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Reconstructing the genomic diversity of a widespread Sub-Saharan bat
(Pteropodidae: Eidolon helvum) using archival museum collections
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Modern phylogeographic methods have confirmed that species with broad ranges often exhibit fine-scale patterns of genetic
variation that are not reflected in their morphology. Recent genetic analyses of the straw-colored fruit bat (Eidolon helvum) deviate
from this trend in identifying this species as broadly panmictic across its range in Sub-Saharan Africa. However, the limitations of
sampling, along with potential for modern anthropogenic impacts to distort observed patterns, suggest that additional work is needed
to assess true historical patterns of geographic variation in this species. We used Next Generation Sequencing (NGS) methods to
assess patterns of variation found in historical samples of E. helvum and its sister species, E. dupreanum (a Malagasy endemic).
Patterns of genomic variation observed among specimens collected between 1909 and 1983 were compared with those from more
recently collected tissue samples from across much of the range of the genus. Our genetic analyses confirm that E. helvum and
E. dupreanum are distinct species as traditionally recognized. Congruent with results from prior analyses of modern samples, no
patterns of spatial genomic structuring were identified in E. helvum across continental Africa in either recent times or earlier in the
20th century. These results suggest that the currently observed pattern of panmixia in E. helvum is not a recent phenomenon;
significant gene flow is apparently ongoing in this species across an exceptionally large area. This suggests that potentially zoonotic
pathogens previously associated with populations of E. helvum may be similarly distributed or episodically transmitted across broad
areas by this species. Our study additionally demonstrates that analyses utilizing ‘archival’ DNA from older specimens in museum
collections have the potential to illuminate patterns of both past and contemporary biodiversity, and to help assess the impacts of
habitat loss and climate change on species at the genomic level.
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INTRODUCTION

Quantifying and mapping the distribution of
genetic variation within and among species within
a comparative framework allows us to better under-
stand both the drivers of speciation and the factors
influencing the distribution of biodiversity across
the landscape. In an applied context, these data may
be used to prioritize conservation and management
of both species and areas because patterns of genetic
variation may be correlated with local adaptation
to distinct habitat types (Ravigné et al., 2009), con-
temporary structural barriers (Manel et al., 2003),
and/or pre-historic periods of isolation (Hayward,
2009). For example, evidence for local adaption
may suggest that species translocation would be ill
advised; genetically mixing populations that have
adapted to disparate local conditions could cause
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outbreeding depression, which is the reduction of
fitness resulting from the breakdown of coadapted
gene complexes (Shields, 1982; Templeton, 1986).
Evidence for restricted geneflow related to struc-
tural barriers can provide data important for reserve
design and/or maintenance of migratory corridors,
as well as information important for predictions of
future effects of climate change on populations.
Evidence for ancient isolation may additionally sug-
gest a need for re-evaluation of taxonomic status or
increased protection for areas of local endemism.
Observations of population substructuring or
evidence for cryptic diversity within widely distrib-
uted species may offer valuable insights regarding
the maintenance of genetic diversity and long-term
viability of species, as well as providing critical in-
formation on how species respond to isolation
(Shifman and Darvasi, 2001). Populations that have
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been isolated from the core distribution of a species
for extended periods may be threatened by limited
genetic variation as a result of genetic drift (Pardo
et al., 2005) or inbreeding (Nei, 1972). Co-occurr-
ing patterns of isolation and local endemism across
diverse taxonomic groups may suggest that an entire
fauna is responding to a shared biogeographic his-
tory. In contrast, discordant patterns of geographi-
cally patterned variation across taxonomic groups
may suggest that each lineage represents a unique
evolutionary trajectory, and such patterns might
limit the applicability of conservation policies de-
signed around ‘umbrella species’ (Grady and
Quattro, 1999). Species exhibiting discordant pat-
terns of variation may respond differently to risk
factors or exhibit increased resilience in the face of
anthropogenic change.

Over the past two decades, modern molecular ap-
proaches to mapping fine-scale geographic patterns
of genetic variation have uncovered previously un-
recognized diversity in many widespread species.
For several widespread African vertebrate species,
such methods have revealed extensive cryptic diver-
sity and evidence for shared biogeographic histories
of unrelated taxa (e.g., bushbuck — Moodley and
Bruford, 2007; crocodiles — Hekkala et al., 2011;
forest geckos — Leaché et al., 2014; monitor lizards
— Dowell et al., 2015; giraffes — Fennessy et al.,
2016; leopards — Anco et al., 2018). In many cases,
fine-scale patterns of genetic variation do not corre-
spond to overt morphologically distinctiveness (e.g.,
crocodiles — Hekkala et al., 2011; harbor porpoises
— Lah et al., 2016; forest elephants Bourgeois et
al., 2018). These previously unrecognized patterns
of diversification can help us to map and maintain
global biodiversity.

Conversely, some species may show little genetic
variation and generally lack evidence of geographi-
cally structured genetic partitioning. Such panmictic
species exhibit an equal likelihood of gene flow
occurring between neighboring populations as
between distant populations (> 4,500 km) (Wallace,
1894; Beerli and Palczewski, 2010; Peel et al.,
2013). For terrestrial species, barriers to gene flow
may arise through geological processes such as
mountain uplift or the incursion of water bodies.
However, it is expected that volant, or flying,
animals such as birds would have the ability to dis-
perse more easily and hence be less subject to geo-
graphic barriers than their non-flying relatives
(Bohonk, 1999; Burns and Broders, 2014). Accord-
ingly, panmixia across broad geographic ranges
may be more common in volant species than
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non-volant lineages (Reudink et al., 2011; Peel et
al., 2013).

Among mammals, bats (order Chiroptera) repre-
sent the only truly volant group and may provide an
opportunity to test hypotheses about the role of dis-
persal in maintaining panmixia. Several species of
bats have been reported to show patterns of pan-
mixia including Tadarida brasiliensis in North
America (Russell et al., 2005; Speer et al., 2017) as
well as Pteropus sp., Nyctalus noctula, Rousettus
leschenaultii, Cynopterus sphinx, Eptesicus seroti-
nus, and Epomophorus gambianus in the Old World
(Webb and Tidemann, 1996; Petit and Mayer, 1999;
Chen et al., 2010; Peel et al., 2013; Moussy et al.,
2015; Riesle-Sbarbaro et al., 2018). Despite these
examples, panmixia is thought to be relatively rare
in bats, with most species exhibiting patterning of
genetic structure across their range (Juste et al.,
2009; Clare et al., 2013; Stoffberg et al., 2012).

The straw-colored fruit bat, Eidolon helvum
(Kerr, 1792), is a frugivorous bat that is one of the
most conspicuous migratory megachiropteran spe-
cies in Africa. Aspects of the natural history and dis-
tribution of this species make it an ideal candidate to
test hypotheses regarding what factors, if any, may
drive population structuring in a volant mammal.
This species has a wide distribution across equato-
rial and sub-Saharan Africa from Senegal in the west
to Ethiopia in the east, and south to South Africa
(Lang and Chapin, 1917; Bergmans, 1990; see Fig.
1). Until recently, most of the distributional and eco-
logical information available for E. helvum was
based on hypotheses and observations made by
Herbert Lang and James Chapin over 100 years ago
during their expeditions in the African Congo (Lang
and Chapin, 1917). Bergmans (1990) described
a geographical distribution of E. helvum with some
isolated populations scattered outside the main
range of the species, but the full distribution of this
taxon remains to be confirmed. Eidolon dupreanum,
the sister species and only other member of the
genus, lives solely on the island of Madagascar
(Bergmans, 1990; Peterson et al., 1995; Shi et al.,
2014; Andriafidison et al., 2020).

Eidolon helvum are moderately large pteropodids
with a body mass of 230—350 g and forearm lengths
ranging from 117 to 132 mm (O’Toole, 2019).
Synchronized seasonal roosting patterns exist across
the range of E. helvum with large colonies (some
estimated 5—10 million individuals) reported in
the Democratic Republic of the Congo, Uganda,
Ivory Coast, Malawi, Nigeria, Angola, Zambia, and
Mauritania (Mutere,1967; Ansell, 1981; Thomas,
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1983; DeFrees and Wilson, 1988; Bergmans, 1990;
Cosson et al., 1996, Sorensen and Halberg, 2001;
Hranac et al., 2019; van Toor et al., 2019; Hassanin
et al., 2020). This species has been described as an
opportunistic feeder, migrating to regional food sup-
plies which primarily include fruiting trees (DeFrees
and Wilson, 1988). The need to forage results in pat-
terns of mass movement each day when feeding be-
gins and bats leave their communal roost trees to
find fruiting trees (Webala et al., 2014). Roost sites
selected during the day are in tall trees, lofts in
caves, and rocks (O’Toole, 2019). Trees used as day
roosts are large with spreading branches, commonly
found in dense groves with thick undercover
(O’Toole, 2019). In its natural habitat, E. helvum re-
mains alert and active during the day with eyes
open, ears erect, and in constant motion (Jones,
1972). At night, roosts are apparently chosen accord-
ing to food availability. Roost trees are variable in
terms of height, size, and spatial distribution (Mar-
shall, 1985; Taylor and Kankam, 1999). Roosting
clusters are located six to 20 m above ground on
sturdy branches (O’Toole, 2019).

During periods of migration (between October
and December in East Africa) colonies disperse into
small groups and form temporary roosts from which
they eventually form ‘regular’ roosts (Thomas,
1983; Richter and Cumming, 2006). While some
populations of E. helvum are non-migratory in Sub-
Saharan Africa, individuals have been observed to
travel as far as several thousand kilometers (King-
don, 1984; Ossa et al., 2012). There is currently no
evidence for gender-specific migratory behavior.

Breeding is seasonal, with most copulation oc-
curring from April to June (O’Toole, 2019). Eidolon
helvum exhibits gestational diapause wherein after
fertilization, the egg develops until the blastocyst
stage but does not continue development until im-
plantation later in the year, usually in October.
Births take place from February to May prior to the
onset of the higher of the two rainfall peaks.
Females produce one offspring per pregnancy and
birth occurs in maternity colonies that are clusters of
females (Mutere, 1967; Funmilayo, 1979)

Genetic analyses by Peel ef al. (2013) described
E. helvum as the largest panmictic unit of any known
mammal species. Based on microsatellite data and
some mitochondrial/nuclear markers from contem-
porary samples, Peel et al. (2013) found evidence of
genetic connectivity across much of the range, with
some differentiation exhibited by an island popula-
tion off the coast of Equatorial Guinea (Sao Tomé).
They suggested high connectivity of populations
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across the continent through the central equatorial
breeding and migratory zone. However, sampling in
the Peel et al. (2013) study was limited in geo-
graphic scope (Fig. 1), and few genetic analyses
have been conducted beyond the equatorial region
of the continent. Additional sampling is required to
determine if the panmixia extends over the entire
range of the species. Unfortunately, sampling of
extant E. helvum populations is limited by both po-
litical boundaries and ongoing forest fragmentation
across the range of the species. Challenges pre-
sented by terrain, threats of politically unstable re-
gions, disease outbreaks, and government bureau-
cracy surrounding permitting inhibit opportunities
to collect samples from mammals including bats in
these critically threatened ecosystems. Because of
these limitations on sampling, we focused our re-
search on available specimens archived in museum
collections.

Archival samples offer a potentially rich source
of data for genetic studies given modern genomics
techniques (Bi ef al., 2013). Museum specimens in
many cases can fill in sampling gaps in more recent
collections, and in some cases can allow direct tem-
poral comparisons between past and current genetic
diversity (Wandeler et al., 2007; Bi et al., 2013).
Archival specimens may sample habitats no longer
accessible or existent, such as in areas affected by
natural disasters or converted by humans to agricul-
ture or urban spaces (Davis, 1996; Ponder et al.,
2001; Suarez and Tsutsui, 2004). It is unclear to
what degree contemporary changes to African
forests, such as fragmentation, hunting, and the
wildlife trade, may have influenced observed pat-
terns generic variation in vertebrates, particularly
those tightly tied to forest ecosystems by virtue of
their ecological traits (e.g., dietary and roosting
habits) or subject to focused hunting. Studies of
archival genetic materials provide a means of testing
a priori assumptions regarding patterns of popula-
tion structure and dynamics of living species within
a temporal context (Bi et al., 2013). The ability to
evaluate data derived from archival samples relative
to those based on contemporary samples provides
the opportunity to increase sampling range and ad-
dress questions with new context, comparing groups
of samples from different areas and time periods. By
using archival museum specimens of E. helvum to
expand on work done with contemporary samples
by Peel et al. (2013), a greater depth of coverage can
be achieved in threatened but less accessible areas
(i.e., the Congo River Basin) to better understand
the historical diversity of this widespread species.
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[ Eidolon helvum Range
[ Eidolon dupreanum Range
@ AMNH Samples
< Peel et al. (2013) Samples

FI1G. 1. The range of E. helvum in green and E. dupreanum in brown across Sub-Saharan Africa and Madagascar. Sampling locations
from Peel et al. (2013) depicted by white diamonds and samples collected from the American Museum of Natural History depicted
by orange circles

The goal of the current study was to use genomic
analyses of historical samples collected in the early
part of the 20th century to expand sampling to assess
whether there is evidence that population substruc-
turing may have previously existed across the range
of E. helvum. Historical samples can provide base-
line evidence for pre-deforestation patterns in bats
like E. helvum, which rely on forest trees for roost-
ing and feeding. We sought to test several non-
exclusive hypotheses of how populations might be
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substructured (Fig. 2). These bats, like members of
some avian communities (De Klerk et al., 2002;
Huntley et al., 2019), may respond to terrestrial bar-
riers. For example, the Mambila Mountains, the
Ethiopian highlands, and the Katanga Plateau could
act as barriers to gene flow (Fig. 2A). This trend has
not been explicitly demonstrated in terrestrial
African taxa but was suggested by Moreau (1972)
for Palacarctic-African bird migration systems. An
alternative isolating mechanism might result from
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[ Eidolon helvum Range
[ Eidolon dupreanum Range
Il Elevation Gradient

B Eidolon helvum Range
[ Eidolon dupreanum Range

idolon helvum Range
dolon dupreanum Range
[ River Basins

F1G. 2. A — The Elevation Hypothesis: The Mambila Mountains in the west and the Ethiopian highlands/Katanga Plateau act as

barriers to gene flow across the range of E. helvum; B — The River Basin Hypothesis: The Niger River, Congo River, Nile River,

and Zambezi River act as rufugia for populations and limit gene flow across the range of E. helvum; C — The Panmixia Hypothesis:
E. helvum mates randomly across the range with no limits to gene flow

river basins acting as refugia for different popula-
tions during periods of continental drying. The
Niger River, Congo River, Nile River, and Zambezi
Rivers may have harbored E. helvum popula-
tions (Fig. 2B). Prior studies have shown that some
avian and mammalian taxa are confined to river
basins where all resources are readily available as
suggested by Huntley et al. (2018) regarding the
Guineo-Congolian Forests. Several taxonomic
groups including terrestrial reptiles and mammal
exhibit patterns consistent with refugia formed

Downloaded From: https://bioone.org/journals/Acta-Chiropterologica on 21 Aug 2024
Terms of Use: https://bioone.org/terms-of-use

during the expansion and contraction of the Sahara
(Dowell et al., 2015; Fennessy et al., 2016; Anco et
al., 2018; Bertola et al., 2019; Leaché et al., 2020).
Alternatively, E. helvum may truly represent a pan-
mictic species as suggested by the data presented
in Peel et al. (2013), extending as a single genetic
population across the tropical rain forests of Afri-
ca (Fig. 2C). This study was designed to evaluate
these alternatives with a geographically and tempo-
rally broader data set than employed by Peel et al.
(2013).
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MATERIALS AND METHODS

Sample Collection and Processing

A total of 41 archival specimens of E. helvum were sampled
from the collections of the Department of Mammalogy at the
American Museum of Natural History (AMNH) (Table 1).
Samples localities (Fig. 1) were chosen to maximize the breadth
of geographic range but were limited by the availability in the
collections. Where possible, one male and one female were
sampled from each locality in order to ensure that sex-specific
variation of genetic connectivity would not skew results. Of the
samples collected, 29 were dry study skins. Study skins are
specimens that are prepared by removing the internal organs and

much of the skeleton, after which the skin is stuffed with cotton
and dried in a position to facilitate measurements by future re-
searcher. For each study skin that we sampled, a small fragment
of tissue was taken from the forearm and lip margin. Ethanol-
preserved specimens account for the remaining 12 samples.
These samples are whole body specimens that have been pre-
served and/or stored in ethanol (Simmons and Voss, 2009), and
will hereafter be referred to as ‘wet’ specimens. Samples col-
lected after the late 1920’s were routinely fixed with formalin to
fix the tissues and ensure the integrity of the specimen, but for-
malin treatment was not recorded for all samples. For wet spec-
imens, we took muscle tissue from the abdominal region where
prior incisions had typically been made during preparation in
order to facilitate preservation.

TaBLE 1. Samples collected from the AMNH. Catalog # in bold were samples retained after quality filtering

Collection Preparation Quantity # Reads mapped to
Catalog # Country date type (ng/ul) nuclear genome

AMNH 460 No data 1890 Skin <0.5 1,039,551
AMNH 4859 Democratic Republic of

the Congo (DRC) 20-Nov-1909 Fluid <0.5 834,860
AMNH 48660 DRC 20-Nov-1909 Fluid 0.6 1,129,977
AMNH 48673 DRC 20-Nov-1909 Skin <0.5 3,750,324
AMNH 48675 DRC 20-Nov-1909 Skin <0.5 15,455,714
AMNH 48699 DRC 20-May-1914 Skin <0.5 20,739,671
AMNH 48706 DRC 22-May-1914 Skin 19.9 31,026,030
AMNH 81432 Liberia 10-Sep-1932 Fluid <0.5 119,428
AMNH 82360 DRC 1-Oct-1926 Fluid <0.5 337,063
AMNH 82361 DRC 1-Oct-1926 Fluid <0.5 1,682,490
AMNH 86235 DRC 19-Jun-1924 Skin 397 5,676,794
AMNH 86241 DRC 19-Jun-1924 Skin 24.9 61,053,616
AMNH 86758 DRC 13-Aug-1930 Skin 49.1 13,536,661
AMNH 86759 DRC 17-Aug-1930 Skin 258 28,416,233
AMNH 90313 Sdo Tomé and Principe 1-Mar-1929 Fluid <0.5 10,303,104
AMNH 90314 Sao Tomé and Principe 1-Mar-1929 Fluid 1.07 1,998,385
AMNH 100486 Madagascar 25-Mar-1930 Skin <0.5 739,484
AMNH 100488 Madagascar 25-Mar-1930 Skin 4.86 5,847,646
AMNH 100496 Madagascar 14-Aug-1929 Skin 15 13,991,310
AMNH 100840 Madagascar 24-May-1929 Fluid 48.7 8,988,804
AMNH 119157 DRC 12-Apr-1943 Skin 16 5,427,735
AMNH 119158 DRC 12-Apr-1943 Skin 36.2 5,427,735
AMNH 120255 Gabon 28-Mar-1943 Skin 17.2 6,697,605
AMNH 120257 Gabon 4-Apr-1943 Skin 35.7 17,920,534
AMNH 120258 Congo 1943 Skin <0.5 5,785,678
AMNH 165025 Madagascar 7-May-1905 Skin 4.47 1,499,504
AMNH 165026 Madagascar 7-May-1905 Skin 2.63 4,570,371
AMNH 180892 DRC 18-Mar-1956 Skin 83.7 5,810,238
AMNH 180893 DRC 20-Apr-1955 Skin 17.3 5,744,847
AMNH 180894 DRC 15-Nov-1954 Skin 8.73 4,126,744
AMNH 180895 DRC 15-Nov-1954 Skin 248 23,859,812
AMNH 184224 Uganda 19-May-1951 Skin 0.76 6,849,374
AMNH 184225 Uganda 19-May-1951 Skin 23.1 164,755,971
AMNH 214314 Sudan 1960 Fluid 13.2 18,439,528
AMNH 214311 Sudan 1960 Fluid 12 11,655,751
AMNH 233871 Ghana 1-Nov-1970 Fluid <0.5 391,061
AMNH 236281 Cameroon 14-Aug-1973 Skin 319 6,295,309
AMNH 236282 Cameroon 13-Jul-1974 Skin 201 21,255,876
AMNH 239384 Ivory Coast 19-Aug-1971 Skin 26.9 69,414,289
AMNH 239385 Ivory Coast 19-Aug-1971 Skin 4 42,738,379
AMNH 257034 Liberia 5-Nov-1983 Fluid <0.5 3,701,400
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DNA Extraction

All molecular laboratory work was conducted in the Sackler
Institute of Comparative Genomics at the AMNH. To minimize
contamination, extractions and amplifications were conducted
in a clean room facility separate from contemporary samples
and post-PCR products, and negative experimental controls and
contamination prevention protocols were used throughout
(Cooper and Poinar, 2000; Pddbo et al., 2004; Gilbert et al.,
2005; Willerslev and Cooper, 2005; Hekkala et al., 2011).
Archival DNA (aDNA) was isolated using a modified version of
the MinElute Reaction Cleanup kit (Qiagen) (Dowell et al.,
2015; Anco et al., 2018). Tissue samples were rinsed with
molecular grade water prior to extractions. Samples were then
digested in a 55°C heat block using 20 pl proteinase K and
180 ul ATL lysis buffer. After three days, an additional 20 pl
of proteinase K was added and digested for two more days.
Once digested, the DNA was extracted and cleaned using the
Qiagen MinElute kit and eluted to 150 pl per sample. Genomic
DNA was quantified by a qubit fluorimeter (Invitrogen).

Genomic Libraries and High-throughput Sequencing

Genomic libraries were built using 50 pul of each sample and
Illumina platform-specific oligonucleotide adapters unique to
each library using the NEBNext Ultra DNA Library Prep Kit for
[llumina following the TruSeq DNA Sample Preparation V2
protocol combined with the protocol from Yao et al. (2017). The
DNA was processed without shearing due to fragmentation
from age. Quantification indicated that DNA per extract was
low. Therefore, following Cui et al. (2013), adapters were di-
luted 1:20. WE conducted AMPure Bead XP clean ups to re-
move adapter dimers. Sample libraries were Dual Indexed using
NEBNext Multiplex primers to allow pooling for sequencing on
a single HiSeq lane (Kircher et al., 2012). NEBNext High
Fidelity 2X PCR Master Mix was used to amplify the libraries
given its proofreading properties limiting nucleotide misincor-
porations that may arise from cytosine deamination (Ginolhac et
al., 2011). After amplification, genomic libraries were cleaned
using the Qiagen MinElute Purification Kit. The libraries then
underwent quality control assessment using the Agilent 2100
Bioanalyzer to determine fragment size. Concentration was de-
termined using a Qubit 2.0 Fluorometer. All 41 genomic librar-
ies were pooled and sent for sequencing at Novogene (Davis,
CA). Size selection using SPRI beads was performed to remove
adaptor dimers (ca. 120—140 bp). Sequencing consisted of 150
bp paired-end reads on the Illumina HiSeq 4000 platform.

Alignment and Assessment

AdapterRemoval2 was used to trim Illumina adapters off
DNA sequences as well as any sequences contaminating the
samples post library build (Lindgreen, 2012; Schubert et al.,
2016). Trimming also reduced false variant discovery by filter-
ing out low quality reads that were damaged (Kircher et al.,
2012). BWA MEM was used to assemble each sample against
an E. helvum reference genome (GenBank ID: ASM46528v1 —
Parker et al., 2013) and a Pteropus alecto mitogenome
(GenBank ID: ASM32557vl — Zhang et al., 2013), since an
E. helvum mitogenome is not currently available. Fast QC was
run to determine the number and quality of the reads (Andrews,
2016). FastQScreen was run to determine the approximate
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amount of Eidolon DNA present compared to exogenous DNA
and overall contamination levels (Wingett and Andrews, 2018).
SAMtools was used to sort, index, and determine contamination
quantification by examining informative sites (Li et al., 2009).
Picard was used to further manipulate the sequences and re-
move duplicate copies.

Variant Discovery

Genome Analysis Tool Kit (GATK) was used to call Single
Nucleotide Polymorphisms (SNPs) (McKenna et al., 2010). The
toolkit was also used to filter the variant call file (VCF) by re-
moving insertions, deletions, and multiallelic sites (Van der
Auwera et al., 2013). Plink was used for additional filtration of
the VCF to exclude individual samples that were missing too
much genotype data as well as the exclusion of SNPs on the
basis of missing genotype rate (Purcell et al., 2007). The
Admixture program was run on the filtered VCF for 1-9 popu-
lations (K = 1-9) to estimate maximum likelihood ancestry and
determine the amount of DNA in an individual from distantly
related species or populations that resulted from interbreeding
between previously reproductively isolated populations
(Alexander et al., 2009). The program Admixture focuses on
a maximum likelihood estimation. Admixture requires genotype
data from the proposed admixed and ancestral populations and
can be used efficiently for whole genome sequencing SNP data.
As the number of generations since the beginning of admixture
increases, more markers are required to detect all ancestry
switches because recombination events accumulate linearly
with the number of generations. (Shriner, 2017) Admixture was
also used to estimate Fg; values as well calculating the cross-
validation error for each population parameter.

RESULTS

Of the 41 samples analyzed, 28 samples yielded
DNA extracts with measurable concentrations of
nucleic acids (> 0.5 ng/uL — Table 1). For the
remaining 13 samples, the concentration of DNA in
the extracts were too low for the Qubit to detect
(< 0.5 ng/ul). The pre-library preparation concen-
trations are shown in Table 1. All negative extraction
controls contained no traces of genomic DNA.
Libraries were prepared from all 41 samples using
only 1-10 ng of DNA input. Subsequent bioanalyzer
runs indicated a peak of DNA fragments ~170—350
bp long after libraries were prepared and in some
cases a peak around 150 bp indicating adaptor dimer
presence. Technicians at the sequencing facility
(Novogene, Davis, California) used a size selection
protocol to remove adapter dimer prior to sequenc-
ing. Sequencing on the HiSeq4000 resulted in an av-
erage of 16,851,030 reads per sample were obtained
(range = 802,224-154,910,621). The quality control
programs FastQC and FastQScreen provided num-
ber of reads and highlighted any issues with contam-
ination that needed to be filtered out. All steps taken
to check for contamination gave negative results.
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Mitogenomic Sequencing Data Recovery

Alignment to the mitochondrial genome was at-
tempted first using the Pteropus alecto mitogenome
(GenBank ID: ASM32557v] — Zhang et al., 2013).
On average 0.05% of the reads mapped to the mito-
genone and 0 reads mapped to the cytochrome b
gene used by Peel ef al. (2013). This result suggests
that the majority of mitochondrial sequences (> 350
bp) that may have been present in the post-library
preparation pool were size selected out during the
SPRI bead size selection removing adaptor dimers.
Accordingly, no mitochondrial regions were used in
subsequent analyses.

Genomic Sequencing Data Recovery

For the nuclear genome, all (n = 41) pooled
samples had reads that were successfully aligned to
the E. helvum reference genome (GenBank ID:
ASM46528vl — Parker et al., 2013) indicating at
least partial recovery of nuclear data from the
archival samples. Twelve ethanol-preserved ‘fluid’
specimens from the collection at the AMNH
produced genomic data. After trimming and initial
quality filtering, 78.7% of reads mapped to the
nuclear reference genome (Table 1). However, after
a conservative threshold of filtering for missing
genotypes and missing SNPs per individual and
more stringent alignment to the nuclear genome, 30
of 41 samples were retained (catalog # in bold). Of
these 30 samples, six were fluid samples indicating
that 50% of the original fluid specimens were able to
pass filtering and yield viable results (Table 1).

B. O’Toole, N. B. Simmons, and E. Hekkala

Population Genomic Analyses

Using the Admixture software across a number
of subpopulations (K values) ranging 1-9, the most
well supported K value and lowest cross-validation
error was determined to be nine (Fig. 3). Cross-
validation is often used in the selection of the most
likely model to estimate the test error of a predictive
model. Limitations of computing power did not
allow estimation above K = 9. Admixture plots for
all K values between one and nine (Fig. 4). In the
Admixture plots, the vertical bars indicate individ-
ual samples and the haplotypes are indicated by dif-
ferent colors at each K value. Corresponding haplo-
types that were detected within each sampling area
for K =9 are color-coded over the sample’s locality
(Fig. 5). In that plot, our samples of E. dupreanum
(Madagascar; shown in red) were separated from the
majority of the E. helvum samples, indicating that
the analysis was capable of detecting species limits
within Eidolon.

DIscussION

The use of historical archived museum collec-
tions provides new genomic data to explore
hypotheses regarding the distribution of genomic
variation in E. helvum. Data were recovered from
a majority of samples including specimens stored in
both wet and dry curated collections, some over 110
years old. Unfortunately, due to the pre-sequencing
processing of libraries, we were unable to recover
mitochondrial data for direct comparative analysis
of the mitochondrial cytochrome b gene region
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FI1G. 4. Admixture plots for 1-9 populations (K). Abbreviations:
ND: no data, Lib: Liberia, IC: Ivory Coast, Cam: Cameroon,
EG: S@o Tomé and Principe, Gab: Gabon, DRC — Democratic
Republic of Congo, Sud: Sudan, Uga: Uganda, Mad: Madagascar

published by Peel et al. (2013). Although the depth
of coverage limited the quality of the dataset and
therefore constrains possible interpretations, nuclear
data provide some evidence for previously unrecog-
nized variation across the distribution of E. helvum.
A minimum depth of 5x is recommended for
well supported admixture analyses (Meisner and
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Albrechtsen, 2018). The current data provided by
the single lane of shotgun sequencing for a pool of
41 sample libraries averaged 1.5x, with some ge-
nomic regions being represented and other regions
completely missing. Despite these limitations, ad-
mixture analyses resulted in the most well supported
K value and lowest cross-validation error at K =9,
suggesting population structuring into eight subpop-
ulations plus the sister taxon, E. dupreanum.

Theoretically, a panmictic population should
have the lowest cross validation error at K = 1, im-
plying that there is no differentiation between sub-
populations. Therefore, our analyses of nuclear SNP
data for historical collections of E. helvum does not
strongly support the Peel ef al. (2013) hypothesis of
panmixia in this taxon. However, neither do our re-
sults refute the idea that significant gene flow is on-
going across the entire range of this species. Prior to
conclusively arguing that populations are strongly
substructured in this species, additional sequencing
with fewer samples per lane should be attempted
and additional sampling and sequencing for each
population should be conducted (see Future Direc-
tions below). In contrast, results of this study
strongly support the validity of taxonomic recogni-
tion of E. dupreanum in Madagascar as a distinct
species. The lack of admixture between mainland
African E. helvum and Malagasy E. dupreanum in-
dividuals from three distinct regions within Mada-
gascar supports the hypothesis that this species orig-
inated from a single dispersal event to the island,
and that the Mozambique channel represents
a strong barrier to geneflow between these sister
species. A single dispersal event to Madagascar cor-
responds well to patterns observed in several other
mammalian taxonomic groups (Masters et al., 2006;
Yoder et al., 2006) and is consistent with the recog-
nition of E. dupreanum as a distinct species.

Behavioral and Ecological Influences

Specific behavioral and ecological characteris-
tics of species contribute to observed patterns of ge-
nomic variation. For example, sex-biased dispersal
is known to contribute to discordant patterns of pop-
ulation structuring observed in analyses of separate
mitochondrial and nuclear data sets (Larmuseau et
al., 2010). Additionally, fission fusion patterns of
population aggregation may result in increased
opportunities for genetic admixture (Archie et al.,
2008). Migration in particular can structure patterns
of genomic variation in subsets of communities
when different cohorts migrate together either
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[ Eidolon helvum Range
I Eidolon dupreanum Range

FIG. 5. Genotypes corresponding to Admixture plot at K =9

spatially or temporally. For examples, distinct sal-
mon runs, while fully genetically compatible, fre-
quently exhibit signatures of isolation by natal stream
or seasonal onset of migration (Kovach et al., 2013).
African bovids which migrate across vast areas re-
tain evidence for structuring based on breeding
grounds (Rege and Tawah, 1999). Such factors may
have promoted patterns of limited substructuring of
E. helvum across mainland Africa based on mito-
chondrial cytochrome b sequences (Peel et al.,
2013), while nuclear SNP data presented here sug-
gest at least some level of partitioning across main-
land Africa.
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Although little is currently known about mating
patterns in FEidolon, competition for roost trees
during fission-fusion roosting and foraging in this
species is thought to drive movement of individuals
across large areas (Richter and Cumming, 2006),
which might have the effect of reducing regional
differentiation. Given the effect just a few individu-
als can have on estimates of gene flow (Pardo et al.,
2005), the impact of E. helvum roosting in large
colonies, some estimated to be between five and 10
million bats (Sorensen and Halberg, 2001) might
dampen differentiation among regional roosting
areas. Migratory patterns observed in this species
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follow a north-south axis following seasonal bursts
of resource availability (Fahr et al., 2015), and may
result in structuring among previously unrecognized
population subsections. In addition, while a large
portion of the E. helvum population was non-migra-
tory, some individuals are known to have migrated
distances longer than 2000 km (Ossa et al., 2012).
Eidolon helvum may also exhibit multiple small
scale migrations (100—300 km) in a stepwise fash-
ion following the seasonal abundance of local food
resources within Sub-Saharan Africa (Richter and
Cumming, 2006). These behavioral and ecological
factors may cloud interpretations of genomic data
unless very large numbers of individuals are sam-
ples across even greater geographic areas.

Human Health

The data indicating panmixia in E. helvum pre-
sented by Peel ef al. (2013) may be relevant for risk
assessments relevant to the potential spread of
pathogens posing risks to human health. Eidolon
helvum is thought to be a potential reservoir host for
several zoonotic viruses including Lyssavirus, Heni-
pavirus, and Ebolavirus (Peel et al., 2013; Ogawa et
al.,2015). Zoonotic spillover into humans is thought
to be possible after exposure to urine, feces, or the
preparation/consumption of bushmeat (Kamins et
al., 2011; Baker et al., 2012; Drexler et al., 2012).
No specific spillover events for Lyssavirus, Henipa-
virus, or Ebolavirus from E. helvum have been re-
ported to date; however, it is not clear if this is due
to lack of circulating viruses (e.g., bats having only
transitory infections and not actually acting as reser-
voir hosts), lack of spillover events, or lack of detec-
tion due to poor medical surveillance and/or limited
access to specific diagnostic assays in the parts of
Africa affected (Mallewa et al., 2007; Baker et al.,
2013; Ogawa et al., 2015). Regardless, the increased
interactions between bats and humans caused by
habitat loss, land use change, and bushmeat hunting
increase the likelihood of possible future spillover
events. Evidence for panmixia in a potential vector
species across wide swaths of mainland Africa
would suggest greater risk for widespread outbreaks
of infectious disease than would evidence for popu-
lation substructuring and limited gene flow (Plo-
wright et al., 2011). Our analyses of genomic data
suggest some level of structuring in E. helvum pop-
ulations, but additional data are necessary to further
investigate this possibility. Additional analyses of
more samples collected across space and time would
benefit epidemiological studies for human health.
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The Value of Archival Museum Samples

The DNA retained in archival collections is often
highly degraded (Mason et al., 2011; Burrell et al.,
2015; Liedigk et al., 2015; Yao et al., 2017), but
Next Generation Sequencing techniques are provid-
ing researchers with the ability to sequence frag-
mented DNA faster and in an increasingly cost-
effective manner. These methods may make it
possible to sequence genomes at low coverage in
a manner that makes them useful for studies of pop-
ulation variation, phylogeographic or phylogenomic
analyses.

In the current study, high precision and high-
quality sequencing reads were not returned from all
samples. However, even the low-yield samples
provide insights regarding which preparation types
produce the most useable DNA. WE obtained useful
genetic sequences from tissue samples from the
forearm and lip margin of dry study skins as well as
from abdominal tissue from ethanol-reserved speci-
mens. Different samples produced varying qualities
of reads but we detected no evidence for a system-
atic pattern in data recovery based on tissue type or
age of samples. Most previous studies using archival
samples for genetic work have used dry tissue frag-
ments due to concerns about the effects of formalin.
Fixation of specimens in formalin prior to long-term
storage in alcohol started around the mid-1920s
(Simmons, 2014). Formalin has a tendency to shear
DNA, reducing fragment length and hence increas-
ing the work necessary for adequate assembly
(Ruane and Austin, 2017). However, sometimes
fluid-preserved material represents the only record of
a species in a particular time and place. In this study,
we augmented dry tissue samples with some samples
from fluid-preserved specimens that represent other-
wise unsampled regions such as Sudan and Liberia.

An additional, but unavoidable issue with mu-
seum specimens may be the quality of documenta-
tion. Early records and specific locality information
is often missing and the details regarding the treat-
ment of the samples in the field may limit interpre-
tation of data.

Future Directions

The results of this study and those of other mo-
lecular studies utilizing archival DNA indicate the
potential of these methods to increase our under-
standing of both past and contemporary biodiversity.
As habitat loss and climate change threaten the
diversity of mammals in Africa, it is essential to
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document regions of genetic diversity and en-
demism as potential conservation units. In some
cases, representative samples may only exist in mu-
seum collections due to recent local extirpation.
Future research on E. helvum can be supplemented
by increasing sample sizes using specimens from
other natural history collections. Additional samples
of E. helvum are available from the National
Museum of Natural History in Washington, DC
(Ghana, Nigeria, and Cameroon), the Field Museum
of Natural History in Chicago, IL (Sierra Leone and
Liberia), the Muséum National d’Histoire Naturelle
in Paris (Mali and Mauritania), and the Museum of
Natural History in London (isolated populations in
Niger and South Africa) (Bergmans, 1990), just to
name a few. The latter are particularly important be-
cause potential geographic barriers exist between
the core populations of E. helvum and those in Niger
and South Africa.

ACKNOWLEDGEMENTS

The authors would also like to thank the Mammalogy staff
at the American Museum of Natural History (AMNH) for per-
mission and access to sampling from the collections. Additional
thanks to the research staff in the Sackler Institute for
Comparative Genomics at the AMNH for assistance in the lab
as well as with the bioinformatic analyses. We would also like
to thank our peers at Fordham and the AMNH for constant feed-
back and support throughout this entire project. Funding was
provided by the Fordham University Department of Biological
Sciences, Fordham University Graduate School of Arts and Sci-
ences, and the Mammalogy Department at the American Muse-
um of Natural History.

LITERATURE CITED

ALEXANDER, D. H., J. NOVEMBRE, and K. LANGE. 2009. Fast
model-based estimation of ancestry in unrelated individu-
als. Genome Research, 19: 1655—1664.

ANco, C., S. O. KOLOKOTRONIS, P. HENSCHEL, S. W. CUNNIN-
GHAM, G. AMATO, and E. HEKKALA. 2018. Historical mito-
chondrial diversity in African leopards (Panthera pardus)
revealed by archival museum specimens. Mitochondrial
DNA, 29A: 455—-473.

ANDREWS, S. 2016. FastQC: a quality control tool for high
throughput sequence data. Available at https://www.bioin
formatics.babraham.ac.uk/projects/fastqc/.

ANDRIAFIDISON, D., S. G. CARDIFF, S. M. GOODMAN, A. M.
Hutson, R. K. B. JENKINS, A. F. Koroky, P. A. RACEy, J.
Ranivo, F. H. RATRIMOMANARIVO, and H. J. RAZAFIMANA-
HAKA. 2020. Eidolon dupreanum. The IUCN Red List of
Threatened Species 2020: . T7083A22027891. Available at
https://dx.doi.org/10.2305/ITUCN.UK.2020-2.RLTS.
T7083A22027891.en.

ANSELL, W. F. H. 1981. The mammals of Zambia. The National
Parks and Wildlife Service, Chilanga, Zambia, ii + 126 pp.,
204 distribution maps.

Downloaded From: https://bioone.org/journals/Acta-Chiropterologica on 21 Aug 2024
Terms of Use: https://bioone.org/terms-of-use

ARCHIE, E. A., J. E. MALDONADO, J. A. HOLLISTER-SMITH, J. H.
PooLE, C. J. Moss, R. C. FLEISCHER, and S. C. ALBERTS.
2008. Fine-scale population genetic structure in a fission—
fusion society. Molecular Ecology, 17: 2666—2679.

BAker, K. S., S. Topp, G. MARSH, A. FERNANDEZ-LORAS,
R. Suu-IRE, J. L. N. Woob, L. F. WANG, P. R. MURCIA, and
A. A. CUNNINGHAM. 2012. Co-circulation of diverse para-
myxoviruses in an urban African fruit bat population. Jour-
nal of General Virology, 93: 850.

BakEer, K. S., S. Topp, G. A. MARSH, G. CRAMERI, J. BARR,
A. O. Kamins, A. J. PEEL, M. YU, D. T. HAYMAN, B. NADIM,
et al. 2013. Novel, potentially zoonotic paramyxoviruses
from the African straw-colored fruit bat Eidolon hel-
vum. Journal of Virology, 87: 1348—1358.

BEERLI, P, and M. PaLczewskl. 2010. Unified framework to
evaluate panmixia and migration direction among multiple
sampling locations. Genetics, 185: 313—326.

BERGMANS, W. 1990. Taxonomy and biogeography of African
fruit bats (Mammalia, Megachiroptera). 3. The genera
Scotonycteris Matschie, 1894, Casinycteris Thomas, 1910,
Pteropus Brisson, 1762, and Eidolon Rafinesque, 1815.
Beaufortia, 40: 111-177.

BERrTOLA, L. D., M. VERMAAT, F. LESiLAU, M. CHEGE, P. N.
TuMeNTA, E. A. SoGgBoHOSsou, O. D. ScHAAP, H. BAUER,
B. D. PATTERSON, P. A. WHITE, ef al. 2019. Whole genome
sequencing and the application of a SNP panel reveal pri-
mary evolutionary lineages and genomic diversity in the
lion (Panthera leo). bioRxiv. Preprint at https://doi.org/
10.1101/814103.

B1, K., T. LINDEROTH, D. VANDERPOOL, J. M. GOOD, R. NIELSEN,
and C. Moritz. 2013. Unlocking the vault: next-generation
museum population genomics. Molecular Ecology, 22:
6018—-6032.

BoHONAK, A. J. 1999. Dispersal, gene flow, and population
structure. Quarterly Review of Biology, 74: 21—45.

BouRrGEoIS, S., H. SENN, J. KADEN, J. B. TAGGART, R. OGDEN,
K. J. JEFFERY, N. BUNNEFELD, K. ABERNETHY, and R. Mc-
EwING. 2018. Single-nucleotide polymorphism discovery
and panel characterization in the African forest elephant.
Ecology and Evolution, 8: 2207-2217.

Burns, L. E., and H. G. BRODERS. 2014. Correlates of dispersal
extent predict the degree of population genetic structuring
in bats. Conservation Genetics, 15: 1371-1379.

BURRELL, A. S., T. R. DISoTELL, and C. M. BERGEY. 2015. The
use of museum specimens with high-throughput DNA se-
quencers. Journal of Human Evolution 79: 35-44.

CHEN, J., S. J. ROSSITER, J. R. FLANDERS, Y. SUN, P. Hua, C.
MILLER-BUTTERWORTH, X. LIU, K. E. RAJAN, and S. ZHANG.
2010. Contrasting genetic structure in two co-distributed
species of Old World fruit bat. PLoS ONE, 5: ¢13903.

CLARE, E. L., A. M. ApDAMS, A. Z. MAYA-SIMOES, J. L. EGER, P.
D. HEBERT, and M. B. FENTON. 2013. Diversification and re-
productive isolation: cryptic species in the only New World
high-duty cycle bat, Pteronotus parnellii. BMC Evolution-
ary Biology, 13: 26.

COOPER, A., and H. N. PoINAR. 2000. Ancient DNA: do it right
or not at all. Science, 289: 1139.

Cosson, J.-F., M. TRANIER, and F. CoLas. 1996. On the occur-
rence and possible migratory behavior of the fruit bat
Eidolon helvum in Mauritania, Africa. Journal of African
Zoology, 110: 369-371.

Cuy, Y., J. Linpo, C. E. HUGHES, J. W. JoHNsON, A. G. HEr-
NANDEZ, B. M. KEwmp, J. MA, R. CUNNINGHAM, B. PETZELT,



Reconstructing the genomic diversity of Sub-Saharan bat (Eidolon helvum) 239

J. MITCHELL, et al. 2013. Ancient DNA analysis of Mid-
Holocene individuals from the Northwest coast of North
America reveals different evolutionary paths for mito-
genomes. PLoS ONE, 8: €66948.

Davis, P. 1996. Museums and the natural environment: the role
of natural history museums in biological conservation.
Leicester University Press, London and New York, xvii +
286 pp.

DEFREES, S., and D. E. WILsoN. 1988. Eidolon helvum. Mam-
malian Species, 312: 1-5.

DE KLERK, H. M., T. M. CROWE, J. FIELDSA, and N. D. BURGESS.
2002. Patterns of species richness and narrow endemism of
terrestrial bird species in the Afrotropical region. Journal of
Zoology, (London), 256: 327—-342.

DoweLL, S. A., V. DE BUFFRENIL, S. O. KOLOKOTRONIS, and
E. R. HEKKALA. 2015. Fine-scale genetic analysis of the ex-
ploited Nile monitor (Varanus niloticus) in Sahelian Africa.
BMC Genetics, 16: 32.

DREXLER, J. F., V. M. CORMAN, M. A. MULLER, G. D. MAGANGA,
P. VaLLo, T. BINGER, F. GLozA-RAUSCH, V. M. COTTONTAIL,
A. RASCHE, S. YORDANOV, et al. 2012. Bats host major mam-
malian paramyxoviruses. Nature Communications, 3: 1—13.

FAHR, J., M. ABEDI-LARTEY, T. ESCH, M. MACHWITZ, R. SUU-IRE,
M. WIKELSKI, and D. K. DECHMANN. 2015. Pronounced sea-
sonal changes in the movement ecology of a highly gregar-
ious central-place forager, the African straw-coloured fruit
bat (Eidolon helvum). PLoS ONE, 10: e0138985.

FENNESSY, J., T. BIDON, F. REUSS, V. KUMAR, P. ELKAN, M. A.
NILSSON, M. VAMBERGER, U. FriTZ, and A. JANKE. 2016.
Multi-locus analyses reveal four giraffe species instead of
one. Current Biology, 26: 2543—2549.

FunmiLAYO, O. 1979. Ecology of the straw-coloured fruit bat in
Nigeria. Review Zoology Africa, 93: 589—600.

GILBERT, M. T. P, H. J. BANDELT, M. HOFREITER, and I. BARNES.
2005. Assessing ancient DNA studies. Trends in Ecology
and Evolution, 20: 541-544.

GINOLHAC, A., M. RASMUSSEN, M. THOMAS, E. WILLERSLEV,
and L. OrLANDO. 2011. MapDamage: testing for damage
patterns in ancient DNA sequences. Bioinformatics 27:
2153-2155.

GRADY, J. M., and J. M. QUATTRO. 1999. Using character con-
cordance to define taxonomic and conservation units. Con-
servation Biology, 13: 1004—1007.

HassaniN, A., C. BoniLLo, D. TsHIKUNG, C. P. SHONGO, X.
PourruTt, B. Kapio, E. NAKoOuNE, V. T. Tu, V. Prig, and
S. M. GoopMaN. 2020. Phylogeny of African fruit bats
(Chiroptera, Pteropodidae) based on complete mitochon-
drial genomes. Journal of Zoological Systematics and Evol-
utionary Research, 58: 1395-1410.

HaywaRrD, M. W. 2009. Conservation management for the past,
present and future. Biodiversity and Conservation, 18:
765-775.

Hexkxkara, E., M. H. SHIRLEY, G. AmATO, J. D. AUSTIN, S.
CHARTER, J. THORBJARNARSON, K. A. VLIET, M. L. HOUCK,
R. DESALLE, and M. J. BLum. 2011. An ancient icon re-
veals new mysteries: mummy DNA resurrects a cryptic
species within the Nile crocodile. Molecular Ecology, 20:
4199-4215.

HraNAC, C. R., J. C. MARSHALL, A. MONADJEM, and D. T. S.
HAyMAN. 2019. Predicting Ebola virus disease risk and the
role of African bat birthing. Epidemics, 29: 100366.

HunTLEY, J. W., K. D. KEITH, A. A. CASTELLANOS, L. J. MUSHER,
and G. VOELKER. 2019. Underestimated and cryptic

Downloaded From: https://bioone.org/journals/Acta-Chiropterologica on 21 Aug 2024
Terms of Use: https://bioone.org/terms-of-use

diversification patterns across Afro-tropical lowland for-
ests. Journal of Biogeography, 46: 381-391.

Jongs, C. 1972. Comparative ecology of three pteropid bats in
Rio Muni, West Africa. Journal of Zoology (London), 167:
353-370.

JusTE, J., R. BILGIN, J. MuRNoz, and C. IBANEZ. 2009. Mito-
chondrial DNA signatures at different spatial scales: from
the effects of the Straits of Gibraltar to population structure
in the meridional serotine bat (Eptesicus isabellinus).
Heredity, 103: 178—187.

KaMins, A. O., O. REsTIF, Y. NTiAMOA-BAIDU, R. Suu-IRg, D. T.
Hayman, A. A. CUNNINGHAM, J. L. Woob, and J. M. Row-
CLIFFE. 2011. Uncovering the fruit bat bushmeat commodity
chain and the true extent of fruit bat hunting in Ghana, West
Africa. Biological Conservation, 144: 3000—3008.

KERR, R. 1792. The animal kingdom. Class I. Mammalia. W.
Creech, Edinburgh, 644 pp.

KINGDON, J. 1984. East African mammals: an atlas of evolution
in Africa: Volume 2, Part A, insectivores and bats. Univer-
sity of Chicago Press, Chicago, 371 pp.

KIRCHER, M., S. SAWYER, and M. MEYER. 2012. Double index-
ing overcomes inaccuracies in multiplex sequencing on the
[llumina platform. Nucleic Acids Research, 40: e3.

KovacH, R. P, A. J. GHARRETT, and D. A. TaLLMON. 2013.
Temporal patterns of genetic variation in a salmon popula-
tion undergoing rapid change in migration timing. Evol-
utionary Applications, 6: 795—807.

Lan, L., D. TRENsE, H. BENKE, P. BERGGREN, P. GUNNLAUG-
sSON, C. LOCKYER, A. OzTURK, B. OzTURK, I. PAWLICZKA,
A. ROOs, et al. 2016. Spatially explicit analysis of genome-
wide SNPs detects subtle population structure in a mobile
marine mammal, the harbor porpoise. PLoS ONE, 11:
e0162792.

LANG, A. H., and J. P. CHAPIN. 1917. Article XVIII — The
American Museum Congo Expedition collection of bats.
Bulletin of the AMNH, 37: 479-496.

LARMUSEAU, M. H. D., J. A. M. RAEYMAEKERS, B. HELLEMANS,
J. K. J. VAN Houpr, and F. A. M. VOLCKAERT. 2010. Mito-
nuclear discordance in the degree of population differentia-
tion in a marine goby. Heredity, 105: 532—542.

LeacHE, A. D., M. K. Funta, V. N. MiNIN, and R. R. Bou-
CKAERT. 2014. Species delimitation using genome-wide
SNP data. Systematic Biology, 63: 534—542.

LEACHE, A. D., J. R. 0aks, C. OFORI-BOATENG, and M. K.
Fuinta. 2020. Comparative phylogeography of West Afri-
can amphibians and reptiles. Evolution, 74: 716—724.

L1, H., B. HANDSAKER, A. WYSOKER, T. FENNELL, J. RUAN, N.
HOMER, G. MARTH, G. ABECASIS, and R. DURBIN. 2009. The
sequence alignment/map format and SAMtools. Bioinfor-
matics, 25: 2078—2079.

LiepIiGK, R., J. KOLLECK, K. O. BOKER, E. MEIJAARD, B. M. MD-
ZAIN, M. A. B. ABDUL-LATIFF, A. AMPENG, M. LAKIM,
P. ABDUL-PATAH, A. J. Tosl, et al. 2015. Mitogenomic phy-
logeny of the common long-tailed macaque (Macaca fasci-
cularis fascicularis). BMC Genomics, 16: 222.

LINDGREEN, S. 2012. AdapterRemoval: easy cleaning of Next Ge-
neration Sequencing reads, BMC Research Notes, 5: 337.

Liu, Y., T. NYUNOYA, S. LENG, S. A. BELINSKY, Y. TESFAIGZI,
and S. BRUSE. 2013. Softwares and methods for estimating
genetic ancestry in human populations. Human Genom-
ics, 7: 1.

MALLEWA, M., A. R. Fooks, D. BANDA, P. CHIKUNGWA, L. MAN-
KHAMBO, E. MOLYNEUX, M. E. MOLYNEUX, and T. SOLOMON.



240 B. O’Toole, N. B. Simmons, and E. Hekkala

2007. Rabies encephalitis in malaria-endemic area, Malawi,
Africa. Emerging Infectious Diseases, 13: 136.

MANEL, S., M. K. ScCHWARTZ, G. LUIKART, and P. TABERLET.
2003. Landscape genetics: combining landscape ecology
and population genetics. Trends in Ecology & Evolu-
tion, 18: 189—-197.

MARSHALL, A. G. 1985. Old World phytophagous bats (Mega-
chiroptera) and their food plants: a survey. Zoological Jour-
nal of the Linnean Society, 83: 351-369.

Mason, V. C., G. L1, K. M. HELGEN, and W. J. MURPHY. 2011.
Efficient cross-species capture hybridization and next-gen-
eration sequencing of mitochondrial genomes from non-
invasively sampled museum specimens. Genome Research,
21: 1695-1704.

MasTers, J. C., M. J. DE Wit, and R. J. ASHER. 2006.
Reconciling the origins of Africa, India and Madagascar
with vertebrate dispersal scenarios. Folia Primatologica, 77:
399-418.

MCKENNA, A., M. HANNA, E. BANKS, A. SIVACHENKO, K. CIBUL-
sKi1S, A. KERNYTSKY, K. GARIMELLA, D. ALTSHULER, S. GA-
BRIEL, M. DALY, et al. 2010. The Genome Analysis Toolkit:
a MapReduce framework for analyzing next generation
DNA sequencing data. Genome Research, 20: 1297-1303.

MEISNER, J., and A. ALBRECHTSEN. 2018. Inferring population
structure and admixture proportions in low-depth NGS
data. Genetics, 210: 719-731.

MOODLEY, Y., and M. W. BRUFORD. 2007. Molecular biogeogra-
phy: towards an integrated framework for conserving pan-
African biodiversity. PLoS ONE, 2: e454.

MoREAU, R. E. 1972. Palaearctic-African bird migration sys-
tems. Academic Press, London, xv + 384 pp.

Moussy, C., H. ATTERBY, A. G. F. GRIFFITHS, T. R. ALLNUTT,
F. MATHEWS, G. C. SMITH, J. N. AEGERTER, S. BEARHOP, and
D. J. HoskEN. 2015. Population genetic structure of serotine
bats (Eptesicus serotinus) across Europe and implications
for the potential spread of bat rabies (European bat
lyssavirus EBLV-1). Heredity, 115: 83-92.

MUTERE, F. A. 1967. The breeding biology of equatorial
vertebrates: reproduction in the fruit bat, Eidolon helvum,
at latitude 01200N. Journal of Zoology (London), 153:
153-161.

NEIL, M. 1972. Genetic distance between populations. American
Naturalist, 106: 283—-292.

Ocawa, H., H. Mivamoto, E. NAkKAyaAMA, R. YosHIDA, I.
NAKAMURA, H. SAwA, A. IsHI1, Y. THOMAS, E. NAKAGAWA,
K. MaATsuNo, et al. 2015. Seroepidemiological prevalence
of multiple species of filoviruses in fruit bats (Eidolon
helvum) migrating in Africa. Journal of Infectious Dis-
eases, 212: S101-S108.

0OssA, G., S. KRAMER-SCHADT, A. J. PEEL, A. K. SCHARF, and
C. C. VoIGT. 2012. The movement ecology of the straw-
colored fruit bat, Eidolon helvum, in sub-Saharan Africa as-
sessed by stable isotope ratios. PLoS ONE, 7: ¢45729.

O’TooLE, B. 2019. African straw-colored fruit bat — Eidolon
helvum. Pp. 115, in Handbook of the mammals of the
World. Volume 9. Bats (D. E. WILSON and R. A. MITTER-
MEIER, eds.). Lynx Edicions, Barcelona, 1008 pp.

PAABO, S., H. PoNAR, D. SERRE, V. JAENICKE-DESPRES, J.
HEBLER, N. RoHLAND, M. KuUcCH, J. KRAUSE, L. VIGILANT,
and M. HOFREITER. 2004. Genetic analyses from ancient
DNA. Annual Review of Genetics, 38: 645—679.

ParDO, L. M., I. MAcKAY, B. OosTrA, C. M. VAN DUIIN, and Y.
S. AULCHENKO. 2005. The effect of genetic drift in a young

Downloaded From: https://bioone.org/journals/Acta-Chiropterologica on 21 Aug 2024
Terms of Use: https://bioone.org/terms-of-use

genetically isolated population. Annals of Human Genet-
ics, 69: 288—-295.

PARKER, J., G. TSAGKOGEORGA, J. A. CoTTON, Y. Liu, P. PrO-
VERO, E. STUPKA, and S. J. ROSSITER. 2013. Genome-wide
signatures of convergent evolution in echolocating mam-
mals. Nature, 502: 228.

PEeL, A. J., D. R. SARGAN, K. S. BAKER, D. T. HAYmMAN, J. A.
BARR, G. CRAMERI, R. SUU-IRE, C. C. BRODER, T. LEMBO,
L. F. WANG, et al. 2013. Continent-wide panmixia of an
African fruit bat facilitates transmission of potentially
zoonotic viruses. Nature Communications, 4: 2770.

PETERSON, R. L., J. L. EGER, and L. MiTCcHELL. 1995. Chiro-
pteres. Faune de Madagascar, 84: 1-204.

PeTIT, E., and F. MAYER. 1999. Male dispersal in the noctule bat
(Nyctalus noctula): where are the limits? Proceedings of the
Royal Society of London, 266B: 1717-1722.

ProwriGHT, R. K., P. FOLEY, H. E. FIELD, A. P. DOBSON, J. E.
FoLEy, P. EBY, and P. Daszak. 2011. Urban habituation,
ecological connectivity and epidemic dampening: the emer-
gence of Hendra virus from flying foxes (Pteropus
spp.). Proceedings of the Royal Society of London, 278B:
3703-3712.

PONDER, W. F., G. A. CARTER, P. FLEMONS, and R. R. CHAPMAN.
2001. Evaluation of museum collection data for use in bio-
diversity assessment. Conservation Biology, 15: 648—657.

PURCELL, S., B. NEALE, K. TopD-BROWN, M. A. R. THOMAS, M.
A. R. FERREIRA, D. BENDER, J. MALLER, P. SKLAR, P. I. W.
DE BAKKER, M. J. DALY, ef al. 2007. PLINK: a toolset for
whole-genome association and population-based linkage
analysis. American Journal of Human Genetics, 81: 559-575.

RAVIGNE, V., U. DIECKMANN, and I. OLIVIERI. 2009. Live where
you thrive: joint evolution of habitat choice and local adap-
tation facilitates specialization and promotes diversity. The
American Naturalist, 174: E141-E169.

REGE, J. E. O., and C. L. TAwAH. 1999. The state of African cat-
tle genetic resources II. Geographical distribution, charac-
teristics and uses of present-day breeds and strains. Animal
Genetic Resources, 26: 1-25.

Reupink, M. W., C. J. KYLE, J. J. NOCERA, R. A. OOMEN, M. C.
GREEN, and C. M. SOMERs. 2011. Panmixia on a continental
scale in a widely distributed colonial waterbird. Biological
Journal of the Linnean Society, 102: 583—592.

RICHTER, H. V., and G. S. CUMMING. 2006. Food availability and
annual migration of the straw-colored fruit bat (Eidolon
helvum). Journal of Zoology (London), 268: 35—44.

RIESLE-SBARBARO, S. A., K. AMPONSAH-MENSAH, S. DE VRIES,
V. NicoLas, A. LALIs, R. SUU-IRE, A. A. CUNNINGHAM, J. L.
Woop, and D. R. SARGAN. 2018. The Gambian epauletted
fruit bat shows increased genetic divergence in the
Ethiopian highlands and in an area of rapid urbanization.
Ecology and Evolution, 8: 12803—12820.

RUANE, S., and C. C. AusTIN. 2017. Phylogenomics using for-
malin-fixed and 100+ year-old intractable natural history
specimens. Molecular Ecology Resources, 17: 1003—1008.

RuUssELL, A. L., R. A. MEDELLIN, and G. F. MCCRACKEN. 2005.
Genetic variation and migration in the Mexican free-tailed
bat (Tadarida brasiliensis mexicana). Molecular Ecology,
14: 2207-2222.

SCHUBERT, M., S. LINDGREEN, and L. ORLANDO. 2016. Adapter
Removal v2: rapid adapter trimming, identification, and
read merging. BMC Research Notes, 9: 88.

SHI, J. J., L. M. CHAN, A. J. PEEL, R. LA1, A. D. YODER, and S.
M. GoobpMaAN. 2014. A deep divergence time between sister



Reconstructing the genomic diversity of Sub-Saharan bat (Eidolon helvum) 241

species of Eidolon (Pteropodidae) with evidence for wide-
spread panmixia. Acta Chiropterologica, 16: 279-292.

SHIELDS, W. M. 1982. Philopatry, inbreeding and the evolution of
sex. State University of New York Press, New York, 245 pp.

SHIFMAN, S., and A. DARrvast. 2001. The value of isolated pop-
ulations. Nature Genetics, 28: 309.

SHRINER, D. 2017. Overview of admixture mapping. Current
Protocols in Human Genetics, 94: 1-23.

SiMMONS, J. E. 2014. Fluid preservation: a comprehensive refer-
ence. Rowman and Littlefield, Lanham, MD, 420 pp.

SmmMons, N. B., and R. S. Voss. 2009. Collection, preparation,
and fixation of specimens and tissues. Pp. 849-867, in
Ecological and behavioral methods for the study of bats,
2nd edition (T. H. Kunz and S. PARSONS, eds.). Johns
Hopkins University Press, Baltimore, 901 pp.

SoRENSEN, U. G., and K. HALBERG. 2001. Mammoth roost of
nonbreeding straw-coloured fruit bat Eidolon helvum (Kerr,
1792) in Zambia. African Journal of Ecology, 39: 213-215.

SPeer, K. A., B. J. PETRONIO, N. B. SiMMoONS, R. RICHEY,
K. MAGRINI, J. A. SOTO-CENTENO, and D. L. REED. 2017.
Population structure of a widespread bat (Tadarida
brasiliensis) in an island system. Ecology and Evolution, 7:
7585-7598.

STOFFBERG, S., M. C. SCHOEMAN, and C. A. MATTHEE,. 2012.
Correlated genetic and ecological diversification in a wide-
spread southern African horseshoe bat. PLoS ONE, 7:
e31946.

SUAREZ, A. V., and N. D. Tsutsul. 2004. The value of museum
collections for research and society. BioScience, 54: 66—74.

TavyLor, D. A. R., and B. O. KaNkaM. 1999. The role of the
straw-colored fruit bat, Eidolon helvum, in seed dispersal,
survival and germination in Milicia excelsa, a threatened
West African hardwood. Northern Arizona University,
Flagstaff, USA and The Forestry Research Institute of
Ghana, Kumasi, Ghana.

TEMPLETON, A. R. 1986. Coadaptation and outbreeding
depression. Pp. 105-116, in Conservation biology: the sci-
ence of scarcity and diversity (M. E. SOULE, ed.). Sinauer
Associates, Massachusetts, 584 pp.

THoMmAS, D. W. 1983. The annual migrations of 3 species of
West-African fruit bats (Chiroptera, Pteropodidae). Canadi-
an Journal of Zoology, 61: 2266-2272.

VAN DER AUWERA, G. A., M. O. CARNEIRO, C. HARTL,

Downloaded From: https://bioone.org/journals/Acta-Chiropterologica on 21 Aug 2024
Terms of Use: https://bioone.org/terms-of-use

R. PorLIN, G. DEL ANGEL, A. LEVY-MOONSHINE, T. JORDAN,
K. SHAKIR, D. ROAZEN, J. THIBAULT, et al. 2013. From
FastQ data to high-confidence variant calls: the genome
analysis toolkit best practices pipeline. Current Protocols in
Bioinformatics, 43: 11-10.

VAN Toor, M. L., M. T. O’MARA, M. ABEDI-LARTEY, M. WI-
KELSKI, J. FAHR, and D. K. DECHMANN. 2019. Linking
colony size with quantitative estimates of ecosystem serv-
ices of African fruit bats. Current Biology, 29: R237—R238.

WALLACE, A. R. 1894. Panmixia and natural selection. Nature,
50: 196.

WANDELER, P., P. E. HOECK, and L. F. KELLER. 2007. Back to the
future: museum specimens in population genetics. Trends
in Ecology and Evolution, 22: 634-642.

WEBALA, P. W., S. MusiLA, and R. Makau. 2014. Roost occu-
pancy, roost site selection and diet of straw-coloured fruit
bats (Pteropididae: Eidolon helvum) in Western Kenya: the
need for continued public education. Acta Chiropterologica,
16: 85—94.

WEBB, N. J., and C. R. TIDEMANN. 1996. Mobility of Australian
flying-foxes, Pteropus spp. (Megachiroptera): Evidence
from genetic variation. Proceedings of the Royal Society,
263B: 497-502.

WILLERSLEV, E., and A. CoopPER. 2005. Ancient DNA. Proceed-
ings of the Royal Society of London, 272B: 3-16.

WINGETT, S. W., and S. ANDREWS. 2018. FastQ Screen: a tool for
multi-genome mapping and quality control. F1000Re-
search, 7: 1338.

Yao, L., H. L1, R. D. MARTIN, C. S. MOREAU, and R. S. MALHI.
2017. Tracing the phylogeographic history of Southeast
Asian long-tailed macaques through mitogenomes of mu-
seum specimens. Molecular Phylogenetics and Evolution,
116: 227-238.

YODER, A. D., and M. D. Nowak. 2006. Has vicariance or dis-
persal been the predominant biogeographic force in
Madagascar? Only time will tell. Annual Review of Ecol-
ogy, Evolution, and Systematics, 37: 405—431.

ZHANG, G., C. COWLED, Z. SHI, Z. HUANG, K. A. BISHOP-LILLY,
X. FANG, J. W. WYNNE, Z. XIONG, M. L. BAKER, W. ZHAO,
et al. 2013. Comparative analysis of bat genomes provides
insight into the evolution of flight and immunity. Science,
339: 456—460.

Received 21 July 2020, accepted 13 October 2020

Associate Editor: Wiestaw Bogdanowicz




<<
  /ASCII85EncodePages false
  /AllowTransparency false
  /AutoPositionEPSFiles true
  /AutoRotatePages /None
  /Binding /Left
  /CalGrayProfile (Gray Gamma 2.2)
  /CalRGBProfile (None)
  /CalCMYKProfile (U.S. Web Coated \050SWOP\051 v2)
  /sRGBProfile (sRGB IEC61966-2.1)
  /CannotEmbedFontPolicy /Error
  /CompatibilityLevel 1.4
  /CompressObjects /Tags
  /CompressPages true
  /ConvertImagesToIndexed true
  /PassThroughJPEGImages true
  /CreateJobTicket false
  /DefaultRenderingIntent /Default
  /DetectBlends true
  /DetectCurves 0.0000
  /ColorConversionStrategy /LeaveColorUnchanged
  /DoThumbnails false
  /EmbedAllFonts true
  /EmbedOpenType false
  /ParseICCProfilesInComments true
  /EmbedJobOptions true
  /DSCReportingLevel 0
  /EmitDSCWarnings false
  /EndPage -1
  /ImageMemory 1048576
  /LockDistillerParams false
  /MaxSubsetPct 100
  /Optimize true
  /OPM 1
  /ParseDSCComments true
  /ParseDSCCommentsForDocInfo true
  /PreserveCopyPage true
  /PreserveDICMYKValues true
  /PreserveEPSInfo true
  /PreserveFlatness true
  /PreserveHalftoneInfo false
  /PreserveOPIComments true
  /PreserveOverprintSettings true
  /StartPage 1
  /SubsetFonts true
  /TransferFunctionInfo /Apply
  /UCRandBGInfo /Preserve
  /UsePrologue false
  /ColorSettingsFile (Color Management Off)
  /AlwaysEmbed [ true
  ]
  /NeverEmbed [ true
  ]
  /AntiAliasColorImages false
  /CropColorImages true
  /ColorImageMinResolution 300
  /ColorImageMinResolutionPolicy /OK
  /DownsampleColorImages true
  /ColorImageDownsampleType /Bicubic
  /ColorImageResolution 300
  /ColorImageDepth -1
  /ColorImageMinDownsampleDepth 1
  /ColorImageDownsampleThreshold 1.50000
  /EncodeColorImages true
  /ColorImageFilter /DCTEncode
  /AutoFilterColorImages true
  /ColorImageAutoFilterStrategy /JPEG
  /ColorACSImageDict <<
    /QFactor 0.15
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /ColorImageDict <<
    /QFactor 0.15
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /JPEG2000ColorACSImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /JPEG2000ColorImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /AntiAliasGrayImages false
  /CropGrayImages true
  /GrayImageMinResolution 300
  /GrayImageMinResolutionPolicy /OK
  /DownsampleGrayImages true
  /GrayImageDownsampleType /Bicubic
  /GrayImageResolution 300
  /GrayImageDepth -1
  /GrayImageMinDownsampleDepth 2
  /GrayImageDownsampleThreshold 1.50000
  /EncodeGrayImages true
  /GrayImageFilter /DCTEncode
  /AutoFilterGrayImages true
  /GrayImageAutoFilterStrategy /JPEG
  /GrayACSImageDict <<
    /QFactor 0.15
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /GrayImageDict <<
    /QFactor 0.15
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /JPEG2000GrayACSImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /JPEG2000GrayImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /AntiAliasMonoImages true
  /CropMonoImages true
  /MonoImageMinResolution 1200
  /MonoImageMinResolutionPolicy /OK
  /DownsampleMonoImages true
  /MonoImageDownsampleType /Bicubic
  /MonoImageResolution 1200
  /MonoImageDepth 8
  /MonoImageDownsampleThreshold 1.50000
  /EncodeMonoImages true
  /MonoImageFilter /CCITTFaxEncode
  /MonoImageDict <<
    /K -1
  >>
  /AllowPSXObjects false
  /CheckCompliance [
    /None
  ]
  /PDFX1aCheck false
  /PDFX3Check false
  /PDFXCompliantPDFOnly false
  /PDFXNoTrimBoxError true
  /PDFXTrimBoxToMediaBoxOffset [
    0.00000
    0.00000
    0.00000
    0.00000
  ]
  /PDFXSetBleedBoxToMediaBox true
  /PDFXBleedBoxToTrimBoxOffset [
    0.00000
    0.00000
    0.00000
    0.00000
  ]
  /PDFXOutputIntentProfile (None)
  /PDFXOutputConditionIdentifier ()
  /PDFXOutputCondition ()
  /PDFXRegistryName ()
  /PDFXTrapped /False

  /CreateJDFFile false
  /Description <<

    /BGR <>
    /CHS <FEFF4f7f75288fd94e9b8bbe5b9a521b5efa7684002000410064006f006200650020005000440046002065876863900275284e8e9ad88d2891cf76845370524d53705237300260a853ef4ee54f7f75280020004100630072006f0062006100740020548c002000410064006f00620065002000520065006100640065007200200035002e003000204ee553ca66f49ad87248672c676562535f00521b5efa768400200050004400460020658768633002>
    /CHT <FEFF4f7f752890194e9b8a2d7f6e5efa7acb7684002000410064006f006200650020005000440046002065874ef69069752865bc9ad854c18cea76845370524d5370523786557406300260a853ef4ee54f7f75280020004100630072006f0062006100740020548c002000410064006f00620065002000520065006100640065007200200035002e003000204ee553ca66f49ad87248672c4f86958b555f5df25efa7acb76840020005000440046002065874ef63002>
    /CZE <>
    /DAN <>
    /DEU <>
    /ESP <>
    /ETI <>
    /FRA <>
    /GRE <>

    /HRV (Za stvaranje Adobe PDF dokumenata najpogodnijih za visokokvalitetni ispis prije tiskanja koristite ove postavke.  Stvoreni PDF dokumenti mogu se otvoriti Acrobat i Adobe Reader 5.0 i kasnijim verzijama.)
    /HUN <>
    /ITA <>
    /JPN <FEFF9ad854c18cea306a30d730ea30d730ec30b951fa529b7528002000410064006f0062006500200050004400460020658766f8306e4f5c6210306b4f7f75283057307e305930023053306e8a2d5b9a30674f5c62103055308c305f0020005000440046002030d530a130a430eb306f3001004100630072006f0062006100740020304a30883073002000410064006f00620065002000520065006100640065007200200035002e003000204ee5964d3067958b304f30533068304c3067304d307e305930023053306e8a2d5b9a306b306f30d530a930f330c8306e57cb30818fbc307f304c5fc59808306730593002>
    /KOR <FEFFc7740020c124c815c7440020c0acc6a9d558c5ec0020ace0d488c9c80020c2dcd5d80020c778c1c4c5d00020ac00c7a50020c801d569d55c002000410064006f0062006500200050004400460020bb38c11cb97c0020c791c131d569b2c8b2e4002e0020c774b807ac8c0020c791c131b41c00200050004400460020bb38c11cb2940020004100630072006f0062006100740020bc0f002000410064006f00620065002000520065006100640065007200200035002e00300020c774c0c1c5d0c11c0020c5f40020c2180020c788c2b5b2c8b2e4002e>
    /LTH <>
    /LVI <>
    /NLD (Gebruik deze instellingen om Adobe PDF-documenten te maken die zijn geoptimaliseerd voor prepress-afdrukken van hoge kwaliteit. De gemaakte PDF-documenten kunnen worden geopend met Acrobat en Adobe Reader 5.0 en hoger.)
    /NOR <>
    /PTB <>
    /RUM <>
    /RUS <>
    /SKY <>
    /SLV <>
    /SUO <>
    /SVE <>
    /TUR <>
    /UKR <>
    /ENU (Use these settings to create Adobe PDF documents best suited for high-quality prepress printing.  Created PDF documents can be opened with Acrobat and Adobe Reader 5.0 and later.)
    /POL <>
  >>
  /Namespace [
    (Adobe)
    (Common)
    (1.0)
  ]
  /OtherNamespaces [
    <<
      /AsReaderSpreads false
      /CropImagesToFrames true
      /ErrorControl /WarnAndContinue
      /FlattenerIgnoreSpreadOverrides false
      /IncludeGuidesGrids false
      /IncludeNonPrinting false
      /IncludeSlug false
      /Namespace [
        (Adobe)
        (InDesign)
        (4.0)
      ]
      /OmitPlacedBitmaps false
      /OmitPlacedEPS false
      /OmitPlacedPDF false
      /SimulateOverprint /Legacy
    >>
    <<
      /AddBleedMarks false
      /AddColorBars false
      /AddCropMarks false
      /AddPageInfo false
      /AddRegMarks false
      /ConvertColors /ConvertToCMYK
      /DestinationProfileName ()
      /DestinationProfileSelector /DocumentCMYK
      /Downsample16BitImages true
      /FlattenerPreset <<
        /PresetSelector /MediumResolution
      >>
      /FormElements false
      /GenerateStructure false
      /IncludeBookmarks false
      /IncludeHyperlinks false
      /IncludeInteractive false
      /IncludeLayers false
      /IncludeProfiles false
      /MultimediaHandling /UseObjectSettings
      /Namespace [
        (Adobe)
        (CreativeSuite)
        (2.0)
      ]
      /PDFXOutputIntentProfileSelector /DocumentCMYK
      /PreserveEditing true
      /UntaggedCMYKHandling /LeaveUntagged
      /UntaggedRGBHandling /UseDocumentProfile
      /UseDocumentBleed false
    >>
  ]
>> setdistillerparams
<<
  /HWResolution [300 300]
  /PageSize [2551.181 4249.134]
>> setpagedevice


