North-East of Spain. The model builds on existing data from a long-term field survey of EBLV-1 infection in
natural bat colonies in the region33,35,38. M. myotis live as a single colony of few hundred individuals in the cave
called Can Palomeres. M. schreibersii is a regional migratory species following a complex annual migration from
cave to cave in the region. The two species share the same habitat in Can Palomeres during summer months.
Through the use of spatially-resolved demographic and migration data, we explore several hypotheses regarding
unknown epidemiological (transmission potential), immunological (lethal infection, immunity) and ecological
aspects (cross-species mixing, seasonality in mixing, migratory behavior) to identify the mechanisms responsible for the reported EBLV-1 persistence in the two species. Given the current limitations of global surveillance
for zoonotic diseases, focusing on the dynamics of bat infectious diseases and improving our understanding of
the mechanisms driving their persistence may provide useful information to complement the available scarce
resources to predict epizootics and potential risk for humans.
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Figure 1. Schematic representation of the spatial model. (a) Schematic georeferenced diagram of the
metapopulation model, composed of roosting caves (nodes) and migratory path (links) for M. schreibersii
in the region of Catalunya. Can Palomeres is the cave where cross-species mixing may occur. (b) Temporal
representation of the annual seasonal migration of M. schreibersii. Cave occupation is represented with filled
rectangles (northern route) and striped ones (southern route).

Figure 2. Disease progression models and seasonality of transmission. (a) Compartmental structure for model 1,
where no infection-induced mortality is considered and immunity wanes with rate ω. εI is the rate of becoming
infective following infection, and μ the recovery rate (b) Compartmental structure for model 2, considering
lethal infection to occur with probability ρ, whereas non-lethally exposed individuals (ER) recover with rate εR to
the permanently immune state. (c) As in (b) for model 3, where immunity wanes with rate ω. Demographic
processes in the three diagrams are omitted for clarity. (d) Reproductive numbers R 0p for M. schreibersii along
each patch p of the migration path. The values correspond to the maximum likelihood estimates. The average
reproductive number of the metapopulation model, ⟨ R 0⟩, is also shown (black dashed curve).

Results

EBLV-1 metapopulation model design. We develop a multi-species metapopulation epidemic model45–47

where shelters occupied by bats are represented by patches and migration events between shelters are represented
by links connecting different patches. After hibernation in Avenc Davi (AD), M. schreibersii population splits
between northern and southern migration routes (Fig. 1a) for mating, birthing and breeding during spring and
summer seasons, before reuniting itself in Avenc Davi at the start of the fall (Fig. 1b). M. myotis bats constitute
a single colony located in Can Palomeres (CP) year-round where they may get in contact with M. schreibersii
throughout spring/summer months.
Host mixing and possible local transmission of infection occurs within each populated patch. We propose
three models for EBLV-1 infection dynamics in the bat species under study, to account for different hypotheses
based on field observations and experimental knowledge. They are all based on a susceptible-exposed-

ScIentIfIc REPOrtS |

(2019) 9:537 | DOI:10.1038/s41598-018-36485-y

3

www.nature.com/scientificreports/

Figure 3. Persistence probability of EBLV-1 in M. schreibersii and in M. myotis bats in model 1. (a,b)
Persistence probability for M. schreibersii (a) and for M. myotis (b) as a function of the average reproductive
number of the metapopulation model ⟨ R 0⟩ and of the immunity period ω−1 in the mixing scenario. (c,d) as in
(a,b) in the non-mixing conditions. Contour lines indicate a persistence probability of 80%. The dashed
horizontal line refers to ⟨ R 0⟩ = 1. Solid horizontal lines refer to threshold conditions (R 0p = 1) for the caves.

infected-recovered (SEIR) compartmental scheme48, with variations to account for different immunological
responses. Model 1 assumes non-lethal infection and loss of immunity (panel a of Fig. 2), as done in previous
modeling works44,49. Model 2 considers the possibility for bats to develop a lethal infection (with a given probability ρ = 0.15, 0.35, 0.5), alternative to a non-infectious state followed by permanent immunity (panel b).
Model 3 is a variation of model 2 that considers temporary immunity of average duration ω−1 (panel c).
Seasonality characterizes migrations flows, hosts’ birth, and also transmission intensity, as the latter varies
upon the degree of bats activity throughout the year. For M. schreibersii, we model it through a patch-dependent
variation of the reproductive number R0 (Fig. 2d and Methods), a key epidemiological parameter measuring the
average number of secondary cases that an infectious host can generate during the infectious period in a fully
susceptible population50. For M. myotis, we consider a two-step function for R0 describing hibernation in winter months (as for M. schreibersii in Avenc Davì) and breeding and mating during the rest of the year (as for M.
schreibersii in Can Palomeres).
Cross-species transmission between M. schreibersii and M. myotis may occur in Can Palomeres only where the
two species share the habitat. We model it with a reduction in transmissibility, R 0mix = αR 0CP with 0 ≤ α ≤ 1, to
account for reduced mixing between different species (α = 0 refers to non-mixing conditions).
All parameters are described in Methods and Table S5 of the Supplementary Information.

Predicted EBLV-1 persistence. We compute the persistence probability of EBLV-1 in each bat species as
the fraction of stochastic simulations reaching the endemic equilibrium in both host populations, by varying the
input reproductive number in Can Palomeres, 1.1 ≤ R 0CP ≤ 3.1, and the M. schreibersii average immunity period,
180 ≤ ω−1 ≤ 780. We compare numerical results across different models and hypotheses by introducing a metapopulation summary measure for M. schreibersii given by the average reproductive number of the metapopulation model across time and patches:

ScIentIfIc REPOrtS |

(2019) 9:537 | DOI:10.1038/s41598-018-36485-y

4

www.nature.com/scientificreports/
Reproductive number

Maximum likelihood estimate and 95% CI

⟨ R 0⟩

1.02 [0.91–1.18]

R 0CP

1.6 [1.43–1.84]

R 0OC

1.24 [1.11–1.43]

R 0C

1.06 [0.96–1.23]

R 0SR

1.06 [0.96–1.23]

R 0AD

0.53 [0.48–0.61]

Table 1. Maximum likelihood estimates for the reproductive number.

Figure 4. Comparison with experimental scenarios. Persistence probability for M. schreibersii as a function of
the average reproductive number of the metapopulation model ⟨ R 0⟩ for values of the immunity period ω−1
spanning the estimated confidence interval. Each experimental scenario indicated in the plot title is compared
with the reference model, corresponding to the data-driven metapopulation model. Numerical results are
obtained for model 1 in mixing conditions. The dashed vertical line indicates ⟨ R 0⟩ = 1.

⟨ R 0⟩ =

p p
∑ p R 0 N (t )
1
[
],
∑
p
365 t
∑ p N (t )

where R 0p represents the reproductive number of patch p, and Np(t) indicates the M. schreibersii population size of
patch p at time t.
EBLV-1 circulation in both species is numerically recovered only in model 1 (temporary immunity and
non-lethal infection) with cross-species mixing (Fig. 3, panels a and b). The absence of mixing between M. schreibersii
and M. myotis or lethal infection lead instead to negligible or null probability of persistence in one of the species
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(M. myotis, Fig. 3, panel d) or both (Table S6 of the Supplementary Information, for different probabilities leading
to the lethal infectious state), respectively. Also, density-dependent transmission would not allow persistence of
the pathogen in any of the models explored (Table S6).
Persistence probability profiles are very similar in the two host populations in model 1 with cross-species mixing. Virus circulation is maintained for all values of the immunity periods explored, with high persistence ensured
at lower transmissibilities if the immunity period is short. Mixing allows persistence also for values of the average
metapopulation reproductive number close to or below the critical threshold, favoring viral circulation compared
to the non-mixing case (Fig. 3, panels a and c).
We performed a sensitivity analysis to allow for variations in the ecological estimates (bat population sizes,
Figs S4 and S5 of the Supplementary Information; starting date of migration events, Fig. S6; duration of migration
events, Fig. S7), and in the assumed length of the infectious period (Fig. S3) yielding no variation in the predicted
conditions for EBLV-1 circulation in both species.

Maximum likelihood analysis.

We use a maximum likelihood approach to compare the seroprevalence
data from the two species51 with numerical results of model 1 and identify values of the reproductive number and
immunity period mostly compatible with observations (see details in the Supplementary Information). Best estimate values for the unknown parameters are ω−1 = 390 (95% CI: 228–772) days and R 0CP = 1.6 (95% CI: 1.43–
1.84). The latter is associated to a metapopulation average just above the critical threshold, ⟨ R 0⟩ = 1.02 (95% CI:
0.91–1.18), whereas the reproductive number is predicted to be largely subcritical in Avenc Davi during the
hibernation period, R 0AD = 0.53 (95% CI: 0.48–0.61) (Table 1). With R 0CP set to its maximum likelihood estimate,
we find the probability of viral persistence in M. schreibersii to vary strongly, decreasing from 82% to 1% when the
immunity period varies within its 95% confidence interval, with a probability equal to 38% for the best estimate
ω−1 = 390 days (Fig. S1 in the Supplementary Information). Such trend in the persistence probability is not substantially altered by variations in the assumed values for cross-species mixing (Fig. S2).

Experimental scenarios. To assess the impact of several ecological drivers on the probability of persistence
of EBLV-1 in both species, we compare our data-driven metapopulation model with a set of experimental scenarios (see Methods).
Discarding yearly seasonality of transmission and keeping a reproductive number constant in space and time
leaves the persistence probability almost unaltered (non-seasonal metapopulation, Fig. 4). The essential role of
migration is ensured by its northern portion, without which the likelihood of viral maintenance would be strongly
reduced for a large set of values of 〈 R 0〉, becoming null when 〈 R 0〉 assumes its maximum likelihood estimate
(northern path only vs. southern path only). Finally, considering the breakdown of the Summer refuges patch into
smaller subpopulations, i.e. through a higher spatial resolution metapopulation model, would require a slight
increase in transmissibility to reach the same persistence values of the reference model (higher resolution).

Discussion

Through a spatially explicit multispecies metapopulation model based on available data from a long-term field
survey on M. schreibersii and M. myotis bats in Spanish natural colonies, our study identified the main drivers for
EBLV-1 persistence in the ecosystem under study and provide novel numerical evidence informing on previously
unknown epidemiological, immunological and ecological factors.
Overall our findings indicate that EBLV-1 persistence relies on host spatial structure through the migration
of M. schreibersii bats, on cross-species mixing with M. myotis population, and on a disease progression leading
to survival of infected animals followed by temporary immunity. Even a low probability of developing lethal
infection together with bats migration and reseeding through cross-species mixing would not be able to sustain
the epidemic, regardless of the loss of immunity. While Lyssavirus infections are known to be generally lethal for
mammals and for some bat species52,53, current knowledge from experimental and natural studies is not sufficient
to accurately and satisfactorily define EBLV-1 disease progression in bats in natural conditions30,33,35,40,42,43. This
is further complicated by biological and regulatory aspects. First, despite recent evidence for E. serotinus bats in
France42, detecting a subclinical infective state in healthy bats in natural colonies is rather unlikely because of the
short duration of the excretion period, and no such evidence exists yet for M. schreibersii or M. myotis. Second,
the legal framework protecting European bats54 makes field studies particularly difficult to implement, as for
instance marking bats is forbidden in Europe and special authorizations need to be requested to conduct these
studies. Little but precious available field data are providing however an increasing body of evidence pointing to
the possibility that various bat species may experience an infective subclinical state after being exposed to EBLV1, followed by recovery and loss of immunity, with no associated increased mortality25,30,35,42,44, in agreement with
our model results. A constant survival rate despite recurrent EBLV-1 epidemic cycles was reported for M. myotis44,
supporting the findings of our model. Additional field data is needed to confirm our numerical predictions on
EBLV-1 infection in M. schreibersii.
Two ecological factors emerge as critical drivers for viral persistence: cross-species mixing and host migration. We found that EBLV-1 circulation would not be maintained in a single colony alone in absence of mixing
with other species. Multi-species colonies are indeed a phenomenon largely observed in the field that is known
to favor virus exchange33,55. The importance of cross-species transmission of lyssaviruses was also reported in
other ecological settings, identifying phylogenetic distance as the key determinant for cross-species transmission
of rabies virus in North American bat species11,56. No study of this kind has been performed yet on EBLV-1 hosts
species, and while the mixing intensity between M. schreibersii and M. myotis in Can Palomeres is unknown, our
persistence estimates remain quite robust against this assumption. Our findings suggest that an increased public
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health attention should be focused on caves hosting multiple bat species with targeted surveillance and ecological
fieldwork to improve our understanding of the role of species richness in viral exchange.
We find that transmission may not depend on host density in the cave. Many bat species are indeed known
to form communities (families) that are stable over short terms (daily and nocturnal activities) and long terms
(between migrations) thus including members of different generations, and whose sizes are independent on the
colony size57,58. Given that virus transmission through bites and scratches41 requires close contact, the regularity
of interactions with a limited number of hosts may explain the frequency-dependent transmission selected by
our model. This result however seems to depend considerably on the species considered and the roosting behavior59. Additional modeling work focusing on different contexts might help better understanding such dependence
across different conditions.
The other component critical for stable EBLV-1 circulation is the presence of the migratory species.
Movements of infected individuals provide a mechanism for maintaining the chains of transmission through
the seeding of epidemics in different patches. The importance of frequent immigration of infected hosts for persistence was also recognized in other settings49,51,60,61. Moreover, our findings indicate that the migratory species
may contribute to pathogen persistence in species encountered along the migratory path. Given the potential for
long-range seasonal movements of M. schreibersii35,38, this species may represent a central vector for spatial dispersion of EBLV-1 in southern Europe, where this bat species is abundant, possibly contributing to reconcile the
discrepancy observed between the phylogeographical clusters of EBLV-1 variants and the geographic distribution
of its common host species E. serotinus36.
In the ecological context under study, the northern portion of the migratory path is entirely responsible for
viral persistence at the estimated immunity waning, likely because it is composed by a more complex spatial
structure including a larger number of patches, thus creating more opportunities for seeding events sustaining
coupled but non-synchronous patch epidemics62 that cannot be otherwise obtained with the southern path only.
Increasing spatial resolution and resolving shelters sharing similar ecological and environmental conditions (such
as the ones collectively grouped in Summer refuges) would not substantially alter our predictions. These findings
are important to inform future field studies minimizing data collection efforts on roosts occupation.
Seasonality in mixing between hosts was instead found to have a negligible impact on EBLV-1 maintenance,
suggesting that field efforts should be prioritized to provide an accurate characterization of the migration pattern,
an important driver for EBLV-1 endemic circulation, instead of hosts’ degree of interaction.
The maximum likelihood analysis allows us to provide for the first time previously unidentified parameters
characterizing the disease dynamics of EBLV-1 in M. schreibersii. We find that transmission among M. schreibersii
bats in Can Palomeres (i.e. under the highest mixing conditions) is similar to what was previously estimated for
M. myotis (R0 = 1.7) in natural colonies in Spain44. These conditions of transmissibility are associated to other
caves being in close-to-critical or sub-critical conditions for efficient epidemic transmission. Persistence is thus
mainly supported by transmission in Can Palomeres, though this cave only is not sufficient to maintain endemicity in M. myotis. The modeling predictions for the M. schreibersii immunity period are in the ballpark of previous
empirical estimates of the maximum length of seropositive status observed in M. myotis (2–3 years)35 and in E.
serotinus (4 years)42. Individuals are predicted to be immune on average for more than a year, thus hindering
virus survival because of the slow replenishment of susceptible hosts. This effect is however counterbalanced by
the migration of hosts that occurs on an annual timescale, providing opportunities for seeding events in naïve
populations, a mechanism already identified by theoretical works to sustain viral circulation62. A rather large confidence interval is obtained for the estimate of the immunity period, indicating that the available serological data
are not sufficient to significantly discriminate between approximately 1 year and 2 years of duration of immunity.
Also, the likelihood of persistence is predicted to vary quite considerably within this range, as the system is found
in the transition between null or negligible persistence and very high probability of viral maintenance. Additional
cross-sectional studies in this colony and at higher temporal resolution may help improve our estimates.
The robustness of our model to a set of ecological, epidemiological, and immunological assumptions highlights that, despite the very limited knowledge of the system, our data-driven approach is able to clearly identify
the mechanisms underpinning EBLV-1 circulation in the studied populations, contributing to the interpretation
of field and laboratory data as well as providing important information for prioritizing and planning further
empirical investigations.
Our study provides an example of how models can yield powerful insights for the identification of the main
aspects of host ecology and interaction with the pathogen driving the maintenance of the infection in the host
population. Though focused on a single ecological and epidemiological context, our model may be applied to
other contexts of zoonotic interest through appropriate parameterizations, in order to derive insights into the
infectious disease dynamics in bat populations and improve our understanding of the risk of transmission to
domestic animals and humans. For instance, through a comparative approach across bat species and lyssavirus types, it may become possible to isolate host-pathogen specific drivers (e.g. the difference in pathogenicity
between bats hosting rabies virus59 and EBLV-1) from commonalities (such as spatial structure and introductions) that would represent the key mechanisms for disease persistence across a range of lyssavirus systems.
Understanding those, as well as the impact of possible anthropogenic changes on the infection dynamics in bats
(e.g. a cave refuge for bats transformed into a touristic park), is essential for assessing bats capacity to serve as lyssavirus reservoirs in different geographic areas of the world and predicting the associated pathways for spillover
events9.
Our study may be extended to other pathogens beyond lyssaviruses. While bats that host filoviruses like Ebola
and Marburg viruses in Africa display very distinct ecological and behavioral traits compared to the European bat
species studied here, recent surveillance work in Europe discovered a novel Ebolavirus-like filovirus in dead M.
schreibersii63. Empirical evidence suggests that it may be pathogenic for the affected population, in contrast with
the asymptomatic circulation of Ebola and Marburg viruses in fruit and insectivorous bats in Africa64,65. Given the
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large geographic distribution of M. schreibersii, and the critical role of its migratory behavior for pathogen persistence examined here, the discovery of a novel and potentially deadly filovirus in Western Europe is a significant
concern. Integrative models may result to be particularly important to explore such scenarios where surveillance
data is still rather poor, in order to strategize future empirical data collections.
With human-wildlife interactions still difficult to quantify9, considerable attention has shifted to animal populations. Spurred by outbreaks of high-impact viral zoonoses causing severe disease in human population, this
paradigmatic shift has led to a remarkable increase in wildlife disease surveillance for early recognition of potential threats to humans (e.g. avian influenza in wild birds66, coronaviruses in bats67–69, etc.). Even after controlling
for confounding factors such as investment in surveillance and research, bats were identified as carrying the
highest proportion of zoonotic viruses across all mammals6. Moreover, hotspots of missing zoonoses were predicted for bats in Latin America and some parts of Asia, suggesting that pathogen diversity in bat species may
be even larger than what currently known. Within such diversity, lyssaviruses still represent the only group of
pathogens naturally circulating in bats for which a direct causal link between an infected bat and humans is well
recorded19,24,27,70–83. Though the largest majority of rabid cases in humans is transmitted by rabid dogs, humans
can develop rabies diseases after contact with a bat infected with a lyssavirus, leading to invariably fatal cases.
Moreover, accurate human morbidity estimates for infections transmitted by bats are generally hard to achieve
because standard diagnostic tests cannot readily resolve the causative lyssavirus14. Rabies vaccination is generally
recommended in specific contexts to prevent and mitigate occupational hazards, often leading to a heavy financial
burden on public health infrastructure84.
Our study is affected by some limitations. We did not consider E. serotinus bats in our model, the host species
associated with the large majority of EBLV-1 cases detected in Europe19,20,28. While present in the region under
study, its synanthropic behavior (i.e. living close to humans populations) likely precluded interactions with M.
schreibersii and M. myotis, which instead clearly exhibit a non-synanthropic behaviour, roosting in natural caves
and in abandoned mines35. Moreover, our model considers the two host populations to be closed and isolated
in the region under study. While contacts with other non-synanthropic bat species of smaller population sizes
may occur in Can Palomeres, our findings show that 2 host species are enough to self-sustain the epidemic given
cross-species mixing and 1-species migration, with no need for additional introductions from other sites. This
may appear to be in contrast with was found in other contexts, e.g. in a rabies virus model in vampire bats where
persistence was largely dependent on immigration of infected individuals51. Our model however already accounts
for seeding events from one patch to another thanks to the migration of M. schreibersii. Similarly to the study by
Blackwood et al., we find indeed that the virus would not be maintained in a single population only.
The uncovered strong spatial component to transmission dynamics may help understanding the observed
spatial diffusion of the virus at a larger scale on the continent and across a diverse range of host species, through
long-range migration and seeding of local populations. Given the primary role of bats in carrying the largest
proportion of zoonotic pathogens across mammals, determining how hosts enable persistence and which host
species are critical in a multi-host infectious disease setting is essential for disease prevention and control. Our
framework can readily be extended also to other zoonotic viral pathogens of public health concern circulating in
spatially dispersed bat populations.

Methods

Migration. Following hibernation in Avenc Davì (AD), M. schreibersii population splits between northern
and southern migration routes (Fig. 1b). On the northern route, M. schreibersii reach Castanya (C) for mating, and then they progressively start migrating to Can Palomeres (CP) for mating and birthing. An important
fraction of the population (estimated 60%) continues the migration further north to other refuges composed
of breeding or summer colonies (“Summer refuges”, SR, in Fig. 1a), where they stay approximately all summer.
During the same period, the remaining bats stay in Can Palomeres where they share the refuge with M. myotis.
Once summer is over, the entire M. schreibersii colony returns to Avenc Davì following the northern route in the
opposite direction: from Summer refuges to Can Palomeres, to Castanya, to Avenc Daví for hibernation to conclude the annual migration. Bats following the southern route from Avenc Daví reach a set of caves near the coast
(“Other caves”, OC) and return to Avenc Daví for hibernation, reuniting with the bats following the northern
route. Migration rates are set to estimates from field data (Table S1 of the Supplementary Information)38, and a
sensitivity analysis on starting date of migration events and on their duration was performed.
EBLV-1 infection and vital dynamics.

The three models considered are all a variation of a standard
SEIR compartmental model, considering transmission in each patch and possible cross-species mixing in Can
Palomeres. As an example, we provide here the force of infection for M. schreibersii in Can Palomeres in model 1,
whereas full details for all models are reported in the Supplementary Information:
λ(t ) = R 0CP

(εI + d )(μ + d ) Is(t )
(ε + d )(μ + d ) Im(t )
+ R 0mix I
,
εI
Ns(t )
εI
Nm(t )

(1)

where εI is the rate of becoming infective following infection, μ the recovery rate, d the mortality rate, Is(t) is the
number of infective M. schreibersii bats in the Can Palomeres population of size Ns(t) at time t, and analogously
(Im(t ), Nm(t )) for M. myotis.
We set disease progression parameters for M. myotis to available estimates from previous studies44,49. Lacking
data characterizing the disease progression of EBLV-1 in M. schreibersii, we set the average durations of the
incubation and infectious period to the values estimated for M. myotis, following previous modeling work49.
Variations of these values are then considered for sensitivity analysis.
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Seasonal birth is modeled during birthing summer season in Can Palomeres for both species, and natural
death rate is assumed constant.
We consider the reproductive number R 0CP in
Can Palomeres as an input to the model and corresponding to the highest transmissibility, associated with the
highest mixing for mating and birthing occurring in that cave. Reproductive numbers in the other patches assume
smaller values: R 0AD = 1 R 0CP in Avenc Davì (i.e. the smallest value during hibernation period) and
3
2
R 0C = R 0SR = R 0CP in Castanya and Summer refuges, based on expert opinion. For Other caves along the south-

Seasonality in EBLV-1 transmission in M. schreibersii.

3

ern route we make the parsimonious hypothesis of R 0OC =
path parameters.

R 0C + R 0CP + R 0SR
, equal to the average value of northern’s
3

Numerical simulations and persistence analysis. We perform discrete stochastic numerical simulations of the EBLV-1 transmission in the host populations to account for the discrete nature of hosts and for
stochastic extinction events that may be favored by small host population sizes. Time is considered to be discrete
with a daily timescale. The epidemic is seeded with 100 infected M. schreibersii bats and 10 infected M. myotis
bats in the hibernation period, and different initial conditions are explored for sensitivity. For each model and
under each hypothesis considered, we ran 103 stochastic simulations starting from the same initial conditions and
reaching the endemic equilibrium. Simulations provide at each time step the number of M. schreibersii and M.
myotis in each compartment in each cave, and the number of M. schreibersii migrating from one cave to another.
The metapopulation framework is implemented in C++, and technical details for simulations are reported in the
Supplementary Information.
Experimental scenarios. To evaluate the role of seasonality in transmission, we build a non-seasonal meta-

population epidemic model with the same spatial structure of the data-driven metapopulation model (i.e. patches,
demographics and migration dynamics of Fig. 1), but with no variation in the transmissibility associated to the
caves. The reproductive number is assumed to be constant in time and space, and equal to ⟨ R 0⟩.
To identify the portions of the migration path that are mostly relevant for disease persistence, we consider
a northern path only metapopulation model considering only bats following the path including Avenc Davi,
Castanya, Can Palomeres and Summer refuges, and a southern path only metapopulation model considering
instead only bats following the path from Avenc Davi to Other caves and return. Time and rates of migration
events remain as in the full migration path.
To assess the role of spatial resolution in the identification of patches and associated mixing opportunities,
we consider a higher resolution metapopulation model where all caves in the Summer refuges are independently
considered as patches (corresponding migration flow estimates are provided in the Supplementary Information).
Finally, we test density-dependent transmission rates for EBLV-1 dynamics in both species, alternative to the
frequency-dependent assumption considered in Eq. (1), to explore different mixing conditions.

References

1. Calisher, C. H., Childs, J. E., Field, H. E., Holmes, K. V. & Schountz, T. Bats: Important Reservoir Hosts of Emerging Viruses. Clin.
Microbiol. Rev. 19, 531–545 (2006).
2. Hayman, D. T. S. et al. Ecology of Zoonotic Infectious Diseases in Bats: Current Knowledge and Future Directions: Ecology of
Zoonotic Infectious Diseases in Bats. Zoonoses Public Health 60, 2–21 (2013).
3. Plowright, R. K. et al. Ecological dynamics of emerging bat virus spillover. Proc. Biol. Sci. 282, 20142124 (2015).
4. Han, H.-J. et al. Bats as reservoirs of severe emerging infectious diseases. Virus Res. 205, 1–6 (2015).
5. Tong, S. et al. A distinct lineage of influenza A virus from bats. Proc. Natl. Acad. Sci. 109, 4269–4274 (2012).
6. Olival, K. J. et al. Host and viral traits predict zoonotic spillover from mammals. Nature 546, 646–650 (2017).
7. Daszak, P. Emerging Infectious Diseases of Wildlife–Threats to Biodiversity and Human Health. Science 287, 443–449 (2000).
8. Lloyd-Smith, J. O. et al. Epidemic Dynamics at the Human-Animal. Interface. Science 326, 1362–1367 (2009).
9. Plowright, R. K. et al. Pathways to zoonotic spillover. Nat. Rev. Microbiol. 15, 502–510 (2017).
10. Dobson, A. P. VIROLOGY: What Links Bats to Emerging Infectious Diseases? Science 310, 628–629 (2005).
11. Streicker, D. G. et al. Host Phylogeny Constrains Cross-Species Emergence and Establishment of Rabies Virus in Bats. Science 329,
676–679 (2010).
12. Hayman, D. T. S., Fooks, A. R., Marston, D. A. & Garcia-R, J. C. The Global Phylogeography of Lyssaviruses - Challenging the ‘Out
of Africa’ Hypothesis. PLoS Negl. Trop. Dis. 10, e0005266 (2016).
13. Davis, P. L. et al. Phylogeography, Population Dynamics, and Molecular Evolution of European Bat Lyssaviruses. J. Virol. 79,
10487–10497 (2005).
14. Fooks, A. R. et al. Current status of rabies and prospects for elimination. The Lancet 384, 1389–1399 (2014).
15. Banyard, A. C. & Fooks, A. R. The impact of novel lyssavirus discovery. Microbiol. Aust. NULL, https://doi.org/10.1071/MA17006
(2017).
16. Ceballos, N. A. et al. Novel Lyssavirus in Bat, Spain. Emerg. Infect. Dis. 19, 793–795 (2013).
17. Picard-Meyer, E. et al. Isolation of Bokeloh bat lyssavirus in Myotis nattereri in France. Arch. Virol. 158, 2333–2340 (2013).
18. Freuling, C. M. et al. Molecular diagnostics for the detection of Bokeloh bat lyssavirus in a bat from Bavaria, Germany. Virus Res.
177, 201–204 (2013).
19. Banyard, A. C., Evans, J. S., Luo, T. R. & Fooks, A. R. Lyssaviruses and bats: emergence and zoonotic threat. Viruses 6, 2974–2990
(2014).
20. Müller, T. et al. Epidemiology of bat rabies in Germany. Arch. Virol. 152, 273–288 (2007).
21. Delmas, O. et al. Genomic Diversity and Evolution of the Lyssaviruses. PLoS ONE 3, e2057 (2008).
22. Dacheux, L. et al. European Bat Lyssavirus Transmission among Cats, Europe. Emerg. Infect. Dis. 15, 280–284 (2009).
23. Van der Poel, W. H. M. et al. European Bat Lyssaviruses, the Netherlands. Emerg. Infect. Dis. 11, 1854–1859 (2005).
24. Cliquet, F. et al. Eliminating Rabies in Estonia. PLoS Negl. Trop. Dis. 6, e1535 (2012).
25. Schatz, J. et al. Enhanced Passive Bat Rabies Surveillance in Indigenous Bat Species from Germany - A Retrospective Study. PLoS
Negl. Trop. Dis. 8, e2835 (2014).
26. Rønsholt, L. et al. Clinically silent rabies infection in (zoo) bats. Vet. Rec. 142, 519–520 (1998).
27. Cliquet, F. et al. Experimental infection of Foxes with European bat Lyssaviruses type-1 and 2. BMC Vet. Res. 5, 19 (2009).

ScIentIfIc REPOrtS |

(2019) 9:537 | DOI:10.1038/s41598-018-36485-y

9

www.nature.com/scientificreports/
28. Fooks, A. R., Brookes, S. M., Johnson, N., McELHINNEY, L. M. & Hutson, A. M. European bat lyssaviruses: an emerging zoonosis.
Epidemiol. Infect. 131, 1029–1039 (2003).
29. Schatz, J. et al. Bat rabies surveillance in Europe. Zoonoses Public Health 60, 22–34 (2013).
30. Picard-Meyer, E. et al. Active surveillance of bat rabies in France: A 5-year study (2004–2009). Vet. Microbiol. 151, 390–395 (2011).
31. Wellenberg, G. et al. Presence of European bat lyssavirus RNAs in apparently healthy Rousettus aegyptiacus bats. Arch. Virol. 147,
349–361 (2002).
32. Klein, F., L. Audry, F. J. & Bourhy, H. First clue of circulation of Lyssaviruses in bat populations. Proceedings of the Belgian Wildlife
Disease Society. 2nd Symposium: “Wildlife Diseases Environment and Man” (2007).
33. Serra-Cobo, J. et al. Ecological Factors Associated with European Bat Lyssavirus Seroprevalence in Spanish Bats. PLoS ONE 8,
e64467 (2013).
34. Vázquez-Morón, S. et al. Endemic Circulation of European Bat Lyssavirus Type 1 in Serotine Bats, Spain. Emerg. Infect. Dis. 14,
1263–1266 (2008).
35. Serra-Cobo, J. European Bat Lyssavirus Infection in Spanish Bat Populations. Emerg. Infect. Dis. 8, 413–420 (2002).
36. Troupin, C. et al. Host Genetic Variation Does Not Determine Spatio-Temporal Patterns of European Bat 1 Lyssavirus. Genome Biol.
Evol. 9, 3202–3213 (2017).
37. Hutterer, R., Ivanova, T., Meyer-Cords, C. & Rodrigues, L. Bat migrations in Europe: a review of banding data and literature. (Federal
Agency for Nature Conservation, 2005).
38. Serra-Cobo, J., Sanz-Trullén, V. & Martinez-Rica, J. P. Migratory movements of Miniopterus schreibersii in the north-east of Spain.
Acta Theriol. (Warsz.) 43, 271–283 (1998).
39. Rupprecht, C. E., Turmelle, A. & Kuzmin, I. V. A perspective on lyssavirus emergence and perpetuation. Curr. Opin. Virol. 1,
662–670 (2011).
40. Baker, M., Schountz, T. & Wang, L.-F. Antiviral immune responses of bats: a review. Zoonoses Public Health 60, 104–116 (2013).
41. Freuling, C. et al. Experimental infection of serotine bats (Eptesicus serotinus) with European bat lyssavirus type 1a. J. Gen. Virol.
90, 2493–2502 (2009).
42. Robardet, E. et al. Longitudinal survey of two serotine bat (Eptesicus serotinus) maternity colonies exposed to EBLV-1 (European
Bat Lyssavirus type 1): Assessment of survival and serological status variations using capture-recapture models. PLoS Negl. Trop. Dis.
11, e0006048 (2017).
43. Banyard, A. C., Hayman, D., Johnson, N., McElhinney, L. & Fooks, A. R. Bats and Lyssaviruses. In Advances in Virus Research 79,
239–289 (Elsevier, 2011).
44. Amengual, B., Bourhy, H., López-Roig, M. & Serra-Cobo, J. Temporal Dynamics of European Bat Lyssavirus Type 1 and Survival of
Myotis myotis Bats in Natural Colonies. PLoS ONE 2, e566 (2007).
45. Lloyd, A. L. & May, R. M. Spatial Heterogeneity in Epidemic Models. J. Theor. Biol. 179, 1–11 (1996).
46. Grenfell, B. (Meta) population dynamics of infectious diseases. Trends Ecol. Evol. 12, 395–399 (1997).
47. Hanski, I. & Gaggiotti, O. E. Ecology Genetics and Evolution of Metapopulations (Academic Press 2004).
48. Keeling, M. J. & Rohani, P. Modeling Infectious Diseases in Humans and Animals (Princeton University Press, 2008).
49. Pons-Salort, M. et al. Insights into Persistence Mechanisms of a Zoonotic Virus in Bat Colonies Using a Multispecies Metapopulation
Model. PLoS ONE 9, e95610 (2014).
50. Anderson, R. M. & May, R. M. Infectious Diseases of Humans: Dynamics and Control (OUP Oxford, 1992).
51. Blackwood, J. C., Streicker, D. G., Altizer, S. & Rohani, P. Resolving the roles of immunity, pathogenesis, and immigration for rabies
persistence in vampire bats. Proc. Natl. Acad. Sci. 110, 20837–20842 (2013).
52. Rupprecht, C. E., Hanlon, C. A. & Hemachudha, T. Rabies re-examined. Lancet Infect. Dis. 2, 327–343 (2002).
53. Singh, R. et al. Rabies – epidemiology, pathogenesis, public health concerns and advances in diagnosis and control: a comprehensive
review. Vet. Q. 37, 212–251 (2017).
54. UNEP/EUROBATS Agreement on the Conservation of Populations of European Bats, http://www.eurobats.org/ (1995).
55. Allen, L. C. et al. Roosting ecology and variation in adaptive and innate immune system function in the Brazilian free-tailed bat
(Tadarida brasiliensis). J. Comp. Physiol. B 179, 315–323 (2009).
56. Faria, N. R., Suchard, M. A., Rambaut, A., Streicker, D. G. & Lemey, P. Simultaneously reconstructing viral cross-species transmission
history and identifying the underlying constraints. Philos. Trans. R. Soc. B Biol. Sci. 368, 20120196–20120196 (2013).
57. Kerth, G. Causes and Consequences of Sociality in Bats. BioScience 58, 737 (2008).
58. Kerth, G., Perony, N. & Schweitzer, F. Bats are able to maintain long-term social relationships despite the high fission-fusion
dynamics of their groups. Proc. R. Soc. B Biol. Sci. 278, 2761–2767 (2011).
59. George, D. B. et al. Host and viral ecology determine bat rabies seasonality and maintenance. Proc. Natl. Acad. Sci. 108, 10208–10213
(2011).
60. Breed, A. C., Field, H. E., Smith, C. S., Edmonston, J. & Meers, J. Bats Without Borders: Long-Distance Movements and Implications
for Disease Risk Management. EcoHealth 7, 204–212 (2010).
61. Plowright, R. K. et al. Urban habituation, ecological connectivity and epidemic dampening: the emergence of Hendra virus from
flying foxes (Pteropus spp.). Proc. R. Soc. B Biol. Sci. 278, 3703–3712 (2011).
62. Aleta, A. et al. Human mobility networks and persistence of rapidly mutating pathogens. R. Soc. Open Sci. 4, 160914 (2017).
63. Negredo, A. et al. Discovery of an Ebolavirus-Like Filovirus in Europe. PLoS Pathog. 7, e1002304 (2011).
64. Leroy, E. M. et al. Fruit bats as reservoirs of Ebola virus. Nature 438, 575–576 (2005).
65. Swanepoel, R. et al. Studies of Reservoir Hosts for Marburg Virus. Emerg. Infect. Dis. 13, 1847–1851 (2007).
66. Hoye, B. J., Munster, V. J., Nishiura, H., Klaassen, M. & Fouchier, R. A. M. Surveillance of Wild Birds for Avian Influenza Virus.
Emerg. Infect. Dis. 16, 1827–1834 (2010).
67. Tang, X. C. et al. Prevalence and Genetic Diversity of Coronaviruses in Bats from China. J. Virol. 80, 7481–7490 (2006).
68. Wacharapluesadee, S. et al. Diversity of coronavirus in bats from Eastern Thailand. Virol. J. 12 (2015).
69. Ar Gouilh, M. et al. SARS-CoV related Betacoronavirus and diverse Alphacoronavirus members found in western old-world.
Virology 517, 88–97 (2018).
70. Johnson, N. et al. Human rabies due to lyssavirus infection of bat origin. Vet. Microbiol. 142, 151–159 (2010).
71. Paweska, J. T. et al. Fatal Human Infection with Rabies-related Duvenhage Virus, South Africa. Emerg. Infect. Dis. 12, 1965–1967
(2006).
72. Morimoto, K. et al. Characterization of a unique variant of bat rabies virus responsible for newly emerging human cases in North
America. Proc. Natl. Acad. Sci. 93, 5653–5658 (1996).
73. da Rosa, E. S. T. et al. Bat-transmitted Human Rabies Outbreaks, Brazilian Amazon. Emerg. Infect. Dis. 12, 1197–1202 (2006).
74. van Thiel, P.-P. A. M. et al. Fatal Human Rabies due to Duvenhage Virus from a Bat in Kenya: Failure of Treatment with ComaInduction, Ketamine, and AntiviralDrugs. PLoS Negl. Trop. Dis. 3, e428 (2009).
75. De Serres, G., Dallaire, F., Côte, M. & Skowronski, D. M. Bat Rabies in the United States and Canada from 1950 through 2007:
Human Cases With and Without Bat Contact. Clin. Infect. Dis. 46, 1329–1337 (2008).
76. Roine, R. O. et al. Fatal encephalitis caused by a bat-borne rabies-related virus. Clinical findings. Brain 111(Pt 6), 1505–16 (1988).
77. Selimov, M. A. et al. Rabies-related Yuli virus; identification with a panel of monoclonal antibodies. Acta Virol. 33(6), 542–6 (1989).
78. Botvinkin, A. D. et al. Novel Lyssaviruses Isolated from Bats in Russia. Emerg. Infect. Dis. 9, 1623–1625 (2003).
79. Lumio, J. et al. Human Rabies of Bat Origin In Europe. The Lancet 327, 378 (1986).

ScIentIfIc REPOrtS |

(2019) 9:537 | DOI:10.1038/s41598-018-36485-y

10

www.nature.com/scientificreports/
80. Fooks, A. R. et al. Case report: Isolation of a European bat lyssavirus type 2a from a fatal human case of rabies encephalitis. J. Med.
Virol. 71, 281–289 (2003).
81. Francis, J. R. et al. Australian Bat Lyssavirus in a Child: The First Reported Case. Pediatrics 133, e1063–e1067 (2014).
82. Niezgoda, M. et al. Evidence of Rabies Virus Exposure among Humans in the Peruvian Amazon. Am. J. Trop. Med. Hyg. 87, 206–215
(2012).
83. Hanna, J. N. et al. Australian bat lyssavirus infection: a second human case, with a long incubation period. Med J Aust 19, 597–9
(2000).
84. Lyssavirus Expert Group. Prevention Of Human Lyssavirus Infection. Commun Intell 20505–7 (1996).

Author Contributions

Conceived the experiments: H.B., J.S.C., A.A., C.P., V.C. Designed the experiments: D.C., R.M., V.C. Performed
the experiments: D.C., R.M., A.A. Analyzed the data: D.C., R.M., A.A., M.L.R., J.S.C., H.B. Wrote the manuscript:
D.C., R.M., V.C. All authors gave final approval for publication.

Additional Information

Supplementary information accompanies this paper at https://doi.org/10.1038/s41598-018-36485-y.
Competing Interests: The authors declare no competing interests.
Publisher’s note: Springer Nature remains neutral with regard to jurisdictional claims in published maps and
institutional affiliations.
Open Access This article is licensed under a Creative Commons Attribution 4.0 International
License, which permits use, sharing, adaptation, distribution and reproduction in any medium or
format, as long as you give appropriate credit to the original author(s) and the source, provide a link to the Creative Commons license, and indicate if changes were made. The images or other third party material in this
article are included in the article’s Creative Commons license, unless indicated otherwise in a credit line to the
material. If material is not included in the article’s Creative Commons license and your intended use is not permitted by statutory regulation or exceeds the permitted use, you will need to obtain permission directly from the
copyright holder. To view a copy of this license, visit http://creativecommons.org/licenses/by/4.0/.
© The Author(s) 2019

ScIentIfIc REPOrtS |

(2019) 9:537 | DOI:10.1038/s41598-018-36485-y

11

