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Introduction: The study explores the indirect impact of climate change driven by 
gentoo’s penguin colonization pressure on the microbial communities of moss 
banks formed by Tall moss turf subformation in central maritime Antarctica.

Methods: Microbial communities and chemical composition of the differently 
affected moss banks (Unaffected, Impacted and Desolated) located on Galindez 
Island and Сape Tuxen on the mainland of Kyiv Peninsula were analyzed.

Results: The native microbiota of the moss banks’ peat was analyzed for the 
first time, revealing a predominant presence of Acidobacteria (32.2 ± 14.4%), 
followed by Actinobacteria (15.1 ± 4.0%) and Alphaproteobacteria (9.7 ± 4.1%). 
Penguin colonization and subsequent desolation of moss banks resulted in an 
increase in peat pH (from 4.7 ± 0.05 to 7.2 ± 0.6) and elevated concentrations of 
soluble nitrogen (from 1.8 ± 0.4 to 46.9 ± 2.1 DIN, mg/kg) and soluble phosphorus 
compounds (from 3.6 ± 2.6 to 20.0 ± 1.8 DIP, mg/kg). The contrasting composition 
of peat and penguin feces led to the elimination of the initial peat microbiota, with 
an increase in Betaproteobacteria (from 1.3 ± 0.8% to 30.5 ± 23%) and Bacteroidota 
(from 5.5 ± 3.7% to 19.0 ± 3.7%) proportional to the intensity of penguins’ impact, 
accompanied by a decrease in community diversity. Microbial taxa associated 
with birds’ guts, such as Gottschalkia and Tissierella, emerged in Impacted and 
Desolated moss banks, along with bacteria likely benefiting from eutrophication. 
The changes in the functional capacity of the penguin-affected peat microbial 
communities were also detected. The nitrogen-cycling genes that regulate the 
conversion of urea into ammonia, nitrite oxide, and nitrate oxide (ureC, amoA, 
nirS, nosZ, nxrB) had elevated copy numbers in the affected peat. Desolated peat 
samples exhibit the highest nitrogen-cycle gene numbers, significantly differing 
from Unaffected peat (p < 0.05).

Discussion: The expansion of gentoo penguins induced by climate change led 
to the replacement of acidophilic microbiomes associated with moss banks, 
shaping a new microbial community influenced by penguin guano’s chemical 
and microbial composition.
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1 Introduction

The Western Antarctic Peninsula has experienced the fastest 
climate change than anywhere on Earth during the last 50 years. Such 
rapid changes inevitably affect the conditions for the functioning of 
Antarctica’s terrestrial and marine biota (Smith et al., 1999; Vaughan 
et al., 2003; Bromwich et al., 2013). While climate changes threaten 
some species in the region, such as Adélie penguin or krill (Atkinson 
et al., 2004; Emmerson and Southwell, 2022), others benefit from these 
alterations. In the latter context, species adapted to the comparatively 
moderate subantarctic conditions can be  mentioned. Examples 
include the growth of Pygoscelis papua or gentoo penguin population 
(Lynch et al., 2012; Korczak-Abshire et al., 2021), the salp expansion 
in the Southern Ocean (Atkinson et al., 2004), and the spread of crabs 
from Patagonia to the Southern Ocean (Hellberg et al., 2019).

For species such as gentoo penguins, salps, or krill, the impact of 
climate change—whether positive or negative—is directly linked to 
rising temperatures, ice retreat, or the expanding areas available for 
colonization. Nevertheless, climatic changes extend beyond direct 
impacts and have large-scale indirect consequences on Antarctic biota.

The indirect impact of climate change is reliably illustrated by the 
influence of the Southward expansion of the gentoo penguin (Lynch 
et al., 2012; LaRue et al., 2013; Younger et al., 2015). An example of 
such expansion is the first appearance of gentoo penguins on Galindez 
Island in central maritime Antarctica in 2006, followed by rapid 
colonization and population growth (Parnikoza et al., 2018). Though 
penguins can often occupy barren areas released after recent glacier 
retreat (LaRue et al., 2013; Younger et al., 2015), gentoo penguins also 
establish colonies on moss banks, which are the most developed forms 
of the Tall moss turf subformation, as it happened on Galindez Island. 
These cryptogamic communities are exclusive to the maritime 
Antarctic and are composed of one or two moss species capable of 
accumulating peat: Polytrichum strictum Brid. and Chorisodontium 
aciphyllum (Hook.f. & Wilson) Broth. (Wierzgoń et  al., 2023). 
Eutrophication resulting from gentoo penguins’ colonization leads to 
the desolation of moss banks and the flourishing of the nitrophilic 
Prasiola crispa (Lightfoot) Kützing (Parnikoza et al., 2018; Wierzgoń 
et al., 2023). It induces changes in the structure of plant communities, 
followed by a loss of diversity and the elimination of species poorly 
adapted to high eutrophication levels. This scenario was observed on 
Galindez Island, devoid of gentoo colonies until the 2007/08 season 
(Parnikoza et al., 2018). The authors have observed a similar process 
on Cape Tuxen since 2014. The ongoing loss of diversity on Galindez 
Island and other localities caused by ornithogenic eutrophication 
continues to unfold.

Besides the ornithogenic effect observable to the naked eye, 
penguin colonization is likely to affect the chemical and 
microbiological composition of the peat accumulated beneath the 
plant community. The peat in moss banks in Antarctica possesses 
distinctive characteristics, setting it apart from other substrates in the 
region, including acidity, aerobicity, slow decomposition, and the 
accumulation of partially decomposed plant organic matter (Fenton, 
1980; Parnikoza et al., 2017). These unique properties likely support 
specific microbial communities. As illustrated earlier, penguin feces 
alter the composition of the soil microbial community (Wang et al., 
2015; Santamans et  al., 2017). The guano of penguins is highly 
enriched in nitrogen compounds, primarily represented by urea, 
proteins, and ammonium (Lindeboom, 1984; Zhu et  al., 2009; 

Crittenden et al., 2015; Lorrain et al., 2017). Studies of the mineral and 
ornithogenic soils in Cape Hallet and Cape Bird in the Ross Sea region 
revealed the enrichment in organic carbon, nitrogen, phosphorus and 
microbial biomass (Aislabie et al., 2009). Similarly, there were enriched 
concentrations of total carbon, total organic carbon and total nitrogen 
content in ornithogenic soils formed by P. papua and P. antarctica 
compared to the mineral soils on the southern coast of the Barton 
Peninsula of King George Island (Kim et al., 2012), and water content, 
organic matter content, and phosphorus content were higher in bird-
impacted soil from Fildes Peninsula, Ardley Peninsula, and Livingston 
Island (Ramírez-Fernández et  al., 2021). Alongside nutrients, the 
microbiota from penguins’ intestines is released into the Antarctic 
environment (Grzesiak et al., 2020). Bacterial community composition 
exhibited significant distinctions between soils influenced by 
penguins’ activity and mineral soils on the southern coast of the 
Barton Peninsula (Kim et al., 2012). According to Aislabie et al. (2009) 
Firmicutes and Psychrobacter dominated the nest sites of the Adelie 
penguins, while Xantomonadaceae, Rhodanobacter, Dokdonella, and 
Lysobacter dominated the abandoned sites. Analysis of the bacterial 
metagenomically assembled genomes (MAGs) (Ramírez-Fernández 
et al., 2021) revealed that bird impact on Antarctic soil changes the 
functional activity of microbes. In particular, nirK and nosZ genes 
(encoding for nitrite reductase and nitrous oxide reductase) were 
more significantly abundant in bird-impacted soils than soils without 
animal influence. Ornithogenic eutrophication and the input of gut 
microbiota are likely to alter moss banks’ peat and the specific 
microbial communities that inhabit this substrate.

In Antarctica, microbial communities typically constitute the 
dominant biomass component of terrestrial ecosystems. They play a 
pivotal role in controlling the biological flux of carbon, nutrients, and 
energy (Wynn-Williams, 1996), thereby influencing the functioning 
and development of terrestrial ecosystems (Yergeau and Kowalchuk, 
2008; Teixeira et al., 2010; Yergeau et al., 2012). Given the crucial role 
of microorganisms in Antarctic terrestrial life, penguin-induced 
eutrophication can lead to the replacement of the peat microbiota, 
impairment or changes in its functional capabilities. The intense input 
of penguin guano rich in nitrogen compounds is likely to alter the 
functioning of nitrogen-cycling bacteria, initially leading to 
enrichment in nitrogen-cycling taxa.

Herewith, the study’s objective was to investigate the gentoo 
penguin’s increasing colonization influence on the microbial 
communities of peat moss banks in central maritime Antarctica. The 
particular tasks of the study were: (i) estimate changes in the chemical 
parameters of the peat; (ii) evaluate the changes in microbial 
composition as the result of the penguins’ colonization; (iii) compare 
the abundance of the microbial nitrogen-cycling genes in the peat 
differentially affected by penguins.

2 Materials and methods

2.1 Study sites

Several moss banks influenced by penguin colonies expansion 
have been studied. These moss banks, namely moss banks 1 and 4 are 
located on Galindez Island, Argentine Islands (Figure 1, points 1 and 
4 respectively). The other moss bank 5 is located on the Сape Tuxen 
on the mainland of Kyiv Peninsula (Figure 1, point 5). All studied 
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moss banks were formed mainly by Polytrichum strictum (Schrader) 
but had significant diversity (Wierzgoń et al., 2023).

Penguin colonies appeared on the moss bank 1 in 2019, though 
birds abandoned this territory afterwards, leaving single nests. Both 
moss banks 4 and 5 were colonized by P. papua in 2020 and were 

considered newly penguin-disturbed territories at the moment of 
sampling. Moss banks 2 and 3 located on Galindez Island were not 
disturbed by penguins at the moment of sampling.

Moss banks were not evenly affected by penguins’ direct impact, 
such as colonization, trampling, and excretion. The moss banks that 

FIGURE 1

Locations of the moss banks located on Galindez Island and Сape Tuxen on the mainland of Kyiv Peninsula, where samples were collected.

https://doi.org/10.3389/fmicb.2024.1362975
https://www.frontiersin.org/journals/microbiology
https://www.frontiersin.org


Prekrasna-Kviatkovska et al. 10.3389/fmicb.2024.1362975

Frontiers in Microbiology 04 frontiersin.org

were not affected directly by the birds had no visual sign of the impact 
(Figure 2). We define 3 degrees of moss bank colonization by penguins 
(Figure 2).

 (i) Unaffected: Intact moss banks that show no direct and visible 
penguin influence. Samples of unaffected peat were collected 
from moss banks 2 and 3 on Galindez Island [Figure 1, points 
2 and 3, respectively (Wierzgoń et al., 2023)] in addition to 
moss banks 1, 4, and 5. These moss banks were not directly 
affected by P. papua in the study seasons.

 (ii) Impacted: Moss banks with a moderate impact, consisting of 
live, beaten-up turfs neighboring the patches covered with 

feces and feathers. The dominant P. strictum moss was 
partially deceased in this condition. It was pink, probably due 
to the loss of chlorophyll. Samples were collected from moss 
banks 1, 4, 5.

 (iii) Desolated: A moss bank with deceased P. strictum and other 
mosses entirely covered with guano. Subsequently, it can 
be  colonized by nitrophilic algae such as Prasiola crispa. 
Samples were collected from moss banks 1, 4, 5.

We distinguished these degrees of the penguin impact as 
Unaffected, Impacted and Desolated moss cover (Figure 2) and used 
these definitions here and after in the manuscript.

FIGURE 2

Levels of the ornithogenic impact on the moss banks: (A) Unaffected moss bank, moss bank 5; (B) impacted moss bank, moss bank 5; (C) desolated 
moss bank covered by guano, moss bank 5; (D) expansion of the penguin colony on the moss bank 4; (E) desolated part of moss bank 4 (2020).
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In addition to these sample types, we collected peat samples that 
had perished for reasons other than penguin colonization (Control 
Dead) as control points the margin of moss bank 3. This moss had 
died before the first colonies of P. papua appeared on the island in 
2007. The primary reason for this moss death was glaciation and 
prolonged snow coverage in the 20th century, as discussed by Yu et al. 
(2016). These samples were collected to compare microbiome 
composition with penguin-affected and Unaffected moss.

2.2 Samples collection

Samples of the peat were collected by sterile spatula in 15 mL 
polypropylene tubes and kept at the ambient temperature during the 
sampling campaign (several hours) until the laboratory at Vernadsky 
Station, where they were immediately frozen at −80°C for further 
microbiological analysis. Transportation of the samples from 
Antarctica was facilitated on the dry ice (−30°C).

About 50 g of peat samples were collected for the chemical 
analysis, which was performed immediately at the Vernadsky Station.

2.3 Measuring the biogenic elements’ 
content and pH of the peat

Peat samples were homogenized and topped with distilled water 
in a 10:1 (H2O: sample) v/w ratio. Samples were mixed with water and 
endured for 12 h. The suspension was filtered, and the filtrate was used 
for further chemical analysis. рН was measured by pH-meter HI 2550 
(HANNA instruments, Italy). Concentrations of mineral nitrogen 
(NH4

+, NO2
+, NO3

+) and soluble phosphates in the filtrate were 
measured by spectrophotometer Hach Lange DR3900 (Hach, USA) in 
1 inch square glass cuvettes according to the standard manufacturers’ 
instructions that correspond to the following methods of water 
analysis certified by EPA Environmental Protection Agency (USA) 
(Rice and Bridgewater, 2012). In brief, the concentration of NO2

− was 
measured by the diazotization method (reagent set NitriVer 3, Hach), 
the concentration of NO3− was measured by the cadmium reduction 
method (reagent set NitraVer 6, Hach), the salicylate method was used 
to measure NH4

+ (Nitrogen-Ammonia Reagent Set, Hach), and 
ascorbic acid method was used to measure concentration of PO4

3− 
(reagent set PhosVer 3). Nitrate Standard Solution (100 mg/L), Nitrite 
Standard Solution (250 mg/L NO2

−-N), Ammonium Standard 
Solution (50 mg/L), Phosphate Standard Solution (50 mg/L as PO4

3−, 
NIST) provided by Hach (USA) were used to build the calibration 
curves. All measurements were performed in triplicates at 18°C.

2.4 DNA extraction

DNA was extracted from peat samples in duplicates by the 
DNeasy PowerSoil kit (Qiagen, Germany) according to the 
manufacturer’s instructions. DNA concentration, 260/280 and 
260/230 absorbance ratio were measured by spectrophotometer 
Denovix DS-11 FX (Denovix, USA). In the cases where the absorbance 
ratios indicated heavy impurity of the sample, DNA was precipitated 
in 96% ethanol (in the presence of 3 M sodium acetate) and dissolved 
in elution buffer from a DNeasy PowerSoil kit. As a result, the DNA 

concentration extracted from the peat samples varied from 5.8 to 
112.7 ng/μl, and the 260/280 ratio was ~1.5–1.8.

2.5 16S rRNA amplicon sequencing

V3-V4 regions of 16S rRNA gene were amplified with universal 
primers 515F (GTGCCAGCMGCCGCGGTAA) and 806R 
(GGACTACHVGGGTWTCTAAT) with Phusion High-Fidelity PCR 
Master Mix (New England, Biolabs). PCR products were checked in 
2% agarose gel. Samples with 400–450 bp amplicon lengths were used 
for further analysis. PCR products were purified by Qiagen Gel 
Extraction Kit (Qiagen, Germany) and used for sequencing. Libraries 
were prepared using NEB Next Ultra DNA Library Pre Kit for 
Illumina according to the manufacturer’s instructions. Quality check 
of the libraries was performed by fluorimeter Qubit 2.0 (Thermo 
Scientific, USA) and 2,100 Bioanalyzer Instrument (Agilent 
Technologies, USA). A nucleotide sequence with a length of 250 bp 
was estimated on the NovaSeq 6000 platform.

Sequences were uploaded to the National Center for 
Biotechnology Information (NCBI) database under accession 
number PRJNA1057234.

2.6 qPCR analysis

Bacterial DNA extracted from peat was used to quantify the copy 
number of nitrogen cycle genes and 16S rRNA gene by quantitative 
real-time PCR. We quantified the following genes: ureC, amoA, amoA 
gene of comammox Nitrospira clade А, amoA gene of comammox 
Nitrospira clade B, nxrB, nirS, nosZ. The list of genes, their function 
and primers are presented in Supplementary Table S1.

PCR products were used as standards for each of the genes. PCR 
products were generated using the DNA isolated from the peat 
samples. The standards for each gene were agarose checked and 
purified with a Qiagen Gel Extraction Kit (Qiagen, Germany). The 
concentration of the DNA was measured by spectrophotometer 
Denovix DS-11 FX (Denovix, USA), and 10-fold serially diluted 
ranging from 1.0 × 10−3 to 1.0 × 10−7 ng/μl to be  used for standard 
curve generation in quantitative PCR. The gene copy number per μl 
was calculated according to the formula:

 

X g
l

DNA

product length in base pairs
µ

    ×[ ]



















×
660

6 02. 22 10
23×

= Y molecules L/ µ

Each 25 μL PCR reaction contained the following components: 2x 
QuantiFast SYBR Green PCR Master Mix (Qiagen, Germany) – 
12.5 μL, Primer Reverse − 2.5 μL, Primer Forward – 2.5 μL, template 
DNA – 1 μL, RNase-free water – 6.5 μL. The concentration of template 
DNA in each reaction was 20 ng/μL. The thermal conditions were 
different for all primers and can be found in Supplementary Table S2.

The negative control contained components for PCR reaction 
and RNase-free water without sample DNA. All reactions were 
run in triplicate on Rotor-Gene Q (Qiagen, Germany). Based on 
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the standard curves, the threshold value (Ct) was used to 
determine the copy number of genes in the peat. Melting curve 
analysis was performed at the end of the amplification cycles to 
assess primer specificity and to ensure proper amplification of all 
target fragments.

The concentration of genes per mg of sample (wet weight) was 
calculated according to the formula

 
Y gene copy /mg =

( )
×
gene copies per react on mix

volume of DNA L
 i

 ,µ(( )
×( )

( )
dilution factor

sample weight mg
 

 ,

2.7 Bioinformatic and statistical analysis

Sequences were grouped according to their barcodes, and 
barcodes and primers were trimmed. The paired ends of the sequences 
were joined by FLASH V1.2.7 (Magoč and Salzberg, 2011). Quality 
assessment and filtering were performed in QIIME V1.7.0 (Caporaso 
et al., 2010). Filtered data was compared to the Gold database by the 
UCHIME pipeline (Edgar et al., 2011). Filtered data were clustered 
into OTUs with a threshold of 97% in Uparse v7.0.1001 (Edgar, 2013). 
Each representative read was taxonomically annotated by comparison 
with Silva database v138.1 (Quast et al., 2013).

Data were analyzed in QIIME V1.7.0 and RStudio 4.0.4. 
Specifically, packages such as vegan (Oksanen et  al., 2016), 
ComplexHeatmap (Gu et al., 2016), ggplot2 (Wickham, 2016) and 
edgeR (Robinson et al., 2010) were used. Alpha diversity indices (OTU 
number, Shannon index, Faith PD index) were estimated by QIIME 
V1.7.0 functional and compared between groups by t-test (p < 0.05). 
Rarefaction analysis was performed in QIIME V1.7.0. The data on the 
bacterial taxa abundance and nitrogen gene number was tested for 
normality by the Shapiro–Wilk normality test, which revealed their 
non-normal distribution (p < 0.05). A general linear model with a 
negative binomial distribution (‘EdgeR’ package) was used to identify 
significant relationships between OTUs and intensity of the penguin 
impact. p-values were corrected to account for multiple comparisons 
using the false discovery rate (q-value) method (Benjamini and 
Hochberg, 1995). Results with q < 0.05 were considered to 
be significant.

A Mantel test, based on Spearman’s rank correlation, was 
conducted to assess whether the variance in microbial composition is 
explained by the pH of the substrate, utilizing distance matrices 
calculated using the Bray–Curtis measure. ANOSIM tests, based on 
Bray–Curtis distance matrices, were applied to assess whether the 
variabilities between microbial communities are explained by the 
intensity of ornitogenic impact or the sampling place (moss bank). A 
Non-metric Multidimensional Scaling (NMDS) plot of the OTU 
abundance was built on the Bray-Curtis distance matrix. Welch t-test 
was applied to compare the chemical parameters of the different types 
of peat. Kruskal-Wallis and Dunn tests were used to compare the 
nitrogen-cycle gene numbers in different types of peat. Spearman’s 
rank correlation coefficient was calculated to reveal a correlation 
between nitrogen-cycling genes and the relative abundance of 
bacterial taxa.

3 Results

3.1 Chemical parameters of the peat

All the samples were acidic except the Desolated peat. The 
Unaffected and Impacted peat had acidic pH (4.7 ± 0.05 and 5.4 ± 0.4), 
though Welch’s two-sample t-test revealed a significant difference 
between these two groups of samples (T = −4.45, p < 0.05, df = 15.0). 
pH of the Desolated peat significantly differed from the Unaffected 
peat (T = 5.8, p < 0.05, df = 14.4) and comprised 7.2 ± 0.6. The moss 
bank affected by factors other than penguin colonization was similar 
to the Unaffected peat from this study (4.6 ± 0.03).

Concentrations of the NH4
+, NO2

−, NO3
− and content of dissolved 

inorganic nitrogen (DIN) had the lowest concentrations in the 
Unaffected peat and Control Dead peat (Figure 3). The concentration 
of all these nutrients increased in the Impacted peat. On the contrary, 
the content of nitrogen compounds tended to decrease in the 
destroyed substrate. In particular, the concentration of NH4

+ fell from 
44.4 ± 10.6 mg/kg in Impacted peat to 35.5 ± 26.2 mg/kg in Desolated 
peat. Similarly, the concentration of NO2

− and NO3
− decreased from 

2.9 ± 3.2 and 17.6 ± 16.1 mg/kg to 0.9 ± 0.9 and 10.4 ± 10.5 mg/kg, 
respectively.

The concentration of PO4
3− and dissolved inorganic phosphorus 

(DIP) increased when ornithogenic impact grew with the highest 
estimates in the Desolated peat samples (Figure 3). The concentration 
of PO4

3− increased from 49.3 ± 9.6 mg/kg in the Impacted peat to 
61.4 ± 5.6 mg/kg in the Desolated peat. In contrast, it was 5.0 ± 2.9 mg/
kg in the Control Dead samples. Similarly, the concentration of DIP 
increased from 16.1 ± 3.2 to 20.0 ± 1.8 mg/kg in the Impacted and 
Desolated peat. Control Dead peat samples contained lower DIP 
concentrations, numbering 1.6 ± 0.9 mg/kg.

The Unaffected peat sample group included an outlier taken from 
the moss bank 5, exhibiting elevated concentrations of all nitrogen 
compounds (Figure 3). NH4

+ was 19 times higher than the average of 
the remaining Unaffected samples, NO2

− was higher by 29 times, and 
NO3

− was higher by 46 times. The total DIN exceeded the average 
values for the Unaffected samples by 29 times. An outlier within the 
Unaffected peat group also exhibited an elevated concentration of 
soluble phosphorus, represented by a sample collected from the moss 
bank 1 (Figure 3).

3.2 16S rRNA amplicon sequencing output

Illumina NovaSeq  6,000 identified between 6,032 to 126,755 
reads of the partial 16S rRNA gene per sample, with an average length 
of 414 ± 5 bp. Based on rarefaction curves, significantly higher 
estimates would not be  achievable by deeper sequencing 
(Supplementary Figure S1). After quality filtering and clustering 
(threshold 97%) of the sequencing data, we obtained from 813 to 
1990 OTUs per sample. Averages of the OTU number and diversity 
indices are presented in Table 1.

The microbial communities in Unaffected and Control Dead 
samples exhibited comparable OTU numbers and diversity indices. In 
contrast, the Impacted peat microbiomes showed slightly elevated 
OTU, Shannon, and Faith values compared to the other microbial 
communities. Conversely, the Desolated peat microbial communities 
displayed lower diversity than those in the other three groups. Notably, 
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a significant difference was only observed for the Shannon index 
between Impacted and Desolated peat (t = −2.9, df = 5.4, p < 0.05), 
indicating a distinct diversity pattern in these two peat types.

3.3 Taxonomic composition of moss banks’ 
microbial communities

Proteobacteria, Actinobacteria, Acidobacteria, Firmicutes, 
Chloroflexi, Cyanobacteria, and Bacterioidota were identified as the 
most abundant phyla in the peat of moss banks affected by penguins’ 

colonization (Figure  4). Proteobacteria dominated across all 
conditions, constituting 14.1 ± 3.9% in Unaffected, 23.9 ± 9.4% in 
Impacted, 38.6 ± 6.0% in Desolated, and 16.3 ± 3.8% in Control Dead 
peat. Actinobacteria exhibited variations with percentages of 
15.1 ± 4.0%, 13.4 ± 4.4%, 14.7 ± 20.5%, and 10.3 ± 1.6% in the respective 
conditions. Acidobacteria represented 32.3 ± 14.4% in Unaffected, 
20.4 ± 10.5% in Impacted, 3.1 ± 2.4% in Desolated, and 31.0 ± 11.6% in 
Control Dead peat. Firmicutes (9.7 ± 8.6%) and Chloroflexi (5.2 ± 7.8%) 
maintained consistent distributions across conditions. Cyanobacteria 
comprised 6.4 ± 8.5% in Unaffected, 1.5 ± 1.9% in Impacted, 6.8 ± 9.8% 
in Desolated, and 1.0 ± 0.9% in Control Dead peat, while Bacterioidota 

FIGURE 3

Concentrations of the NH4
+, NO2

−, NO3
−, PO4

3−, DIN and DIP in different types of the peat: U, Unaffected; I, Impacted; D, Desolated; CD, Control Dead; 
Outlier marked by red diamond – moss bank 5; Outlier marked by blue diamond – moss bank 1.

TABLE 1 Diversity indices of the microbial communities of the peat (average  ±  standard deviation).

OTU number Shannon, H Faith, PD

Unaffected 1,276 ± 242 7.1 ± 0.9 129 ± 14

Impacted 1,564 ± 378 7.7 ± 0.6 143 ± 46

Desolated 1,185 ± 255 5.6 ± 1.5 117 ± 22

Control Dead 1,302 ± 187 7.5 ± 0.3 122 ± 18
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ratios were 5.5 ± 3.7% in Unaffected, 12.1 ± 7.4% in Impacted, 
18.9 ± 3.7% in Desolated, and 8.3 ± 0.6% in Control Dead peat.

The ratio of some bacterial phyla, such as Betaproteobacteria and 
Bacterioidota, differed when the ornithogenic impact on the moss 
increased. The relative abundance of these phyla increased from 
1.3 ± 0.8% and 5.5 ± 3.7% in the Unaffected peat to 30.5 ± 23.0% and 
19.0 ± 3.7% in the Desolated peat. On the other hand, the relative 
abundance of Acidobacteria decreased from 32.2 ± 14.4% in Unaffected 
peat to 3.1 ± 2.4%.

A general linear model (GLM) with a negative binomial 
distribution identified OTUs with significantly differential abundance 
(q < 0.05) across Unaffected, Impacted, Desolated, and Control Dead 
peat samples (Supplementary Table S3). The heatmap in Figure 5 
illustrates the relative abundance of taxa, the OTUs of which were 
identified as differentially abundant across various types of peat 
samples (q < 0.05).

Figure  5 showcases a distinctive microbial assemblage 
predominantly found in Unaffected moss:

 (i) Acidobacteria: Subgroup  1, Subgroup  2, Bryobacter, 
Granulicella, Occalatibacter, Candidatus Solibacter, 
Acidimicrobia, Acidobacteriaceae, Acidobacteriales;

 (ii) Actinobacteria: Acidothermus, Conexibacter, IMCC26256, 
Solirubrobacteraceae;

 (iii) Alphaproteobacteria: Pseudolabrys, Roseiarcus, 
Xanthobacteraceae, Caulobacteraceae, Acetobacteraceae, 
Micropepsaceae, Elsterales;

 (iv) Bacteroidota: Puia, Mucilaginibacter;
 (v) Chloroflexi: AD3, JG30a-KF-32, Ktedonobacteraceae;
 (vi) Gammaproteobacteria: WD260, Acidibacter;
 (vii) Gemmatimonadota: Gemmatimonadaceae;

 (viii) Myxococcota: Pajaroellobacter;

 (ix) Verrucomicrobia: Pedosphaeraceae, Methylacidiphilaceae, 
Opitutaceae;

 (x) WPS-2: WPS-2.

Genetic markers of these taxa were abundant in the Control Dead 
peat, suggesting that this microbial assemblage may represent an 
initial community for moss bank peat. These microbial taxa are 
present in Impacted moss, although they may be dormant or deceased 
in this case.

In contrast, the Impacted moss harbors a secondary microbial 
group alongside the initial assemblage. This secondary group 
comprises taxa such as:

 (i) Actinobacteria: Arthrobacter;
 (ii) Bacteroidota: Tissierella, Pedobacter;
 (iii) Betaproteobacteria: Simplicispira, Polaromonas;
 (iv) Cyanobacteria: Tychonema;
 (v) Firmicutes: Gottschalkia, Sporosarcina;
 (vi) Flavobacteria: Chryseobacterium, Gelidibacter, Flavobacterium, 

Aequorivita;
 (vii) Gammaproteobacteria: Psychrobacter, Luteoibacter;

 (viii) Verrucomicrobia: Candidatus Udeobacter.

This second microbial group becomes a core component in the 
Desolated mosses, where, unlike the Impacted mosses, the initial peat 
microbiota is nearly absent.

ANOSIM statistics revealed moderate correlation of the 
microbimes composition with the intensity of the penguins’ impact 
(R = 0.4, p < 0.05) and moss bank (R = 0.4, p < 0.05). According to the 
Mantel test results based on Spearman correlation, there is strong 
correlation between the microbiome composition and pH of the 
substrate (R = 0.65, p < 0.05).

FIGURE 4

Abundance of bacterial phyla in different types of peat and different moss banks.

https://doi.org/10.3389/fmicb.2024.1362975
https://www.frontiersin.org/journals/microbiology
https://www.frontiersin.org


Prekrasna-Kviatkovska et al. 10.3389/fmicb.2024.1362975

Frontiers in Microbiology 09 frontiersin.org

Non-metric multidimensional scaling (NMDS) ordination 
analysis was conducted using OTUs to visualize differences in 
microbiomes (Figure 6). The microbiomes of Desolated moss formed 
a distinct cluster, in contrast to the Unaffected moss. The microbial 
communities of Impacted moss represented a transitional state 

between the Unaffected and Desolated mosses’ microbiomes. pH 
played a significant role (p  < 0.05) in distinguishing microbial 
communities, as depicted in Figure 6A. Figure 6B illustrates the taxa 
(p  < 0.001) that may contribute to the differences between 
microbiomes in different types of peat.

FIGURE 5

The relative abundance of bacterial taxa at the lowest taxonomic level, identified as differentially abundant OTUs (q  <  0.05) across various types of peat 
samples using a general linear model (GLM) with a negative binomial distribution.
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3.4 Changes in the microbial communities 
functioning

The copy number of 16S rRNA gene and several genes related to 
the nitrogen cycle were quantified, such as ureC, bacterial amoA, 
amoA of the commamox Nitrospira clade A- and B, nxrB, nirS and 
nosZ (Figure 7; Supplementary Table S4).

The nitrogen cycle gene copy number increased in the Impacted 
and Desolated moss (Figure 7). The Kruskal-Wallis rank sum test 
supports the differential copy number of the ureC, amoA, commamox 
amoA of Nitrospira clades A and B, nosZ genes among the groups 
tested (p < 0.05). Dunn test revealed a significant difference (p < 0.05) 
in the abundance of all nitrogen cycle genes except for nxrB between 
the Unaffected and Desolated peat. The detailed p-values of the Dunn 
test are presented in the Supplementary Table S4. Differences in the 

abundance of the genes between the other groups of samples (as 
Unaffected and Impacted, Impacted and Desolated) were not 
significant according to the Dunn test.

The copy number of the 16S rRNA gene increased when the 
impact of the penguins on the moss banks intensified (p  < 0.05). 
Unlike the Desolated moss banks, the copy number of nitrogen cycle 
genes and 16S rRNA genes in Control Dead samples remained 
comparable to the Unaffected samples.

The Spearman correlation was calculated to uncover what taxa are 
likely involved in the enrichment of the nitrogen-cycling genes. The 
group of taxa that had a negative correlation with the nitrogen cycling 
genes was native to Unaffected moss bank samples (Figure 8), which 
is likely the result of eliminating these bacteria.

A positive correlation between the abundance of taxa and the 
presence of nitrogen-cycling genes may suggest that enrichment with 

FIGURE 6

Non-metric multidimensional scaling (NMDS) ordination analysis on the distinctive distribution of OTU build on the Bray–Curtis dissimilarity matrix. 
Data points are color-coded by ornithogenic impact and symbolized by moss bank. (A) pH as intrinsic vector driving the distribution pattern (p  <  0.05); 
(B) microbial taxa (p  <  0.001) driving the distribution pattern.
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specific taxa could lead to enrichment in genes associated with the 
nitrogen cycle. Nevertheless, interpreting the results should 
be  cautiously approached, given the challenge of distinguishing 
between causation and spurious correlation in this particular case. 
The comammox amoA gene exclusively belongs to Nitrospira 
members. Therefore, any correlation observed between comammox 
amoA of Nitrospira clades A and B with Polaromonas, Simplispira, 
Rhodoferax, or other taxa is more likely to be a coincidence. The other 
nitrogen cycle genes examined in the study belong to diverse 
taxonomical groups and may enhance the functional capabilities of 
various microorganisms.

4 Discussion

This study explores the influence of gentoo penguin colonization 
as an indirect impact of climate change on alterations in terrestrial 
ecosystems in the maritime Antarctic, specifically focusing on 
microbial communities. Our analysis centers on the changes in 
microbiota within the peat formed by the Tall moss turf subformation, 
triggered by the rapid establishment of gentoo penguin colonies on 
Galindez Island (Argentine Islands) and Cape Tuxen on the mainland 
of Kyiv Peninsula. It encompasses the examination of the chemical 
composition of the peat, the taxonomic composition of microbiomes, 

FIGURE 7

Number of copies of the nitrogen-cycle and 16S rRNA genes per mg of peat (wet weight): U, Unaffected; I, Impacted; D, Desolated; CD, Control dead.
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and the abundance of nitrogen-cycle gene copy numbers in peat 
samples collected from sites differently affected by penguin presence.

4.1 Chemical composition of the peat

The impact of P. papua colonization on moss banks induces 
alterations in the chemical composition of the peat substrate. Notably, 
penguin colonization leads to an elevation in peat pH and an increase 
in the concentration of soluble nitrogen and phosphorous compounds. 
Our results for Unaffected peat, except for a few points, are consistent 
with the previous estimates by Parnikoza et  al. (2017), in which 
histozols formed by Polytrichum strictum showed low phosphorus 
content, indicating a low influx of zoogenic materials. Unaffected peat 
from moss bank 5 had an elevated content of nitrogen compounds. It 
is possible that, due to the moss bank’s location on a steep slope, 
ornithogenic organics may have leached from the penguin colonies 

situated above. Alternatively, the volatile ammonium from the 
penguin rookery could be transported (Lindeboom, 1984). The latter 
scenario might even promote vegetation growth (Crittenden et al., 
2015; Riddick et al., 2016). Thus, the moss bank could be enriched 
with biogenic compounds without displaying signs of negative 
eutrophication impact. Similarly, the increased phosphorus content 
was detected in the Unaffected peat of the moss bank 1. We might 
speculate that ornithogenic impact in this location occurred earlier, 
preceding the study, as indicated by the accumulation of biogenic 
compounds without desolating the moss carpet. Unlike nitrogen 
compounds, phosphorus does not evaporate from the environment, 
allowing us to observe its accumulation.

Penguin guano, comprising 15–30% nitrogen and 10% 
phosphorus (Lorrain et al., 2017), is a key contributor to the changes 
in the chemical composition of peat. Excess nitrogen and phosphorus 
originate from the adjacent water regions of the Southern Ocean, 
where gentoo penguins primarily forage for krill (Euphausia superba). 

FIGURE 8

Spearman correlation between nitrogen-cycle genes and bacterial taxa. Only moderate (|0.5|) and strong (|0.5–1.0|) correlation is shown.
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As this specific source of nitrogen and phosphorus becomes 
predominant in the altered ecosystem of moss banks, it can 
be  speculated that a transformation is occurring in the primary 
terrestrial polar ecosystem. In this original ecosystem, the atmosphere 
and bedrock can be assumed as the main nutrient sources. However, 
the ongoing transformation leads to a new ecosystem that relies on the 
sea as its primary nutritional source.

The rise in pH from acidic to alkaline is linked to the availability 
of ammonia in the feces and concurrent biochemical processes within 
the substrate. The total nitrogen in penguin feces is primarily 
composed of uric acid, followed by proteins, ammonium, and nitrates 
(Lindeboom, 1984). Uric acid and proteins undergo degradation into 
ammonia nitrogen, contributing to substrate alkalization and 
subsequent ammonia volatilization from the rookery (Lindeboom, 
1984). The role of uric acid conversion to ammonium was 
demonstrated by an increase in the pH of the ornithogenic soil under 
the penguin colony from 6.7–6.9  in January to 7.1–9.0  in March 
(Grzesiak et al., 2020).

The elevated pH facilitates ammonia volatilization, thereby 
explaining the decrease in the concentration of soluble nitrogen 
compounds in Desolated moss banks compared to Impacted ones. 
Unlike nitrogen, phosphorus does not evaporate from the rookery, 
elucidating the gradual accumulation of phosphate (PO₄−) and 
inorganic phosphorus (PIN) in Impacted and Desolated 
peat environments.

4.2 The taxonomic composition of the 
moss banks differently affected by the 
penguins’ colonization

The initial microbiota of the peat was primarily dominated by 
Acidobacteria, followed by Actinobacteria and Alphaproteobacteria. In 
contrast, microbial communities associated with other bryophytes 
exhibited distinct compositions. For instance, in peat formed by 
Sphagnum mosses, Proteobacteria (56.4%) and Acidobacteria (8.2%) 
were dominant (Kolton et al., 2022). On the Keller Peninsula (King 
George Island), the moss carpet formed by Saniona sp. showed 
Actinobacteria (25%), Proteobacteria (20%), and Bacteroidetes (18%) 
as the most abundant phyla (Câmara et  al., 2021). Unfortunately, 
we found no available data on the microbial composition of moss 
banks formed by P. strictum. Hence, our findings likely represent the 
first report on the microbial communities’ composition in Unaffected 
peat formed by Tall moss turf subformation.

The chemical composition of peat and penguin feces is quite 
contrasting, leading to the elimination and replacement of the 
indigenous peat microbiota. The increase in pH was a contributing 
factor to the elimination of initial peat microorganisms, which 
typically thrive in acidic conditions. In particular, initial microbial 
taxa found in Unaffected peat, such as Acidobacteria members, 
disappear with increasing intensity of penguin influence. The 
taxonomic composition of soil microbial communities from Fildes 
Peninsula, King George Island, with different intensities of penguins’ 
influence, was estimated by Guo et al. (2018). Still, no such variation 
in the composition of microbial communities was detected. The soil 
had a higher pH (5.5–6.25) and a different microbial composition of 
the initial microbial communities, so penguin feces input was less 
environmentally disruptive.

Colonization of the moss bank by penguins results in the 
introduction of new microorganisms into the peat. Notably, there was 
a pronounced increase in the abundance of Betaproteobacteria and 
Bacteroidota. Interestingly, the composition of ornithogenic soil on 
Fildes Island differed from the impacted peat, with Proteobacteria 
(33.4%), Actinobacteria (19.9%), and Gemmatimonadetes (15.2%) 
dominating the microbial community (Guo et al., 2018).

The group of bacteria that emerged in the Impacted and Desolated 
peat and their ability to proliferate and function in the field 
environment of Antarctica is of particular interest. This group includes 
taxa associated with birds’ gut. Gottschalkia is usually found in the 
intestines and guano of birds. For instance, a high abundance of the 
Gottschalkiaceae family was found in P. adeliae guano samples 
(Grzesiak et al., 2020). Tissierella and Flavobacterium, identified in the 
Impacted peat of Galindez Island and Tuxen, were previously detected 
in the guano of P. adeliae (Grzesiak et al., 2020). Members of the 
Psychrobacter genus occur in animal microbiomes, including the 
respiratory tract of marine mammals (Apprill et al., 2017), the skin of 
marine mammals (Apprill et al., 2014), the throat and gut of birds 
(Kämpfer et al., 2015, 2020). Chryseobacterium is frequently linked to 
the intestines of animals, including penguins; proteolytic 
Chryseobacterium sp. was identified in the guano of P. adeliae 
(Grzesiak et  al., 2020). Fusobacteriaceae, Moraxellaceae, 
Leuconostocaceae, Lachnospiraceae, Streptococcaceae, 
Campylobacteriaceae, Porphyromonadaceae, and Helicobacteriaceae 
(Dewar et al., 2013), as well as Carnobacteriaceae, Eurysipelotrichaceae, 
Moraxellaceae, and Pseudomonadaceae, were identified within the 
penguins’ intestinal microbiota. However, they were not detected in 
the peat in our study.

The environmental conditions in Antarctica markedly differ from 
those within the penguins’ intestines, posing a challenge for the 
assimilation of such microbiota. The presence of 16S rRNA sequences 
from these taxa in the metagenome does not necessarily indicate the 
activity of these microorganisms, as genetic markers can also originate 
from deceased or dormant organisms. The persistence of genetic 
markers may be attributed to the continual influx of guano microbiota 
or the potential adaptation of certain representatives to their new 
environmental conditions.

In this context, examining moss bank 1 becomes valuable—birds 
initially colonized it but have since abandoned it, eliminating the fresh 
influx of guano. Moss bank 1 is an illustrative example of system 
adaptation and recovery following a significant disturbance. Notably, 
Gottschalkia, Tissierella, and Psychrobacter were absent in Desolated 
moss bank 1 despite their presence in other Desolated mosses. In 
contrast, Chryseobacterium persisted in the environment. 
Simplicispira, Polarobacter, and Tychomena, which were abundant in 
other Desolated moss bank samples, also exhibited persistence. 
Notably, some of these, such as Tychomena, are not associated with 
bird gut microbiota; nevertheless, they all benefit from 
environmental changes.

Previous studies have focused on comparing the microbial 
composition of abandoned penguin sites and actively colonized soils 
(Aislabie et al., 2009; Kim et al., 2012). However, our results differ both 
from these studies. These variations may be attributed to the distinct 
conditions of the studied sites, including locations in the Ross Sea 
region, the North and central part of the WAP. In particular, according 
to Aislabie et al. (2009), formerly penguin-colonized sites at Cape 
Hallett, around the Ross Sea region of Antarctica, contained 
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Actinobacteria and Xanthomonas. In actively penguin-colonized soils, 
the dominant taxa included Firmicutes and Psychrobacter. 
Ferruginibacter, Sulfuritalea, Polaromonas, and Rhodanobacter 
dominated the soil of the abandoned penguin sites on the southern 
coast of the Barton Peninsula of King George Island (Kim et al., 2012). 
Thermohalobacter, Tissierella, Carnobacteriaceae, Desulfonispora, 
Psychrobacter and Pseudomonas were found in high abundance 
dominant in actively penguin-colonized soils (Kim et al., 2012).

Santamans et al. (2017) and Grzesiak et al. (2020) have addressed 
intestinal microbiota survival challenges in Antarctic field 
conditions. The resilience of such microbiota in the harsh conditions 
of Antarctic terrestrial biotopes may be attributed to the formation 
of anaerobic microniches, a result of the accumulation of excessive 
organic matter, trampling, and the consequent high biological 
oxygen consumption in the environment (Santamans et al., 2017). 
Grzesiak et al. (2020) discussed modifying environmental conditions 
over time and adapting birds’ intestinal microbiota to these 
conditions. The guano microbiome of Adélie penguins, sampled at 
their nesting sites during the summer season, predominantly 
consisted of dead or inactive bacteria (Grzesiak et  al., 2020). 
Conversely, guano sampled at the end of the summer season 
contained ten times more bacterial cells and psychrophilic enzymes. 
Most bacteria in the latter sample exhibited intact membranes, 
suggesting their adaptation to environmental conditions. The 
increased bacterial count in fermented guano indicated proliferation, 
adaptation, and the formation of new niches.

4.3 Effect of the penguins’ colonization on 
the functioning of peat microbial 
communities

A peat’s chemical and microbial composition shift inevitably 
impacts microbial communities’ functionality. We quantified the 
copy number of several genes involved in various stages of the 
nitrogen cycle. These genes collectively regulate urea conversion, 
the primary component of penguin feces, into ammonia, nitrite 
oxide, and nitrate oxide. Across all studied genes related to the 
nitrogen cycle, there was an increase in copy number in Impacted 
peat, reaching its peak in Desolated peat. The uneven distribution 
of these genes in the peat, influenced differentially by 
ornithogenic impact, underscored alterations in the functional 
activity of microbial communities. An increase in the copy 
number of nitrogen cycle genes is logically related to the high 
input of nitrogen compounds into the environment and the 
enrichment of the microbiome with taxa containing such genes. 
On the other hand, according to Björck et al. (1991), nitrogen loss 
through denitrification or leaching from moss banks was 
insufficient. It’s noteworthy that in Desolated moss, the copy 
number of nitrogen cycle genes was the highest, despite the 
concentration of soluble nitrogen compounds being lower 
compared to Impacted moss. This fact might suggest elevated 
activity among nitrogen cycling bacteria, indicating their 
adaptation to the continuous impact of nitrogen compounds and 
change in the environmental conditions.

Polaromonas, Simplisiprira, Dokdonella, Pedobacter, 
Psychrobacter, Rhodoferax, etc., revealed a strong significant 

correlation to ureC and nosZ gene copy number, indicating their 
potential involvement in urea decomposition and denitrification 
processes. A moderate and significant correlation was observed 
between Nitrosomonadaceae abundance and amoA copy number, 
and as well as between Nitrospiraceae and nrxB gene copy 
number. While an increase in amoA and nrxB gene copy numbers 
due to penguin colonization pressure could be associated with 
Nitrosomonadaceae and Nitrospiraceae proliferation, no 
significant elevation of these bacteria ratio was observed in the 
Impacted and Desolated peat samples.

According to the literature, certain taxa detected in penguin-
affected environments can break down uric acid, a major 
component of guano, and contribute to denitrification. Specifically, 
members of Gottschalkia have demonstrated the capability to 
metabolize uric acid as their sole source of carbon and energy 
(Poehlein et al., 2017). Additionally, some Psychrobacter members 
possess lipolytic properties and the capacity to degrade uric acid 
(Grzesiak et  al., 2020). In a study focusing on microbial 
communities and genes involved in N2O emissions in Antarctic 
soils impacted by marine animals, Ramírez-Fernández et al. (2021) 
found that the only metagenome-assembled genome (MAG) related 
to Nitrosospira lacus included an ammonia monooxygenase (amoA) 
gene and comprised the complete nitrification pathway. Rhodoferax 
is known to thrive using Fe(III) and NO₃2− as electron acceptors, 
with organic acids serving as electron donors (Finneran et  al., 
2003). In guano-enriched peat microbial communities, these 
bacteria may contribute to nitrate reduction. The genus Simplicispira 
enriched in the Impacted and Desolated peat encompasses aerobic 
and facultative anaerobic bacteria and has denitrification 
capabilities (Siddiqi et al., 2020), According to Ramírez-Fernández 
et al. (2021), only three MAGs found among 100 MAGs obtained 
from animal-impacted soils included all necessary genes for the 
complete denitrification pathway (i.e., reductions from NO3

− to N2): 
Pandoraea thiooxydans, Pseudomonas stutzeri and Oblitimonas 
alkaliphila. On the contrary, most MAGs belonging to diverse 
bacterial phyla carried an incomplete denitrification pathway 
(Ramírez-Fernández et al., 2021). That shows that denitrification is 
a highly abundant process carried out by the diverse microbial taxa 
in Antarctic animal impacted soils.

5 Conclusion

One of the consequences of climate change indirect effects in the 
maritime Antarctic region is the alteration of terrestrial vegetation, 
marked by the elimination of moss banks and the associated 
acidophilic microbial community. This change is attributed to the 
expansion of nesting territories by gentoo penguins. The 
proliferation of microorganisms introduced with penguin guano is 
a contentious issue requiring further research. Nevertheless, it is 
evident that conditions conducive to the functioning of a new 
microbial community, shaped by the chemical and microbial 
composition of penguin guano, have been established. The 
functional capacity of this microbial community differed from the 
initial peat community, as demonstrated in this study with the 
example of the nitrogen cycle. Likely, functional activities related to 
carbon will also vary, potentially leading to more intensive 
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mineralization of organic compounds previously conserved in the 
form of peat. Addressing this question would require future 
attention through functional assays.

Data availability statement

The dataset of the16S rRNA amplicon metagenomic 
sequences generated for this study can be found in National 
Center for Biotechnology Information (NCBI) database (https://
www.ncbi.nlm.nih.gov/) under accession number PRJNA1057234.

Ethics statement

Written informed consent was obtained from the individual(s) 
for the publication of any potentially identifiable images or data 
included in this article.

Author contributions

YP-K: Formal analysis, Investigation, Methodology, Visualization, 
Writing – original draft, Writing – review & editing. IP: 
Conceptualization, Writing – review & editing. AY: Investigation, 
Writing – review & editing. OS: Investigation, Writing – review & 
editing. MP: Visualization, Writing – review & editing. MD: 
Investigation, Writing – review & editing. OY: Investigation, Writing 
– review & editing. ED: Project administration, Resources, Writing 
– review & editing.

Funding

The author(s) declare that financial support was received for 
the research, authorship, and/or publication of this article. This 

study was funded by the National Antarctic Scientific Center of 
Ukraine (State Special-Purpose Research Program in Antarctica 
for 2011–2025).

Acknowledgments

The authors are thankful to Ukrainian Armed Forces, who are 
making the research and science in Ukraine possible every day, 
protecting us from the Russian invasion.

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.2024.1362975/
full#supplementary-material

References
Aislabie, J., Jordan, S., Ayton, J., Klassen, J. L., Barker, G. M., and Turner, S. (2009). 

Bacterial diversity associated with ornithogenic soil of the Ross Sea region, Antarctica. 
Can. J. Microbiol. 55, 21–36. doi: 10.1139/W08-126

Angnes, G., Nicoloso, R. S., da Silva, M. L. B., de Oliveira, P. A. V., Higarashi, M. M., 
Mezzari, M. P., et al. (2013). Correlating denitrifying catabolic genes with N2O and N2 
emissions from swine slurry composting. Bioresour. Technol. 140, 368–375. doi: 
10.1016/j.biortech.2013.04.112

Apprill, A., Miller, C. A., Moore, M. J., Durban, J. W., Fearnbach, H., and 
Barrett-Lennard, L. G. (2017). Extensive Core microbiome in drone-captured whale 
blow supports a framework for health monitoring. mSystems 2:2. doi: 10.1128/
mSystems.00119-17

Apprill, A., Robbins, J., Eren, A. M., Pack, A. A., Reveillaud, J., Mattila, D., et al. (2014). 
Humpback whale populations share a Core skin bacterial community: towards a health 
index for marine mammals? PLoS One 9:e90785. doi: 10.1371/journal.pone.0090785

Atkinson, A., Siegel, V., Pakhomov, E., and Rothery, P. (2004). Long-term decline in 
krill stock and increase in salps within the Southern Ocean. Nature 432, 100–103. doi: 
10.1038/nature02996

Benjamini, Y., and Hochberg, Y. (1995). Controlling the false discovery rate: A 
practical and powerful approach to multiple testing. J. R. Stat. Soc. Ser. B. doi: 10.1111/
j.2517-6161.1995.tb02031.x

Björck, S., Malmer, N., Hjort, C., Sandgren, P., Ingólfsson, Ó., Wallen, B., et al. (1991). 
Stratigraphic and paleoclimatic studies of a 5500-year-old Moss Bank on Elephant 
Island, Antarctica. Arct. Alp. Res. 23:361. doi: 10.2307/1551679

Bromwich, D. H., Nicolas, J. P., Monaghan, A. J., Lazzara, M. A., Keller, L. M., 
Weidner, G. A., et al. (2013). Central West Antarctica among the most rapidly warming 
regions on earth. Nat. Geosci. 6, 139–145. doi: 10.1038/ngeo1671

Câmara, P. E. A. S., Convey, P., Rangel, S. B., Konrath, M., Barreto, C. C., Pinto, O. H. B., 
et al. (2021). The largest moss carpet transplant in Antarctica and its bryosphere cryptic 
biodiversity. Extremophiles 25, 369–384. doi: 10.1007/s00792-021-01235-y

Caporaso, J. G., Kuczynski, J., Stombaugh, J., Bittinger, K., Bushman, F. D., 
Costello, E. K., et al. (2010). QIIME allows analysis of high-throughput community 
sequencing data. Nat. Methods 7, 335–336. doi: 10.1038/nmeth.f.303

Crittenden, P. D., Scrimgeour, C. M., Minnullina, G., Sutton, M. A., Tang, Y. S., and 
Theobald, M. R. (2015). Lichen response to ammonia deposition defines the footprint 
of a penguin rookery. Biogeochemistry 122, 295–311. doi: 10.1007/s10533-014-0042-7

Dewar, M. L., Arnould, J. P. Y., Dann, P., Trathan, P., Groscolas, R., and Smith, S. 
(2013). Interspecific variations in the gastrointestinal microbiota in penguins. 
Microbiology 2, 195–204. doi: 10.1002/mbo3.66

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

Edgar, R. C., Haas, B. J., Clemente, J. C., Quince, C., and Knight, R. (2011). UCHIME 
improves sensitivity and speed of chimera detection. Bioinformatics 27, 2194–2200. doi: 
10.1093/bioinformatics/btr381

Emmerson, L., and Southwell, C. (2022). Environment-triggered demographic 
changes cascade and compound to propel a dramatic decline of an Antarctic seabird 
metapopulation. Glob. Chang. Biol. 28, 7234–7249. doi: 10.1111/gcb.16437

Fenton, J. H. C. (1980). The rate of peat accumulation in Antarctic Moss banks. J. Ecol. 
68, 211–228. doi: 10.2307/2259252

Finneran, K. T., Johnsen, C. V., and Lovley, D. R. (2003). Rhodoferax ferrireducens 
sp. nov., a psychrotolerant, facultatively anaerobic bacterium that oxidizes acetate 
with the reduction of Fe(III). Int. J. Syst. Evol. Microbiol. 53, 669–673. doi: 10.1099/
ijs.0.02298-0

https://doi.org/10.3389/fmicb.2024.1362975
https://www.frontiersin.org/journals/microbiology
https://www.frontiersin.org
https://www.ncbi.nlm.nih.gov/
https://www.ncbi.nlm.nih.gov/
https://www.frontiersin.org/articles/10.3389/fmicb.2024.1362975/full#supplementary-material
https://www.frontiersin.org/articles/10.3389/fmicb.2024.1362975/full#supplementary-material
https://doi.org/10.1139/W08-126
https://doi.org/10.1016/j.biortech.2013.04.112
https://doi.org/10.1128/mSystems.00119-17
https://doi.org/10.1128/mSystems.00119-17
https://doi.org/10.1371/journal.pone.0090785
https://doi.org/10.1038/nature02996
https://doi.org/10.1111/j.2517-6161.1995.tb02031.x
https://doi.org/10.1111/j.2517-6161.1995.tb02031.x
https://doi.org/10.2307/1551679
https://doi.org/10.1038/ngeo1671
https://doi.org/10.1007/s00792-021-01235-y
https://doi.org/10.1038/nmeth.f.303
https://doi.org/10.1007/s10533-014-0042-7
https://doi.org/10.1002/mbo3.66
https://doi.org/10.1038/nmeth.2604
https://doi.org/10.1093/bioinformatics/btr381
https://doi.org/10.1111/gcb.16437
https://doi.org/10.2307/2259252
https://doi.org/10.1099/ijs.0.02298-0
https://doi.org/10.1099/ijs.0.02298-0


Prekrasna-Kviatkovska et al. 10.3389/fmicb.2024.1362975

Frontiers in Microbiology 16 frontiersin.org

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

Gu, Z., Eils, R., and Schlesner, M. (2016). Complex heatmaps reveal patterns and 
correlations in multidimensional genomic data. Bioinformatics 32, 2847–2849. doi: 
10.1093/bioinformatics/btw313

Guo, Y., Wang, N., Li, G., Rosas, G., Zang, J., Ma, Y., et al. (2018). Direct and indirect 
effects of penguin Feces on microbiomes in Antarctic Ornithogenic soils. Front. 
Microbiol. 9:552. doi: 10.3389/fmicb.2018.00552

Hellberg, M., Aronson, R., Smith, K., Duhon, M., Ayong, S., Lovrich, G., et al. (2019). 
Population expansion of an Antarctic king crab? Front. Biogeogr. 11:3165. doi: 10.21425/
F5FBG43165

Jiang, R., Wang, J.-G., Zhu, T., Zou, B., Wang, D.-Q., Rhee, S.-K., et al. (2020). Use of 
newly designed primers for quantification of complete ammonia-oxidizing 
(Comammox) bacterial clades and strict nitrite oxidizers in the genus Nitrospira. Appl. 
Environ. Microbiol. 86:e01775. doi: 10.1128/AEM.01775-20

Kämpfer, P., Glaeser, S. P., Irgang, R., Fernández-Negrete, G., Poblete-Morales, M., 
Fuentes-Messina, D., et al. (2020). Psychrobacter pygoscelis sp. nov. isolated from the penguin 
Pygoscelis papua. Int. J. Syst. Evol. Microbiol. 70, 211–219. doi: 10.1099/ijsem.0.003739

Kämpfer, P., Jerzak, L., Wilharm, G., Golke, J., Busse, H.-J., and Glaeser, S. P. (2015). 
Psychrobacter ciconiae sp. nov., isolated from white storks (Ciconia ciconia). Int. J. Syst. 
Evol. Microbiol. 65, 772–777. doi: 10.1099/ijs.0.000013

Khangembam, C. D., Sharma, J. G., and Chakrabarti, R. (2017). Diversity and 
abundance of ammonia-oxidizing bacteria and archaea in a freshwater recirculating 
aquaculture system. Hayati J. Biosci. 24, 215–220. doi: 10.1016/j.hjb.2017.11.003

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

Kolton, M., Weston, D. J., Mayali, X., Weber, P. K., McFarlane, K. J., Pett-Ridge, J., et al. 
(2022). Defining the Sphagnum Core microbiome across the north American continent 
reveals a central role for diazotrophic methanotrophs in the nitrogen and carbon cycles 
of boreal peatland ecosystems. MBio 13, e03714–e03721. doi: 10.1128/mbio.03714-21

Korczak-Abshire, M., Hinke, J. T., Milinevsky, G., Juáres, M. A., and Watters, G. M. 
(2021). Coastal regions of the northern Antarctic peninsula are key for gentoo 
populations. Biol. Lett. 17:20200708. doi: 10.1098/rsbl.2020.0708

LaRue, M. A., Ainley, D. G., Swanson, M., Dugger, K. M., Lyver, P. O., Barton, K., et al. 
(2013). Climate change winners: receding ice fields facilitate colony expansion and 
altered dynamics in an Adélie penguin metapopulation. PLoS One 8:e60568. doi: 
10.1371/journal.pone.0060568

Lindeboom, H. J. (1984). The nitrogen pathway in a penguin rookery. Ecology 65, 
269–277. doi: 10.2307/1939479

Lorrain, A., Houlbrèque, F., Benzoni, F., Barjon, L., Tremblay-Boyer, L., Menkes, C., 
et al. (2017). Seabirds supply nitrogen to reef-building corals on remote Pacific islets. 
Sci. Rep. 7:3721. doi: 10.1038/s41598-017-03781-y

Lynch, H. J., Naveen, R., Trathan, P. N., and Fagan, W. F. (2012). Spatially integrated 
assessment reveals widespread changes in penguin populations on the Antarctic 
peninsula. Ecology 93, 1367–1377. doi: 10.1890/11-1588.1

Magoč, T., and Salzberg, S. L. (2011). FLASH: fast length adjustment of short reads to 
improve genome assemblies. Bioinformatics 27, 2957–2963. doi: 10.1093/bioinformatics/
btr507

Oksanen, J., Blanchet, F. G., Kindt, R., Legendre, P., Minchin, P. R., O’Hara, R. B., et al. 
(2016). Vegan: community ecology package. Available at:https://cran.r-project.org/
package=vegan

Oshiki, M., Araki, M., Hirakata, Y., Hatamoto, M., Yamaguchi, T., and Araki, N. 
(2018). Ureolytic prokaryotes in soil: community abundance and diversity. Microbes 
Environ. 33, 230–233. doi: 10.1264/jsme2.ME17188

Parnikoza, I., Abakumov, E., Korsun, S., Klymenko, I., Netsyk, M., Kudinova, A., et al. 
(2017). Soils of the Argentine islands, Antarctica: diversity and characteristics. 
Polarforschung 86, 83–96. doi: 10.2312/polarforschung.86.2.83

Parnikoza, I., Berezkina, A., Moiseyenko, Y., Malanchuk, V., and Kunakh, V. (2018). 
Complex survey of the Argentine islands and Galindez Island (Maritime Antarctic) as 
a research area for studying the dynamics of terrestrial vegetation. Ukrainian Antarct. J., 
73–101. doi: 10.33275/1727-7485.1(17).2018.34

Poehlein, A., Yutin, N., Daniel, R., and Galperin, M. Y. (2017). Proposal for the 
reclassification of obligately purine-fermenting bacteria Clostridium acidurici (Barker 
1938) and Clostridium purinilyticum (Dürre et al. 1981) as Gottschalkia acidurici gen. 
nov. comb. nov. and Gottschalkiapurinilytica comb. nov. and of Eubacterium angustum 
(Beuscher and Andreesen 1985) as Andreesenia angusta gen. nov. comb. nov. in the 
family Gottschalkiaceae fam. nov. Int. J. Syst. Evol. Microbiol. 67, 2711–2719. doi: 
10.1099/ijsem.0.002008

Quast, C., Pruesse, E., Yilmaz, P., Gerken, J., Schweer, T., Yarza, P., et al. (2013). The 
SILVA ribosomal RNA gene database project: improved data processing and web-based 
tools. Nucleic Acids Res. 41, D590–D596. doi: 10.1093/nar/gks1219

Ramírez-Fernández, L., Orellana, L. H., Johnston, E. R., Konstantinidis, K. T., and 
Orlando, J. (2021). Diversity of microbial communities and genes involved in nitrous 
oxide emissions in Antarctic soils impacted by marine animals as revealed by 
metagenomics and 100 metagenome-assembled genomes. Sci. Total Environ. 788:147693. 
doi: 10.1016/j.scitotenv.2021.147693

Rice, E. and Bridgewater, L.. (2012). Standard methods for the examination of water 
and wastewater. Washington, D.C.: American Public Health Association. 1496.

Riddick, S. N., Blackall, T. D., Dragosits, U., Daunt, F., Newell, M., Braban, C. F., et al. 
(2016). Measurement of ammonia emissions from temperate and sub-polar seabird 
colonies. Atmos. Environ. 134, 40–50. doi: 10.1016/j.atmosenv.2016.03.016

Robinson, M. D., McCarthy, D. J., and Smyth, G. K. (2010). edgeR: a Bioconductor 
package for differential expression analysis of digital gene expression data. Bioinformatics 
26, 139–140. doi: 10.1093/bioinformatics/btp616

Santamans, A. C., Boluda, R., Picazo, A., Gil, C., Ramos-Miras, J., Tejedo, P., et al. 
(2017). Soil features in rookeries of Antarctic penguins reveal sea to land biotransport 
of chemical pollutants. PLoS One 12:e0181901. doi: 10.1371/journal.pone.0181901

Siddiqi, M. Z., Sok, W., Choi, G., Kim, S. Y., Wee, J.-H., and Im, W. T. (2020). 
Simplicispira hankyongi sp. nov., a novel denitrifying bacterium isolated from sludge. 
Antonie Van Leeuwenhoek 113, 331–338. doi: 10.1007/s10482-019-01341-0

Smith, R. C., Ainley, D., Baker, K., Domack, E., Emslie, S., Fraser, B., et al. (1999). 
Marine ecosystem sensitivity to climate change: historical observations and 
paleoecological records reveal ecological transitions in the Antarctic peninsula region. 
Bioscience 49, 393–404. doi: 10.2307/1313632

Teixeira, L. C. R. S., Peixoto, R. S., Cury, J. C., Sul, W. J., Pellizari, V. H., Tiedje, J., et al. 
(2010). Bacterial diversity in rhizosphere soil from Antarctic vascular plants of 
Admiralty Bay, maritime Antarctica. ISME J. 4, 989–1001. doi: 10.1038/ismej.2010.35

Vaughan, D. G., Marshall, G. J., Connolley, W. M., Parkinson, C., Mulvaney, R., 
Hodgson, D. A., et al. (2003). Recent rapid regional climate warming on the Antarctic 
peninsula. Clim. Chang. 60, 243–274. doi: 10.1023/A:1026021217991

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

Wickham, H. (2016). Ggplot2: Elegant graphics for data analysis. 2nd Edn. New York: 
Springer International Publishing.

Wierzgoń, M., Ivanets, V., Prekrasna-Kviatkovska, Y., Plášek, V., and Parnikoza, I. 
(2023). Moss bank composition on Galindez Island (Argentine islands, maritime 
Antarctic). Polar Biol. 46, 1235–1249. doi: 10.1007/s00300-023-03197-7

Wynn-Williams, D. D. (1996). Antarctic microbial diversity: the basis of polar 
ecosystem processes. Biodivers. Conserv. 5, 1271–1293. doi: 10.1007/BF00051979

Yergeau, E., Bokhorst, S., Kang, S., Zhou, J., Greer, C. W., Aerts, R., et al. (2012). Shifts 
in soil microorganisms in response to warming are consistent across a range of Antarctic 
environments. ISME J. 6, 692–702. doi: 10.1038/ismej.2011.124

Yergeau, E., and Kowalchuk, G. A. (2008). Responses of Antarctic soil microbial 
communities and associated functions to temperature and freeze–thaw cycle frequency. 
Environ. Microbiol. 10, 2223–2235. doi: 10.1111/j.1462-2920.2008.01644.x

Younger, J., Emmerson, L., Southwell, C., Lelliott, P., and Miller, K. (2015). 
Proliferation of East Antarctic Adélie penguins in response to historical deglaciation. 
BMC Evol. Biol. 15:236. doi: 10.1186/s12862-015-0502-2

Yu, Z., Beilman, D. W., and Loisel, J. (2016). Transformations of landscape and peat-
forming ecosystems in response to late Holocene climate change in the western 
Antarctic peninsula. Geophys. Res. Lett. 43, 7186–7195. doi: 10.1002/2016GL069380

Zhu, R., Liu, Y., Ma, E., Sun, J., Xu, H., and Sun, L. (2009). Nutrient compositions and 
potential greenhouse gas production in penguin guano, ornithogenic soils and seal colony 
soils in coastal Antarctica. Antarct. Sci. 21, 427–438. doi: 10.1017/S0954102009990204

https://doi.org/10.3389/fmicb.2024.1362975
https://www.frontiersin.org/journals/microbiology
https://www.frontiersin.org
https://doi.org/10.1016/j.scitotenv.2020.136714
https://doi.org/10.1016/j.scitotenv.2020.136714
https://doi.org/10.1093/bioinformatics/btw313
https://doi.org/10.3389/fmicb.2018.00552
https://doi.org/10.21425/F5FBG43165
https://doi.org/10.21425/F5FBG43165
https://doi.org/10.1128/AEM.01775-20
https://doi.org/10.1099/ijsem.0.003739
https://doi.org/10.1099/ijs.0.000013
https://doi.org/10.1016/j.hjb.2017.11.003
https://doi.org/10.1007/s12275-012-2655-7
https://doi.org/10.1128/mbio.03714-21
https://doi.org/10.1098/rsbl.2020.0708
https://doi.org/10.1371/journal.pone.0060568
https://doi.org/10.2307/1939479
https://doi.org/10.1038/s41598-017-03781-y
https://doi.org/10.1890/11-1588.1
https://doi.org/10.1093/bioinformatics/btr507
https://doi.org/10.1093/bioinformatics/btr507
https://cran.r-project.org/package=vegan
https://cran.r-project.org/package=vegan
https://doi.org/10.1264/jsme2.ME17188
https://doi.org/10.2312/polarforschung.86.2.83
https://doi.org/10.33275/1727-7485.1(17).2018.34
https://doi.org/10.1099/ijsem.0.002008
https://doi.org/10.1093/nar/gks1219
https://doi.org/10.1016/j.scitotenv.2021.147693
https://doi.org/10.1016/j.atmosenv.2016.03.016
https://doi.org/10.1093/bioinformatics/btp616
https://doi.org/10.1371/journal.pone.0181901
https://doi.org/10.1007/s10482-019-01341-0
https://doi.org/10.2307/1313632
https://doi.org/10.1038/ismej.2010.35
https://doi.org/10.1023/A:1026021217991
https://doi.org/10.3389/fmicb.2015.01188
https://doi.org/10.1007/s00300-023-03197-7
https://doi.org/10.1007/BF00051979
https://doi.org/10.1038/ismej.2011.124
https://doi.org/10.1111/j.1462-2920.2008.01644.x
https://doi.org/10.1186/s12862-015-0502-2
https://doi.org/10.1002/2016GL069380
https://doi.org/10.1017/S0954102009990204

	From acidophilic to ornithogenic: microbial community dynamics in moss banks altered by gentoo penguins
	1 Introduction
	2 Materials and methods
	2.1 Study sites
	2.2 Samples collection
	2.3 Measuring the biogenic elements’ content and pH of the peat
	2.4 DNA extraction
	2.5 16S rRNA amplicon sequencing
	2.6 qPCR analysis
	2.7 Bioinformatic and statistical analysis

	3 Results
	3.1 Chemical parameters of the peat
	3.2 16S rRNA amplicon sequencing output
	3.3 Taxonomic composition of moss banks’ microbial communities
	3.4 Changes in the microbial communities functioning

	4 Discussion
	4.1 Chemical composition of the peat
	4.2 The taxonomic composition of the moss banks differently affected by the penguins’ colonization
	4.3 Effect of the penguins’ colonization on the functioning of peat microbial communities

	5 Conclusion
	Data availability statement
	Ethics statement
	Author contributions

	References

