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Chapter

Microbial Ecology in the
Atmosphere: The Last Extreme
Environment

Angeles Aguilera, Graciela de Diego-Castilla, Susana Osuna,
Rafael Bardera, Suthyvann Sor Mendi, Yolanda Blanco
and Elena Gongdlez-Toril

Abstract

The atmosphere is an extreme environment where organisms are subject to low
temperatures and high radiation. Many of the microorganisms detected there appear
in resistant forms or show mechanisms of adaptation designed to withstand these
extreme conditions. Airborne microorganisms may play an important role in the
global climate system, biogeochemical cycling, and health. Dust storms are the atmo-
spheric phenomenon that move more topsoil through the Earth’s atmosphere, and
numerous microorganisms attached to dust particles are thus transported. The Iberian
Peninsula is periodically affected by this phenomenon as African dust frequently
reaches southern Europe and the Mediterranean basin. There are numerous methods
for sampling airborne microbes, but factors such as low biomass and high variability
of the atmosphere render them not yet sufficiently efficient. Very few studies have
been conducted directly in the atmosphere via sampling using airborne platforms. The
National Institute for Aerospace Technology has two CASA C-212-200 aircraft that
have been suitably modified to operate as airborne research platforms. These aircraft
are a unique tool for the study of atmospheric microbial diversity and the different
environments where they can be found. A study of the airborne microbial diversity in
a Saharan dust event from four aerobiology sampling flights is provided in advance.

Keywords: extremophiles, aerobiology, airborne, aerial platforms, aircraft, dust
storm, Saharan dust

1. Introduction

Extremophile organisms capable of growing in extreme conditions draw consider-
able attention since they show that life is robust and adaptable and help us under-
stand its limits. In addition, they show a high biotechnological potential [1, 2]. Most
of the best-characterized extreme environments on Earth are geophysical constraints
(temperature, pressure, ionic strength, radiation, etc.) in which opportunistic micro-
organisms have developed various adaptation strategies. Deep-sea environments,
hot springs and geysers, extreme acid waters, hypersaline environments, deserts,
and permafrost or ice are some or the most recurrent examples of extreme environ-
ments [3]. However, the atmosphere is rarely thought of as an extreme habitat. In the
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atmosphere, the dynamics of chemical and biological interactions are very complex,
and the organisms that survive in this environment must tolerate high levels of UV
radiation, desiccation (wind drying), temperature (extremely low and high tem-
peratures), and atmospheric chemistry (humidity, oxygen radicals, etc.) [4]. These
factors turn the atmosphere (especially its higher layers) into one of the most extreme
environments described to date and the airborne microorganisms into extremophiles
or, at least, multiresistant ones [5].

It is known that airborne cells can maintain viability during their atmospheric
residence and can exist in the air as spores or as vegetative cells thanks to diverse
molecular mechanisms of resistance and adaptation [2, 6]. The big question is whether
some of them can be metabolically active and divide. Bacterial residence times can be
several days, which facilitate transport over long distances. This fact, together with the
extreme conditions of the atmosphere, has led researchers to think for years that they
do not remain active during their dispersion. However, recent studies strongly sug-
gest that atmospheric microbes are metabolically active and were aerosolized organic
matter and water in clouds would provide the right environment for metabolic activity
to take place. Thus, the role played by microorganisms in the air would not only be
passive but could also influence the chemistry of the atmosphere. In any case, only a
certain fraction of bacteria in the atmosphere would be metabolically active [2, 7].

Despite recognizing its ecological importance, the diversity of airborne micro-
organisms remains largely unknown as well as the factors influencing diversity
levels. Recent studies on airborne microbial biodiversity have reported a diverse
assemblage of bacteria and fungi [4, 8-12], including taxa also commonly found
on leaf surfaces [13, 14] and in soil habitats [15]. The abundance and composition
of airborne microbial communities are variable across time and space [11, 16-19].
However, the atmospheric conditions responsible for driving the observed changes
in microbial abundances have not been thoroughly established. One reason for these
limitations in the knowledge of aerobiology is that until recently, microbiological
methods based on culture have been the standard, and it is known that such meth-
ods capture only a small portion of the total microbial diversity [20]. In addition,
because pure cultures of microorganisms contain a unique type of microbes,
culture-based approaches miss the opportunity to study the interactions between
different microbes and their environment.

Another limitation for the study of aerial microbial ecology at higher altitudes or in
open ocean areas is the difficulty of repeated and dedicated use of airborne platforms
(i.e., aircraft or balloons) to sample the air. Most studies to date on the atmospheric
microbiome are restricted to samples collected near the Earth’s surface (e.g., top of
mountains or buildings). Aircraft, unmanned aerial systems (UASs), balloons or even
rockets, and satellites could represent the future in aerobiology knowledge [5, 21, 22].
These platforms could open the door to conducting microbial studies in the stratosphere
and troposphere at high altitudes and in open-air masses, where long-range atmospheric
transport is more efficient, something that is still poorly characterized today. The
main challenge in conducting these kinds of studies stems from the fact that microbial
collection systems are not sufficiently developed. There is a need for improvement and
implementation of suitable sampling systems for platforms capable of sampling large
volumes of air for subsequent analyses using multiple techniques, as this would provide
awide range of applications in the atmospheric, environmental, and health sciences.

In aerobiology, dust storms deserve special mention. Most of them originate in
the world’s deserts and semideserts and play an integral role in the Earth system
[23, 24]. They are the result of turbulent winds, including convective haboobs [25].
This dust reaches concentrations in excess of 6000 pg m~ in severe events [26].
Dust and dust-associated bacteria, fungal spores, and pollen can be transported
thousands of kilometers in the presence of dust [9].
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In this chapter, we approach the atmosphere as an extreme environment and
make use of some advanced data from an example of an in situ study of the atmo-
sphere: the analysis of bacterial diversity of the low troposphere of the Iberian
Peninsula during an intrusion of Saharan dust using a C-212 aircraft adequately
improved for aerobiological sampling.

2. Atmosphere, an extremophile environment

It is well known that there is a biota in the atmospheric air. The first study dates
back to the nineteenth century, which speak about the presence and dispersion of
microorganisms and spores in the atmosphere [27, 28]. Although the atmosphere
represents a large part of the biosphere, the density of airborne microorganisms
is very low. Estimates suggest that from the ground surface up to about 18 km
above sea level (troposphere), there is less than a billionth of the number of cells
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Figure 1.

Diagram displaying atmosphere layers, temperature and airborne emission sources. Yellow line marks
atmospheric temperature. Bottom of the figures shows the common sources of aerosolized bacteria, with special
attention to dust storms.
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found in the oceans, soils, and subsurface. Between approximately 18 and 50 km
above sea level (stratosphere), temperature, oxygen, and humidity decrease and
with them the number of cells. Above the ozone layer (between 18 and 35 km into
stratosphere), ultraviolet (UV) and cosmic radiation become lethal factors. Once in
the mesosphere (above 50 km), life is difficult to imagine; however microorganisms
of terrestrial origin could arrive to the stratosphere from lower layers via different
phenomena (human activity, thunderstorms, dust storms, or volcanic activity),
and bacteria have been found isolated up to 41 km or in dust samples from the
International Space Station (Figure 1) [6, 29]. Therefore, airborne microbes are
always present in the atmosphere [11, 30, 31], and their permanence is dynamic,
resulting in an environment with enormous variability. Estimates calculate that over
1021 cells are lifted into the atmosphere every year, leading to considerable trans-
port and dispersal around the atmosphere, with a large portion of these cells return-
ing to the surface due to different atmospheric events as part of a feedback cycle.
Undoubtedly, airborne microbes play an important role in meteorological processes.
They have been linked to the nucleation phenomena that lead to the formation of
clouds, rain, and snow and to the alteration of precipitation events [32-34]. Their
presence is essential to understand long-range dispersal of plant and potential
pathogens [7, 35, 36] and maintain diversity in ground systems and could interfere
with the productivity of natural ecosystems [17, 18]. On the other hand, airborne
bacteria can have important effects on human health, being responsible for differ-
ent phenomena such as seasonal allergies and respiratory diseases. Based on data
from terrestrial environments, the global abundance of airborne bacteria has been
estimated to range between 104 and 106 m~> [37]. However, more recent studies
incorporating direct counting by microscopy or quantitative PCR have provided
more accurate estimates of the number of airborne microbes, which apparently
point to a higher number of cells present in the atmosphere [38-41].

3. Microbial sampling

There is a great variety of airborne microorganism sampling systems, allowing us
to select the most suitable one depending on our objectives [42]. On the other hand, no
standardized protocols exist, which is a major pitfall when developing our objectives.
This fact has led some authors to propose the creation of consortiums of interested
parties for establishing standardized protocol reproducibility [20], as well as the
need to establish global networks of aerobiological studies [11]. Two approaches are
proposed: particles or cells can be collected passively or directly from the atmosphere.
Passive media usually involves decanting [43] and collecting particles over snow [44]
or through the collection of atmospheric water [45]. On the other hand, active method-
ologies entail three major approaches: filtration, impaction, and liquid impingement.
All three approaches are very efficient when developing culture-dependent techniques.
In contrast, culture-independent approaches produce some serious problems that
make the work difficult: the high variability of the system and the low biomass mean
that sampling campaigns are, in many cases, extremely inefficient [20]. Lastly, the use
of airborne platforms is not very extended, but they represent a good opportunity to
conduct a more direct study of the atmosphere [5, 19, 31].

3.1 Filtration
Filtration is a simple and cheap method that is often efficient. It involves pumping

air through a filter where the mineral and biological particles are trapped. Filters of
different materials and porosity are available made of cellulose, nylon, polycarbonate
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or fiberglass, or quartz. Sizes used range from 0.2 to 8 pm, depending on the size of
the particles to be captured and the capacity of the pump. In many cases, a PM10 filter
can give better results when collecting smaller bacteria, as it allows greater airflow.
Airflow filtration rates generally range between 300 and 1000 L/minute [4, 46].
Microorganisms trapped in the filter can be cultured, or the filters can be directly used
for DNA extraction. In addition, filters are a very suitable support for microscopy, and
countless holders for filters are available (an example is shown in Figure 2A).

3.2 Impingement

In impingement, particles are collected in a liquid matrix [20]. Normally a buf-
fer is used such as phosphate buffer saline (PBS) that helps maintain the viability
of the cells. One of the more widely used liquid impingers is BioSampler SKC
(Figure 2B). In this case, the tangential movement of the particles inside the flow
impinger retains the particles in the collecting liquid. The suspension obtained
could be used for culturing or for molecular ecology assays [20]. One of the advan-
tages of impingement collection is that it facilitates quantitative techniques such as
flow cytometry or in situ hybridization [48].

3.3 Impaction

In this system, the particles generally impact into a petri dish with an enrich-
ment medium. It is, possibly, the most efficient and most used method to conduct
studies based on culture. Airflow impacting onto the plates is controlled by slots
that allow the homogeneous distribution of the air. The system can be single stage
or several stages in cascade, causing the particles to be distributed by size in the
different petri dishes [20]. Some variants replace petri dishes with agarose filters or
Vaseline strips, in order to carry out independent culture methodologies, but effi-
ciency is very low. The original and more popular impactor is the Andersen cascade
impactor (Figure 2C) [47].

3.4. Airborne platforms

Several studies explain and compare sampling methodologies in aerobiology, but
most of them focus on the surface of the Earth (e.g., on top of mountains or build-
ings) or indoors [42, 49-54]. However, small studies have been conducted at higher
altitudes or in open sea areas. The use of airborne platforms (balloons, aircraft,
rockets, etc.) for aerobiology sampling would allow conducting a direct study of the
microbial ecology of the atmosphere. Another advantage of airborne platforms is
the possibility of studying the vertical distribution of airborne microbial communi-
ties. In addition, some aircraft allow us to develop studies in the upper troposphere
or in the stratosphere. Unfortunately, atmospheric microbial collection instruments
have not been developed enough for airborne platforms.

Among the different airborne platforms, aircraft, due to their versatility and
access, are particularly interesting. Some studies have been conducted, but not
enough samples have been developed yet, and efficiency is still very low. As already
mentioned, the efficiency of samplers in soil-level aerobiology faces a series of prob-
lems (low biomass, high variability of populations, lack of standardized protocols).
In the case of airplanes, in addition to these intrinsic problems associated with atmo-
spheric microbial ecology, other additional ones exist: (1) the high velocity of the
aircraft in relation to the relative quiescent air mass. This makes it difficult to obtain
an isokinetic sampler and, therefore, one that is sufficiently efficient that would
allow us to obtain a correct quantification of the incoming air [55]; (2) the sampler
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Figure 2.

Three diffevent samplers of airborne microorganisms. (A) Filter holder and a filter (PALL Corporation,).
(B) Impinger sampling of bioaerosols (BioSampler, SKC, Inc.). (C) Six-stages Andersen Cascade Impactor
(Thermo Fisher Scientific).

must be in a location on the airplane that avoids chemical contamination from the
operation of the device. Previous studies have used wing-mounted air samplers or the
roof of the aircraft to reduce the possibility of in-flight contamination [21, 22, 56-58].
Similarly, it should allow the aseptic collection of samples, avoiding microbiological
contamination during the process. This operation, which can be very simple in the
laboratory or at ground level, becomes tremendously complicated on an airplane,
since air intakes that are part of the fuselage of the aircraft are often difficult to steril-
ize. It is therefore necessary to develop robust sterilization protocols. The spectacular
work of DeLeon-Rodriguez of 2013 has been criticized in this aspect [40, 59]; (3)
sampling time. A possible solution to the low biomass of the atmosphere is to increase
sampling time, but in the case of flights, we are limited to the flight autonomy of the
aircraft. Although scarce, some studies from airplanes have been conducted. The first
studies that were conducted in airplanes were carried out by impaction on a petri
plate with enrichment means, which allowed isolating microorganisms from the
upper troposphere and even from the stratosphere [21, 57, 60]. However, advances in
molecular ecology have caused the most recent studies to favor filtration [40, 58].

The European Facility for Airborne Research (EUFAR) program brings together
infrastructure operators of both instrumented research aircraft and remote sens-
ing instruments with the scientific user community. However, it lacked aircraft
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Figure 3.
Airborne microorganisms sampler installed in INTAY CASA C-212-200 aivcraft.

Figure 4.

Multi-sampler system tested in INTAS CASA C-212-200 aircraft. (A) Impinger sampler; design and
manufacture own. (B) Impactor sampler (Impaktor FH6, Markus Klotz GmbH). (C) Coriolis u (Bertin
Technologies SAS) a impinger biological air sampler. (D) Filter holder (PALL Corporation). (E) Six-stages
Andersen Cascade Impactor (Thermo Fisher Scientific).

prepared for microbiological sampling. The National Institute for Aerospace
Technology (INTA) belonging to the Spanish Ministry of Defence has two CASA
C-212-200 aircraft that were suitably modified to be used as flying research
platforms. Now, these two aircraft are a unique tool for the study of atmospheric
microbial diversity and the different environments of the EUFAR program. Our
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research group has a CASA-212 aircraft with an air intake located on the roof of
the aircraft. A metal tube fits the entrance and is fitted inside the aircraft to a filter
holder, a flowmeter, and a pump (Figure 3). This simple system is easy to steril-
ize, and both the metal tube and the filter holder can be replaced in flight by other
sterile ones if we want to take different samples. Using PM10 fiberglass filters, we
can obtain isokinetic conditions and pass 1800 L of air per hour through the filter,
as indicated by the flowmeter.

In a series of recent experiments, we tried to install a multi-sampler system
in our aircraft, where we had five systems in parallel and connected to the same
intake of the plane: one filter holder, two impingement systems, and two impactors
(Figure 4). The results clearly showed that in the case of our aircraft, filtration was
more efficient (data not shown).

4. Microbial characterization

Aerobiology studies have traditionally focused on the collection of bacterial
cells and the analysis of samples by total counting and culture-based techniques.

It is known that such methods capture only a small portion of the total microbial
diversity [61]. The almost exclusive use, for years, of these methodologies is one

of the reasons for these limitations in the knowledge of aerobiology. In addition,
culture-dependent methods do not allow us to study the interactions between
different species of microorganisms. Culture-independent methods have been used
to assess microbial diversity, increasing the specificity of microbial identification
and the sensitivity of environmental studies, especially in extreme environments.
These methods have recently been applied to various areas of airborne microbiology
[62-65] revealing a greater diversity of airborne microorganisms when compared to
culture-dependent methods. Some good studies approach the challenges and oppor-
tunities of using molecular methodologies to address airborne microbiology [20, 66].
Although molecular ecology methods allow the rapid characterization of the diver-
sity of complex ecosystems, the isolation of the different components is essential for
the study of their phenotypic properties in order to evaluate their role in the system
and their biotechnological potential. A combination of culture-dependent and
culture-independent methods is ideal to address the complete study of the system.

Modern culture-independent approaches to community analysis, for example,
metagenomics and individual cell genomics, have the potential to provide a much
deeper understanding of the atmospheric microbiome. However, molecular ecology
techniques face several particular challenges in the case of the atmospheric microbi-
ome: (1) very low biomass [20]; (2) inefficient sampling methods [20]; (3) lack of
standard protocols [9, 20]; (4) the composition of airborne microbes continuously
changes due to meteorological, spatial, and temporal patterns [7, 62, 67-70]; and
(5) avoidance of the presence of foreign DNA in the system [59]. Because these
issues are not yet resolved, most of the non-culturing approaches focus on microbial
diversity, where they are highly efficient.

The most recurrent techniques are those based on DNA extraction, gene ampli-
fication of 165/18S rRNA, and next-generation sequencing (NGS) technologies.
Often, this approach is more efficient due to the greater efficiency and sensitivity of
this process, as opposed to gene cloning and Sanger sequencing; thus some authors
are inclined toward metagenomics instead of amplification. This provides more
information and avoids an intermediate step, but bioinformatic processing is tedious
and often only provides data in relation to diversity, making the annotation of the
rest of the information very complicated [20]. These approaches can be comple-
mented with quantitative methods such as qPCR, flow cytometry, or fluorescence in
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situ hybridization (FISH) [41, 48, 66, 71]. FISH is surely the best and most specific
cell quantification methodology that exists. However, in the case of aerobiology,

it cannot always be used. A minimum number of cells must exist so that we can
observe and count them under a fluorescence microscope. Due to the variability of
microbial populations in the air, this is not always achieved. In our research group,
we have obtained very good results in this regard, optimizing cell concentration.
Figure 5 shows epifluorescence micrographs of bacteria from an air sample. On this
occasion, sampling was performed using a biological air sampler (Coriolis p, Bertin
Technologies SAS), where biological particles are collected and concentrated in a liq-
uid (PBS). Sampling was conducted for 2 hours at ground level, pumping a total of
36,000 L of air. After this time, the sample was paraformaldehyde fixed and filtered
through a 0.2 pm pore size, hydrophilic polycarbonate membrane, 13 mm diameter
(GTTP, Millipore). A half sample was hybridized with the universal Bacteria domain
probe, EUB338I-III [72], following a conventional protocol [73]. The second half
was hybridized with the probe NON338 [74] as negative control. In this case, an
average of 140 cells per liter of air was counted. Occasionally, FISH also allows to
observe bacteria attached to mineral particles (Figure 5C-D).

DNA gives us much information about the diversity of the system, but if we wish
to obtain information about the metabolic activity that is taking place in the ecosys-
tem, metabolomic and metatranscriptomic approaches are needed [50, 66]. In the
case of the atmosphere, this is crucial, since we are not fully certain if the cells present
are active. Some studies indicate that a part of the microorganisms in the atmosphere
are developing an activity [6], but until we conduct RNA-based and metabolite-based
studies, we will not have the certainty that this is the case. The big problem is that it is
very difficult to carry out these studies using the current microbial capture systems.

-

Figure 5.

Epifluorescence micrographs of bacteria from an air sample. (A and C) DAPI-stained cells; (B and D) same
fields a A, and C, respectively, showing cells hybridized with probes EUB338I-1II (Cy3 labeled), specific for
Bacteria domain. All micrographs correspond to the same hybridization process, performed with a sample

obtained after 4 hours sampling at ground. C and D show microorganisms attaches to a mineval particles
(arrow sign). Bars, 5 pm.




Extremophilic Microbes and Metabolites Diversity Bioprespecting and Biotechnological Applications

500 fim..

10 pm

v -

Figure 6.

SEM images of different airborne samples. (A) Pinus pollen. Ground sample after 2 hours sampling. (B) Air
sample collected from C-212-200 aircraft during a Saharan dust intrusion (February 24, 2017). Filter appear
completely cover of mineral particles. (B and C) Biological particles sampled using C-212-200 aircraft. (E)
Diatomea sampled by C-212-200 aivcraft in a fligth along the northern coast of Spain (9 March 2017). (F) Cell
attached to mineral particles and organic matter.

Scanning electron microscopy (SEM) also provides much information of the aerobi-
ology [7]. Specifically, it allows the characterization of eukaryotic cells (e.g., diatoms)
and, above all, pollens and fungal spores, from which we can obtain great information
with good images alone. Figure 6A shows pine tree pollen observed via SEM in a
sample obtained after a 30 minutes flight of the C-212 aircraft.

5. Mechanisms of microbial survival of airborne bacteria

As mentioned above, factors, such as the shortage of nutrients and substrates,
high UV radiation, drying, changes in temperature and pH, or the presence of
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reactive oxygen species, make the atmosphere an extreme environment. However,
it is possible that the high variability of its conditions is the one characteristic
that makes this environment more extreme [1, 20]. Among the cells present in
the atmosphere, a considerable portion appears in the resistance forms capable of
withstanding low-temperature and high-radiation conditions. This is what probably
happens with fungi and gram-positive bacteria. Bacillus strains recurrently isolated
from the atmosphere have characteristics and a capacity to sporulate very similar to
strains isolated from the soil. Undoubtedly, another part of the cells will be in the
form of latency and may even suffer modifications of the cell wall and slow down or
stop their metabolic activity [75, 76]. These transformations can improve resistance
to physical stresses, such as UV radiation [58]. On the other hand, some of the bac-
teria present in the atmosphere, such as Geodermatophilus, show pigmentation that
undoubtedly protects it from excessive radiation. The microorganisms that are usu-
ally detected in the atmosphere originate mainly from the soil, which means they will
share similar mechanisms of resistance. In some strains, metabolic adaptations have
been observed to lack nutrients such as cytochrome bd biosynthesis to survive iron
deprivation [77]. Deinococcus is also a recurrent genus in the atmosphere, which, like
those in soil, has multiresistance mechanisms based on high DNA-repair efficiency.
Bacteria that do not form spores and certain archaea, in contrast, often have genomes
richin G + C, which may increase tolerance to UV rays and overall survival [78].
Another strategy of resistance could be cell clustering and adhesion to particles.
Several studies have confirmed the loss of viability and shielding or the reflective
properties of the mineral particles as an important role for the protection of UV
radiation [19, 31]. In that sense, it is very possible that many cells have mechanisms
that promote aggregation. In our samples, we often find the cells adhered to each
other or to minerals, which undoubtedly makes them more resistant (Figure 6).

6. Emission sources

Global and regional models have been used to explain bioaerosol emission,
transport, and atmospheric impact [17, 18, 79-84]. Even so, it is not an easy phe-
nomenon to explain, since it depends on a large number of factors. On the one
hand, there are numerous sources of tropospheric aerosols, which include sea salt,
volcanic dust, cosmic dust, industrial pollutants, and desert and semidesert areas
[6, 85]. We must also consider the factors that make the transfer of particles pos-
sible, for example, meteorological phenomena, solar radiation, temperature, tides,
erosion, etc. [85]. On the other hand, anthropogenic activities can also affect dust
emissions indirectly, by changing the climate and the hydrological cycle. In these
aerosols, microorganisms will be included in a greater or lesser number. The degree
of richness in cells of tropospheric aerosols will depend largely on the source of
emission. Thus, the large wooded masses or fields of crops provide the atmosphere
with a good number of microorganisms due to the effect of air or the aerosols
produced by rain. Similarly, anthropogenic activity contributes large amounts of
bacteria to the environment, treatment plants, and composting areas being sources
of airborne microorganisms [85].

Desert dust storms play a major role in particle emissions and with them that of
microorganisms. In this way, most of the material reaching the atmosphere from the
surface comes from desert and semidesert areas, which is known as desert dust. The
Sahara-Sahel desert, the Middle East, central and eastern Asia, and Australia are
the major sources of desert dust, although all the arid zones of the world are emis-
sion sources [9, 86]. Dust storms are atmospheric events typically associated with
dry lands due to the preponderance of dried and unconsolidated substrates with
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little vegetation cover. The strong and turbulent winds that blow on these surfaces
raise fine-grained material, a large part of which consists of particles the size of

silt (4-62.5 pm) and clay (<4 pm), reducing visibility to less than 1 km. The atmo-
spheric concentrations of PM10 dust exceed 15,000 pg/m3 in severe events [87],
although the concentrations naturally decrease with the distance from the areas of
origin, extending hundreds of kilometers. The dust particles and cells associated
with them are transported in this manner and will be deposited finally, by the effect
of rain, snow, or other meteorological phenomena. Therefore, there is a continuous
transfer of mineral and biological matter through the atmosphere that moves from
the air to the terrestrial environment and changes its geographical area [7, 24].

7. Saharan dust

The Sahara-Sahel desert located in northwestern Africa is one of the major
sources of windblown dust in the world [9]. This phenomenon has an impact on the
Mediterranean coastline, but Saharan dust has been transported toward the north
of Europe and has been found on numerous occasions in the Alps [88, 89] or blown
toward the Atlantic and Caribbean [8, 90]. It has been estimated that 80-120 tons of
dust are transported annually through the Mediterranean toward Europe [23, 91, 92].
In particular, dust transported by the winds can reach an elevation of up to 8 km in the
atmosphere over the Mediterranean basin [93]. Because of its geographic position,
the Iberian Peninsula is often affected by these dust events. Specifically, the Sahara-
Bodele depression, located at the southern edge of the Sahara desert, has been
described as the richest dust source reaching the Iberian Peninsula. Southern Spain
is the main area affected, but dust can reach the Pyrenees and even France [43].
Different researchers have studied the mineralogical and chemical composition of
Saharan dust, which has been observed to contain calcite, dolomite, quartz, different
clay minerals, and feldspars as the main mineral components [94]. The intrusion of
big amounts of these components is an important influence on nutrient dynamics and
biogeochemical cycling in the atmosphere of the Iberian Peninsula.

Despite the large number of studies on dispersion, geochemistry, and mineral-
ogy of African dust, few are focused on microbiology. All these studies conclude
that there are microbes associated with dust because there are higher concentra-
tions of aerosolized microorganisms during dust events [43, 90, 93-96]. However,
the magnitude of the concentrations and the specific microbes associated with
dust events remain the subject of debate. On the other hand, the viability of these
microorganisms is another big question. The United States Geological Survey
(USGS) develops the Global Dust Program to investigate the viability of microor-
ganisms transported in dust masses. USGS authors using DNA sequencing of the
ribosomal gene were able to isolate and identify more than 200 viable bacteria and
fungi in St. John’s samples in the USA [8, 36, 90]. Fungi and bacteria associated with
atmospheric dust can be recovered and cultivated, but they must be gram-positive
bacteria and many spore formers, which makes them resistant to the extreme condi-
tions of the atmosphere.

Therefore, fungi and bacteria associated with dust may have been isolated
from dust intrusions, but a percentage of the viable ones already remains an
unanswered question. Another big question is the activity of these cells in the
atmosphere. It is clear that they are resistant to extremophile conditions, but the
question is whether they are developing their life cycle in this particular environ-
ment. This question could be answered by molecular ecology methodologies based
on the isolation and sequencing of mRNA, but low atmospheric biomass and
high variability are, once again, the great problem when developing this type of
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RNA-based methodologies. On the other hand, clinical records point to many of
the viable microorganisms identified in the Saharan dust as the cause of respira-
tory diseases (asthma and lung infections or allergic reactions), cardiovascular
diseases, and skin infections [7, 90, 97, 98]. It is known that other microbes
associated with dust in the air are pathogenic to humans, including those that
cause anthrax and tuberculosis, or to livestock (such as foot and mouth disease) or
plants [7, 90, 97, 98]. Characterization, quantification, and feasibility studies are
vital to address these problems.

It is common to find fungal spores belonging to the genus Aspergillus,
Nigrospora, Arthrinium, and Curvularia associated with Saharan dust. Bacterial
taxa comprised a wide range of phyla, including Firmicutes, Proteobacteria,
Actinobacteria, and Bacteroidetes. Generators of genus spores such as Clostridium
and Bacillus are very common, along with other gram-positive ones such as
Geodermatophilus or Streptococcus. Also, Alphaproteobacteria, a very common bac-
terium class in soils (e.g., the family Sphingomonadaceae), are associated with dust
[4, 9]. As regards Archaea, there are few studies of the atmosphere, in general, and
of dust, in particular, that focus on this domain. Surely, reduced cases of patho-
genic archaea have been studied to a lesser extent. Aeropyrum is the most detected
genus of airborne archaea, but it is related to marine aerosols [11]. On the other
hand, studies of pollen associated with dust are widespread. An interesting study
investigated pollen transported from North Africa to Spain through Saharan dust
and found that pollen from five non-native plant species was detected exclusively
during dust events [99]. Lastly, viruses and virus-like particles have a great interest
in the emission of dust. One study mentions virus-like particles associated with a
transoceanic dust event. This report is based on epifluorescent microscopy of filters
stained with a specific nucleic acid stain. An increase in the order of magnitude of
virus-like particles was observed, from 104 to 2105 m > between the baseline condi-
tion and dust conditions in the Caribbean [41]. It is speculated that free airborne
viruses show worse resistance to high ultraviolet radiation and dry air associated
with long-distance transport in dust events resist worse than others [9].

8. Microbial diversity study in the atmosphere of the Iberian Peninsula
after a Saharan dust intrusion

Four aerobiology sampling flights took place during February and March 2017
using the CASA C-212-200 aircraft from INTA. The study focused on microbial
diversity in the atmosphere of the Iberian Peninsula during and after a Saharan dust
intrusion. Flights took place under four different conditions: (1) during a strong
Sahara dust storm that reached the north of the Iberian Peninsula, from February
22 to 24, 2017 (February 23, 2017) (Figure7); (2) following precipitation (February
28,2017); (3) following a dry period (March 8, 2017); and (4) along the northern
coast of Spain (March 9, 2017). In each flight, samples were collected at different
altitudes, and air samples were obtained simultaneously at ground level. A total
of 20 samples were collected and are being analyzed. Cell presence was observed
by scanning electron microscopy (SEM), and bacterial diversity is being studied
by DNA extraction, 16S rRNA gene amplification, and Illumina MiSeq sequenc-
ing. Results are being analyzed via bioinformatics and biostatistical software
(MOTHUR, SPSS, STAMP, CANOCO, and PAST) which will allow us to compare
the results between the different flows and scenarios.

Although this study is not yet finished, some data can be advanced in this
chapter. Figure 6 shows SEM microphotographs obtained from samples in different
scenarios. In general, the samples obtained during the days of dust intrusion (flight
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Figure 7.
Sahavan dust intrusion. Dust pours off the northweat Afrincan coast and blankets the Ibevian Peninsula, 23
February, 2016. NASA satelital imagen via MODIS.

of February 23) appear completely covered with mineral particles. In these cases,
more biological cells were detected than in the rest of the days. In the particular case
of samples from the marine coast flight, more diatoms were observed (Figure 6E).
The analysis of diversity using the Shannon index showed that, in all cases,
diversity was greater on days of Saharan dust intrusion, both in the samples taken
from the ground and those taken at higher altitudes with the aircraft. This indicates
that Saharan dust contributes microorganisms that are not present in the atmo-
sphere on a daily basis. Diversity analysis showed phylum characteristics of soils,
being Alpha- and Betaproteobacteria the most abundant classes. All of the analyses
performed showed that bacterial diversity detected at ground level and in-flight
samples during the dust intrusion event were similar among one another. The genus
taxonomic levels of Sphingomonas, Geodermatophilus, Methylobacter, Rhizobiales,
Bacillus, or Clostridium were present in every sample, but their sequences were more
abundant in the case of ground samples and dust intrusion samples collected dur-
ing the day flight. However, sequences of the genus Flavobacterium, Streptococcus, or
Cupriavidus were most abundant in the case of samples collected during flight.
Preliminary conclusions show that bacterial diversity of airborne bacteria during
days of dust intrusion is higher and similar to bacterial diversity commonly detected
in soil samples. Further analyses are being conducted with these samples to obtain a
complete description of the evolution of bacterial diversity during those days.

9. Conclusions

Intense UV radiation, low pressure, lack of water and nutrients, and freezing
temperatures turn the atmosphere into an extreme environment, especially its
upper layers. However, it is widely known that airborne bacteria, fungal spores, pol-
len, and other bioparticles exist. Numerous bacteria and fungi have been isolated
and can survive even at stratospheric altitudes. Microbial survival in the atmo-
sphere requires extremophilic characteristics, and therefore airborne microbiota is
potentially useful for biotechnological applications. The role of airborne microbial
communities is vital in the Earth, including interactions among the atmosphere,
biosphere, climate, and public health. Airborne microorganisms are involved in
meteorological processes and can serve as nuclei for cloud drops and ice crystals
that precede precipitation, which influences the hydrological cycle and climate.
Furthermore, their knowledge is essential in understanding the reproduction and
propagation of organisms through various ecosystems. Furthermore, they can cause
or improve human, animal, and plant diseases.
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Airborne platforms that allow conducting a direct study of microorganisms in
the atmosphere and molecular methodologies (e.g., “omics”) could represent a major
opportunity for approaching this question. Nevertheless, some challenges must
yet be solved, such as low biomass, efficiency of sampling methods, the absence of
standard protocols, or the high variability of the atmospheric environment.

Deserts and arid lands are one of the most important sources of aerosol emis-
sions. Clouds of dust generated by storms mobilize tons of mineral particles, and it
is known that microorganisms remain attached to the particles being transported
over long distances. The large number of mineral particles and microorganisms
thus placed into the atmosphere has global implications for climate, biochemical
cycling, and health. North African soils, primarily the Sahara Desert, are one of
the major sources of airborne dust on Earth. Saharan dust is often transported to
southern Europe and could even reach high altitudes over the Atlantic Ocean and
the European continent. Again, airborne platforms could be a perfect opportunity
for conducting a direct study of the microbiology of this kind of events.

Acknowledgements
This work has been supported by grants from the Spanish government (www.

mineco.gob.es and www.csic.es) (CGL2015-69758-P and i-LINK1151). Publishing
fee has been has been supported by Open Access.

Author details

Angeles Aguilera', Graciela de Diego-Castilla', Susana Osuna', Rafael Bardera’,
Suthyvann Sor Mendi?, Yolanda Blanco' and Elena Gonzalez-Toril™*

1 Astrobiology Institute (INTA-CSIC), National Institute for Aerospace Technology,
Torrején de Ardoz, Spain

2 Department of Aerodynamics and Propulsion, National Institute for Aerospace
Technology, Torrején de Ardoz, Spain

*Address all correspondence to: gonzalezte@cab.inta-csic.es

IntechOpen

© 2018 The Author(s). Licensee IntechOpen. This chapter is distributed under the terms
of the Creative Commons Attribution License (http://creativecommons.org/licenses/
by/3.0), which permits unrestricted use, distribution, and reproduction in any medium,

provided the original work is properly cited.

15



Extremophilic Microbes and Metabolites Diversity Bioprespecting and Biotechnological Applications

References

[1] Rothschild L], Mancinelli RL. Life
in extreme environments. Nature.
2001;409:1092. DOI: 10.1038/35059215

[2] Smets W, Moretti S, Denys S,
Lebeer S. Airborne bacteria in the
atmosphere: Presence, purpose, and
potential. Atmospheric Environment.
2016;139:214-221. DOI: 10.1016/j.
atmosenv.2016.05.038

[3] Madigan MT, Marrs
BL. Extremophiles. Scientific American.
1997;276(4):82-87

[4] Griffin DW. Atmospheric movement
of microorganisms in clouds of desert
dust and implications for human
health. Clinical Microbiology Reviews.
2007;20(3):459-477. DOI: 10.1128/
CMR.00039-06

[5] Smith D. Microbes in the upper
atmosphere and unique opportunities
for astrobiology research. Astrobiology.
2013;13:981-990. DOI: 10.1089/
ast.2013.1074

[6] DasSarma P, DasSarma S. Survival
of microbes in Earth’s stratosphere.
Current Opinion in Microbiology.
2018;43:24-30. DOI: 10.1016/].
MIB.2017.11.002

[7] Frohlich-Nowoisky J, Kampf CJ,
Weber B, Huffman JA, Péhlker C,
Andreae MO, et al. Bioaerosols in the
earth system: Climate, health, and
ecosystem interactions. Atmospheric
Research. 2016;182:346-376. DOI:
10.1016/J.ATMOSRES.2016.07.018

[8] Griffin DW, Kellogg CA, Garrison
VH, Lisle JT, Borden TC, Shinn

EA. Atmospheric microbiology in the
northern Caribbean during African

dust events. Aerobiologia (Bologna).
2003;19(3):143-157. DOI: 10.1023/B:AER
0.0000006530.32845.8d

[9] Kellogg CA, Griffin DW. Aerobiology
and the global transport of desert

16

dust. Trends in Ecology & Evolution.
2006;21:638-644. DOI: 10.1016/j.
tree.2006.07.004

[10] Bowers RM, Lauber CL,
Wiedinmyer C, Hamady M, Hallar

AG, Fall RR, et al. Characterization of
airborne microbial communities at a
high-elevation site and their potential
to act as atmospheric ice nuclei. Applied

and Environmental Microbiology.
2009;75(15):5121-5130

[11] Smith DJ. Aeroplankton and the
need for a global monitoring network.
Bioscience. 2013;63(7):515-516. DOI:
10.1525/bi0.2013.63.7.3

[12] Mayol E, Jiménez MA, Herndl GJ,
Duarte CM, Arrieta JM. Resolving

the abundance and air-sea fluxes

of airborne microorganisms in the
North Atlantic Ocean. Frontiers in
Microbiology. 2014;5:557. DOI: 10.3389/
fmicb.2014.00557

[13] Lindow SE, Brandl

MT. Microbiology of the phyllosphere.
Applied and Environmental
Microbiology. 2003;69:1875-1883. DOI:
10.1007/BF02887579

[14] Amato P, Ménager M, Sancelme M,
Laj P, Mailhot G, Delort AM. Microbial
population in cloud water at the Puy de
Déme: Implications for the chemistry
of clouds. Atmospheric Environment.
2005:4143-4153. DOI: 10.1016/j.
atmosenv.2005.01.002

[15] Fierer N, Bradford MA,
Jackson RB. Toward an ecological
classification of soil bacteria. Ecology.

2007;88(6):1354-1364

[16] Fierer N, Liu Z, Rodriguez-
Herndndez M, Knight R, Henn M,
Hernandez MT. Short-term temporal
variability in airborne bacterial

and fungal populations. Applied



Microbial Ecology in the Atmosphere: The Last Extreme Environment

DOI: http://dx.doi.org/10.5772/intechopen.81650

and Environmental Microbiology.
2008;74(1):200-207. DOI: 10.1128/
AEM.01467-07

[17] Burrows SM, Elbert W, Lawrence
MG, Péschl U. Bacteria in the global
atmosphere—Part 1: Review and
synthesis of literature data for different
ecosystems. Atmospheric Chemistry
and Physics. 2009;9(23):9263-9280.
DOI: 10.5194/acp-9-9263-2009

[18] Burrows SM, Butler T, Jockel P,

Tost H, Kerkweg A, Péschl U, et al.
Bacteria in the global atmosphere—
Part 2: Modeling of emissions and
transport between different ecosystems.
Atmospheric Chemistry and Physics.
2009;9(23):9281-9297. DOLI: 10.5194/
acp-9-9281-2009

[19] Smith DJ, Griffin DW, Jaffe DA. The
high life: Transport of microbes in the
atmosphere. Eos Transactions American
Geophysical Union. 2011;92(30):
249-250. DOI: 10.1029/2011E0300001

[20] Behzad H, Gojobori T, Mineta
K. Challenges and opportunities of
airborne metagenomics. Genome
Biology and Evolution. 2015;7(5):
1216-1226. DOI: 10.1093/gbe/evv064

[21] Griffin D. Non-spore forming
eubacteria isolated at an altitude of
20,000 m in Earth’s atmosphere:
Extended incubation periods needed
for culture-based assays. Aerobiologia.
2008;24:19-25. DOI: 10.1007/
s10453-007-9078-7

[22] Smith DJ, Griffin DW, Schuerger
AC. Stratospheric microbiology

at 20 km over the Pacific Ocean.
Aerobiologia (Bologna). 2010;26(1):
35-46. DOI: 10.1007/s10453-009-9141-7

[23] Goudie AS, Middleton NJ. Desert
dust in the global system. Springer
Science & Business Media. 2006. pp.
1-11. DOI: 10.1007/3-540-32355-4

[24] Shao Y, Wyrwoll K-H, Chappell
A, Huang ], Lin Z, GH MT, et al. Dust

17

cycle: An emerging core theme in Earth
system science. Aeolian Research.
2011;2:181-204. DOI: 10.1016/j.
aeolia.2011.02.001

[25] Miller RL, Tegen I, Perlwitz

J. Surface radiative forcing by soil dust
aerosols and the hydrologic cycle.
Journal of Geophysical Research—
Atmospheres. 2004;109(D4):1-24. DOL:
10.1029/2003JD004085

[26] Song Z, Wang ], Wang

S. Quantitative classification

of northeast Asian dust events.
Journal of Geophysical Research—
Atmospheres. 2007;112(4):1-8. DOLI:
10.1029/2006JD007048

[27] Ehrenberg CG. Neue Beobachlungen
iiber blutartige Erscheinungen in
Aegypten, Arabien und Sibirien, nebst
einer Uebersicht und Kritik der frither
bekannnten. Annalen der Physik.
1830;94(4):477-514. DOI: 10.1002/
andp.18300940402

[28] Pasteur L. Expériences relatives
aux générations dites spontanées.
Comptes rendus hebdomadaires des

séances de I’Académie des sciences.
1860;50:303-307

[29] Mora M, Perras A, AlekhovaTA,
Wink L, Krause R, Aleksandrova A,

et al. Resilient microorganisms in dust
samples of the international Space
Station—Survival of the adaptation
specialists. Microbiome. 2016;4:65. DOI:
10.1186/s40168-016-0217-7

[30] Despres VR, Huffman JA, Burrows
SM, Hoose C, Safatov AS, Buryak G,

et al. Primary biological aerosol particles
in the atmosphere: A review. Tellus B.
2012;64:15598/1-15598/1559858. DOI:
10.3402/tellusbv64i0.15598

[31] Smith DJ, Griffin DW, McPeters RD,
Ward PD, Schuerger AC. Microbial survival
in the stratosphere and implications for
global dispersal. Aerobiologia (Bologna).



Extremophilic Microbes and Metabolites Diversity Bioprespecting and Biotechnological Applications

2011;27(4):319-332. DOI: 10.1007/
s10453-011-9203-5

[32] Christner BC, Morris CE, Foreman
CM, CaiR, Sands DC. Ubiquity of
biological ice nucleators in snowfall.
Science. 2008;319(5867):1214-1214.
DOI: 10.1126/science.1149757

[33] Mohler O, Georgakopoulos

DG, Morris CE, Benz S, EbertV,
Hunsmann S, et al. Heterogeneous ice
nucleation activity of bacteria: New
laboratory experiments at simulated
cloud conditions. Biogeosciences.
2008;5(5):1425-1435. DOI: 10.5194/
bg-5-1425-2008

[34] Morris CE, Conen F, Alex
Huffman J, Phillips V, Péschl U,

Sands DC. Bioprecipitation: A
teedback cycle linking Earth history,
ecosystem dynamics and land use
through biological ice nucleators in the
atmosphere. Global Change Biology.
2014;20(2):341-351. DOI: 10.1111/
gcb.12447

[35] Kim K-H, Kabir E, Kabir S. A review
on the human health impact of airborne
particulate matter. Environment
International. 2015;74:136-143. DOI:
10.1016/J.ENVINT.2014.10.005

[36] Gonzalez-Martin C, Teigell-Perez
N, Valladares B, Griffin DW. The

global dispersion of pathogenic
microorganisms by dust storms and its
relevance to agriculture. Advances in
Agronomy. 2014;127:1-41. DOI: 10.1016/
B978-0-12-800131-8.00001-7

[37] Lighthart B. Mini-review

of the concentration variations
found in the alfresco atmospheric
bacterial populations. Aerobiologia
(Bologna). 2000;16(1):7-16. DOI:
10.1023/A:1007694618888

[38] Cho BC, Hwang CY. Prokaryotic
abundance and 16S rRNA gene
sequences detected in marine
aerosols on the East Sea (Korea).

18

FEMS Microbiology Ecology.
2011;76(2):327-341. DOL:
10.1111/j.1574-6941.2011.01053.x

[39] Smith DJ, Jaffe DA, Birmele MN,
Griffin DW, Schuerger AC, Hee ],

et al. Free tropospheric transport

of microorganisms from Asia to
North America. Microbial Ecology.
2012;64(4):973-985. DOI: 10.1007/
s00248-012-0088-9

[40] DeLeon-Rodriguez N, Lathem TL,
Rodriguez-R LM, Barazesh JM, Anderson
BE, Beyersdorf AJ, et al. Microbiome
of the upper troposphere: Species
composition and prevalence,

effects of tropical storms, and
atmospheric implications.
Proceedings of the National

Academy of Sciences.
2013;110(7):2575-2580. DOI: 10.1073/
pnas.1212089110

[41] Gonzalez-Martin C, Teigell-
Perez N, Lyles M, Valladares B,
Griffin DW. Epifluorescent direct
counts of bacteria and viruses from
topsoil of various desert dust storm
regions. Research in Microbiology.
2013;164(1):17-21. DOI: 10.1016/j.
resmic.2012.08.009

[42] Grinshpun SA, Buttner MP,
Mainelis G, Willeke K. Sampling for
airborne microorganisms. In: Manual
of Environmental Microbiology. 4th ed.
Washington, USA: American Society
of Microbiology; 2016. pp. 2-3. DOL:
10.1128/9781555815882.ch74

[43] Hervas A, Camarero L, Reche I,
Casamayor E, Hervas A, Camarero
L, et al. Viability and potential

for immigration of airborne
bacteria from Africa that reach
high mountain lakes in Europe.
Environmental Microbiology.
2009;11:1612-1623. DOI:
10.1111/j.1462-2920.2009.01926.x

[44] LiuY, Yao T, Jiao N, Kang S, Xu
B, Zeng Y, et al. Bacterial diversity in



Microbial Ecology in the Atmosphere: The Last Extreme Environment

DOI: http://dx.doi.org/10.5772/intechopen.81650

the snow over Tibetan plateau glaciers.
Extremophiles: Life under Extreme
Conditions. 2009;13:411-423. DOI:
10.1007/s00792-009-0227-5

[45] Hu W, Niu H, Murata K, Wu
Z, Hu M, Kojima T, et al. Bacteria
in atmospheric waters: Detection,
characteristics and implications.
Atmospheric Environment.
2018;179:201-221. DOI: 10.1016/].
ATMOSENV.2018.02.026

[46] Peccia ], Hernandez

M. Photoreactivation in airborne
mycobacterium parafortuitum. Applied
and Environmental Microbiology.
2001;67(9):4225-4232. DOI: 10.1128/
AEM.67.9.4225-4232.2001

[47] Andersen AA. New sampler for the
collection, sizing, and enumeration

of viable airborne particles. Journal of
Bacteriology. 1958;76(5):471-484

[48] Lange JL, Thorne PS, Lynch

N. Application of flow cytometry and
fluorescent in situ hybridization for
assessment of exposures to airborne
bacteria. Applied and Environmental
Microbiology. 1997;63(4):1557-1563

[49] Kesavan ], Sagripanti J-L. Evaluation
criteria for bioaerosol samplers.
Environmental Science: Processes &
Impacts. 2015;17(3):638-645. DOI:
10.1039/C4EMO00510D

[50] Haddrell AE, Thomas

R. Aerobiology: Experimental
considerations, observations, and future
tools. Applied and Environmental
Microbiology. 2017;83:1-15. DOL:
10.1128/AEM.00809-17

[51] Welam Henningson E, Lundquist M,
Larsson E, Sandstrom G, Forsman M. A
comparative study of different methods
to determine the total number and the
survival of bacteria in aerobiological
samples. Journal of Aerosol Science.
1997;28:459-469. DOI: 10.1016/
S0021-8502(96)00447-8

19

[52] Jensen PA, Todd WF, Davis GN,
Scarpino PV. Evaluation of eight
bioaerosol samplers challenged with
aerosols of free bacteria. American
Industrial Hygiene Association
Journal. 1992;53(10):660-667. DOI:
10.1080/15298669291360319

[53] Terzieva S, Donnelly ], Ulevicius
V, Grinshpun SA, Willeke K, Stelma
GN, et al. Comparison of methods
for detection and enumeration of
airborne microorganisms collected
by liquid impingement. Applied
and Environmental Microbiology.
1996;62(7):2264-2272

[54] Ghosh B, Lal H, Srivastava

A. Review of bioaerosols in

indoor environment with special
reference to sampling, analysis and
control mechanisms. Environment
International. 2015;85:254-272. DOI:
10.1016/J.ENVINT.2015.09.018

[55] Timmons DE, Fulton JD, Mitchell
RB. Microorganisms of the upper
atmosphere. Applied Microbiology.
1966;14(2):229-231

[56] Griffin DW, Kellogg CA. Dust
storms and their impact on ocean

and human health: Dust in Earth’s
atmosphere. EcoHealth. 2004;1:284-295.
DOI: 10.1007/s10393-004-0120-8

[57] Yang Y, Itahashi S, Yokobori S,
Yamagishi A. UV-resistant bacteria
isolated from upper troposphere and
lower stratosphere. Biological Sciences
in Space. 2008;22(1):18-25. DOL:
10.2187/bss.22.18

(58] Kobayashi F, Maki T, Kakikawa
M, Yamada M, Puspitasari F, Iwasaka
Y. Bioprocess of Kosa bioaerosols:
Effect of ultraviolet radiation on
airborne bacteria within Kosa (Asian
dust). Journal of Bioscience and
Bioengineering. 2015;119(5):570-579.
DOI: 10.1016/].JBIOSC.2014.10.015

[59] Smith DJ, Griffin DW. Inadequate
methods and questionable conclusions



Extremophilic Microbes and Metabolites Diversity Bioprespecting and Biotechnological Applications

in atmospheric life study. Proceedings
of the National Academy of Sciences
of the United States of America.
2013;110(23):E2084. DOI: 10.1073/
pnas.1302612110

[60] Griffin DW. Terrestrial
microorganisms at an altitude of
20,000 m in Earth’s atmosphere.
Aerobiologia (Bologna).
2004;20(2):135-140. DOI: 10.1023/B:A
ERO.0000032948.84077.12

[61] Pace NR. A molecular view of
microbial diversity and the biosphere.
Science. 1997;276:734-740. DOI:
10.1126/science.276.5313.734

[62] Brodie EL, DeSantis TZ, Parker
JPM, Zubietta IX, Piceno YM, Andersen
GL. Urban aerosols harbor diverse

and dynamic bacterial populations.
Proceedings of the National Academy
of Sciences. 2007;104(1):299-304. DOI:
10.1073/PNAS.0608255104

[63] Hughes KA, McCartney HA,
Lachlan-Cope TA, Pearce DA. A
preliminary study of airborne microbial
biodiversity over peninsular Antarctica.
Cellular and Molecular Biology (Noisy-
le-Grand, France). 2004;50(5):537-542.
DOI: 10.1170/T543

[64] Kuske CR. Current and emerging
technologies for the study of bacteria
in the outdoor air. Current Opinion in
Biotechnology. 2006;17(3):291-296.
DOI: 10.1016/].COPBIO.

2006.04.001

[65] Maron P-A, Lejon DPH,

Carvalho E, Bizet K, Lemanceau P,
Ranjard L, et al. Assessing genetic
structure and diversity of airborne
bacterial communities by DNA
fingerprinting and 16S rDNA clone
library. Atmospheric Environment.
2005;39(20):3687-3695. DOI: 10.1016/].
ATMOSENV.2005.03.002

[66] Yoo K, Lee TK, Choi EJ, Yang ],
Shukla SK, Hwang S, et al. Molecular

20

approaches for the detection and
monitoring of microbial communities
in bioaerosols: A review. Journal of
Environmental Sciences. 2017;51:
234-247. DOLI: 10.1016/].JES.2016.07.002

[67] Bowers RM, McLetchie S, Knight
R, Fierer N. Spatial variability in
airborne bacterial communities across
land-use types and their relationship to
the bacterial communities of potential
source environments. The ISME
Journal. 2010;5:601. DOI: 10.1038/
ismej.2010.167

[68] Franzetti A, Gandolfi I, Gaspari

E, Ambrosini R, Bestetti G. Seasonal
variability of bacteria in fine and coarse
urban air particulate matter. Applied
Microbiology and Biotechnology.
2011;90(2):745-753. DOI: 10.1007/
s00253-010-3048-7

[69] Bertolini V, Gandolfi I, Ambrosini
R, Bestetti G, Innocente E, Rampazzo
G, et al. Temporal variability and effect
of environmental variables on airborne
bacterial communities in an urban area
of Northern Italy. Applied Microbiology
and Biotechnology. 2013;97(14):
6561-6570. DOI: 10.1007/
s00253-012-4450-0

[70] Gandolfi I, Bertolini V, Ambrosini
R, Bestetti G, Franzetti A. Unravelling
the bacterial diversity in the
atmosphere. Applied Microbiology and
Biotechnology. 2013;97(11):4727-4736.
DOI: 10.1007/s00253-013-4901-2

[71] Rule AM, Kesavan J, Schwab

KJ, Buckley T]. Application of flow
cytometry for the assessment of
preservation and recovery efficiency of
bioaerosol samplers spiked with Pantoea
agglomerans. Environmental Science

& Technology. 2007;41(7):2467-2472.
DOI: 10.1021/es0623941

[72] Daims H, Brithl A, Amann

R, Schleifer K-H, Wagner M. The
domain-specific probe EUB338 is
insufficient for the detection of all



Microbial Ecology in the Atmosphere: The Last Extreme Environment

DOI: http://dx.doi.org/10.5772/intechopen.81650

bacteria: Development and evaluation
of a more comprehensive probe set.
Systematic and Applied Microbiology.
1999;22(3):434-444. DOI: 10.1016/
S0723-2020(99)80053-8

[73] Amann RI. In situ identification
of micro-organisms by whole cell
hybridization with rRNA-targeted
nucleic acid probes BT. In: Akkermans
ADL, Van Elsas JD, De Bruijn FJ,
editors. Molecular Microbial Ecology
Manual. Dordrecht, Netherlands:
Springer; 1995. pp. 331-345. DOI:
10.1007/978-94-011-0351-0_23

[74] Wallner G, Amann R, Beisker
W. Optimizing fluorescent in

situ hybridization with rRNA-
targeted oligonucleotide probes
for flow cytometric identification
of microorganisms. Cytometry.
1993;14(2):136-143. DOI: 10.1002/
cyt0.990140205

[75] Delort A-M, Vaitilingom M, Amato
P, Sancelme M, Parazols M, Mailhot G,
et al. A short overview of the microbial
population in clouds: Potential roles in
atmospheric chemistry and nucleation
processes. Atmospheric Research.
2010;98(2-4):249-260. DOI: 10.1016/].
ATMOSRES.2010.07.004

[76] Bir M, Hardenberg J, Meron E,
Provenzale A. Modelling the survival
of bacteria in drylands: The advantage
of being dormant. Proceedings of the
Royal Society of London B: Biological

Sciences. 2002;269(1494):937-942. DOI:

10.1098/rspb.2002.1958

[77] Tringe SG, Zhang T, Liu X,

YuY, Lee WH, Yap ], et al. The
airborne metagenome in an indoor
urban environment. PLoS One.
2008;3(4):e1862. DOI: 10.1371/journal.
pone.0001862

[78] Kennedy SP, Ng WYV, Salzberg SL,
Hood L, DasSarma S. Understanding

the adaptation of Halobacterium species

21

NRC-1 to its extreme environment
through computational analysis of its
genome sequence. Genome Research.
2001;11(10):1641-1650. DOI: 10.1101/
gr.190201

[79] Ansari TU, Valsan AE, Ojha N,
Ravikrishna R, Narasimhan B, Gunthe
SS. Model simulations of fungal

spore distribution over the Indian
region. Atmospheric Environment.
2015;122:552-560. DOI: 10.1016/].
ATMOSENV.2015.10.020

[80] Heald CL, Spracklen

DV. Atmospheric budget of primary
biological aerosol particles from
fungal spores. Geophysical Research
Letters. 2009;36(9):L09806. DOI:
10.1029/2009GL037493

[81] Hummel M, Hoose C, Gallagher
M, Healy DA, Huffman JA, O’Connor
D, et al. Regional-scale simulations
of fungal spore aerosols using an
emission parameterization adapted

to local measurements of fluorescent
biological aerosol particles.
Atmospheric Chemistry and Physics.
2015;15(11):6127-6146. DOI: 10.5194/
acp-15-6127-2015

[82] Hoose C, Kristjansson JE, Burrows
SM. How important is biological

ice nucleation in clouds on a global
scale? Environmental Research
Letters. 2010;5(2):024009. DOI:
10.1088/1748-9326/5/2/024009

[83] Sesartic A, Dallafior TN. Global
fungal spore emissions, review

and synthesis of literature data.
Biogeosciences. 2011;8(5):
1181-1192. DOI: 10.5194/bg-8-
1181-2011

[84] Spracklen DV, Heald CL. The
contribution of fungal spores and
bacteria to regional and global aerosol
number and ice nucleation immersion
freezing rates. Atmospheric Chemistry
and Physics. 2014;14(17):9051-9059.
DOI: 10.5194/acp-14-9051-2014



Extremophilic Microbes and Metabolites Diversity Bioprespecting and Biotechnological Applications

[85] Middleton NJ. Desert dust hazards:
A global review. Aeolian Research.
2017;24:53-63. DOI: 10.1016/].
AEOLIA.2016.12.001

[86] Acosta-Martinez V, Van Pelt S,
Moore-Kucera J, Baddock MC, Zobeck
TM. Microbiology of wind-eroded
sediments: Current knowledge and
future research directions. Aeolian
Research. 2015;18:99-113. DOI:
10.1016/].AEOLIA.2015.06.001

[87] Leys JF, Heidenreich SK, Strong
CL, McTainsh GH, Quigley S. PM10
concentrations and mass transport
during “red Dawn”—Sydney 23
September 2009. Aeolian Research.
2011;3(3):327-342. DOI: 10.1016/].
AEOLIA.2011.06.003

[88] Meola M, Lazzaro A, Zeyer

J. Bacterial composition and survival
on Sahara dust particles transported
to the European Alps. Frontiers in
Microbiology. 2015;6:1454. DOL:
10.3389/fmicb.2015.01454

[89] Peter H, Hortnagl P, Reche I,
Sommaruga R. Bacterial diversity and
composition during rain events with
and without Saharan dust influence
reaching a high mountain lake in the
Alps. Environmental Microbiology
Reports. 2014;6(6):618-624. DOLI:
10.1111/1758-2229.12175

[90] Griffin DW, Garrison VH, Herman
JR, Shinn EA. African desert dust in the
Caribbean atmosphere: Microbiology
and public health. Aerobiologia
(Bologna). 2001;17(3):203-213. DOLI:
10.1023/A:1011868218901

[91] Moulin C, Lambert CE, Dulac F,
Dayan U. Control of atmospheric export
of dust from North Africa by the North
Atlantic oscillation. Nature. 1997;387:691

[92] Perkins S. Dust, the thermostat
how tiny airborne particles
manipulate global climate. Science
News. 2001;160(13):200-2002. DOI:
10.2307/4012776

22

[93] Rosselli R, Fiamma M, Deligios
M, Pintus G, Pellizzaro G, Canu A,
et al. Microbial immigration across
the Mediterranean via airborne dust.
Scientific Reports. 2015;5:16306

[94] Sanchez de la Campa A,
Garcia-Salamanca A, Solano J, de

la Rosa J, Ramos J-L. Chemical and
microbiological characterization of
atmospheric particulate matter during
an intense African dust event in
southern Spain. Environmental Science
& Technology. 2013;47(8):3630-3638.
DOI: 10.1021/es3051235

[95] Itani GN, Smith CA. Dust
rains deliver diverse assemblages
of microorganisms to the Eastern

Mediterranean. Scientific Reports.
2016;6:22657. DOI: 10.1038/srep22657

[96] Katra I, Arotsker L, Krasnov H,
Zaritsky A, Kushmaro A, Ben-Dov
E. Richness and diversity in dust
stormborne biomes at the Southeast
Mediterranean. Scientific Reports.
2014;4:5265. DOI: 10.1038/srep05265

[97] Karanasiou A, Moreno N, Moreno T,
Viana M, de Leeuw F, Querol X. Health
effects from Sahara dust episodes in
Europe: Literature review and research
gaps. Environment International.
2012;47:107-114. DOI: 10.1016/].
ENVINT.2012.06.012

[98] Diaz J, Linares C, Carmona R,
Russo A, Ortiz C, Salvador P, et al.
Saharan dust intrusions in Spain:
Health impacts and associated synoptic
conditions. Environmental Research.
2017;156:455-467. DOI: 10.1016/].
ENVRES.2017.03.047

[99] Carifianos P, Galan C, Alcdzar

P, Dominguez E. Analysis of the
particles transported with dust-clouds
reaching Cordoba, Southwestern
Spain. Archives of Environmental
Contamination and Toxicology.
2004;46(2):141-146. DOI: 10.1007/
s00244-003-2273-9



