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Foot-and-mouth disease (FMD) is a highly contagious disease of livestock affecting animal production 
and trade throughout Asia and Africa. Understanding FMD virus (FMDV) global movements and 
evolution can help to reconstruct the disease spread between endemic regions and predict the risks 
of incursion into FMD-free countries. Global expansion of a single FMDV lineage is rare but can result 
in severe economic consequences. Using extensive sequence data we have reconstructed the global 
space-time transmission history of the O/ME-SA/Ind-2001 lineage (which normally circulates in the 
Indian sub-continent) providing evidence of at least 15 independent escapes during 2013–2017 that 
have led to outbreaks in North Africa, the Middle East, Southeast Asia, the Far East and the FMD-free 
islands of Mauritius. We demonstrated that sequence heterogeneity of this emerging FMDV lineage 
is accommodated within two co-evolving divergent sublineages and that recombination by exchange 

1The Pirbright Institute, Pirbright, Woking, Surrey, United Kingdom. 2Istituto Zooprofilattico Sperimentale della 
Lombardia e dell’Emilia Romagna, Brescia, Italy. 3Central Veterinary Laboratory, Department of Livestock Services, 
Ministry of Agricultural Development, Veterinary Complex Tripureshwor, Kathmandu, Nepal. 4Department of Animal 
Production and Health, Gatambe, Peradeniya, Sri Lanka. 5Faculty of Veterinary Medicine, University of Tripoli, Tripoli, 
Libya. 6Livestock and Veterinary Division, Animal Health Laboratory, Reduit, Mauritius. 7Virology department, 
Institut de la Recherche Vétérinaire de Tunisie, La Rabta, Tunis, Tunisia. 8Virology department, Laboratoire Central 
Vétérinaire d’Alger, Institut National de la Médecine Vétérinaire, Algiers, Algeria. 9Laboratoire Regional d’Analyses 
et de Recherches de Casablanca, Casablanca, Morocco. 10Regional Animal Health Office No.6, Department of Animal 
Health, Ministry of Agriculture and Rural Development, Ho Chi Minh City, Vietnam. 11Department of Livestock, 
National Centre for Animal Health, Thimphu, Bhutan. 12Central Veterinary Research Laboratory, Dubai, United 
Arab Emirates. 13Regional Reference Laboratory for Foot-and-Mouth Disease in South-East Asia, Department of 
Livestock Development, Pakchong, Thailand. 14Laboratoire de santé animale, UMR Virologie, INRA, Ecole Nationale 
Vétérinaire d’Alfort, ANSES, Université Paris-Est, Maisons-Alfort Cedex, France. 15Federal Governmental Budgetary 
Institution “Federal Centre for Animal Health” (FGBI “ARRIAH”), Yur’evets, Vladimir, Russia. 16Present address: School 
of Animal an Veterinary Sciences, The University of Adelaide, Roseworthy, South Australia, Australia. Katarzyna 
Bachanek-Bankowska and Antonello Di Nardo contributed equally. Correspondence and requests for materials 
should be addressed to K.B.-B. (email: Kasia.Bachanek-Bankowska@pirbright.ac.uk)

Received: 16 March 2018

Accepted: 31 August 2018

Published: xx xx xxxx

OPEN

http://orcid.org/0000-0002-1750-1448
http://orcid.org/0000-0003-3608-9919
mailto:Kasia.Bachanek-Bankowska@pirbright.ac.uk


www.nature.com/scientificreports/

2ScIenTIfIc REPORTS |  (2018) 8:14693  | DOI:10.1038/s41598-018-32693-8

of capsid-coding sequences can impact upon the reconstructed evolutionary histories. Thus, we 
recommend that only sequences encoding the outer capsid proteins should be used for broad-scale 
phylogeographical reconstruction. These data emphasise the importance of the Indian subcontinent 
as a source of FMDV that can spread across large distances and illustrates the impact of FMDV genome 
recombination on FMDV molecular epidemiology.

Foot-and-mouth disease (FMD) is a highly contagious disease, which affects both wild and domestic 
cloven-hoofed mammals. It is regarded as one of the most economically important diseases of livestock due 
to its potential to infect multiple species, affect animal productivity and its ability to rapidly spread within and 
between geographical regions. The disease is caused by a virus (FMDV; family Picornaviridae, genus Aphthovirus) 
which has a non-enveloped virion of icosahedral symmetry encapsulating a positive-sense, single-stranded RNA 
genome of ~8.4 kb. Similar to most other picornaviruses, the FMDV genome contains a single open reading frame 
(ORF) flanked by 5′ and 3′ untranslated regions (UTRs). The ORF encodes four structural proteins (VP1 to VP4) 
and 10 non-structural proteins (Lpro, 2A, 2B, 2C, 3A, 3B1, 3B2, 3B3, 3Cpro, and 3Dpol) being derived from four 
precursor polypeptides: L, P1, P2 and P31. The synergic effect of fast replication rates, large virus population and 
lack of proof-reading by the viral encoded RNA-dependent polymerase results in a rapid virus evolution with the 
ability to generate new genetic lineages2,3.

Seven immunologically distinct serotypes of the virus exist: O, A, C, Southern African Territories (SAT) 1, 
SAT 2, SAT 3 and Asia 1, with serotypes O and A the most widely geographically distributed. Sequence data 
analyses of one of the virus capsid proteins (VP1) has been successfully used for monitoring virus outbreaks, 
tracing transboundary movements of virus lineages and to categorise field strains4–8. However, the VP1 coding 
region only comprises ~8% of the FMDV genome and thus by analysing a fragment of the viral genome, a large 
proportion of the genetic information is not accounted for. With the development of sequencing technologies, 
obtaining complete or nearly-complete FMDV genome sequences has become more feasible and affordable using 
both Sanger and Next-Generation sequencing technologies9,10. Accordingly, whole genome sequence (WGS) data 
is being more commonly used for fine scale molecular epidemiology investigations, such as reconstruction of 
outbreak transmission events9,11–13. However, difficulties in obtaining relevant sequence data at the population 
and geographical levels can affect the resolution reliability of phylodynamic and phylogeographic inferences14–16.

The O/ME-SA/Ind-2001 lineage within the Middle East-South Asia (ME-SA) topotype of serotype O was 
reported in India in 200117. This lineage was subsequently classified into four sublineages named a, b, c and 
d7. By 2009, the ‘d’ sublineage of the O/ME-SA/Ind-2001 lineage (Ind-2001d), became the predominant sero-
type O virus causing epidemics in India18 and apparently outcompeting the dominant and long-established O/
ME-SA/PanAsia lineage19. After a single outbreak was detected in Iran in 20097, the Ind-2001d sublineage was 
also reported to be the cause of extensive epidemics in North Africa and the Middle East7,20,21 in 2013–2014, and 
in Southeast Asia in 201522, proving its ability to not only become established at the endemic level, but also to 
rapidly spread over long distances.

Using new and publically available sequences of the VP1 coding region (n = 424) and the whole genome 
(n = 74) we employed phylodynamics and phylogeographic approaches to trace the global spread of the Ind-2001 
lineage, showing the establishment of viral circulations at endemic level outside its initial geographic distribu-
tion. We further detailed the evolution and genome structure diversity of the two recently emerging Ind-2001 
sublineages (Ind-2001d and Ind-2001e), reporting both evidence of recombination events and of co-circulation 
of different genetic variants, addressing their impact on molecular epidemiology studies.

Results
Transmission History and Phylogeography of the O/ME-SA/Ind2001d and O/ME-SA/Ind2001e 
FMDV Sublineages. Sequences of the VP1 coding region (n = 424), including new (n = 187) and publically 
available (n = 237) data, of both endemic and epidemic origin were used to reconstruct phylogeographic tran-
sitions of the O/ME-SA/Ind-2001d and O/ME-SA/Ind-2001e sublineages across countries (Figs 1, S1; Table 1). 
The access to viral samples and sequence data for this study was restricted to sample and sequence submissions 
to the FAO World Reference Laboratory for FMD and from publically available sequence data, which are mainly 
derived from unstructured and opportunistic sampling. Thus, the inference on precise origins of outbreaks may 
be affected by sampling biases which impact on the accuracy of phylogeographic reconstructions described in this 
study. This might be especially the case in the sparsely sampled regions of South Asia and North Africa.

Initial endemic circulation within the Indian subcontinent. Using a molecular clock, the most recent com-
mon ancestor (MRCA) of the O/ME-SA/Ind-2001d and O/ME-SA/Ind-2001e sublineages was predicted to 
have existed within the Indian subcontinent between 2006 and 2008 [mean April 2007, 95% Bayesian Credible 
Interval (BCI) March 2006 to April 2008] with high probability [Posterior Probability (PP) = 0.99] (Figs 1, S1). 
Subsequent evolution resulted in the divergence of the sublineages into two phylogenetic clades. Thus the Ind-
2001e sublineage evolved within the Ind-2001d sublineage within the Indian subcontinent. Since 2008, viruses 
belonging to both sublineages were found to have been regularly co-circulating in India (PP = 1), from where they 
spread within the Indian subcontinent and, eventually, over longer distances. Until 2012, virus movements were 
consistently reconstructed between India and Nepal (median number of Markov jumps: 10), Bangladesh (median 
number of Markov jumps: 3) and less frequently into Bhutan (median number of Markov jumps: 1) (Figs 2, S2 
and Table 1). Despite the majority of sequence data available from the Indian subcontinent being classified as O/
ME-SA/Ind-2001d, there was evidence of continuous evolution in both sublineages, consistent with an endemic 
status of these viral sublineages in South Asian countries (Figs 1, S1).
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Ind-2001d and Ind-2001e virus movements westwards of the Indian subcontinent. The first report of the O/
ME-SA/Ind-2001d sublineage outside the Indian subcontinent was a single outbreak in the Kerman Province of 
Iran in 2009, with inference from the phylogeography analysis ascribing its origin to India (PP = 0.99). Between 
2013 and 2015, five independent introductions of the Ind-2001d sublineage have occurred in countries to the west 
of the Indian subcontinent, followed by two independent introductions of the Ind-2001e sublineage since 2016. In 
2013, outbreaks were reported in the Persian Gulf region and affecting Saudi Arabia (MRCA May 2013, 95% BCI 
April 2013 to July 2013) followed by epidemics in North Africa with outbreaks reported in Libya during the same 
period (MRCA June 2013, 95% BCI April 2013 to August 2013). Markov jumps analysis supported both the Persian 
Gulf and North Africa epidemics as originating via two independent introductions of closely related viruses that 
were circulating in India between 2012 and the beginning of 2013 (PP = 0.99 and PP = 1, respectively) (Figs 1, S1 
and Figs 2, S2 and Table 1). Subsequently, the O/ME-SA/Ind-2001d sublineage became established in North Africa, 
causing a series of related outbreaks in Tunisia (linked with virus movements from Libya, PP = 1) and Algeria in 
2014 and Morocco in 2015 (Figs 1, S1). In 2014, a novel introduction was recorded in the Middle East/Persian Gulf 
region in the United Arab Emirates (UAE) originating in the Indian subcontinent, with the geographic transition 

Figure 1. Time-calibrated Bayesian MCC tree inferred for the phylogeographic history of the O/ME-SA/Ind-
2001d and O/ME-SA/Ind-2001e FMDV sublineages using n = 424 sequences of the VP1 coding region. Internal 
branches are coloured according to the most probable country of origin as inferred by the Bayesian discrete 
phylogeographic method.

Indian Sub-
continent North Africa Middle East Southeast Asia East Asia Indian Ocean

Indian Sub-continent 29 (0.97 ± 0.06) 1 (1 ± 0.01) 7 (0.92 ± 0.19) 4 (0.85 ± 0.16) 1 (0.91 ± 0.01)

North Africa 3 (0.99 ± 0.02)

Middle East 2 (0.95 ± 0.14)

Southeast Asia 3 (0.97 ± 0.07) 1 (0.64 ± 0.01)

East Asia 2 (0.98 ± 0.02)

Indian Ocean 1 (1 ± 0.01)

Table 1. Median number of reconstructed Markov jumps between geographical regions of origin for the 
FMDV type O/ME-SA/Ind-2001d sublineage. Posterior probabilities (mean ± standard deviation) are shown in 
parentheses.
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likely reconstructed from Nepal (PP = 1). This event was followed by outbreaks reported in Bahrain that were 
caused by two phylogenetically distant viruses related to contemporary strains circulating in Bangladesh (PP = 1 
and PP = 0.70, respectively). In addition, two independent outbreaks due to Ind-2001e viruses were recorded in 
Saudi Arabia in 2016, one of which spread into the UAE in the same year. Markov jumps inference identified likely 
transitions of Ind-2001d viruses from Nepal into Saudi Arabia on both occasions (PP = 1).

Ind-2001d and Ind-2001e virus movements to the south of the Indian subcontinent mainland. Viruses belonging to 
both the Ind-2001d and Ind-2001e sublineages were recorded to cause outbreaks in countries south of the main-
land Indian subcontinent. The Ind-2001d viruses circulating in India during 2013 (MRCA February 2013, PP = 1) 
were introduced on two different occasions to Sri Lanka (MRCAs May 2013). In addition, a distinct and unique 
phylogenetic link within the Ind-2001e sublineage was reconstructed between Nepal and the islands of Rodriguez 
(MRCA July 2016, PP = 0.99) and Mauritius (MRCA May 2016, PP = 0.90) (Figs 1, S1 and Figs 2, S2 and Table 1).

Ind-2001d and Ind-2001e virus movement eastwards of the Indian subcontinent. Sequential apparent Ind-2001d 
and Ind-2001e virus transitions from Nepal into Bangladesh were, on at least two occasions (MRCAs of October 
2013 and May 2015, with PP = 0.98 and PP = 1, respectively), responsible for introductions of Ind-2001 strains 
into the Southeast Asia region. The first transition of the Ind-2001d viruses, related to strains circulating in 
Bangladesh (PP = 0.83), was recorded to cause outbreak in Vietnam during 2015 (MRCA November 2014) that 
spread further into Laos in 2015 (MRCA February 2015, PP = 0.99).

The Ind-2001e viruses were also identified causing outbreaks in Southeast Asia, initially in Myanmar in 2015 
(MRCA July 2015) and followed by two further independent introductions to that country in 2017. As revealed 
by phylogeographic inference, one of the virus introduced during 2017 in Myanmar, which appeared to have 
originated earlier in time (MRCAs November 2015 and July 2016), spread further to Thailand (PP = 0.69) and 
Vietnam (PP = 0.75) between June and September 2016, thus becoming established in Southeast Asia (Figs 2, 
S2 and Table 1). Subsequent outbreaks in East Asia occurred in Mongolia (GenBank accession LC320038; not 
included in the analyses), South Korea, China and eastern Russia. However, the relatively few sequences available 
from these regions do not provide enough resolution to resolve the directionality of geographical transitions with 
high probability (PP < 0.50).

Cyclic pattern of the Ind-2001d and Ind-2001e virus occurrence. Based on the available sequence data from the 
VP1-coding region for the Ind-2001d and Ind-2001e samples, the phylogenetic structure provided evidence of 
cyclical patterns of occurrence of these two sublineages (Fig. 3). In the first phase (between 2007 and 2008), 
viruses belonging to Ind-2001d were reported more frequently than the Ind-2001e viruses. This trend was found 
to be reversed in the period between 2009 and 2011. During these two phases, viruses were mainly circulating 
within the Indian subcontinent. This was followed by a period of increased reporting of the Ind-2001d viruses 
within the Indian subcontinent (2013–2015) and coincided with the initial notification of the Ind2001d virus 
outbreaks outside the Indian subcontinent (i.e. the introduction to North Africa, four outbreaks in the Persian 

Figure 2. Spatial migration history of the O/ME-SA/Ind-2001d and O/ME-SA/Ind-2001e sublineages across 
the affected geographical area. Line thickness indicates median number of between-countries transitions, while 
circled area indicates median number of within-country transitions.
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Gulf, two outbreaks in Sri Lanka and the later introductions to Southeast Asia). Despite a limited number of 
Ind-2001e viruses reported during this time, phylogenetic analyses indicated an ongoing evolution occurring 
within the Indian subcontinent in the two year period between 2013 and 2015. These transmission events, for 
which sequence data is not available, gave rise to the outbreaks due to the Ind-2001e viruses reported since 2016 
(i.e. two independent introduction to the Persian Gulf, the outbreaks in the islands of Mauritius and Rodriguez 
and three independent introductions into Southeast Asia with the subsequent movement into East Asia). During 
this time, viruses belonging to the Ind-2001d sublineage continued to be reported in the newly established areas: 
North Africa and Southeast Asia as well as within the Indian subcontinent. After 2016, viruses belonging to the 
Ind-2001e sublineage appeared to become dominant (Fig. 3).

Genome Profile and Evolutionary Features of the O/ME-SA/Ind-2001d and O/ME-SA/Ind-2001e  
Sublineages. Co-circulation of two sublineages of the O/ME-SA/Ind-2001 lineage was identified based 
on analyses of the 74 WGSs, including new (n = 59) and publically available (n = 15) data of either endemic 
or epidemic origin. Two virus sequences (O/BAR/15/2015 and O/BHU/3/2016) differed substantially from 
the O/ME-SA/Ind-2001d and O/ME-SA/Ind-2001e sublineages in their non-coding (5′ and 3′ UTRs) and 
non-structural protein-coding (L, P2, and P3) regions. In order to investigate potential recombination, two rep-
resentative genome sequences were selected from each group (Ind-2001d: O/BAR/2/2015 and O/NEP/1/2014; 
Ind-2001e: O/SAU/20/2015 and O/NEP/10/2015; the novel clade: O/BAR/15/2015 and O/BHU/3/2016). High 
similarity (98–100% nt identity) within the respective pairs was observed (Fig. 4). However, in O/BAR/15/2015 
and O/BHU/3/2016, the capsid-coding region sequence was found to be most closely related to the Ind-2001d 
viruses (average nt identity of 97.8 ± 0.01%), whilst the nucleotide sequence of the remainder of the genome 
was found to be less closely related to both the Ind-2001d and the Ind-2001e viruses (average nt identity of 
92.3 ± 0.02%). These findings provided evidence of inter-lineage recombination as a mechanism driving genomic 
diversity (Fig. 4). A BLAST®23 query against all publically available FMDV WGS data did not result in a close 
genetic match to the novel genome regions of O/BAR/15/2015 and O/BHU/3/2016, making it not possible to 
identify its parental strain. Even though inter-lineage recombination was not identified for the Ind-2001e viruses 
(Fig. 4), an increased level of nucleotide sequence variability at the 5′ UTR and 3 Cpro and 3Dpol coding regions 
between all groups was evident (average nt identity of 90.8 ± 0.03%).

In addition to nucleotide substitution/recombination variants within the Ind-2001 lineage, different deletions 
within the non-coding regions were identified. Three different types of deletions of more than 3 nucleotides were 
observed in the Ind-2001d viruses: (i) a previously reported deletion of 24 nt in the 3′ UTR (O/IND139(302)/2013)18, 
(ii) an 88 nt deletion within the 5′ UTR downstream of the poly(C) tract (O/NEP/18/2013), and (iii) a 72 nt dele-
tion in the s-fragment of the 5′ UTR of viruses isolated during the North African epidemic (O/TUN/1/2014, O/
ALG/1/2014, and O/MOR/1/2015). Similarly, deletions in the 5′ UTR were also observed in viruses grouping in 
the Ind-2001e sublineage: (i) a 74 nt length deletion in viruses causing outbreaks on the islands of Mauritius and 
Rodrigues (O/MUR/5/2016, O/MUR/9/2016, O/MUR/19/2016, O/MUR/21/2016, and O/MUR/23/2016), and (ii) 
a 76 nt length deletion in the sequence of the virus isolated in Bangladesh (O/BAN/NA/Ha/156/2013).

Figure 3. Estimated frequency of O/ME-SA/Ind-2001d and O/ME-SA/Ind-2001e viruses over time. The 
corresponding monthly temporal trend of isolate sampling from each clade is superimposed by a line graph.
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Impact of genome region on molecular epidemiology based on O/ME-SA/Ind-2001d and O/
ME-SA/Ind-2001e. Time-stamped trees were reconstructed from the 386 alignments of 400 nt-long genome 
fragments (step = 20) covering the total length of the FMDV genome. These trees were overlaid with phylogenies 
based on the WGS (n = 74) and the VP1-coding region (extracted from the WGS) (Fig. 5). The WGS and VP1 
coding sequences identified two distinct time-stamped phylogenetic topologies. In the phylogeny derived from 
the VP1-coding region sequences, the two recombinant viruses (O/BAR/15/2015 and O/BHU/3/2016) grouped 
closely within the Ind-2001d clade. However, in the phylogeny reconstructed using the WGS these viruses were 
found to form a sister clade sharing coalescence with the Ind-2001d viruses, but distantly related to the Ind-2001e 
viruses. The resulting ancestry structure of the WGS phylogeny resulted in a shift of the MRCA to an earlier time, 
estimated at February 2003 (95% BCI February 2001 to January 2005). This did not overlap with the 95% BCI for 
the MRCA derived from the VP1 data. Multiple possible topologies were revealed from the 386 trees which were 
in general agreement with the phylogenetic histories derived from the WGS and VP1 sequence data. However, 
MRCAs estimates varied within a wide time frame (from August 1995 to May 2008) (Fig. 5). MRCA estimates 
were calculated to be statistically different between genome regions, but comparable within each genome region 
[F(13, 372) = 158.5, p = 0.000]. The largest difference was observed between trees within the P1 structural and P3 
non-structural coding regions (Tukey’s HSD test, average difference of 6.6 years, p = 0.000), and in more detail 
between VP2/VP3/VP1 and 3C/3D coding regions (Tukey’s HSD test, average difference of 10.1 years, p = 0.000). 
In contrast to the close clustering of phylogenetic topologies generated from the 400 nt genome fragments rep-
resenting the structural protein-coding region (P1), the topologies based on genome fragments representing the 
non-structural protein-coding regions (P2 and P3) were found to be widely dispersed (Fig. 6). This provides fur-
ther evidence of the impacts of recombination events on the outputs from analyses to reconstruct the evolutionary 
history of the Ind-2001d and the Ind-2001e sublineages. However, molecular clock estimates were found to be gen-
erally similar throughout the genome (values ranging from 5.3 × 10−3 to 1.6 × 10−2 nt/site/year), with highest val-
ues observed within the 5′ UTR/Lpro coding regions (average value of 1.0 × 10−2 nt/site/year), and lowest values for 
the 3C/3D coding region (average value of 6.8 × 10−3 nt/site/year) (Figs 6, S3). Estimated molecular clocks based 
on the WGS (n = 74) and the VP1-coding regions (n = 424) sequence data were 5.8 × 10−3 nt/site/year (95% BCI 
4.6 × 10−3 to 6.9 × 10−3) and 1.3 × 10−2 nt/site/year (95% BCI 1.0 × 10−2 to 1.6 × 10−2), respectively (Figs 6, S3).

Discussion
The distribution of FMDV lineages tends to be contained within geographical areas loosely defined as seven 
regional reservoirs or pools24. Pandemics due to single FMDV lineages seldom occur. However, the globalisation 
in livestock trade and the increased access of developing countries to the global export markets increase the risk 
that emerging FMDV lineages are likely to be introduced into previously unaffected regions. A previous example 
was the global spread of the O/ME-SA/PanAsia lineage which emerged from the Indian subcontinent into the 
Middle East, Southeast Asia, North and South Africa, and into Europe with dramatic economic consequences17,25.

In this study, we describe the global spread of two sublineages - the Ind-2001d and Ind-2001e within the O/
ME-SA/Ind-2001 lineage of FMDV, and establishment of three new centres of circulation in North Africa, the 

Figure 4. Similarity plots showing recombination within the capsid-coding sequence of the O/BAR/15/2015 
and O/BHU/3/2016 viruses. Analyses were performed scanning genome windows of 400 bp of length with a 
20 bp step size.
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Gulf States of the Middle East and Southeast Asia. Similar to O/ME-SA/PanAsia, the Ind-2001 lineage emerged 
from the Indian subcontinent (Bangladesh, Bhutan, India and Nepal). However, virus movement reconstruction 
within the subcontinent or inference of the geographical source of outbreaks outside of the mainland Indian sub-
continent, can be biased by the preferential sampling present in the sequence data analysed due to sparse availa-
bility of these data in the public domain. In a number of ways, the spread of this new lineage has parallels with the 
earlier pandemic distribution of the O/ME-SA/PanAsia FMDV lineage: the emergence from the Indian subcon-
tinent initially westwards into the Middle East/Persian Gulf and North Africa regions, and followed later by an 
eastward expansion into Southeast Asia and the Far East. The introduction of the virus to FMD-free countries and 
the long-distance spread (e.g. to the islands of Mauritius and Rodrigues) demonstrates the unpredictable nature 
of viral epidemics. While many outbreaks of the Ind-2001d and Ind-2001e sublineages were due to single inde-
pendent introductions of the virus into new regions, some became established within different geographic areas, 
providing further sources for onward transmission. For example, such events were initially observed in North 
Africa and more recently in Southeast Asia from where the virus spread further to countries in East Asia. The 
exact routes of spread is less certain as indicated by lower PP values. However, this extensive spread of the Ind-
2001d and Ind-2001e sublineages and their appearance in diverse and distant geographic regions might be linked 
to increased or altered trading routes, as well as movement of people. Although the data is not yet available, it is 
also likely that virus-specific factors such as replication and/or transmission fitness across susceptible host species 
have played an important role in the establishment of this lineage. Similar to the O PanAsia lineage viruses, the 
Ind-2001 sublineages have also been associated with infection in a wide range of host species, including large (cat-
tle, yak and water buffalo) and small ruminants (sheep and goats), pigs, as well as wildlife (mountain gazelle)7,22, a 
characteristic which might be favourable for the adaption of this lineage to different ecological systems.

Figure 5. Tree topology variability across the genome of O/ME-SA/Ind-2001d and O/ME-SA/Ind-2001e 
sublineages. Phylogenetic histories were reconstructed from the 386 trees based on 400 nt genome fragments 
(step = 20 nt) spanning the whole Ind-2001d and Ind-2001e genome (light blue). The two topological structures 
representing the phylogenies generated from the WGS (red) and VP1-coding region (orange) sequences are 
superimposed on the graph.
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Even though deletions within the coding and non-coding regions of the FMDV genome have been previously 
described26–28, the co-circulation of different deletion variants within a single FMDV lineage has not been widely 
reported. In this study we identified eight different genomic variants within the Ind-2001d and Ind-2001e sublin-
eages among the 74 WGSs analysed, including five different deletions within the non-coding genome regions and 
recombination involving exchange of the capsid-coding region. However, due to the ad-hoc nature and sampling 
biases of the sample collection, some of the variants were represented by a single sequence or shared by closely 
related isolates collected from the same outbreak. However, a deletion within the s-fragment that has arisen 
in the viruses introduced into North Africa was evident by 2014 and continued to be sustained presumably as 
an adaptation to the local ecological niche. The recombinant variants (containing the Ind-2001d capsid-coding 
region within an unidentified FMDV lineage background) was likely a result of reshuffling genome regions from 
two different parental FMDV lineages co-infecting livestock populations of the Indian subcontinent ecosystem, 
an evolutionary process that has been previously described29. The detection of two closely related recombinant 
viruses within the Indian subcontinent and in the Middle East indicates that this novel virus may be more wide-
spread than the present sampling suggests.

Variability in tree topology was observed using phylogenies reconstructed from sequential genome fragments 
extracted from each of the FMDV genome regions. In contrast to phylogenies built using both the non-coding 
and non-structural protein-coding regions, topologies based on sequences of the capsid proteins were similar to 
each other. Structural constraints of the FMDV capsid are likely to reduce the virus potential to produce recom-
bination breakpoints within the capsid-coding region. Different genome regions of the Ind-2001d and Ind-2001e 
sublineages have evolved according to different phylogenetic histories, either influenced by recombination events 
or other evolutionary processes such as genetic drift. Thus, no single tree topology can accurately capture the true 
evolutionary relationship of the sampled sequences. In addition, not having one of the parental lineage of recom-
binant isolates makes the estimation of the MRCA, for the recombinant clade and the two Ind-2001 sublineages, 
based on WGS data less reliable.

The higher resolution derived from phylogenetic inference based on WGS data has been previously used 
for reconstructing FMDV transmission on time-constrained and spatially close epidemiological systems11,13,28. 
However, recombination events between lineages, topotypes or serotypes, which may occur in complex epide-
miological systems, can impact the ability to ‘phylogenetically trace’ FMD outbreaks13. We report that the tree 
topology resolved for the Ind-2001d and Ind-2001e sublineages using the WGS data, which has been affected by 
recombination at the genome level of two virus isolates, differs from the structurally constrained topology based 

Figure 6. Evolutionary dynamics of each of the O/ME-SA/Ind-2001d and O/ME-SA/Ind-2001e genome 
fragments. The circles represent the MCRA of each tree as depicted in Fig. 5 with their associated molecular 
clock. MRCAs and molecular clocks were estimated over the full genomes from 386 genome fragments of 400 nt 
length at 20 nt steps. 95% BCIs for both the MRCAs and molecular clocks are indicated by line ranges drawn at 
the x and y axes, respectively.
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on the sequences of the VP1 coding region only. Therefore, the use of the WGS versus the VP1 capsid coding 
region for molecular epidemiology needs to be carefully considered to minimise these errors

Phylogenetic analyses based on both the VP1 coding region and the WGS data indicate apparent alternating 
activity of the two genetic clades within the Ind-2001 lineage. Although this observation could be the result of the 
unstructured and opportunistic sampling of clinical cases from which sequence data were derived. The cyclical 
activity of FMD viruses has been previously observed at serotype levels (e.g. in Turkey, where outbreaks due to 
serotype O are often temporally interleaved with outbreaks sustained by viruses of serotype A and Asia 1 origin)30 
and experimentally (in cell culture) with type O/Asia 1 mixtures31,32. While the cyclical occurrence of FMDV 
serotypes might be driven by herd immunity against individual serotypes and introduction of viruses into naive 
animal populations, the evolutionary basis underpinning the cyclical occurrence of different genetic clades (and 
presence of several genomic variants) within a single sublineage is more difficult to explain, although the paucity 
of publically available sequence data from India from 2014 to date may have influenced these analyses due to 
sampling biases.

With this study, we aimed at describing the global emergence of the two sublineages of the O/ME-SA/Ind-
2001 lineage and resolve its evolutionary history traced across different geographical regions of the world. In 
addition, we characterised new centres of circulation outside of the Indian subcontinent, in North Africa as well 
as in the Gulf States and Southeast Asia. The virus was shown to invade geographical areas where multiple FMDV 
lineages are already present, as well as to FMDV-free areas. The evidence for co-circulation of multiple Ind-2001 
genomic variants is provided, including a recombination event involving an unidentified parental strain, pre-
sumably derived from different FMDV lineage or serotype endemically co-infecting the livestock population 
of the Indian subcontinent. Direct comparison of phylogenies based on WGS and VP1-coding sequence data 
indicates differences in the resolution of these two analytical approaches. As analyses based on WGS data can lead 
to misrepresentation of the tree topology, and a potential confounding effect for resolving phylogenetic histories, 
reconstruction of virus movement across and within complex epidemiological systems is recommended to be 
performed also using structural protein coding sequence data.

Materials and Methods
Sequence Data. Sequences of FMDV whole genome (WGS) and of the VP1 coding region were either 
generated de novo from virus isolates held within the repository of the Food and Agriculture Organization of 
the United Nations (FAO) World Reference Laboratory for FMD (WRLFMD) at the Pirbright Institute, United 
Kingdom, and FGBI-ARRIAH, Russia, or obtained from GenBank (http://www.ncbi.nlm.nih.gov) (Table S1). 
The dataset included sequences of the O/ME-SA/Ind-2001 lineage viruses isolated from the Indian subcontinent 
(India, Nepal, Bhutan, Bangladesh, and Sri Lanka) and collected between 2008 and 2016, as well as from viruses 
reported isolated between 2009 and 2017 in North Africa (Algeria, Libya, Morocco, and Tunisia), the Middle East/
Persian Gulf (Bahrain, Iran, Saudi Arabia, and United Arab Emirates), Southeast Asia (Laos, Myanmar, Thailand, 
and Vietnam), and East Asia (China, Russia, and South Korea), and the islands of Mauritius and Rodrigues.

The WGS dataset was comprised of a total number of 74 sequences. The new WGS (n = 59) were submitted to 
GenBank under accession numbers listed in Table S1.

The total number of VP1 coding sequences (n = 424) included new data (n = 187), which were submitted to 
GenBank under accession numbers listed in Table S1.

Sequencing. The VP1 coding sequences (n = 187) were determined following the Sanger dideoxy-sequencing 
methods as previously described8.

For whole genome sequencing, viral RNA was extracted from FMDV isolates using the RNeasy® Mini Kit 
(QIAGEN® Ltd., UK), according to the manufacturer’s protocol. The viral genomes were sequenced using MiSeq 
technology (Illumina, USA), as previously described10. Assembly of raw paired-end reads to consensus-level 
sequences was undertaken using SeqMan NGen® and SeqMan Pro™ (Lasergene package version 12; DNAStar, 
Inc., Madison, WI).

The length of the newly generated WGSs ranged from 8045 to 8200 nt and included the full length of open 
reading frame in all sequences. The mean coverage for all newly generated sequences was 1.4 × 103 and ranged 
from 1.3 × 101 to 9 × 104. The differences in the length were due to difficulties in resolving the consensus sequence 
especially at the 5′ UTR and/or the poly(C) regions for some of the samples and/or due to presence of deletions. 
Accordingly, all WGSs were trimmed for phylogenetic analyses to a length of 8103 bp, excluding 14 nt at the 5′ 
UTR/poly(C) tract and 78 nt flanking the poly(C) tract.

Phylogenetic Analysis. Time-resolved phylogenetic trees were estimated using BEAST 1.8.433 employing 
the general time reversible (GTR)34 model of sequence evolution along with gamma-distributed rate variation 
among sites and 0.5 prior proportion of invariant sites (GTR + G + I). The Bayesian Skyline model was set as tree 
prior to account for uncertainty in the viral demographic history35 and evolutionary rates were allowed to vary 
across branches using a lognormal uncorrelated relaxed clock model36. Choice of the GTR model was based on 
Bayesian Information Criteria (BIC) results of a statistical selection of the best-fit model of nucleotide substitu-
tion using jModelTest 2.1.1037. Patterns of FMDV movements across geographical regions were estimated using 
a discrete-state continuous time Markov chain (CTMC) model, in which transition rates were estimated between 
each pair of countries assuming an asymmetric non-reversible transition model which employs a Bayesian sto-
chastic search variable selection (BSSVS) procedure38. SpreaD3 0.9.7rc39 was used to calculate Bayes Factors (BFs) 
for statistically significant epidemiological links between discrete locations. Markov jumps procedure40 was fur-
ther employed to reconstruct the history of lineage transitions between countries. The Markov Chain Monte 
Carlo (MCMC) was run for 200 million steps sampling trees every 20000 steps after allowing for a burn-in of 10% 
of the chain. Estimates had an effective sample size (ESS) of 250 at the minimum and most had ESS greater than 

http://www.ncbi.nlm.nih.gov
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500. Phylogenetic trees were plotted using the ggtree package41 for R [version 3.4.2; R Foundation for Statistical 
Computing, Vienna, Austria. (https://www.R-project.org)].

Genome Profile and Recombination Analyses. A recombination detection analysis was carried out 
to identify signals of recombination and putative recombinant sequences using SimPlot 3.5.142, setting a sliding 
window 400 bp wide with a step size of 20 bp. Results obtained were then confirmed by bootscan analysis of 1000 
bootstrapped trees generated using the Kimura 2-parameter model43. In addition, to further identify variabilities 
in the topology of phylogenies derived from different regions of the FMDV genome, the n = 74 WGS alignment 
was trimmed to fragments of 400 bp length obtained at intervals of 20 bp. Each of the resultant n = 386 alignments 
were then classified into the FMDV genome region of derivation. Time-resolved trees from each alignment were 
finally reconstructed using BEAST 1.8.4, setting the runs with the same parameters as previously described but 
excluding the phylogeography inference from the MCMC computation. Statistical analyses were performed in 
R [version 3.4.2; R Foundation for Statistical Computing, Vienna, Austria. (https://www.R-project.org)], whilst 
graph were plotted using the ggplot2 package for R44.

References
 1. Knowles, N. J. et al. In Virus Taxonomy: Classification and Nomenclature of Viruses: Ninth Report of the International Committee on 

Taxonomy of Viruses (eds King, A. M. Q., Adams, M. J., Carstens, E. B. & Lefkowitz, E. J.) 855–880 (Elsevier, 2012).
 2. Steinhauer, D. A. & Holland, J. J. Rapid evolution of RNA viruses. Annual Review of Microbiology 41, 409–433, https://doi.

org/10.1146/annurev.mi.41.100187.002205 (1987).
 3. Morelli, M. J. et al. Evolution of foot-and-mouth disease virus intra-sample sequence diversity during serial transmission in bovine 

hosts. Veterinary Research 44, 15, https://doi.org/10.1186/1297-9716-44-12 (2013).
 4. Knowles, N. J. & Samuel, A. R. Molecular epidemiology of foot-and-mouth disease virus. Virus Res. 91, 65–80, https://doi.

org/10.1016/S0168-1702(02)00260-5 (2003).
 5. Di Nardo, A., Knowles, N. J., Wadsworth, J., Haydon, D. T. & King, D. P. Phylodynamic reconstruction of O CATHAY topotype foot-

and-mouth disease virus epidemics in the Philippines. Vet Res 45, 90, https://doi.org/10.1186/s13567-014-0090-y (2014).
 6. Kasanga, C. J. et al. Molecular Characterization of Foot-and-Mouth Disease Viruses Collected in Tanzania Between 1967 and 2009. 

Transbound Emerg Dis 62, e19–29, https://doi.org/10.1111/tbed.12200 (2015).
 7. Knowles, N. J. et al. Outbreaks of Foot-and-Mouth Disease in Libya and Saudi Arabia During 2013 Due to an Exotic O/ME-SA/

Ind-2001 Lineage Virus. Transboundary and Emerging Diseases 63, E431–E435, https://doi.org/10.1111/tbed.12299 (2016).
 8. Knowles, N. J., Wadsworth, J., Bachanek-Bankowska, K. & King, D. P. VP1 sequencing protocol for foot and mouth disease virus 

molecular epidemiology. Revue scientifique et technique (International Office of Epizootics) 35, 741–755, https://doi.org/10.20506/
rst.35.3.2565 (2016).

 9. Cottam, E. M. et al. Molecular epidemiology of the foot-and-mouth disease virus outbreak in the United Kingdom in 2001. Journal 
of Virology 80, 11274–11282, https://doi.org/10.1128/jvi.01236-06 (2006).

 10. Logan, G. et al. A universal protocol to generate consensus level genome sequences for foot-and-mouth disease virus and other 
positive-sense polyadenylated RNA viruses using the Illumina MiSeq. BMC Genomics 15, 10, https://doi.org/10.1186/1471-2164-
15-828 (2014).

 11. Cottam, E. M. et al. Integrating genetic and epidemiological data to determine transmission pathways of foot-and-mouth disease 
virus. Proc. R. Soc. B-Biol. Sci. 275, 887–895, https://doi.org/10.1098/rspb.2007.1442 (2008).

 12. Valdazo-Gonzalez, B. et al. Reconstruction of the Transmission History of RNA Virus Outbreaks Using Full Genome Sequences: 
Foot-and-Mouth Disease Virus in Bulgaria in 2011. Plos One 7, 11, https://doi.org/10.1371/journal.pone.0049650 (2012).

 13. Wright, C. F. et al. Reconstructing the origin and transmission dynamics of the 1967-68 foot-and-mouth disease epidemic in the 
United Kingdom. Infect. Genet. Evol. 20, 230–238, https://doi.org/10.1016/j.meegid.2013.09.009 (2013).

 14. De Maio, N., Wu, C. H., O’Reilly, K. M. & Wilson, D. New Routes to Phylogeography: A Bayesian Structured Coalescent 
Approximation. PLoS genetics 11, e1005421, https://doi.org/10.1371/journal.pgen.1005421 (2015).

 15. Hall, M. D., Woolhouse, M. E. & Rambaut, A. The effects of sampling strategy on the quality of reconstruction of viral population 
dynamics using Bayesian skyline family coalescent methods: A simulation study. Virus evolution 2, vew003, https://doi.org/10.1093/
ve/vew003 (2016).

 16. Karcher, M. D., Palacios, J. A., Bedford, T., Suchard, M. A. & Minin, V. N. Quantifying and Mitigating the Effect of Preferential 
Sampling on Phylodynamic Inference. PLoS computational biology 12, e1004789, https://doi.org/10.1371/journal.pcbi.1004789 
(2016).

 17. Hemadri, D., Tosh, C., Sanyal, A. & Venkataramanan, R. Emergence of a new strain of type O foot-and-mouth disease virus: Its 
phylogenetic and evolutionary relationship with the PanAsia pandemic strain. Virus Genes 25, 23–34, https://doi.
org/10.1023/a:1020165923805 (2002).

 18. Subramaniam, S. et al. Evolutionary dynamics of foot-and-mouth disease virus O/ME-SA/Ind2001 lineage. Vet Microbiol 178, 
181–189, https://doi.org/10.1016/j.vetmic.2015.05.015 (2015).

 19. Das, B., Sanyal, A., Subramaniam, S., Mohapatra, J. K. & Pattnaik, B. Field outbreak strains of serotype O foot-and-mouth disease 
virus from India with a deletion in the immunodominant betaG-betaH loop of the VP1 protein. Arch Virol 157, 1967–1970, https://
doi.org/10.1007/s00705-012-1380-1 (2012).

 20. Valdazo-Gonzalez, B., Knowles, N. J. & King, D. P. Genome Sequences of Foot-and-Mouth Disease Virus O/ME-SA/Ind-2001 
Lineage from Outbreaks in Libya, Saudi Arabia, and Bhutan during 2013. Genome announcements 2, https://doi.org/10.1128/
genomeA.00242-14 (2014).

 21. Bachanek-Bankowska, K. et al. Genome Sequence of Foot-and-Mouth Disease Virus Serotype O Isolated from Morocco in 2015. 
Genome announcements 4, https://doi.org/10.1128/genomeA.01746-15 (2016).

 22. Qiu, Y. et al. Emergence of an exotic strain of serotype O foot-and-mouth disease virus O/ME-SA/Ind-2001d in South-East Asia in 
2015. Transbound Emerg Dis, https://doi.org/10.1111/tbed.12687 (2017).

 23. Altschul, S. F., Gish, W., Miller, W., Myers, E. W. & Lipman, D. J. BASIC LOCAL ALIGNMENT SEARCH TOOL. Journal of 
Molecular Biology 215, 403–410, https://doi.org/10.1016/s0022-2836(05)80360-2 (1990).

 24. Paton, D. J., Sumption, K. J. & Charleston, B. Options for control of foot-and-mouth disease: knowledge, capability and policy. 
Philosophical transactions of the Royal Society of London. Series B, Biological sciences 364, 2657–2667, https://doi.org/10.1098/
rstb.2009.0100 (2009).

 25. Knowles, N. J., Samuel, A. R., Davies, P. R., Midgley, R. J. & Valarcher, J. F. Pandemic strain of foot-and-mouth disease virus serotype 
O. Emerg Infect Dis 11, 1887–1893, https://doi.org/10.3201/eid1112.050908 (2005).

 26. Knowles, N. J. et al. Emergence in Asia of foot-and-mouth disease viruses with altered host range: characterization of alterations in 
the 3A protein. J Virol 75, 1551–1556, https://doi.org/10.1128/jvi.75.3.1551-1556.2001 (2001).

 27. Park, J. H. et al. Novel foot-and-mouth disease virus in Korea, July-August 2014. Clinical and experimental vaccine research 5, 83–87, 
https://doi.org/10.7774/cevr.2016.5.1.83 (2016).

https://www.R-project.org
https://www.R-project.org
http://dx.doi.org/10.1146/annurev.mi.41.100187.002205
http://dx.doi.org/10.1146/annurev.mi.41.100187.002205
http://dx.doi.org/10.1186/1297-9716-44-12
http://dx.doi.org/10.1016/S0168-1702(02)00260-5
http://dx.doi.org/10.1016/S0168-1702(02)00260-5
http://dx.doi.org/10.1186/s13567-014-0090-y
http://dx.doi.org/10.1111/tbed.12200
http://dx.doi.org/10.1111/tbed.12299
http://dx.doi.org/10.20506/rst.35.3.2565
http://dx.doi.org/10.20506/rst.35.3.2565
http://dx.doi.org/10.1128/jvi.01236-06
http://dx.doi.org/10.1186/1471-2164-15-828
http://dx.doi.org/10.1186/1471-2164-15-828
http://dx.doi.org/10.1098/rspb.2007.1442
http://dx.doi.org/10.1371/journal.pone.0049650
http://dx.doi.org/10.1016/j.meegid.2013.09.009
http://dx.doi.org/10.1371/journal.pgen.1005421
http://dx.doi.org/10.1093/ve/vew003
http://dx.doi.org/10.1093/ve/vew003
http://dx.doi.org/10.1371/journal.pcbi.1004789
http://dx.doi.org/10.1023/a:1020165923805
http://dx.doi.org/10.1023/a:1020165923805
http://dx.doi.org/10.1016/j.vetmic.2015.05.015
http://dx.doi.org/10.1007/s00705-012-1380-1
http://dx.doi.org/10.1007/s00705-012-1380-1
http://dx.doi.org/10.1128/genomeA.00242-14
http://dx.doi.org/10.1128/genomeA.00242-14
http://dx.doi.org/10.1128/genomeA.01746-15
http://dx.doi.org/10.1111/tbed.12687
http://dx.doi.org/10.1016/s0022-2836(05)80360-2
http://dx.doi.org/10.1098/rstb.2009.0100
http://dx.doi.org/10.1098/rstb.2009.0100
http://dx.doi.org/10.3201/eid1112.050908
http://dx.doi.org/10.1128/jvi.75.3.1551-1556.2001
http://dx.doi.org/10.7774/cevr.2016.5.1.83


www.nature.com/scientificreports/

1 1ScIenTIfIc REPORTS |  (2018) 8:14693  | DOI:10.1038/s41598-018-32693-8

 28. Valdazo-Gonzalez, B. et al. Multiple introductions of serotype O foot-and-mouth disease viruses into East Asia in 2010–2011. Vet 
Res 44, 76, https://doi.org/10.1186/1297-9716-44-76 (2013).

 29. Carrillo, C. et al. Comparative genomics of foot-and-mouth disease virus. Journal of Virology 79, 6487–6504, https://doi.
org/10.1128/jvi.79.10.6487-6504.2005 (2005).

 30. Özyörük, F. In Annual Workshop of EU National Reference Laboratories: Foot-and-mouth disease. Ascot, UK, May 18–19th 2016.
 31. Woodbury, E. L., Samuel, A. R., Knowles, N. J., Hafez, S. M. & Kitching, R. P. Analysis of mixed foot-and-mouth-disease virus 

infections in Saudi Arabia: prolonged circulation of an exotic serotype. Epidemiology and Infection 112, 201–211, https://doi.
org/10.1017/s0950268800057575 (1994).

 32. Woodbury, E. L., Samuel, A. R. & Knowles, N. J. Serial passage in tissue culture of mixed foot-and-mouth-disease virus serotypes. 
Archives of Virology 140, 783–787, https://doi.org/10.1007/bf01309966 (1995).

 33. Drummond, A. J., Suchard, M. A., Xie, D. & Rambaut, A. Bayesian phylogenetics with BEAUti and the BEAST 1.7. Mol Biol Evol 29, 
1969–1973, https://doi.org/10.1093/molbev/mss075 (2012).

 34. Tavaré, S. In Lectures on mathematics in the life sciences Vol. 17 (ed Miura, R. M.) 57–86 (1985).
 35. Drummond, A. J., Rambaut, A., Shapiro, B. & Pybus, O. G. Bayesian coalescent inference of past population dynamics from 

molecular sequences. Mol Biol Evol 22, 1185–1192, https://doi.org/10.1093/molbev/msi103 (2005).
 36. Drummond, A. J., Ho, S. Y., Phillips, M. J. & Rambaut, A. Relaxed phylogenetics and dating with confidence. PLoS biology 4, e88, 

https://doi.org/10.1371/journal.pbio.0040088 (2006).
 37. Darriba, D., Taboada, G. L., Doallo, R. & Posada, D. jModelTest 2: more models, new heuristics and parallel computing. Nature 

methods 9, 772, https://doi.org/10.1038/nmeth.2109 (2012).
 38. Lemey, P., Suchard, M. & Rambaut, A. Reconstructing the initial global spread of a human influenza pandemic: A Bayesian spatial-

temporal model for the global spread of H1N1pdm. PLoS currents 1, Rrn1031, https://doi.org/10.1371/currents.RRN1031 (2009).
 39. Bielejec, F. et al. SpreaD3: Interactive Visualization of Spatiotemporal History and Trait Evolutionary Processes. Mol Biol Evol 33, 

2167–2169, https://doi.org/10.1093/molbev/msw082 (2016).
 40. Minin, V. N. & Suchard, M. A. Counting labeled transitions in continuous-time Markov models of evolution. Journal of mathematical 

biology 56, 391–412, https://doi.org/10.1007/s00285-007-0120-8 (2008).
 41. Yu, G. C., Smith, D. K., Zhu, H. C., Guan, Y. & Lam, T. T. Y. GGTREE: an R package for visualization and annotation of phylogenetic 

trees with their covariates and other associated data. Methods in Ecology and Evolution 8, 28–36, https://doi.org/10.1111/2041-
210x.12628 (2017).

 42. Lole, K. S. et al. Full-length human immunodeficiency virus type 1 genomes from subtype C-infected seroconverters in India, with 
evidence of intersubtype recombination. J Virol 73, 152–160 (1999).

 43. Kimura, M. A simple method for estimating evolutionary rates of base substitutions through comparative studies of nucleotide 
sequences. Journal of Molecular Evolution 16, 111–120, https://doi.org/10.1007/bf01731581 (1980).

 44. Wickham, H. ggplot2: elegant graphics for data analysis. (Springer-Verlag, 2009).

Acknowledgements
The authors would like to acknowledge the veterinary services in the countries involved in this study for providing 
samples and epidemiological data.This project was supported by the Department for Environment, Food and 
Rural Affairs (Defra), United Kingdom, research grant SE2943. The work of the WRLFMD is supported with 
funding provided from the European Union (via a contract from EuFMD, Rome). The views expressed herein can 
in no way be taken to reflect the official opinion of the European Union. The Pirbright Institute receives grant-
aided support from the Biotechnology and Biological Sciences Research Council of the United Kingdom (projects 
BB/E/I/00007035 and BB/E/I/00007036).

Author Contributions
K.B.B., A.D.N., D.P.K. and N.J.K. designed the study. K.B.B. and A.S. generated novel whole genome sequences. 
J.W. generated partial genome sequences. A.D.N. designed, performed the analysis and created the figures. V.M. 
supervised virus isolation and D.P.K. and N.J.K. supervised the study. G.P., S.G., E.B., S.C.K., R.H., P.L.K., I.M.E., 
A.S.D., D.M., S.S., H.M., N.A., B.H.H., P.P.V., K.D., R.B.G., S.T., U.W., A.P., K.B.S., W.L., A.R., L.B.K. provided 
clinical samples and epidemiological information. K.B.B., A.D.N., D.P.K. and N.J.K. wrote the manuscript. All 
authors reviewed and approved the final manuscript.

Additional Information
Supplementary information accompanies this paper at https://doi.org/10.1038/s41598-018-32693-8.
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 Cre-
ative 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 per-
mitted 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) 2018

http://dx.doi.org/10.1186/1297-9716-44-76
http://dx.doi.org/10.1128/jvi.79.10.6487-6504.2005
http://dx.doi.org/10.1128/jvi.79.10.6487-6504.2005
http://dx.doi.org/10.1017/s0950268800057575
http://dx.doi.org/10.1017/s0950268800057575
http://dx.doi.org/10.1007/bf01309966
http://dx.doi.org/10.1093/molbev/mss075
http://dx.doi.org/10.1093/molbev/msi103
http://dx.doi.org/10.1371/journal.pbio.0040088
http://dx.doi.org/10.1038/nmeth.2109
http://dx.doi.org/10.1371/currents.RRN1031
http://dx.doi.org/10.1093/molbev/msw082
http://dx.doi.org/10.1007/s00285-007-0120-8
http://dx.doi.org/10.1111/2041-210x.12628
http://dx.doi.org/10.1111/2041-210x.12628
http://dx.doi.org/10.1007/bf01731581
http://dx.doi.org/10.1038/s41598-018-32693-8
http://creativecommons.org/licenses/by/4.0/

	Reconstructing the evolutionary history of pandemic foot-and-mouth disease viruses: the impact of recombination within the  ...
	Results
	Transmission History and Phylogeography of the O/ME-SA/Ind2001d and O/ME-SA/Ind2001e FMDV Sublineages. 
	Initial endemic circulation within the Indian subcontinent. 
	Ind-2001d and Ind-2001e virus movements westwards of the Indian subcontinent. 
	Ind-2001d and Ind-2001e virus movements to the south of the Indian subcontinent mainland. 
	Ind-2001d and Ind-2001e virus movement eastwards of the Indian subcontinent. 
	Cyclic pattern of the Ind-2001d and Ind-2001e virus occurrence. 

	Genome Profile and Evolutionary Features of the O/ME-SA/Ind-2001d and O/ME-SA/Ind-2001e Sublineages. 
	Impact of genome region on molecular epidemiology based on O/ME-SA/Ind-2001d and O/ME-SA/Ind-2001e. 

	Discussion
	Materials and Methods
	Sequence Data. 
	Sequencing. 
	Phylogenetic Analysis. 
	Genome Profile and Recombination Analyses. 

	Acknowledgements
	Figure 1 Time-calibrated Bayesian MCC tree inferred for the phylogeographic history of the O/ME-SA/Ind-2001d and O/ME-SA/Ind-2001e FMDV sublineages using n = 424 sequences of the VP1 coding region.
	Figure 2 Spatial migration history of the O/ME-SA/Ind-2001d and O/ME-SA/Ind-2001e sublineages across the affected geographical area.
	Figure 3 Estimated frequency of O/ME-SA/Ind-2001d and O/ME-SA/Ind-2001e viruses over time.
	Figure 4 Similarity plots showing recombination within the capsid-coding sequence of the O/BAR/15/2015 and O/BHU/3/2016 viruses.
	Figure 5 Tree topology variability across the genome of O/ME-SA/Ind-2001d and O/ME-SA/Ind-2001e sublineages.
	Figure 6 Evolutionary dynamics of each of the O/ME-SA/Ind-2001d and O/ME-SA/Ind-2001e genome fragments.
	Table 1 Median number of reconstructed Markov jumps between geographical regions of origin for the FMDV type O/ME-SA/Ind-2001d sublineage.




