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The Antarctic terrestrial environment harbors a diverse community of 
microorganisms, which have adapted to the extreme conditions. The aim of 
this study was to describe the composition of microbial communities in a 
diverse range of terrestrial environments (various biocrusts and soils, sands 
from ephemeral wetlands, biofilms, endolithic and hypolithic communities) in 
East Antarctica using both molecular and morphological approaches. Amplicon 
sequencing of the 16S rRNA gene revealed the dominance of Chloroflexi, 
Cyanobacteria and Firmicutes, while sequencing of the 18S rRNA gene showed 
the prevalence of Alveolata, Chloroplastida, Metazoa, and Rhizaria. This 
study also provided a comprehensive assessment of the microphototrophic 
community revealing a diversity of cyanobacteria and eukaryotic microalgae 
in various Antarctic terrestrial samples. Filamentous cyanobacteria belonging 
to the orders Oscillatoriales and Pseudanabaenales dominated prokaryotic 
community, while members of Trebouxiophyceae were the most abundant 
representatives of eukaryotes. In addition, the co-occurrence analysis showed 
a prevalence of positive correlations with bacterial taxa frequently co-occurring 
together.
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Introduction

Antarctica is located in the Southern Hemisphere and considered as the most extreme 
place in the world. Ice-free area constitutes around 1% of whole continent and mainly confined 
to coastal margins (Cowan, 2014). Organisms inhabiting ice-free regions of Antarctica are 
adapted to extreme environmental conditions (e.g., low temperatures, high solar radiation, 
frequent freeze–thaw cycles, limited nutrients availability, desiccation, and osmotic stress). 
They develop various strategies enabling to grow and thrive in harsh Antarctic environment. 
The limited availability of liquid water is one of the most important factors controlling the 
growth and development of terrestrial microbiota. The water necessary for Antarctic terrestrial 
microbiota is only available during the short austral summer (Cary et al., 2010).
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Terrestrial environments in Antarctica include soils, biocrusts, 
rocks, mats, sediments, and other habitats that harbor diverse 
microbial communities. Their composition greatly varies from one to 
another locality even within short distances (Almela et al., 2021). 
However, same microorganisms can be observed in different areas and 
ecosystem types unless the habitat is isolated (Doytchinov and Dimov, 
2022). Most of the available studies about Antarctic terrestrial 
ecosystem are focused on soil microbiota (Wang et al., 2015; Almela 
et al., 2021). Recently, assemblies of organisms (cyanobacteria, algae, 
fungi, mosses, lichens etc.) that colonize the soil surface were 
determined as biocrusts (biological soil crusts). These biocrusts have 
higher abundance and diversity of microorganisms compared to the 
underlying soils (Bastida et al., 2014). Furthermore, photosynthetic 
activity in the soil profile was observed in the first 5–10 mm of the soil 
surface, demonstrating the presence of established photosynthetic 
microorganisms in biocrusts (Pushkareva et  al., 2016). These 
microorganisms are crucial for carbon (C) and nutrient cycling, 
particularly in Antarctica, where only two vascular plant species are 
present. In general, bacterial communities of Antarctic soils and 
biocrusts are predominantly comprised of Actinobacteria, 
Acidobacteria, Bacteroidetes, Chloroflexi, Cyanobacteria, 
Gemmatimonadetes, and Proteobacteria (Bajerski and Wagner, 2013; 
Zhang et al., 2020). Antarctic terrestrial eukaryotic microbiota are 
mainly represented by Alveolata, Chloroplastida, Fungi and Metazoa 
(Obbels et al., 2016; Zhang et al., 2020). Yet, other terrestrial habitats 
in Antarctica received far less attention. For example, microbial 
communities that thrive on, under, or within rocks are prevalent in 
Antarctica. These lithic communities are usually dominated by either 
cyanobacteria or eukaryotic microalgae (De Los Ríos et al., 2014). 
They acquire photoprotective mechanisms and produce extracellular 
polymeric substance (EPS), enabling them to survive in such 
extreme environment.

Studies on Antarctic terrestrial microorganisms have mainly been 
conducted in Antarctic Peninsula or Antarctic Dry Valleys and the 
majority of continental Antarctica has received limited attention due 
to the difficulty of access. As a result, our understanding of the 
microorganisms inhabiting Antarctica is fragmented. Here, we applied 
molecular and morphological methods to study microbial diversity 
and abundance in various terrestrial environments in the Enderby 
Land and Queen Maud Land, Antarctica. In addition, a detailed 
analysis of the microphotrophic community composition was 
performed. The following questions were addressed: (i) what are the 
microorganisms inhabiting terrestrial environment in the East 
Antarctica? (ii) what are the main microphototrophic genera in these 
environments? and (iii) which microorganisms co-occur together in 
this extreme continent?

Materials and methods

Localities description and sampling

Enderby Land and Queen Maud Land located in East Antarctica 
were visited in austral summer of 2018/2019 during Japanese Antarctic 
Research Expedition (JARE60). The coldest month in recorded in 
Syowa station is August with a mean air temperature of around −19°C 
and the warmest is January with a mean air temperature of around 
−1°C. The most of the territory is covered by the ice sheet. The map 
of the sampling sites and samples descriptions are present in Figure 1 

and Table  1, respectively. The samples with visible algae or 
cyanobacteria biomass were collected from various terrestrial habitats 
(Supplementary Figure S1):

 1 Amundsen Bay is a 39-km embayment in Enderby Land. 
Sampling sites were located near the two penguin rookeries: 
Adélie penguin (Pygoscelis adeliae) and Emperor penguin 
(Aptenodytes forsteri). Six samples (Amu) were collected. The 
surroundings of 4 samples were influenced by penguin guano 
or seasonal penguin presence.

 2 Innhovde Point (In) is a rock point located along the shore of 
Fletta Bay, Queen Maud Land. It is barren area surrounded by 
ice cap and one biofilm sample (In) was collected.

 3 Langhovde Hills are bare rocky hills along the eastern shore of 
Lützow-Holm Bay, Queen Maud Land, where 8 samples (Lang) 
were taken. The samples included different types of biocrusts, 
soils, and endolithic community.

 4 Padda Island lies near the west side of the entrance to Havsbotn 
in Lützow-Holm Bay, Queen Maud Land. The island represents 
rocky barren habitat and the three collected samples (Pad) were 
either biocrusts or sands from ephemeral wetlands.

 5 Skarvsnes Foreland, located in the east part of Lützow-Holm 
Bay, Queen Maud Land, is an extensive area with bare rock 
peaks. A total of 5 samples (Skar) were collected including 
biocrusts, biomass from the seal mummy surface, sand from 
ephemeral wetlands as well as hypolithic community.

 6 Syowa Station is a Japanese research station located in the 
northern part of the Ongul Island in Queen Maud Land, 
Antarctica. Two biocrust samples (Syo) with precipitated salts 
were collected there.

Soil analysis

Chemical analyses of two technical replicates per each sample were 
performed according to Czech and European Union standards (ISO 
10390, ISO 10523, ČSN EN 27888, ISO 11465, ČSN EN ISO 11732, ČSN 
EN ISO 13395, and ČSN EN ISO 15681–1). Conductivity (μS cm−1) and 
pH were evaluated in demineralized and distilled water, respectively. The 
samples were further dried at 105°C to constant weight and then 
combusted at 450°C. Soil organic matter content (SOM) was calculated 
as difference between two weights. Total phosphorus (TP) was estimated 
using spectrometric determination of phosphorus soluble in sodium 
hydrogen carbonate solution. Mineral nitrogen (Nmineral) was calculated 
as a sum of N–NH4, N–NO3 and N-NO2 concentrations, which were 
measured using a QuikChem®8500FIA automated ion analyzer 
(LachatInstruments, Loveland, USA).

A few samples were partially (Amu9, Lang7, Lang21, Lang35, 
Lang36, Skar38) or not (Lang46 and Skar22) analyzed due to the lack 
of material.

Cell number and biovolume of microbial 
phototrophs

Cell number and biovolume of cyanobacteria and eukaryotic 
microalgae in the biocrusts was estimated by light and epifluorescence 
microscopy (BX51, Olympus) using two technical replicates as for 
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chemical analysis. A non-staining method was employed using 
chlorophyll autofluorescence according to Kaštovská et al. (2005). 
Biocrust sample (1 g) was suspended in 4 mL of distilled water and 
mixed thoroughly. A total of 20 μL of this suspension was used for the 
microscopy. Cyanobacteria and eukaryotic microalgae were quantified 
using filter cubes (Olympus, MWG) with green excitation at 
510–550 nm (emission 590 + nm) and blue excitation at 450–480 nm 
(emission 515 + nm), respectively. Four measurements were conducted 
for each technical replicate. Basic geometric equations for cylinders 
with hemispherical ends and spheres were applied to calculate cell 
biovolume (Hillebrand et al., 1999).

DNA isolation and amplicon sequencing

A total DNA was extracted from each sample (0.3 g) in four 
technical replicates using the DNeasy PowerSoil Pro Kit (QIAGEN, 
USA) according to the manufacturer’s instructions. The extracted 
DNAs were then sent to the Microsynth AG (Balgach, Switzerland), 
where two-step PCR and amplicon sequencing of 16S and 18S rRNA 
genes using Illumina MiSeq platform (v2, 2 × 250 bp) were performed. 
Two sets of primers were used in this study: for bacteria (341F – 
CCTACGGGRSGCAGCAG, 802R – TACNVGGGTATCTAATCC) 
amplifying V3–V4 region of the 16S rRNA gene, and for eukaryotes 
(tarEuk_F – CCAGCASCYGCGGTAATTCC, tarEuk_R – 
ACTTTCGTTCTTGATYRA; Stoeck et al., 2010) targeting V4 region 
of the 18S rRNA gene. The raw reads were submitted to the Sequence 
Read Archive (SRA) under the projects PRJNA936101 and 
PRJNA936193 for 16S and 18S rRNA sequencing, respectively.

Bioinformatic and statistical analyses

The bioinformatic procedure was performed following the 
recommended protocol of USEARCH (Edgar, 2013). Obtained 
Illumina paired-end reads were merged using USEARCH (version 

11.0.667) with a minimum length of 220 bp. Furthermore, reads were 
quality filtered using VSEARCH (version 2.14.1) (Rognes et al., 2016) 
and, subsequently, clustered into amplicon sequence variants (ASV) 
following UNOISE algorithm implemented in USEARCH with default 
settings. ASV taxonomic assignments were conducted based on SILVA 
database (version 138.1). Additionally, ASVs classified as chloroplasts, 
mitochondria, and Archaea were discarded from the bacterial data set.

All statistical analyses were performed in R (version 4.1.3). Alpha 
diversity indices (ASV richness, Chao1, Evenness, and Shannon’s 
diversity) were calculated using the package vegan (Oksanen, 2013). 
The differences in parameters among sampling sites and regions were 
tested with one-way analysis of variance (ANOVA) and Tukey’s HSD 
post hoc test. A value of p <0.05 was considered significant in all 
statistical tests. Pearson correlation test between soil chemistry and 
relative abundance of different microbial taxa was also performed. 
Community dissimilarities among the sampling sites and three 
regions based on number of reads obtained by amplicon sequencing 
were assessed by non-metrical multidimensional scaling (NMDS) 
using the package phyloseq and permutational multivariate analysis of 
variance (PERMANOVA).

In addition, a co-occurrence network was built using the package 
cooccur (true_rand_classifier = 0.2) with taxonomical classification at 
the order or class level.

Results

Chemical characteristics

Chemical characteristics of the samples are present in Table 2. In 
brief, pH of the measured samples was in a range of 5.19–8.35. 
Biocrusts from the rookery (Amu1 and Skar19) had higher SOM, 
Nmineral and TP contents than the other samples. Likewise, biomass on 
penguin feathers surface (Amu5) had high SOM and Nmineral contents. 
Frost boiled soil (Lang41) had slightly alkaline pH but very low SOM, 
Nmineral and TP contents.

FIGURE 1

Map of the sampling localities.
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Microbial community composition

Amplicon sequencing using general bacterial primers resulted in 
1.5 M quality filtered reads and 5,013 ASVs assigned to bacteria. ASV 
richness in the sites varied from 53 to 716 bacterial ASVs and from 48 
to 618 eukaryotic ASVs (Supplementary Figure S2). The majority of 
bacterial reads were assigned to Chloroflexi (1,139 ASVs), 
Cyanobacteria (365 ASVs) and Firmicutes (132 ASVs), depending on 
the sample (Figure 2). Amplicon sequencing using eukaryotic primers 
produced 5 M reads clustered into 2,184 ASVs. Eukaryotic community 
was dominated by Chloroplastida (284 ASVs), Alveolata (278 ASVs), 
Rhizaria (544 ASVs) and Metazoa (99 ASVs). In total, 375 bacterial 
and 246 eukaryotic genera were identified across the samples.

The majority of the collected samples were dominated by 
Cyanobacteria and Chloroplastida and/or Metazoa (Figure  2). 
Chloroplastida was the most abundant eukaryote in the majority of 

the samples from Amundsen Bay, Skarvsnes and Padda Island, while 
Metazoa dominated more samples from Langhovde and Innhovde. 
The dominance of both Cyanobacteria and Metazoa was observed in 
biofilms (Amu9 and In1), several biocrusts (Lang7, Lang37 and 
Skar18), soils (Lang35 and Lang 41) and sand (Pad3). Furthermore, 
biocrusts collected in the rookeries (Amu1 and Skar19) were 
dominated by Firmicutes within bacteria and either Chloroplastida 
(Amu1) or Rhizaria (Skar19) within eukaryotes.

NMDS plot showed that the replicates were similar to each other 
and grouped by the site of their origin (Figure 3). Furthermore, the 
microbial diversity among the sites was significantly different based 
on PERMANOVA analysis (p < 0.05 for both 16S and 18S datasets). 
There were no clear clusters based on the locality or type of the 
samples with some exceptions. For example, few samples from 
Langhovde (Lang7, Lang35, Lang36, Lang37) and Amundsen Bay 
(Amu8, Amu9 and Amu14) were closely related to each other within 

TABLE 1 Description of the samples in continental Antarctica.

Sample Description Location GPS coordinates

S E

Amu1 Biocrust in the rookery

Amundsen Bay

66°47′28” 50°33′06”

Amu2 Biocrust near the rookery 66°47′26” 50°32′58”

Amu5 Biomass on penguin feathers surface 66°47′23” 50°33′22”

Amu8 Biocrust 66°47′22” 50°33′27”

Amu9 Biofilm on rocks 66°47′23” 50°33′45”

Amu14 Biocrust with penguin feathers 66°47′20” 50°33′49”

In1 Biofilm on rocks Innhovde 69°51′22” 37°06′29”

Lang4 Black spots with mosses

Langhovde

69°14′27″ 39°43′37”

Lang7 Biocrust next to the stream 69°14′28” 39°44′29″

Lang21 Black biocrust 69°14′43” 39°43′29”

Lang35 Mineral soil 69°14′28” 39°44′19”

Lang36 Lichens on the moss biocrust 69°14′28” 39°44′19”

Lang37 Black biocrust with lichens 69°14′28” 39°44′19”

Lang41 Frost boil soil 69°14′72” 39°43′51”

Lang46 Endolithic community 69°14′18” 39°43′34”

Pad1 Black biocrust with moss

Padda Island

69°37′01” 38°16′25”

Pad2 Poor biocrust 69°37′01” 38°16′25”

Pad3 Sand from ephemeral wetlands 69°36′51 38°16′21”

Skar18 Black biocrust

Skarvsnes

69°29′22” 39°35′15”

Skar19 Biocrust in the rookery 69°29′36” 39°33′43

Skar22 Biomass on surface of seal mummy 69°27′44” 39°35′00”

Skar35 Sand from ephemeral wetlands 69°28′27” 39°38′44”

Skar38 Hypolithic community 69°28′51” 39°39′15”

Syo4 Biocrust
Ongul Island (Syowa station)

69°00′47” 39°35′05”

Syo6 Black biocrust 69°00′50” 39°34′11”
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the locality of origin. Besides, biocrusts from the rookeries (Amu1 and 
Skar19) were also similar to each other.

In addition, there were no significant correlations between the 
microbial diversity and soil parameters with two exceptions. Relative 
abundance of Firmicutes was strongly positively correlated with total 
P and N (r2 = 0.99 and 0.96, respectively; p < 0.05).

Composition and abundance of microbial 
phototrophs

A total of 279 ASVs were assigned to Cyanobacteria (Figure 2; 
Supplementary Table S1) and 26 genera were identified. The majority 
of the samples were dominated by Oscillatoriales (22 ASVs) and 6 
genera were recorded (Coleofasciculus, Geitlerinema, Kamptonema, 
Oscillatoria, Tychonema, Wilmottia). ASV11 assigned to Wilmottia 
constituted 47 and 64% of total cyanobacterial reads in the two 
samples (Amu8 and Amu14, respectively). Likewise, ASV18, identified 
as Tychonema, comprised 67 and 66% of total cyanobacterial reads in 
Amu1 and Amu5, respectively, but was not found in the majority of 
the samples. Another filamentous order Pseudanabaenales (114 ASVs) 

had high abundance in the samples and the majority of assigned ASVs 
belonged to either Leptolyngbya (17 ASVs) or Phormidesmis (42 
ASVs). Order Nostocales was presented by 8 genera (Calothrix, 
Loriellopsis, Mastigocladopsis, Nodularia, Nostoc, Petalonema, 
Rivularia, Scytonema) and prevailed in the 7 samples (In1, Lang4, 
Lang21, Lang 46, Pad1, Skar18 and Syo6). Besides, 90% of 
cyanobacterial reads in Lang46 belonged to ASV35 assigned to 
Nostocales, but not identified beyond the order level. This endolithic 
sample (Lang46) had only 12 cyanobacterial ASVs and was very 
distinct from the other samples. Furthermore, three samples (Pad2, 
Pad3 and Skar 38) were dominated by Chroococcidiopsidales and two 
genera (Aliterella, Chroococcidiopsis) were identified. In addition, 
Synechococcales, in particular Acaryochloris and Synechococcus, were 
observed in the 9 samples.

Eukaryotic microalgae comprised from 3 to 80% of the total 
eukaryotic reads, depending on the sample (371 ASVs in total; 
Figure 2; Supplementary Table S1). The dominant microalgae in the 
majority of the samples were Trebouxiophyceae (149 ASVs). ASV2 
assigned to Prasiola dominated algal community in the samples 
Amu1, Amu5 and Skar22. Besides, 90 ASVs from Trebouxiophyceae 
were identified at the genus level (20 genera; Supplementary Table S1). 
Furthermore, class Chlorophyceae prevailed in the sample Pad3 (33% 
of total algal reads) and 15 genera were identified across all the 
samples (Supplementary Table S1). Ulvophyceae dominated in seven 
samples (Amu9, Lang7, Lang21, Lang35, Skar18, Skar35, Syo4) and 
four different genera were identified, namely Desmochloris, 
Scotinosphaera, Acrosiphonia, Pseudendoclonium. The only one ASV 
from Zygnematophyceae, genus Cosmarium, exerted dominance in 
Lang36 and Lang37. Moreover, the sample Lang41 had 90% of total 
algal reads belonging to Bacillariophyceae with majority of reads 
assigned to genus Luticola. Other diatom ASVs identified at the genus 
level included Chaetoceros, Fistulifera, Hantzschia, Humidophila, 
Parlibellus, Pinnularia. In addition, several genera were identified 
within class Xanthophyceae, namely Botrydiopsis, Chlorellidium, 
Mischococcus, Pleurochloris, Pseudopleurochloris and Xanthonema.

In addition, epifluorescence microscopy revealed the dominance 
of cyanobacteria in the majority of the samples (Figure 4). The highest 
cyanobacterial cell number and biovolume were recorded in Lang21. 
Eukaryotic microalgae prevailed in 4 samples (Amu2, Amu5, Amu14, 
and Skar22) and Skar22 had the highest cell number and biovolume. 
Furthermore, no eukaryotic algae were observed in 8 samples (Amu1, 
In1, Lang4, Pad3, Skar18, Skar38, Syo4, Syo6).

Co-occurrence network

Co-occurrence analysis revealed 361 correlations within microbial 
community (Supplementary Figure S3; Supplementary Table S2). Of 
these, 272 co-occurrences were positive and 89 were negative. The 
majority of positive co-occurrences were between bacterial taxa, while 
the most of negative co-occurrences were observed between bacteria 
and eukaryotes.

Cyanobacteria co-occurred together with 29 bacterial (from 
Actinobacteriota, Armatimonadota, Bdellovibrionota, Chloroflexi, 
Firmicutes, Myxococcota, Patescibacteria, Planctomycetota, 
Proteobacteria and other Cyanobacteria) and 13 eukaryotic (from 
Amoebae, Alveolata, Chlorophyta, Fungi, and Amoebozoa) taxa. 
Furthermore, 4 negative co-occurrences were observed with bacteria 

TABLE 2 Chemical characteristics of the Antarctic samples.

Sample pH 
(H2O)

Conductivity, 
μS/cm

SOM, 
%

Nmineral, 
%

TP, 
%

Amu1 7.01 8,230 20.30 9.21 4.54

Amu2 7.83 3,220 1.48 0.28 0.08

Amu5 5.91 586 17.81 2.85 0.71

Amu8 5.71 113 8.92 0.69 0.18

Amu9 5.46 1838 NA NA NA

Amu14 5.19 675 5.86 0.46 0.08

In1 6.92 80 5.04 0.43 0.20

Lang4 7.11 261 1.00 0.06 0.20

Lang7 5.93 215 NA NA NA

Lang21 7.73 5,010 NA NA NA

Lang35 6.58 139 NA NA NA

Lang36 NA NA 0.60 0.08 0.31

Lang37 6.26 109 1.70 0.67 0.40

Lang41 8.35 2,700 0.62 0.09 0.17

Lang46 NA NA NA NA NA

Pad1 5.57 119 2.23 0.17 0.24

Pad2 6.31 34 1.29 0.12 0.29

Pad3 6.60 141 1.39 0.31 0.32

Skar18 7.64 504 3.26 0.09 0.13

Skar19 7.53 2080 13.29 7.58 4.22

Skar22 NA NA NA NA NA

Skar35 8.19 465 2.71 0.03 0.15

Skar38 7.17 284 NA NA NA

Syo4 7.55 4,420 1.11 0.09 0.26

Syo6 6.55 274 0.66 0.34 0.21

SOM, Nmineral, and TP correspond to soil organic matter, mineral nitrogen and total 
phosphorus, respectively. NA indicates that measurements are not available for the sample.
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(Bacillales/Chroococcales, Absconditabacteriales/Gloeobacterales, 
Bacteroidales/Nodosilineales, Micropepsales/Nodosilineales).

Eukaryotic algae had 18 and 13 co-occurrences with bacteria 
(including 3 with cyanobacteria) and eukaryotes, respectively. Four 
algal taxa (Chlorodendrophyceae, Coleochaetophyceae, 
Bacillariophyceae, and Zygnematophyceae) showed positive 
correlations with members of Alveolata, Amoebozoa, Fungi, 
Stramenopiles, and Rhizaria. Besides, algae co-occurred together with 
7 bacterial (Acidobacteriota, Actinobacteriota, Armatimonadota, 
Bdellovibrionota, Firmicutes, Myxococcota, Proteobacteria) and 3 
cyanobacterial (Chroococcales, Gloeobacterales, Synechococcales) 
taxa. In addition, 3 negative correlations were observed between algae 
and bacteria (Lactobacillales/Chlorodendrophyceae, Oligoflexales/
Zygnematophyceae, Tissierellales/Klebsormidiophyceae).

Discussion

Overall diversity

The bacterial community in various terrestrial environments of 
East Antarctica was mainly represented by Chloroflexi, Cyanobacteria, 
and Firmicutes (Figure 2). These bacterial phyla are generally found 
in Antarctic terrestrial habitats (Doytchinov and Dimov, 2022). In 
contrast, Proteobacteria, Bacteroidetes, and Cyanobacteria are the 
primary inhabitants of soils and biocrusts in maritime Antarctica 
(Rippin et  al., 2018; Bendia et  al., 2023). The terrestrial bacterial 

community in the Sør Rondane Mountains, located in continental 
Antarctica, is mainly dominated by Proteobacteria, Bacteroidetes, and 
Deinococcus-Thermus (Obbels et  al., 2016), while Actinobacteria 
prevail in soils from the McMurdo Dry Valleys (Mashamaite et al., 
2023). Such discrepancies between the different parts of Antarctica 
could suggest that distance is an important parameter influencing 
microbial diversity.

Furthermore, Cyanobacteria were the most abundant phylum in 
the majority of the samples. Cyanobacterial rock colonization and/or 
biofilm formation in some samples (Amu9 and In1) is typical for the 
extreme environmental conditions of Antarctica (de Los Ríos et al., 
2003). Furthermore, several biocrust samples (Amu14, Lang7, Lang37, 
Skar18, Syo4, Syo6) were dominated by Cyanobacteria. Biocrusts are 
considered as main vegetation in Antarctica and Cyanobacteria 
greatly contribute to their formation and development (Büdel and 
Colesie, 2014). However, the biocrusts collected from the rookeries 
(Amu1 and Skar19) were dominated by Firmicutes. These bacteria are 
involved in guano decomposition (Grzesiak et al., 2020) and were 
previously recorded in Antarctic ornithogenic soils colonized by 
penguins (Kim et al., 2012). They were also strongly correlated with 
total P and mineral N content. In addition, the endolithic and 
hypolithic samples (Lang46 and Skar38, respectively) were dominated 
by Chloroflexi.

The eukaryotic community in the Antarctic terrestrial samples 
was represented overall by Alveolata, Chloroplastida, Metazoa, and 
Rhizaria (Figure 2), consistent with findings from previous molecular 
studies (Obbels et al., 2016; Rippin et al., 2018). While different primer 

FIGURE 2

Microbial profiles in terrestrial Antarctic samples.
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pairs may lead to under- or overrepresentation of certain microbial 
groups, the dominant taxa are consistently observed across all primer 
sets (Uddin et  al., 2020). Biocrusts in this study were mainly 
dominated by Chloroplastida, which is typical for this ecosystem in 
Antarctica (Büdel and Colesie, 2014). However, Metazoa, in particular 
Tardigrada, prevailed in several biocrusts samples (Lang7, Lang21, 
Lang37, Syo6). This phylum, known as water bears, is resistant to 
various extreme conditions and has been observed in Antarctic soils 
(Kaczmarek et al., 2014). However, they do not favor ornithogenic 
soils (Smykla et al., 2012), which was confirmed in this study.

Co-occurrence network analysis revealed a higher number of 
positive correlations between microorganisms in the Antarctic 
terrestrial environment and most of these were between bacterial taxa 

(Supplementary Figure S3). Bacteria are known to live in communities 
and are capable of cooperating with each other (Stubbendieck et al., 
2016). Similarly, there were a high number of positive correlations 
between bacteria and eukaryotes. For example, co-occurrence of 
microbial phototrophs and fungi was found between 
Zygnematophyceae and Blastocladiomycetes. Blastocladiomycota, 
previously classified as a group within Chytridiomycota, were 
identified in association with algae and various plants based on fossil 
evidence (Strullu-Derrien, 2016). Furthermore, a positive 
co-occurrence between Cryptomycota and Chlorodendrophyceae in 
the studied samples may indicate the formation of saprotrophic 
associations (Vass et  al., 2022) between both taxa in Antarctic 
terrestrial environments.

FIGURE 4

Number of cells (A) and cell biovolume (B) in the studied samples.

FIGURE 3

Non-metric multidimensional scaling (NMDS) plots based on the bacterial (A) and eukaryotic (B) reads. Lines connect four replicates from each site.
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In-depth assessment of microbial 
phototrophs

Cyanobacterial community was dominated by filamentous 
cyanobacteria Oscillatoriales and Pseudanabaenales in the majority of 
the samples (Figure 2; Supplementary Table S1). These cyanobacteria 
are typical inhabitants of polar terrestrial environments and due to 
their motility and production of extracellular polymeric substances 
(EPS), they can adapt to the extreme environmental conditions 
(Tashyreva and Elster, 2012). Surprisingly, Phormidium and 
Microcoleus were absent from the samples, despite previous reports of 
their presence in Antarctica (Pushkareva et al., 2018; Rippin et al., 
2018). This could potentially be  attributed to the use of different 
primers or older database versions in the earlier studies. In addition, 
the black biocrusts or moss-containing samples were dominated by 
heterocystous cyanobacteria Nostocales. Several identified genera 
(Nodularia, Nostoc, Calothrix, and Rivularia) are able to epiphytically 
exist on the surface of moss, as previously reported in the polar 
regions (Solheim and Zielke, 2002). These genera provide fixed 
nitrogen to the moss and, in turn, receive a supply of carbohydrates 
and protection against desiccation and UV radiation (Stewart et al., 
2011). Likewise, it has been previously shown that communities of 
Nostocales inhabit biocrusts in Antarctica (Pushkareva et al., 2018). 
Surprisingly, no cyanobacteria from order Nostocales were detected 
in the green sand sample (Skar35). In temperate regions, the diversity 
of cyanobacteria in sand is lower than in biocrusts, although 
heterocystous cyanobacteria are still present (Glaser et  al., 2022). 
Besides, black sand sample (Pad3) contained several Nostocales 
genera. In addition, 47% of cyanobacterial reads in the hypolithic 
sample (Skar38) belonged to ASV26, assigned to Chroococcidiopsis. 
This genus has been previously detected in Antarctic hypoliths (Van 
Goethem et al., 2016). Similarly, ASV35, assigned to the order level of 
Nostocales, constituted 90% of cyanobacterial reads in the endolithic 
sample (Lang46), which is consistent with previous research (De Los 
Ríos et  al., 2014). These cyanobacteria frequently prevail in lithic 
microbial communities in Antarctica alongside Chloroflexi, as 
observed in this study.

The studied samples exhibited a dominance of Chlorophyceae, 
Trebouxiophyceae, Ulvophyceae, Bacillariophyceae, and 
Zygnematophyceae within the algal community (Figure  2; 
Supplementary Table S1). These eukaryotic algae are frequently found 
in Antarctica’s terrestrial surroundings (Obbels et al., 2016; Rybalka 
et  al., 2023). Furthermore, algae from order Prasiolales 
(Trebouxiophyceae) were detected in all samples and were particularly 
dominant in the samples from seal mummy and penguin feather 
surfaces (Skar22 and Amu5, respectively), as well as from penguin 
rookeries (Amu1, Skar19). These green algae typically inhabit 
environments rich in organic matter content and have been found in 
the Victoria Land, Princess Elizabeth Land and islands around the 
Antarctic Peninsula (Moniz et  al., 2012; Sharma et  al., 2020). In 
addition, the ASVs assigned to Xanthophyceae were mainly from the 
order Mischococcales, specifically the genera Botrydiopsis, 
Chlorellidium and Pleurochloris. Some of the identified species, namely 
Pseudopleurochloris antarctica and Chlorellidium tetrabotrys have 
previously been documented in pack-ice (Andreoli et al., 1999), soils 
and terrestrial environments (Broady, 1976) of Antarctica, respectively.

Cyanobacterial abundance and biovolume measured by 
epifluorescence microscopy prevailed in the majority of the samples 
(Figure 4). These trends are consistent with previous observations in 

Arctic biocrusts (Pushkareva et al., 2017, 2022). Cyanobacteria are the 
primary producers and often among the first colonizers of barren 
areas (Nemergut et al., 2007). In contrast, eukaryotic algae favor more 
developed environments with high organic matter content (Kaštovská 
et al., 2005). In this respect, eukaryotic algae dominated samples, 
either on the surface of seal mummy (Skar22) or penguin feathers 
(Amu5), where Prasiola was observed, or in biocrusts with penguin 
feathers (Amu14) or near the rookery (Amu2).

Conclusion

This study reveals high heterogeneity of both prokaryotic and 
eukaryotic microbial communities in various terrestrial environments 
of East Antarctica. The dominant bacterial phyla observed in the samples 
were Chloroflexi, Cyanobacteria, and Firmicutes, while the dominant 
eukaryotic taxa were Chloroplastida, Alveolata, Rhizaria, and Metazoa. 
Cyanobacteria and eukaryotic microalgae were particularly abundant in 
the majority of the samples. The microbial community composition and 
diversity were influenced by the site of origin, indicating spatial variation 
in microbial populations. In addition, we  observed several positive 
co-occurrences between microphototrophs and fungi, indicating that 
these organisms might promote each other’s growths. However, further 
studies are needed to investigate the specific nature of interactions 
between these microorganisms.

In conclusion, this study enhances our understanding of species 
diversity and distribution in East Antarctica and serves as a valuable 
baseline for future research involving metagenomic and 
metatranscriptomic analyses in this region.

Data availability statement

The datasets presented in this study can be  found in online 
repositories. The names of the repository/repositories and accession 
number(s) can be found in the article/Supplementary material.

Author contributions

EP: Conceptualization, Data curation, Writing – original draft, 
Writing – review & editing. JE: Conceptualization, Writing – review 
& editing. SK: Writing – review & editing. SI: Writing – review & 
editing. BB: Conceptualization, Writing – review & editing.

Funding

The author(s) declare financial support was received for the research, 
authorship, and/or publication of this article. EP and BB were supported 
by the Deutsche Forschungsgemeinschaft (DFG) within the (project 
BE1779/23-1) which is part of the Priority Program 1158 ‘Antarctic 
Research’. JE was funded by the Czech Science foundation (project 
22-08680 L) and by the Czech Academy of Sciences (long-term research 
development project No. RVO 67985939). SK and SI were supported by 
JST SPRING, grant number JPMJSP2104, a grant from the Graduate 
University for Advanced Studies, SOKENDAI and, an NIPR publication 
subsidy. We acknowledge support for the Article Processing Charge from 
the DFG (German Research Foundation, 491454339).

https://doi.org/10.3389/fmicb.2023.1323148
https://www.frontiersin.org/journals/microbiology
https://www.frontiersin.org


Pushkareva et al. 10.3389/fmicb.2023.1323148

Frontiers in Microbiology 09 frontiersin.org

Acknowledgments

Samples collection was conducted as part of the 60th JARE 
summer activities. We acknowledge Tomotake Wada, Masahiro Otani, 
Sho Shimada as well as Takuhei Shiozaki (Tokyo University), Fumino 
Maruo (Chuo University) and all JARE members for assisting in the 
fieldwork. We thank the personnel of the Institute of Botany, AS CR 
and the Analytical Laboratory for chemical analyses as well as Jana 
Šnokhousová for laboratory support.

Conflict of interest

The authors declare that the research was conducted in the 
absence of any commercial or financial relationships that could 
be construed as a potential conflict of interest.

Publisher’s note

All claims expressed in this article are solely those of the authors 
and do not necessarily represent those of their affiliated 
organizations, or those of the publisher, the editors and the 
reviewers. Any product that may be evaluated in this article, or 
claim that may be made by its manufacturer, is not guaranteed or 
endorsed by the publisher.

Supplementary material

The Supplementary material for this article can be found online 
at: https://www.frontiersin.org/articles/10.3389/fmicb.2023.1323148/
full#supplementary-material

References
Almela, P., Justel, A., and Quesada, A. (2021). Heterogeneity of microbial communities 

in soils from the Antarctic peninsula region. Front. Microbiol. 12:628792. doi: 10.3389/
fmicb.2021.628792

Andreoli, C., Moro, I., la Rocca, N., Rigoni, F., Valle, L. D., and Bargelloni, L. (1999). 
Pseudopleurochloris Antarctica gen. et sp. nov., a new coccoid xanthophycean from 
pack-ice of Wood Bay (Ross Sea, Antarctica): ultrastructure, pigments and 18s rRNA 
gene sequence. Eur. J. Phycol. 34, 149–159. doi: 10.1080/09670269910001736202

Bajerski, F., and Wagner, D. (2013). Bacterial succession in Antarctic soils of two 
glacier forefields on Larsemann Hills, East Antarctica. FEMS Microbiol. Ecol. 85, 
128–142. doi: 10.1111/1574-6941.12105

Bastida, F., Jehmlich, N., Ondoño, S., von Bergen, M., García, C., and Moreno, J. L. 
(2014). Characterization of the microbial community in biological soil crusts 
dominated by Fulgensia desertorum (Tomin) Poelt and Squamarina cartilaginea (with.) 
P. James and in the underlying soil. Soil Biol. Biochem. 76, 70–79. doi: 10.1016/j.
soilbio.2014.05.004

Bendia, A. G., Moreira, J. C. F., Ferreira, J. C. N., Romano, R. G., Ferreira, I. G. C., 
Franco, D. C., et al. (2023). Insights into Antarctic microbiomes: diversity patterns for 
terrestrial and marine habitats. An. Acad. Bras. Cienc. 95:e20211442. doi: 
10.1590/0001-3765202320211442

Broady, P. A. (1976). Six new species of terrestrial algae from signy island, south 
orkney islands, Antarctica. Br. Phycol. J. 11, 387–405. doi: 10.1080/00071617600650451

Büdel, B., and Colesie, C. (2014). “Biological soil crusts” in Antarctic terrestrial 
microbiology: Physical and biological properties of Antarctic soil habitats. ed. D. Cowan 
(Berlin: Springer-Verlag), 131–161.

Cary, S. C., McDonald, I. R., Barrett, J. E., and Cowan, D. A. (2010). On the rocks: the 
microbiology of Antarctic Dry Valley soils. Nat. Rev. Microbiol. 8, 129–138. doi: 10.1038/
nrmicro2281

Cowan, D. A. (2014). Antarctic terrestrial microbiology: physical and biological 
properties of Antarctic soils. Springer: Berlin. 1–328.

De Los Ríos, A., Wierzchos, J., and Ascaso, C. (2014). The lithic microbial ecosystems 
of Antarctica’s McMurdo dry valleys. Antarct. Sci. 26, 459–477. doi: 10.1017/
S0954102014000194

de Los Ríos, A., Wierzchos, J., Sancho, L. G., and Ascaso, C. (2003). Acid 
microenvironments in microbial biofilms of Antarctic endolithic microecosystems. 
Environ. Microbiol. 5, 231–237. doi: 10.1046/j.1462-2920.2003.00417.x

Doytchinov, V., and Dimov, S. G. (2022). Microbial community composition of the 
Antarctic ecosystems: review of the Bacteria, Fungi, and Archaea identified through an 
NGS-based metagenomics approach. Life 12:916. doi: 10.3390/life12060916

Edgar, R. C. (2013). UPARSE: highly accurate OTU sequences from microbial 
amplicon reads. Nat. Methods 10, 996–998. doi: 10.1038/nmeth.2604

Glaser, K., Van, A. T., Pushkareva, E., Barrantes, I., and Karsten, U. (2022). Microbial 
communities in biocrusts are recruited from the neighboring sand at coastal dunes along 
the Baltic Sea. Front. Microbiol. 13:859447. doi: 10.3389/fmicb.2022.859447

Grzesiak, J., Kaczyńska, A., Gawor, J., Żuchniewicz, K., Aleksandrzak-Piekarczyk, T., 
Gromadka, R., et al. (2020). A smelly business: microbiology of Adélie penguin guano 
(point Thomas rookery, Antarctica). Sci. Total Environ. 714:136714. doi: 10.1016/j.
scitotenv.2020.136714

Hillebrand, H., Dürselen, C. D., Kirschtel, D., Pollingher, U., and Zohary, T. (1999). 
Biovolume calculation for pelagic and benthic microalgae. J. Phycol. 35, 403–424. doi: 
10.1046/j.1529-8817.1999.3520403.x

Kaczmarek, Ł., Janko, K., Smykla, J., and Michalczyk, Ł. (2014). Soil tardigrades from 
the Antarctic peninsula with a description of a new species and some remarks on the 
genus Ramajendas (Eutardigrada: Isohypsibiidae). Polar Record 50, 176–182. doi: 
10.1017/S0032247413000168

Kaštovská, K., Elster, J., Stibal, M., and Santrůcková, H. (2005). Microbial assemblages 
in soil microbial succession after glacial retreat in Svalbard (high arctic). Microb. Ecol. 
50, 396–407. doi: 10.1007/s00248-005-0246-4

Kim, O. S., Chae, N., Lim, H. S., Cho, A., Kim, J. H., Hong, S. G., et al. (2012). Bacterial 
diversity in ornithogenic soils compared to mineral soils on King George Island, 
Antarctica. J. Microbiol. 50, 1081–1085. doi: 10.1007/s12275-012-2655-7

Mashamaite, L., Lebre, P. H., Varliero, G., Maphosa, S., Ortiz, M., Hogg, I. D., et al. 
(2023). Microbial diversity in Antarctic Dry Valley soils across an altitudinal gradient. 
Front. Microbiol. 14:1203216. doi: 10.3389/fmicb.2023.1203216

Moniz, M. B. J., Rindi, F., Novis, P. M., Broady, P. A., and Guiry, M. D. (2012). 
Molecular phylogeny of Antarctic prasiola (prasiolales, trebouxiophyceae) reveals 
extensive cryptic diversity. J. Phycol. 48, 940–955. doi: 10.1111/j.1529-8817.2012.01172.x

Nemergut, D. R., Anderson, S. P., Cleveland, C. C., Martin, A. P., Miller, A. E., 
Seimon, A., et al. (2007). Microbial community succession in an unvegetated, recently 
deglaciated soil. Microb. Ecol. 53, 110–122. doi: 10.1007/s00248-006-9144-7

Obbels, D., Verleyen, E., Mano, M.-J., Namsaraev, Z., Sweetlove, M., Tytgat, B., et al. 
(2016). Bacterial and eukaryotic biodiversity patterns in terrestrial and aquatic habitats 
in the Sør Rondane Mountains, Dronning Maud land, East Antarctica. FEMS Microbiol. 
Ecol. 92:fiw041. doi: 10.1093/femsec/fiw041

Oksanen, J. (2013). Multivariate analysis of ecological communities in R:vegan 
tutorial. R Documentation 3:121. doi: 10.1016/0169-5347(88)90124-3

Pushkareva, E., Elster, J., Holzinger, A., Niedzwiedz, S., and Becker, B. (2022). 
Biocrusts from Iceland and Svalbard: does microbial community composition differ 
substantially? Front. Microbiol. 13:1048522. doi: 10.3389/fmicb.2022.1048522

Pushkareva, E., Johansen, J. R., and Elster, J. (2016). A review of the ecology, 
ecophysiology and biodiversity of microalgae in Arctic soil crusts. Polar Biol. 39, 
2227–2240. doi: 10.1007/s00300-016-1902-5

Pushkareva, E., Kvíderová, J., Šimek, M., and Elster, J. (2017). Nitrogen fixation and 
diurnal changes of photosynthetic activity in Arctic soil crusts at different development 
stage. Eur. J. Soil Biol. 79, 21–30. doi: 10.1016/j.ejsobi.2017.02.002

Pushkareva, E., Pessi, I. S., Namsaraev, Z., Mano, M. J., Elster, J., and Wilmotte, A. 
(2018). Cyanobacteria inhabiting biological soil crusts of a polar desert: Sør Rondane 
Mountains, Antarctica. Syst. Appl. Microbiol. 41, 363–373. doi: 10.1016/j.
syapm.2018.01.006

Rippin, M., Lange, S., Sausen, N., and Becker, B. (2018). Biodiversity of biological soil 
crusts from the polar regions revealed by metabarcoding. FEMS Microbiol. Ecol. 94:36. 
doi: 10.1093/femsec/fiy036

Rognes, T., Flouri, T., Nichols, B., Quince, C., and Mahé, F. (2016). VSEARCH: a 
versatile open source tool for metagenomics. PeerJ 4, e2584–e2522. doi: 10.7717/
peerj.2584

Rybalka, N., Blanke, M., Tzvetkova, A., Noll, A., Roos, C., Boy, J., et al. (2023). 
Unrecognized diversity and distribution of soil algae from maritime Antarctica (Fildes 
peninsula, King George Island). Front. Microbiol. 14:1118747. doi: 10.3389/
fmicb.2023.1118747

Sharma, S., Sutar, R. R., Parida, A., and Bast, F. (2020). DNA barcoding and ITS-tufA 
multi-local molecular phylogeny of nitrophilic alga Prasiola crispa growing on penguin 

https://doi.org/10.3389/fmicb.2023.1323148
https://www.frontiersin.org/journals/microbiology
https://www.frontiersin.org
https://www.frontiersin.org/articles/10.3389/fmicb.2023.1323148/full#supplementary-material
https://www.frontiersin.org/articles/10.3389/fmicb.2023.1323148/full#supplementary-material
https://doi.org/10.3389/fmicb.2021.628792
https://doi.org/10.3389/fmicb.2021.628792
https://doi.org/10.1080/09670269910001736202
https://doi.org/10.1111/1574-6941.12105
https://doi.org/10.1016/j.soilbio.2014.05.004
https://doi.org/10.1016/j.soilbio.2014.05.004
https://doi.org/10.1590/0001-3765202320211442
https://doi.org/10.1080/00071617600650451
https://doi.org/10.1038/nrmicro2281
https://doi.org/10.1038/nrmicro2281
https://doi.org/10.1017/S0954102014000194
https://doi.org/10.1017/S0954102014000194
https://doi.org/10.1046/j.1462-2920.2003.00417.x
https://doi.org/10.3390/life12060916
https://doi.org/10.1038/nmeth.2604
https://doi.org/10.3389/fmicb.2022.859447
https://doi.org/10.1016/j.scitotenv.2020.136714
https://doi.org/10.1016/j.scitotenv.2020.136714
https://doi.org/10.1046/j.1529-8817.1999.3520403.x
https://doi.org/10.1017/S0032247413000168
https://doi.org/10.1007/s00248-005-0246-4
https://doi.org/10.1007/s12275-012-2655-7
https://doi.org/10.3389/fmicb.2023.1203216
https://doi.org/10.1111/j.1529-8817.2012.01172.x
https://doi.org/10.1007/s00248-006-9144-7
https://doi.org/10.1093/femsec/fiw041
https://doi.org/10.1016/0169-5347(88)90124-3
https://doi.org/10.3389/fmicb.2022.1048522
https://doi.org/10.1007/s00300-016-1902-5
https://doi.org/10.1016/j.ejsobi.2017.02.002
https://doi.org/10.1016/j.syapm.2018.01.006
https://doi.org/10.1016/j.syapm.2018.01.006
https://doi.org/10.1093/femsec/fiy036
https://doi.org/10.7717/peerj.2584
https://doi.org/10.7717/peerj.2584
https://doi.org/10.3389/fmicb.2023.1118747
https://doi.org/10.3389/fmicb.2023.1118747


Pushkareva et al. 10.3389/fmicb.2023.1323148

Frontiers in Microbiology 10 frontiersin.org

guano at Larsemann Hills, Eastern Antarctica. Czech Polar Rep 11, 194–202. doi: 
10.5817/CPR2021-2-13

Smykla, J., Iakovenko, N., Devetter, M., and Kaczmarek, Ł. (2012). Diversity and 
distribution of tardigrades in soils of Edmonson point (northern Victoria land, 
continental Antarctica). Czech Polar Rep. 2, 61–70. doi: 10.5817/CPR2012-2-6

Solheim, B., and Zielke, M. (2002). “Associations between Cyanobacteria and mosses” 
in Cyanobacteria in Symbiosis In: Rai, A.N., Bergman, B., Rasmussen, U. (eds) 
Cyanobacteria in Symbiosis. (Springer, Dordrecht: Kluwer Academic Publishers), 
137–152.

Stewart, K. J., Lamb, E. G., Coxson, D. S., and Siciliano, S. D. (2011). Bryophyte-
cyanobacterial associations as a key factor in N2-fixation across the Canadian Arctic. 
Plant Soil 344, 335–346. doi: 10.1007/s11104-011-0750-x

Stoeck, T., Bass, D., Nebel, M., Christen, R., Jones, M. D. M., Breiner, H. W., et al. 
(2010). Multiple marker parallel tag environmental DNA sequencing reveals a highly 
complex eukaryotic community in marine anoxic water. Mol. Ecol. 19, 21–31. doi: 
10.1111/j.1365-294X.2009.04480.x

Strullu-Derrien, C. (2016). “Fungal evolution: aquatic–terrestrial transitions” in 
Encyclopedia of evolutionary biology. ed. R. M. Kliman (Cambridge, MA: Academic Press), 
97–103.

Stubbendieck, R. M., Vargas-Bautista, C., and Straight, P. D. (2016). Bacterial 
communities: interactions to scale. Front. Microbiol. 7:1234. doi: 10.3389/
fmicb.2016.01234

Tashyreva, D., and Elster, J. (2012). “Production of dormant stages and stress resistance 
of polar Cyanobacteria” in Life on earth and other planetary bodies, cellular origin, life in 
extreme habitats and astrobiology. eds. A. Hanslmeier, S. Kempe and J. Seckbach (Berlin: 
Springer Science+Business Media Dordrecht), 367–386.

Uddin, W., Schlaeppi, K., Ronchi, F., Leib, S. L., Erb, M., and Alban, R. (2020). 
Evaluation of primer pairs for microbiome profiling across a food chain from soils to 
humans within the one health framework. Mol. Ecol. Resour. 20, 1558–1571. doi: 
10.1101/843144

Van Goethem, M. W., Makhalanyane, T. P., Valverde, A., Cary, S. C., and 
Cowan, D. A. (2016). Characterization of bacterial communities in lithobionts and 
soil niches from Victoria Valley, Antarctica. FEMS Microbiol. Ecol. 92, 1–22. doi: 
10.1093/femsec/fiw051

Vass, M., Eriksson, K., Carlsson-Graner, U., Wikner, J., and Andersson, A. (2022). 
Co-occurrences enhance our understanding of aquatic fungal metacommunity assembly 
and reveal potential host–parasite interactions. FEMS Microbiol. Ecol. 98:fiac120. doi: 
10.1093/femsec/fiac120

Wang, N. F., Zhang, T., Zhang, F., Wang, E. T., He, J. F., Ding, H., et al. (2015). 
Diversity and structure of soil bacterial communities in the Fildes region (maritime 
Antarctica) as revealed by 454 pyrosequencing. Front. Microbiol. 6:1188. doi: 
10.3389/fmicb.2015.01188

Zhang, E., Thibaut, L. M., Terauds, A., Raven, M., Tanaka, M. M., van Dorst, J., et al. 
(2020). Lifting the veil on arid-to-hyperarid Antarctic soil microbiomes: a tale of two 
oases. Microbiome 8:37. doi: 10.1186/s40168-020-00809-w

https://doi.org/10.3389/fmicb.2023.1323148
https://www.frontiersin.org/journals/microbiology
https://www.frontiersin.org
https://doi.org/10.5817/CPR2021-2-13
https://doi.org/10.5817/CPR2012-2-6
https://doi.org/10.1007/s11104-011-0750-x
https://doi.org/10.1111/j.1365-294X.2009.04480.x
https://doi.org/10.3389/fmicb.2016.01234
https://doi.org/10.3389/fmicb.2016.01234
https://doi.org/10.1101/843144
https://doi.org/10.1093/femsec/fiw051
https://doi.org/10.1093/femsec/fiac120
https://doi.org/10.3389/fmicb.2015.01188
https://doi.org/10.1186/s40168-020-00809-w

	Microbial community composition of terrestrial habitats in East Antarctica with a focus on microphototrophs
	Introduction
	Materials and methods
	Localities description and sampling
	Soil analysis
	Cell number and biovolume of microbial phototrophs
	DNA isolation and amplicon sequencing
	Bioinformatic and statistical analyses

	Results
	Chemical characteristics
	Microbial community composition
	Composition and abundance of microbial phototrophs
	Co-occurrence network

	Discussion
	Overall diversity
	In-depth assessment of microbial phototrophs

	Conclusion
	Data availability statement
	Author contributions

	References

