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Abstract

:

Bats carry many viruses, but this is not sufficient to threaten humans. Viruses must mutate to generate the ability to transfer to humans. A key factor is the diversity of species. With 1400 species of bats (20% of all species of mammals), the diversity of bats species is highly favorable to the emergence of new viruses. Moreover, several species of bats live within the same location, and share advanced social behavior, favoring the transmission of viruses. Because they fly, bats are also hosts for a wide range of viruses from many environments. They also eat everything (including what humans eat), they share humans’ environment and become closer to domestic species, which can serve as relays between bats and humans. Bats also have a long-life expectancy (up to 40 years for some bats), which is particularly effective for transmission to humans. However, a recent publication came out challenging what we think about bats. Proportionally, bats may not carry a higher number of zoonotic pathogens, normalized by species richness, compared to other mammalian and avian species. Viral zoonotic risk is homogenous among taxonomic orders of mammalian and avian reservoir hosts, without evidence that bats carry more viruses that infect humans.
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Bats have an unfavorable reputation. This may be due to looking like devils [1], having a dark color and being nocturnal. They like the dark. Perhaps also because bats are linked to the original source of transmission of Ebola (caused by Ebolavirus) [2], Nipah (Henipavirus) [3] and many coronaviruses (Severe Acute Respiratory Syndrome, Middle East Respiratory Syndrome) [4]. Bats have recently been suspected of representing the origin of the COVID-19 pandemic in 2020 [5]. Coincidently, the French translation of bat is “chauves-souris”, i.e., the anagram of “souches-à-virus” or “virus strains”. However, is this bad reputation justified? Bats have characteristics that can actively support the emergence of new viruses. However, a recent publication challenged some of our understandings of the negative impact of bats, challenging us to revisit the biological and social evolution of bats [6].



First, bats carry many viruses [7]. They carry almost eight times more families of viruses than rabbits and hares. This is a very strong peculiarity that confirms that bats have a unique immune system among mammals [7]. Usually, when someone is infected by a virus, the body fights the viral replication by generating an immune response, i.e., inflammation. Inflammation is the natural defensive reaction against intruders [8]. The more powerful this reaction is, the more effective the impact. However, when the inflammation is too strong, it may damage the cells of the body that are normally engaged for virus protection. Exacerbated inflammation can worsen the disease [9]. Remarkably with bats, their inflammatory reaction to a viral infection is weaker than other mammals [10]. Despite the intrusion of viruses, bats are less likely to become sick and therefore less likely to transmit the virus to others. This particular ability to be “tolerant” to viruses has been acquired by bats over the course of their evolution [7].



This immune responses among bats could also be related to the fact that bats fly [11]. Compared to birds [12], flying takes a lot of effort for mammals, it is less efficient and requires a great deal of energy, i.e., a lot of oxygen [13]. Oxygen can be dangerous for cells, by generating oxidative stress through the production of reactive oxygen species (ROS) [14]. Unstable molecules can attack cells and DNA [9]. The DNA can therefore be damaged and spread to sites where it is not supposed to be. Misplaced DNA that is out of its intended place, looks a lot like a virus. The frequent presence of these pieces of DNA that look alike to viruses, may ensure that bats have developed a less aggressive immune system [7]. As a result, when real viruses infect them, their response is more moderate, which would allow them to resist many diseases [15].



However, carrying a lot of viruses does not necessarily correlate with the potential of these viruses to be dangerous to other species. To endanger humans, viruses need to obtain the ability to be transmitted to humans. They must mutate and therefore produce new strains/lineages and—with time—new species. A key factor is the diversity of species. There are more than 1400 species of bats [16]; one fifth of the mammal species [17]. When a bat carries a virus, it replicates in its body. During this replication process, some of the produced virus copies are not completely identical [18,19]. The virus has thus mutated. Sometimes these mutations allow it to adapt to other types of bats. The virus is subsequently no longer the same. The new virus can be transmitted to other species and then mutate again to adapt to others. Increased diversity in bat species ensures more possibilities for virus mutation. Therefore, with bats accounting for 20% of all species of mammals, the diversity of bat species is highly favorable to the emergence of new viruses.



Moreover, in addition to the number of species, bats are sympatric, i.e., they engage in numerous forms of contact within and among different species of bat [20]. Many different species of bat can share the same ecological niche [21]. For example, in Brazil some species, such as colonies of colossus bats, live in very large numbers of up to 3000 individuals per square meter, and millions in a single site [22]. On top of this, bats are innately tactile. They have well advanced social behavior [23], such as social grooming including licking each other [24], within and between different species of bats; favoring the transmission of viruses.



Bats have other peculiarities. They live much longer than other light-weight mammals, so they have more time to catch viruses [10]. For example, bats of the species Myotis brandtii only weigh 4 to 8 g as adults, and have a life expectancy of 41 years [25]. In other words, a small animal weighing only 4 to 8 g in adulthood can live longer than a cow or a horse [26], and competes with a dolphin in terms of life expectancy [27].



Bats have also an exceptional capacity for hosting a wide range of viruses from multiple environments. As they have a wide variety of diets, bats access diverse environments for food. This diversity exposes them to more viruses [21]. Their flying capabilities ensure bats can further increase the size of the areas where they can be exposed to viruses. To reiterate, multiple characteristics of bats favor a priori the emergence of viruses in bats.



Of significance, is how these characteristics of bat biology and habitation can endanger virus distribution in human beings. Similar to virus replication with bats, transmission occurs among bat species. This exacerbates the potential for genome mutations and may result in the new viruses sometimes adapting to other species. Some of these viruses may adapt to humans directly or to another species first—an intermediate host such as a dromedary or a pangolin. As such, the virus mutates within the intermediate host and then adapts to humans. Intermediate hosting was also exemplified in MERS-CoV [28], another coronavirus which killed hundreds of people in 2012. It was also observed in EBOLA (a hemorrhagic fever) [29], rabies [30] and COVID-19. Bats are also particularly effective for transmission to humans because they live for a long time, they eat everything (including what humans eat), and they fly, which is ideal for moving closer to human installations and also closer to domestic species, which can serve as a relay between bats and humans.



Despite all previous arguments, bats do not really transmit more than all other animals. Even if bats are considered as reservoirs of several zoonoses, Mollentze et al. demonstrated that virus species within a bat reservoir (Coronaviridae, Paramyxoviridae, and Filoviridae) are no more likely to be zoonotic than those transmitted by other hosts [6]. The proportion of human-infecting viruses is rather constant across reservoir taxonomic orders, but the number of zoonoses carried by a group of animals (for example bats, hares and rabbits) is correlated with the diversity of species within each group. Hares and rabbits have fewer species, and subsequently less zoonoses. Conversely, rodents carry more zoonotic viruses, but there are also a greater number of species in this group. Therefore, the number of viruses that can infect humans increases concomitantly to the overall number of viruses within each reservoir group, itself explained by the number of species within each animal group. Bats may not carry a higher number of zoonotic pathogens when normalized to account for species richness, compared to other mammalian and avian species [6].



On average, bat viruses do not appear to infect humans more than viruses from other animals. Of the 54 viruses they carry, just under half can be transmitted to humans. Rodents species are similar: of the 105 viruses they harbor, just under half of them can cause zoonoses. Here too, a proportionality relationship emerges. Even, primates (56 viruses) or artiodactyla (including pigs (112 viruses) or cows, for example), carry more zoonoses [6]. There is no evidence that intrinsic or ecological differences among animal groups increases the number of viruses hosted or the likelihood that such virus become zoonotic. Indeed, viral zoonotic risk is homogenous among taxonomic orders of mammalian and avian reservoir hosts, without evidence that viruses infecting humans are more often carried by bats [6].



In conclusion, bats do carry many viruses, some of which are potentially dangerous to humans. Yet, proportionally, they carry the same number of zoonotic viruses as other animals. Bats are not responsible for carrying excessive numbers of viruses. We must keep in mind that the culprit is the human being. With the encroachment of our urban, agricultural, and industrial habitat modifications into wild spaces, humanity has moved closer to the habitats where bats live. In other words, humans have consequently moved closer to viruses [31]. Destructive reactions to bats in response to the COVID-19 pandemic could be misguided.
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