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Observations, Discussions and Updates

Observations, Discussions and Updates

Megaloglossus azagnyi Nesi, Kadjo and Hassanin
FAMILY PTEROPODIDAE
Common name: Western Woermann’s Fruit Bat (Eng.).

NESI et al. (2012) examined cytochrome b sequences, and 
found West African Megaloglossus to be significantly different 
from Central African specimens.  Therefore they described a 
new species, which they named after the Azagny National Park, 
where the type specimen was collected.  This species occurs in 
Côte d’Ivoire, Liberia and probably Guinea and Sierra Leone to 
Ghana and Togo.

Myonycteris leptodon K. Andersen, 1908
FAMILY PTEROPODIDAE
Common name: Sierra Leone Collared Fruit Bat (Eng); 
Myonyctère de Sierra Leone (Fr).

Based on they study of cytochrome b sequences, NESI et 
al. (2012) concluded that West African Myonycteris torquata 
(Dobson, 1878) differed considerably from those from Central 
African.  The name leptodon (described by Andersen from Sierra 
Leone) was available for this taxon and was re-instated as valid 
species.  The species occurs in Sierra Leone, Guinea, Liberia, 
Côte d’Ivoire, S Benin, and SW Nigeria, where the Niger delta 
forms its eastern distribution boundary.

Niumbaha Reeder, Helgen, Vodzak, Lunde and Ejotre, 
2013
FAMILY: VESPERTILIONIDAE

Recently, two publications (REEDER et al., 2013 and GEMBU 
TUNGALUNA et al., 2013) reported on two new specimens of 
the rare Glauconycteris superba Hayman, 1939.  Whereas the 
latter publication was comparing the known specimens from this 
species, REEDER et al. (2013) compared the specimen with 
the other species in the genus Glauconycteris, and concluded 
that superba is lacking most of the specializations found in 
other members of the genus.  These differences were found 
to be sufficient enough to warrant the creation of a new genus: 
Niumbaha.  The name is the Zande word for “rare/unusual”, 
which really fits as only five specimens were collected since the 
description by Hayman.

Rhinolophus horaceki Benda and Vallo, 2012
FAMILY: RHINOLOPHIDAE
Common name: Horáček’s Horseshoe Bat (Eng.).

Based on cytochrome b sequences, BENDA and VALLO (2012) 
were able to distinguish a new species of Rhinolophus from 
northern Libya (Cyrenaica).  The cytochrome b shares unique 
base positions with the ferrumequinum/clivosus complex, but 
also with the fumigatus group.  The species is named in honour 
of Ivan Horáček (Prague, Czech Republic).
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Aronson, J. B., A. J. Thomas, and S. L. Jordaan. 2013. Bat fatality at a wind energy facility in the Western Cape, 
South Africa. African Bat Conservation News 31: 9–12. PDF available - www.africanbats.org/Documents/
Papers/ABCN/Aronson_et_al_2013.pdf 

Here we document the first record of a bat fatality at a wind energy facility in the Western Cape, South Africa. Numerous wind energy 
facilities are being developed across the country and there is uncertainty about the local and cumulative impacts these facilities 
will have on bats. We undertook a pilot study at the Darling National Demonstration Wind Farm Project in the Western Cape to 
determine if bats are being killed by wind turbines at the facility. We found one bat carcass during the study period, identified as an 
adult female Neoromicia capensis (A. Smith, 1829). Necropsy revealed that the bat appeared healthy but both lungs had obvious 
pulmonary haemorrhaging and had collapsed. Histological examination revealed extensive haemorrhaging in the lungs consistent 
with barotrauma, suggesting wind turbine induced mortality. The bat had no major external injuries or signs of having been struck 
by a turbine blade. However, direct collision with a turbine blade cannot be excluded as the cause of death. This study confirms that 
wind energy facilities in South Africa do have the potential to kill bats, which could have implications for ecosystem function and the 
conservation of bats in the region.

Benda, P., and P. Vallo. 2012. New look on the geographical variation in Rhinolophus clivosus with description 
of a new horseshoe bat species from Cyrenaica, Libya. Vespertilio 16: 69–96. PDF available - www.ceson.
org/vespertilio/16/069_096_Benda.pdf

Geographical variation in Rhinolophus clivosus was revised; the species was found to be composed of five well separated genetic 
lineages and six original morphotypes. A new Rhinolophus species is described from the former rank of this bat, known from 
seven localities in the Mediterranean part of Cyrenaica, Libya. Taxonomy of the R. clivosus / R. ferrumequinum morpho-complex is 
discussed.

Bray, T. C., O. B. Mohammed, and A. N. Alagaili. 2013. Phylogenetic and demographic insights into Kuhl’s 
Pipistrelle, Pipistrellus kuhlii, in the Middle East. PloS one 8: e57306. doi: 10.1371/journal.pone.0057306

Kuhl’s pipistrelle is found from Europe and North Africa all of the way to Asia, yet studies have thus far concentrated on the western 
limit of its distribution. Here we form a multi-marker picture of the diversity of Kuhl’s pipistrelle at a mid point in the Arabian peninsula 
in an attempt to redress the western sampling bias and to represent a region from which no genetic data has thus far been presented 
for this species. The three Arabian Cytochrome haplotypes showed a clear divergence of 19 substitutions from those found in either 
Europe or North Africa. Molecular dating suggests the Arabian population split from the remaining Kuhl’s somewhere between 
0.7 and 1.7 million years before present around the time of a series of aridification events across northern Africa. Well supported 
lineages within Arabia are typical of that which may be seen after an expansion from multiple Pleistocene refugia, but may also 
reflect the loss of intermediate haplotypes during historical population fluctuations. A long-term population contraction coincides with 
climatic changes towards those conditions more typical of contemporary Arabia.

Carroll, S. A., J. S. Towner, T. K. Sealy, L. K. McMullan, M. L. Khristova, F. J. Burt, R. Swanepoel, P. E. Rollin, 
and S. T. Nichol. 2013. Molecular evolution of viruses of the family Filoviridae based on 97 whole-genome 
sequences. Journal of Virology 87 (5): 2608–2616. doi: 10.1128/JVI.03118-12.

Viruses in the Ebolavirus and Marburgvirus genera (family Filoviridae) have been associated with large outbreaks of hemorrhagic 
fever in human and nonhuman primates. The first documented cases occurred in primates over 45 years ago, but the amount of 
virus genetic diversity detected within bat populations, which have recently been identified as potential reservoir hosts, suggests 
that the filoviruses are much older. Here, detailed Bayesian coalescent phylogenetic analyses are performed on 97 whole-genome 
sequences, 55 of which are newly reported, to comprehensively examine molecular evolutionary rates and estimate dates of 
common ancestry for viruses within the family Filoviridae. Molecular evolutionary rates for viruses belonging to different species 
range from 0.46 × 10-4 nucleotide substitutions/site/year for Sudan ebolavirus to 8.21 × 10-4 nucleotide substitutions/site/year for 
Reston ebolavirus. Most recent common ancestry can be traced back only within the last 50 years for Reston ebolavirus and 
Zaire ebolavirus species and suggests that viruses within these species may have undergone recent genetic bottlenecks. Viruses 
within Marburg marburgvirus and Sudan ebolavirus species can be traced back further and share most recent common ancestors 
approximately 700 and 850 years before the present, respectively. Examination of the whole family suggests that members of the 
Filoviridae, including the recently described Lloviu virus, shared a most recent common ancestor approximately 10,000 years ago. 
These data will be valuable for understanding the evolution of filoviruses in the context of natural history as new reservoir hosts are 
identified and, further, for determining mechanisms of emergence, pathogenicity, and the ongoing threat to public health.

Cottle, L. E., E. Gkrania-Klotsas, H. J. Williams, H. E. Brindle, A. J. Carmichael, G. Fry, and N. J. Beeching. 
2013. A multinational outbreak of histoplasmosis following a biology field trip in the ugandan rainforest. 
Journal of Travel Medicine 20 (2): 83–87. doi: 10.1111/jtm.12012

Background: Outbreaks of histoplasmosis have been increasingly reported in association with travel to endemic areas. Multiple 
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outbreaks have been reported following travel to the Americas, but reports of pulmonary histoplasmosis in short-term immunocompetent 
travelers to Africa are rare. Methods: A biology student was referred to our unit with suspected pulmonary histoplasmosis following 
her return from a field trip in the Ugandan rainforest. The patient informed us that several of her multinational student colleagues on 
the same expedition had developed a similar illness. Using an alert in ProMED-mail and a questionnaire forwarded to each of the 
symptomatic students, we accumulated data on the other cases involved in this apparent outbreak of pulmonary histoplasmosis. 
Results: Thirteen of 24 students developed respiratory symptoms following the expedition. Chest X-ray appearances were often 
suggestive of miliary tuberculosis but in most cases a final diagnosis of histoplasmosis was made (confirmed with serology in five 
cases, clinically diagnosed in six, and retrospectively suspected in two). Detailed questioning indicated that the likely source was a 
large hollow bat-infested tree within the rainforest. Conclusions: This is an unusual outbreak of histoplasmosis following short-term 
travel to Africa. Pulmonary histoplasmosis should always be considered in the differential diagnosis of an acute febrile respiratory 
illness in travelers returning from endemic areas or reporting activities suggesting exposure.

Daszak, P., C. Zambrana-Torrelio, T. L. Bogich, M. Fernandez, J. H. Epstein, K. A. Murray, and H. Hamilton. 2012. 
Interdisciplinary approaches to understanding disease emergence: The past, present, and future drivers 
of Nipah virus emergence. Proceedings of the National Academy of Sciences 110 (Suppl. 1): 3681–3688. 
doi: 10.1073/pnas.1201243109

Emerging infectious diseases (EIDs) pose a significant threat to human health, economic stability, and biodiversity. Despite this, 
the mechanisms underlying disease emergence are still not fully understood, and control measures rely heavily on mitigating the 
impact of EIDs after they have emerged. Here, we highlight the emergence of a zoonotic Henipavirus, Nipah virus, to demonstrate 
the interdisciplinary and macroecological approaches necessary to understand EID emergence. Previous work suggests that Nipah 
virus emerged due to the interaction of the wildlife reservoir (Pteropus spp. fruit bats) with intensively managed livestock. The 
emergence of this and other henipaviruses involves interactions among a suite of anthropogenic environmental changes, socio-
economic factors, and changes in demography that overlay and interact with the distribution of these pathogens in their wildlife 
reservoirs. Here, we demonstrate how ecological niche modeling may be used to investigate the potential role of a changing climate 
on the future risk for Henipavirus emergence. We show that the distribution of Henipavirus reservoirs, and therefore henipaviruses, 
will likely change under climate change scenarios, a fundamental precondition for disease emergence in humans. We assess the 
variation among climate models to estimate where Henipavirus host distribution is most likely to expand, contract, or remain stable, 
presenting new risks for human health. We conclude that there is substantial potential to use this modeling framework to explore the 
distribution of wildlife hosts under a changing climate. These approaches may directly inform current and future management and 
surveillance strategies aiming to improve pathogen detection and, ultimately, reduce emergence risk.

Davies, K. T. J., I. Maryanto, and S. J. Rossiter. 2013. Evolutionary origins of ultrasonic hearing and laryngeal 
echolocation in bats inferred from morphological analyses of the inner ear. Frontiers in Zoology 10 (2): 
1–15.   doi: 10.1186/1742-9994-10-2 

INTRODUCTION: Many mammals have evolved highly adapted hearing associated with ecological specialisation. Of these, bats 
possess the widest frequency range of vocalisations and associated hearing sensitivities, with frequencies of above 200 kHz in 
some lineages that use laryngeal echolocation. High frequency hearing in bats appears to have evolved via structural modifications 
of the inner ear, however, studying these minute features presents considerable challenges and hitherto few such attempts have 
been made. To understand these adaptations more fully, as well as gain insights into the evolutionary origins of ultrasonic hearing 
and echolocation in bats, we undertook micro-computed tomography (µCT) scans of the cochleae of representative bat species 
from 16 families, encompassing their broad range of ecological diversity. To characterise cochlear gross morphology, we measured 
the relative basilar membrane length and number of turns, and compared these values between echolocating and non-echolocating 
bats, as well as other mammals. RESULTS: We found that hearing and echolocation call frequencies in bats correlated with both 
measures of cochlear morphology. In particular, relative basilar membrane length was typically longer in echolocating species, 
and also correlated positively with the number of cochlear turns. Ancestral reconstructions of these parameters suggested that the 
common ancestor of all extant bats was probably capable of ultrasonic hearing; however, we also found evidence of a significant 
decrease in the rate of morphological evolution of the basilar membrane in multiple ancestral branches within the Yangochiroptera 
suborder. Within the echolocating Yinpterochiroptera, there was some evidence of an increase in the rate of basilar membrane 
evolution in some tips of the tree, possibly associated with reported shifts in call frequency associated with recent speciation events. 
CONCLUSIONS: The two main groups of echolocating bat were found to display highly variable inner ear morphologies. Ancestral 
reconstructions and rate shift analyses of ear morphology point to a complex evolutionary history, with the former supporting 
ultrasonic hearing in the common bat ancestor but the latter suggesting that morphological changes associated with echolocation 
might have occurred later. These findings are consistent with theories that sophisticated laryngeal echolocation, as seen in modern 
lineages, evolved following the divergence of the two main suborders.

Doty, A. C., and A. P. Martin. 2013. Assessment of bat and avian mortality at a pilot wind turbine at Coega, 
Port Elizabeth, Eastern Cape, South Africa. New Zealand Journal of Zoology 40 (1): 75–80. doi: 
10.1080/03014223.2012.741068

A recent push for wind energy development in South Africa has led to bat and avifaunal monitoring programs throughout the country. 
During the course of one year,three inspections per week (total 154 inspections) were made for evidence of bat and bird casualties 
at a pilot wind turbine in the Coega Industrial Development Zone, Port Elizabeth, Eastern Cape, South Africa. We recorded 17 
bat fatalities and one live but injured bat was collected. Two bat species were involved,Cape serotine (Neoromicia capensis) and 
Egyptian free-tailed bat (Tadarida aegyptiaca). Of the 18 casualties,15 were recorded mid-December to mid-March. One bird,a little 
swift (Apus affinis),was hit by a rotor blade. This is the first study to document bat and bird mortalities over the period of a year at 
a wind turbine in sub-Saharan Africa.
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Fenton, M. B. 2013. A perspective on bats (Chiroptera). Koedoe 55 (1): 1–3. doi: 10.4102/koedoe.v55i1.1140
With over 130 species, bats are the most diverse group of mammals almost everywhere in sub-Saharan Africa. Since 2000, two 
books (Monadjem et al. 2010; Taylor 2000) have made it much easier to appreciate this reality. Species previously unrecognised are 
frequent discoveries (e.g. Taylor et al. 2012). Whilst most species are mainly insectivorous, some rely more directly on plants, taking 
fruit and visiting flowers to obtain nectar and pollen. The combination of mobility, long lifespan and diversity of trophic roles makes 
bats potentially valuable as indicators of ecosystem health (Cumming & Spiesman 2006). Lack of detailed information, however, 
makes it easy to overlook bats when focusing on issues of conservation.

Gembu Tungaluna, G.-C., V. Van Cakenberghe, P. Musaba Akawa, B. Dudu Akaibe, E. Verheyen, F. De Vree, and 
J. Fahr. 2013. Rediscovery of Glauconycteris superba Hayman, 1939 (Chiroptera: Vespertilionidae) after 
40 years at Mbiye Island, Democratic Republic of the Congo. European Journal of Taxonomy 42: 1–18. 
doi: 10.5852/ejt.2013.42

We report the rediscovery of the Pied Butterfly Bat, Glauconycteris superba Hayman, 1939, 40 years after this species was last 
recorded. The new specimen from Mbiye Island, Democratic Republic of the Congo, is compared with the type specimens of 
G. s. superba and G. superba sheila Hayman, 1947 and a specimen from Matonguiné, Ivory Coast. The variation in the striking 
colouration of the pelage as well as in morphometric data is considered to be individual rather than geographic variation and we 
tentatively regard G. s. sheila as a synonym of the nominate form. Despite the wide distribution of this species in the tropical forest 
zone of West and Central Africa, only four specimens from four localities are known to date, which might indicate very specific habitat 
preferences. Contemporary land cover information around historic collection sites shows degraded landscapes. Given the highly 
uncertain area of occupancy of this species, we suggest changing the status of G. superba in the IUCN Red List of Threatened 
Species from “Least Concern” to “Data Deficient”.

Hackett, T. D., C. Korine, and M. W. Holderied. 2013. The importance of Acacia trees for insectivorous bats and 
arthropods in the arava desert. PloS one 8: e52999. doi: 10.1371/journal.pone.0052999

Anthropogenic habitat modification often has a profound negative impact on the flora and fauna of an ecosystem. In parts of the 
Middle East, ephemeral rivers (wadis) are characterised by stands of acacia trees. Green, flourishing assemblages of these trees 
are in decline in several countries, most likely due to human-induced water stress and habitat changes. We examined the importance 
of healthy acacia stands for bats and their arthropod prey in comparison to other natural and artificial habitats available in the Arava 
desert of Israel. We assessed bat activity and species richness through acoustic monitoring for entire nights and concurrently 
collected arthropods using light and pit traps. Dense green stands of acacia trees were the most important natural desert habitat 
for insectivorous bats. Irrigated gardens and parks in villages and fields of date palms had high arthropod levels but only village 
sites rivalled acacia trees in bat activity level. We confirmed up to 13 bat species around a single patch of acacia trees; one of the 
richest sites in any natural desert habitat in Israel. Some bat species utilised artificial sites; others were found almost exclusively in 
natural habitats. Two rare species (Barbastella leucomelas and Nycteris thebaica) were identified solely around acacia trees. We 
provide strong evidence that acacia trees are of unique importance to the community of insectivorous desert-dwelling bats, and that 
the health of the trees is crucial to their value as a foraging resource. Consequently, conservation efforts for acacia habitats, and in 
particular for the green more densely packed stands of trees, need to increase to protect this vital habitat for an entire community 
of protected bats.

Heys, J. G., K. M. MacLeod, C. F. Moss, and M. E. Hasselmo. 2013. Bat and rat neurons differ in theta-frequency 
resonance despite similar coding of space. Science 340 (6130): 363–367. doi: 10.1126/science.1233831

Both bats and rats exhibit grid cells in medial entorhinal cortex that fire as they visit a regular array of spatial locations. In rats, grid-
cell firing field properties correlate with theta-frequency rhythmicity of spiking and membrane-potential resonance; however, bat grid 
cells do not exhibit theta rhythmic spiking, generating controversy over the role of theta rhythm. To test whether this discrepancy 
reflects differences in rhythmicity at a cellular level, we performed whole-cell patch recordings from entorhinal neurons in both 
species to record theta-frequency resonance. Bat neurons showed no theta-frequency resonance, suggesting grid-cell coding via 
different mechanisms in bats and rats or lack of theta rhythmic contributions to grid-cell firing in either species.

Levin, E., U. Roll, A. Dolev, Y. Yom-Tov, and N. Kronfeld-Shcor. 2013. Bats of a gender flock together: sexual 
segregation in a subtropical bat. PloS one 8: e54987. doi: 10.1371/journal.pone.0054987

Competition has long been assumed to be a major driver in regulating ecological communities. Intra-specific competition is 
considered to be maximal as members of the same species use the same ecological niches in a similar way. Many species 
of animals exhibit great physiological, behavioral, and morphological differences between sexes (sexual dimorphism). Here we 
report an extreme geographical segregation between the sexes in the greater mouse-tailed bat (Rhinopoma microphyllum). To gain 
insight into the driving mechanisms of sexual segregation outside the mating season, we collected and integrated environmental, 
behavioral, physiological, and spatial information. We found that both sexes choose roosts with similar characteristics and the same 
food type, but use different habitats for different durations. Males forage around cliffs at higher and cooler elevations while females 
forage in lowlands around a river delta. We suggest that it is their different physiological and social needs, and not competition, that 
drives sexual segregation in this species.

Lisón, F., and J. F. Calvo. 2013. Ecological niche modelling of three pipistrelle bat species in semiarid 
Mediterranean landscapes. Acta Oecologica 47: 68–73. doi: 10.1016/j.actao.2013.01.002

Wetlands and aquatic habitats in Mediterranean environments are very scarce in general, representing a limiting resource for all 
species. For pipistrelle bats, such environments are essential and so those species living in sympatry have to develop mechanisms 
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of niche partitioning to avoid direct competition. We used ecological niche models and habitat suitability maps (HSMs) to study 
the ecological requirements and possible interspecific interactions between three sympatric species of pipistrelles in semiarid 
Mediterranean landscapes. The results point to differences between the three species: Pipistrellus kuhlii has the largest proportion of 
optimal habitat (despite being the least common), Pipistrellus pygmaeus has the highest value of marginality and the most common, 
Pipistrellus pipistrellus, is a habitat-tolerant and generalist species. However, all three species show a strong preference for aquatic 
habitats and there is a high degree of overlapping between them, so that their coexistence must obey fine-scale mechanisms of 
niche partitioning. The profound alterations that have occurred in Mediterranean ecosystems as a result of substantial changes in 
the landscape uses (intensive agriculture and urbanization) may favour P. pipistrellus and be detrimental to the other two species, 
especially P. kuhlii.

Luis, A. D., D. T. S. Hayman, T. J. O’Shea, P. M. Cryan, A. T. Gilbert, J. R. C. Pulliam, J. N. Mills, M. E. Timonin, 
C. K. R. Willis, A. A. Cunningham, A. R. Fooks, C. E. Rupprecht, J. L. N. Wood and C. T. Webb. 2013. A 
comparison of bats and rodents as reservoirs of zoonotic viruses: are bats special? Proceedings of the 
Royal Society B 280 (1756): 20122753. doi: 10.1098/rspb.2012.2753

Bats are the natural reservoirs of a number of high-impact viral zoonoses. We present a quantitative analysis to address the 
hypothesis that bats are unique in their propensity to host zoonotic viruses based on a comparison with rodents, another important 
host order. We found that bats indeed host more zoonotic viruses per species than rodents, and we identified life-history and 
ecological factors that promote zoonotic viral richness. More zoonotic viruses are hosted by species whose distributions overlap with 
a greater number of other species in the same taxonomic order (sympatry). Specifically in bats, there was evidence for increased 
zoonotic viral richness in species with smaller litters (one young), greater longevity and more litters per year. Furthermore, our 
results point to a new hypothesis to explain in part why bats host more zoonotic viruses per species: the stronger effect of sympatry 
in bats and more viruses shared between bat species suggests that interspecific transmission is more prevalent among bats than 
among rodents. Although bats host more zoonotic viruses per species, the total number of zoonotic viruses identified in bats (61) 
was lower than in rodents (68), a result of there being approximately twice the number of rodent species as bat species. Therefore, 
rodents should still be a serious concern as reservoirs of emerging viruses. These findings shed light on disease emergence and 
perpetuation mechanisms and may help lead to a predictive framework for identifying future emerging infectious virus reservoirs.

Morse, S. F., S. E. Bush, B. D. Patterson, C. W. Dick, M. E. Gruwell, and K. Dittmar. 2013. Evolution, multiple 
acquisition, and localization of endosymbionts in bat flies (Diptera: Hippoboscoidea: Streblidae and 
Nycteribiidae). Applied and Environmental Microbiology 79: 2952–2961. doi: 10.1128/AEM.03814-12

Bat flies are a diverse clade of obligate ectoparasites on bats. Like most blood-feeding insects, they harbor endosymbiotic prokaryotes, 
but the origins and nature of these symbioses are still poorly understood. To expand the knowledge of bacterial associates in bat flies, 
the diversity and evolution of the dominant endosymbionts in six of eight nominal subfamilies of bat flies (Streblidae and Nycteribiidae) 
were studied. Furthermore, the localization of endosymbionts and their transmission across developmental stages within the family 
Streblidae were explored. The results show diverse microbial associates in bat flies, with at least four ancestral invasions of distantly 
related microbial lineages throughout bat fly evolution. Phylogenetic relationships support the presence of at least two novel 
symbiont lineages (here clades B and D), and extend the geographic and taxonomic range of a previously documented lineage 
(“Candidatus Aschnera chinzeii”; here clade A). Although these lineages show reciprocally monophyletic clusters with several bat fly 
host clades, their phylogenetic relationships generally do not reflect current bat fly taxonomy or phylogeny. However, within some 
endosymbiont clades, congruent patterns of symbiont-host divergence are apparent. Other sequences identified in this study fall 
into the widely distributed, highly invasive, insect-associated Arsenophonus lineage and may be the result of symbiont replacements 
and/or transient infections (here clade C). Vertical transmission of endosymbionts of clades B and D is supported by fluorescent 
signal (fluorescent in situ hybridization [FISH]) and microbial DNA detection across developmental stages. The fluorescent bacterial 
signal is consistently localized within structures resembling bacteriomes, although their anatomical position differs by host fly clade. 
In summary, the results suggest an obligate host-endosymbiont relationship for three of the four known symbiont clades associated 
with bat flies (clades A, B, and D).

Nyffeler, M., and M. Knörnschild. 2013. Bat predation by spiders. PloS one 8: e58120. doi: 10.1371/journal.
pone.0058120

In this paper more than 50 incidences of bats being captured by spiders are reviewed. Bat-catching spiders have been reported 
from virtually every continent with the exception of Antarctica (≈ 90% of the incidences occurring in the warmer areas of the globe 
between latitude 30°N and 30°S). Most reports refer to the Neotropics (42% of observed incidences), Asia (28.8%), and Australia-
Papua New Guinea (13.5%). Bat-catching spiders belong to the mygalomorph family Theraphosidae and the araneomorph families 
Nephilidae, Araneidae, and Sparassidae. In addition to this, an attack attempt by a large araneomorph hunting spider of the family 
Pisauridae on an immature bat was witnessed. Eighty-eight percent of the reported incidences of bat catches were attributable to 
web-building spiders and 12% to hunting spiders. Large tropical orb-weavers of the genera Nephila and Eriophora in particular have 
been observed catching bats in their huge, strong orb-webs (of up to 1.5 m diameter). The majority of identifiable captured bats 
were small aerial insectivorous bats, belonging to the families Vespertilionidae (64%) and Emballonuridae (22%) and usually being 
among the most common bat species in their respective geographic area. While in some instances bats entangled in spider webs 
may have died of exhaustion, starvation, dehydration, and/or hyperthermia (i.e., non-predation death), there were numerous other 
instances where spiders were seen actively attacking, killing, and eating the captured bats (i.e., predation). This evidence suggests 
that spider predation on flying vertebrates is more widespread than previously assumed.

http://dx.doi.org/10.1098/rspb.2012.2753
http://dx.doi.org/10.1128/AEM.03814-12
http://dx.doi.org/10.1371/journal.pone.0058120
http://dx.doi.org/10.1371/journal.pone.0058120
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Panyutina, A. A., A. N. Kuznetsov, and L. P. Korzun. 2013. Kinematics of chiropteran shoulder girdle in flight. 
Anatomical Record 296: 382–394. doi: 10.1002/ar.22650

New data on the mechanisms of movements of the shoulder girdle and humerus of bats are described; potential mobility is compared 
to the movements actually used in flight. The study was performed on the basis of morphological and functional analysis of anatomical 
specimens of 15 species, high speed and high definition filming of two species and X-ray survey of Rousettus aegyptiacus flight. Our 
observations indicate that any excursions of the shoulder girdle in bats have relatively small input in the wing amplitude. Shoulder 
girdle movements resemble kinematics of a crank mechanism: clavicle plays the role of crank, and scapula-the role of connecting 
rod. Previously described osseous “locking mechanisms” in shoulder joint of advanced bats do not affect the movements, actually 
used in flight. The wing beats in bats are performed predominantly by movements of humerus relative to shoulder girdle, although 
these movements occupy the caudal-most sector of available shoulder mobility.

Puechmaille, S. J., W. M. Hizem, B. Allegrini, and A. Abiadh. 2012. Bat fauna of Tunisia: Review of records and 
new records, morphometrics and echolocation data. Vespertilio 16: 211–239. PDF available - www.ceson.
org/vespertilio/16/211_239_Puechmaille.pdf

New records of 18 bat species from Tunisia are reported; these include Rhinolophus ferrumequinum, R. hipposideros, R. euryale, R. 
mehelyi, R. blasii, Asellia tridens, Rhinopoma cystops, Tadarida teniotis, Miniopterus schreibersii, Eptesicus isabellinus, Pipistrellus 
cf. kuhlii, P. cf. pipistrellus, Otonycteris hemprichii, Plecotus gaisleri, Hypsugo cf. savii, Myotis capaccinii, M. emarginatus, and M. 
punicus. For at least five species, our records represent the first records in nearly last 30 years and we report for the first time on 
the possible presence of Nyctalus leisleri in northern Tunisia. We provide a critical review of records of Rhinolophus euryale and 
R. mehelyi from Tunisia, many of which were incorrect. We also propose a new synonymy for Rhinolophus (Euryalus) barbarus 
Andersen et Matschie, 1904 and R. (E.) meridionalis Andersen et Matschie, 1904.

Quetglas, J., O. Balvín, R. K. Lučan, and P. Benda. 2012. First records of the bat bug Cacodmus vicinus 
(Heteroptera: Cimicidae) from Europe and further data on its distribution. Vespertilio 16: 243–248. PDF 
available - www.ceson.org/vespertilio/16/243_248_Qetglas.pdf

First records of the bat bug Cacodmus vicinus from Europe and further data on its distribution in Asia and Africa are presented. The 
records from Cyprus and Syria represent an undoubtedly new evidence of the species in the respective countries. Furthermore, 
besides the implied presence of Cimex lectularius on humans, this is also the first record of the family in Spain. Cacodmus vicinus 
appears to be a host-specific parasite associated with Pipistrellus kuhlii and, therefore, its distribution fits inside the range of 
distribution of the bat host. Together with a record from Jordan, at least one of the collections from Spain represent the only records 
from another bat host species, Pipistrellus pipistrellus s.l. We confirmed the species determination using the barcoding fragment of 
cytochrome oxidase subunit I. The molecular data suggested population structuring due to geographic distances.

Reeder, D. M., K. M. Helgen, M. E. Vodzak, D. P. Lunde, and I. Ejotre. 2013. A new genus for a rare African 
vespertilionid bat: insights from South Sudan. ZooKeys 285: 89–115. doi: 10.3897/zookeys.285.4892

A new genus is proposed for the strikingly patterned African vespertilionid “Glauconycteris” superba Hayman, 1939 on the basis of 
cranial and external morphological comparisons. A review of the attributes of a newly collected specimen from South Sudan (a new 
country record) and other museum specimens of “G.” superba suggests that “G.” superba is markedly distinct ecomorphologically 
from other species classified in Glauconycteris and is likely the sister taxon to Glauconycteris sensu stricto. The recent capture of 
this rarely collected but widespread bat highlights the need for continued research in tropical sub-Saharan Africa and in particular, for 
more work in western South Sudan, which has received very little scientific attention. New country records for G. cf. poensis (South 
Sudan) and G. curryae (Gabon) are also reported.

Reusken, C., and P. Heyman. 2013. Factors driving hantavirus emergence in Europe. Current Opinion in 
Virology 3: 92–99. doi: 10.1016/j.coviro.2013.01.002

Hantaviruses cause hemorrhagic fever with renal syndrome (HFRS) in Eurasia. In Europe both the amplitude and the magnitude 
of outbreaks of HFRS have increased. The mechanisms that drive the incidences are complex and multi-factorial and only partially 
due to increased awareness and improved diagnostic tools. Risk determinants include reservoir ecology, virus ecology and 
anthropogenic factors. The dogma of one specific rodent species as primordial reservoir for a specific hantavirus is increasingly 
challenged. New hantaviruses have been discovered in shrews, moles and bats and increasing evidence points at host-switching 
events and co-circulation in multiple, sympatric reservoir species, challenging the strict rodent-virus co-evolution theory. Changing 
landscape attributes and climatic parameters determine fluctuations in hantavirus epidemiology, for instance through increased food 
availability, prolonged virus survival and decreased biodiversity.

Riccucci, M. 2012. Bats as materia medica: an ethnomedical review and implications for conservation. 
Vespertilio 16: 249–270. PDF available - http://www.ceson.org/vespertilio/16/249_270_Riccucci.pdf

Animal-derived remedies constitute an important branch of traditional medicine (TM) in many parts of the world, particularly for 
people with limited or no access to Western biomedical services. The use of bats as medicine is reviewed from antiquity to the 
modern times in different parts of the world, attesting that it is still widespread especially in India and China. The oldest occurrence of 
bat in medicine is in the Papyrus Ebers (1500 BC). A new medical use of bats could arise from a substance (desmoteplase) present 
in the saliva of the common vampire bat Desmodus rotundus and now in clinical trials. Traditionally, exploitation of wild animals in TM 
has no consideration for its sustainability with regard to populations of the animals in the wild, but recently a new awareness aims to 
initiate new partnerships between the TM communities and the conservationists about public health, conservation and management 
of faunistic resources and ecosystem protection. Some comments about the popular use of bat dung in TM are reported in order to 

http://dx.doi.org/10.1002/ar.22650
http://www.ceson.org/vespertilio/16/211_239_Puechmaille.pdf
http://www.ceson.org/vespertilio/16/211_239_Puechmaille.pdf
http://www.ceson.org/vespertilio/16/243_248_Qetglas.pdf
http://dx.doi.org/10.3897/zookeys.285.4892
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investigate the effectiveness of this kind of singular therapy.

Root, J. J. 2013. West Nile virus associations in wild mammals: a synthesis. Archives of Virology 158 (4): 
735–752.  doi: 10.1007/s00705-012-1516-3

Exposures to West Nile virus (WNV) have been documented in a variety of wild mammals in both the New and Old Worlds. This 
review tabulates at least 100 mammal species with evidence of WNV exposure. Many of these exposures were detected in free-
ranging mammals, while several were noted in captive individuals. In addition to exposures, this review discusses experimental 
infections in terms of the potential for reservoir competence of select wild mammal species. Overall, few experimental infections 
have been conducted on wild mammals. As such, the role of most wild mammals as potential amplifying hosts for WNV is, to date, 
uncertain. In most instances, experimental infections of wild mammals with WNV have resulted in no or low-level viremia. Some 
recent studies have indicated that certain species of tree squirrels (Sciurus spp.), eastern chipmunks (Tamias striatus), and eastern 
cottontail rabbits (Sylvilagus floridanus) develop viremia sufficient for infecting some mosquito species. Certain mammalian species, 
such as tree squirrels, mesopredators, and deer have been suggested as useful species for WNV surveillance. In this review article, 
the information pertaining to wild mammal associations with WNV is synthesized.

Schoeman, M. C., F. P. D. Cotterill, P. J. Taylor, and A. Monadjem. 2013. Using potential distributions to explore 
environmental correlates of bat species richness in southern Africa: Effects of model selection and 
taxonomy. Current Zoology 59 (3): 279-293. PDF available - www.currentzoology.org/temp/%7B65527E07-
121F-424F-B908-5304F13FFB60%7D.pdf

We tested the prediction that at coarse spatial scales, variables associated with climate, energy, and productivity hypotheses should 
be better predictor(s) of bat species richness than those associated with environmental heterogeneity. Distribution ranges of 64 bat 
species were estimated with niche-based models informed by 3629 verified museum specimens. The influence of environmental 
correlates on bat richness was assessed using ordinary least squares regression (OLS), simultaneous autoregressive models 
(SAR), conditional autoregressive models (CAR), spatial eigenvector-based filtering models (SEVM), and Classification and 
Regression Trees (CART). To test the assumption of stationarity, Geographically Weighted Regression (GWR) was used. Bat 
species richness was highest in the eastern parts of southern Africa, particularly in central Zimbabwe and along the western border 
of Mozambique. We found support for the predictions of both the habitat heterogeneity and climate/productivity/energy hypotheses, 
and as we expected, support varied among bat families and model selection. Richness patterns and predictors of Miniopteridae and 
Pteropodidae clearly differed from those of other bat families. Altitude range was the only independent variable that was significant 
in all models and it was most often the best predictor of bat richness. Standard coefficients of SAR and CAR models were similar 
to those of OLS models, while those of SEVM models differed. Although GWR indicated that the assumption of stationarity was 
violated, the CART analysis corroborated the findings of the curve-fitting models. Our results identify where additional data on 
current species ranges, and future conservation action and ecological work are needed.

Yartsev, M. M., and N. Ulanovsky. 2013. Representation of three-dimensional space in the hippocampus of 
flying bats. Science 340 (6): 367–372. doi: 10.1126/science.1235338

Many animals, on air, water, or land, navigate in three-dimensional (3D) environments, yet it remains unclear how brain circuits 
encode the animal’s 3D position. We recorded single neurons in freely flying bats, using a wireless neural-telemetry system, and 
studied how hippocampal place cells encode 3D volumetric space during flight. Individual place cells were active in confined 3D 
volumes, and in >90% of the neurons, all three axes were encoded with similar resolution. The 3D place fields from different neurons 
spanned different locations and collectively represented uniformly the available space in the room. Theta rhythmicity was absent in 
the firing patterns of 3D place cells. These results suggest that the bat hippocampus represents 3D volumetric space by a uniform 
and nearly isotropic rate code.
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1ST INTERNATIONAl CONFERENCE ON THE BIOdIvERSITY OF THE CONGO 
BASIN
To be held at:  Kisangani, DR Congo. First half of June 2014 (dates to be anounced).
To help us plan this event, we kindly request you to indicate your interest and willingness to participate at this conference by sending 
an e-mail with your contact details to info@congobiodiv.org.
Further information: www.congobiodiv.org/en

Call for contributions
African Bat Conservation News is divided into two main parts: peer reviewed and non peer reviewed articles.

The non peer reviewed part is further subdivided into a two sections:
Research and Conservation - which aims to promote projects, organizations and individuals working on bat related research, 
conservation and/or education within Africa and its surrounding islands.  Updates on projects and activities are also encouraged.
Observations, Discussions and Updates - This section is used to inform and allow readers to comment on various issues of a 
thematic nature. It is also used to capture information (e.g. Observations) which may not have enough information to make the 
scientific contribution section (these observations will be moderated by the editorial board).

The scientific contribution part of African Bat Conservation News is peer reviewed and publishes brief notes concerning the biology 
of bats, new geographical distributions (preferably at least 100 km from the nearest previously published record), sparsely annotated 
species lists resulting from local surveys, roost counts, and echolocation of bat species occurring on the African continent and 
adjacent regions, including the Arabian peninsula, Madagascar, and other surrounding islands in the Indian and Atlantic oceans and 
those islands just off Africa within the Mediterranean and Red Seas.

Two additional sections are also included in the newsletter - Recent literature - this includes abstracts from recent conferences and 
recently published works.  If you are involved in a conference or have published a paper and wish to have it included in this section 
please send a copy of the PDF of the paper to the Editor or Scientific Editor.
Notice Board - includes information on future planned conferences, workshops or training opportunities.  If you are an organizer of 
such an event and wish it to be promoted in ABCN then please send the information to the Editor.

African Bat Conservation News Project Cycle
Issues will be published Quarterly (January, April, July, October).
Deadlines for scientific contributions (1 November, 1 February, 1 May, 1 August).
Deadlines for non-scientific contributions (1 December, 1 March, 1 June, 1 September).

Non scientific contributions should be sent to the Editor while scientific contributions should be sent to the Scientific Editor.

Notes to authors are available at www.africanbats.org or download PDF.

Editor: Ernest C.J. Seamark (ABCN_Editor@africanbats.org)
Scientific Editor: Victor Van Cakenberghe (ABCN_ScientificEditor@africanbats.org or Victor.VanCakenberghe@ua.ac.be)

Editorial Board: Eric Bakwo Fils (University of Maroua, Cameroon); Jakob Fahr (Max Planck Institute for Ornithology, Radolfzell 
& Zoological Institute, Germany); Steve Goodman (Chicago Field Museum of Natural History, United States of America); Kim 
Howell (University of Dar es Salam, Tanzania); Teresa Kearney (Ditsong National Museum of Natural History, formerly Transvaal 
Museum, South Africa); Robert Kityo (Makerere University, Uganda); Ara Monadjem (University of Swaziland, Swaziland); Peter 
Taylor (University of Venda, South Africa); Victor Van Cakenberghe (University of Antwerp, Belgium); Paul Webala (Karatina 
University College, Kenya).

mailto:info%40congobiodiv.org?subject=
http://www.congobiodiv.org/en
mailto:ABCN_Editor%40africanbats.org?subject=Recent%20paper
mailto:ABCN_ScientificEditor%40africanbats.org?subject=Recent%20literature
mailto:ABCN_Editor%40africanbats.org?subject=Contribution%3A%20
mailto:ABCN_ScientificEditor%40africanbats.org?subject=Contribution%3A%20
http://www.africanbats.org
mailto:ABCN_Editor%40africanbats.org?subject=
mailto:ABCN_ScientificEditor%40africanbats.org?subject=Scientific%20Editor%20ABCN
mailto:Victor.VanCakenberghe%40ua.ac.be?subject=Scientific%20Editor%20ABCN%3A%20

	Inside this issue:
	Observations, Discussions and Updates
	Recent changes in African Bat Taxonomy

	Recent Literature
	Papers
	Bat fatality at a wind energy facility in the Western Cape, South Africa
	New look on the geographical variation in Rhinolophus clivosus with description of a new horseshoe b
	Phylogenetic and demographic insights into Kuhl’s Pipistrelle, Pipistrellus kuhlii, in the Middle Ea
	Molecular evolution of viruses of the family filoviridae based on 97 whole-genome sequences
	A multinational outbreak of histoplasmosis following a biology field trip in the ugandan rainforest.
	Interdisciplinary approaches to understanding disease emergence: The past, present, and future drive
	Evolutionary origins of ultrasonic hearing and laryngeal echolocation in bats inferred from morpholo
	Assessment of bat and avian mortality at a pilot wind turbine at Coega, Port Elizabeth, Eastern Cape
	A perspective on bats (Chiroptera).
	Rediscovery of Glauconycteris superba Hayman, 1939 (Chiroptera: Vespertilionidae) after 40 years at 
	The importance of acacia trees for insectivorous bats and arthropods in the arava desert.
	Bat and rat neurons differ in Theta-frequency resonance despite similar coding of space
	Bats of a gender flock together: sexual segregation in a subtropical bat
	Ecological niche modelling of three pipistrelle bat species in semiarid Mediterranean landscapes
	A comparison of bats and rodents as reservoirs of zoonotic viruses: are bats special?
	Evolution, multiple acquisition, and localization of endosymbionts in bat flies (Diptera: Hippobosco
	Bat predation by spiders
	Kinematics of chiropteran shoulder girdle in flight.
	Bat fauna of Tunisia: Review of records and new records, morphometrics and echolocation data
	First records of the bat bug Cacodmus vicinus (Heteroptera: Cimicidae) from Europe and further data 
	A new genus for a rare African vespertilionid bat: insights from South Sudan
	Factors driving hantavirus emergence in Europe
	Bats as materia medica: an ethnomedical review and implications for conservation
	West Nile virus associations in wild mammals: a synthesis.
	Using potential distributions to explore environmental correlates of bat species richness in souther
	Representation of three-dimensional space in the hippocampus of flying bats


	Notice Board
	Conferences


