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Abstract 

Background Glaciers harbor diverse microorganisms adapted to extreme conditions with high radiation, fluctuat‑
ing temperature, and low nutrient availability. In glacial ecosystems, cryoconite granules are hotspots of microbial 
metabolic activity and could influences the biogeochemical cycle on glacier surface. Climate change could influ‑
ence glacier dynamics by changing regional meteorological factors (e.g., radiation, precipitation, temperature, wind, 
and evaporation). Moreover, meteorological factors not only influence glacier dynamics but also directly or indirectly 
influence cryoconite microbiomes. However, the relationship of the meteorological factors and cryoconite microbi‑
ome are poorly understood.

Results Here, we collected 88 metagenomes from 26 glaciers distributed in the Northern Hemisphere with cor‑
responding public meteorological data to reveal the relationship between meteorological factors and variation 
of cryoconite microbiome. Our results showed significant differences in taxonomic and genomic characteristics 
between cryoconite generalists and specialists. Additionally, we found that the biogeography of both generalists 
and specialists was influenced by solar radiation. Specialists with smaller genome size and lower gene redundancy 
were more abundant under high radiation stress, implying that streamlined genomes are more adapted to high radia‑
tion conditions. Network analysis revealed that biofilm regulation is a ubiquitous function in response to radiation 
stress, and hub genes were associated with the formation and dispersion of biofilms.

Conclusion These findings enhance our understanding of glacier cryoconite microbiome variation on a hemispheric 
scale and indicate the response mechanisms to radiation stress, which will support forecasts of the ecological conse‑
quences of future climate change.
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Background
Glaciers and ice sheets cover approximately 10% of the 
global surface and these icy ecosystems are dominated 
by microbes, which drive biogeochemical cycling [1]. 
The Northern Hemisphere contains over half the gla-
ciers on Earth, and the mass balance of these glaciers is 
greatly influenced by climate change. Climate change 
could influence glacier dynamic by changing regional 
meteorological factors (e.g., solar radiation, tempera-
ture, precipitation, wind, and evaporation). For instance, 
divergent summer insolation has been shown to be the 
major driver of long-term glacier evolution [2]. In addi-
tion, the microbial community on the glacier surface is 
directly or indirectly influenced by meteorological fac-
tors. Among meteorological factors, solar radiation is 
fundamental in glacial ecosystems because it supports 
phototrophic microorganisms and serves as a permanent 
driving force in glacier evolution. Recently, it has been 
reported that solar radiation (light) stimulates primary 
production in cryoconite and directly supplements the 
energy demand of aerobic anoxygenic phototrophs [3, 
4]. Moreover, microbial processes at the surface have the 
potential to amplify the impacts of meteorological factors 
on glaciers [5]. Therefore, understanding how microbial 
communities respond to meteorological factors is the key 
to making reasonable predictions of the microbiome and 
glacier dynamics, contributing to estimating the impacts 
of climate change.

Cryoconite is a granular sediment found on glacier sur-
faces comprising both mineral and biological materials 
from different sources, recognized as unique hot spots 
of microbial diversity and activity in glacial ecosystems 
[6]. The pioneers in cryoconite are cyanobacteria, which 
produce substantial amounts of organic material, includ-
ing extracellular polymeric substances (EPS), which hold 
minerals and other particles together, effectively increas-
ing the lifetime of cryoconite on the ice surface [7, 8]. 
Moreover, other microbes in cryoconite can also produce 
EPS that allow them to form biofilms and increase their 
survivability, such as cryoprotection, anti-desiccation, 
buffering against high salinity and pH, and trace metal 
uptake and binding [9–12]. Smith et  al. (2016) revealed 
that ~ 35% of the cryoconite sediment surfaces were cov-
ered by biofilm in Antarctica [13]. The accumulation of 
microbial biofilms will enlarge these aggregates, poten-
tially contributing to surface darkening and the reduc-
tion in glacial albedo [6]. Given that light could increase 
the excretion of cyanobacterial EPS [14], we propose the 
presence of a linkage between the biofilm of the cryoco-
nite microbiome and solar radiation.

In recent years, many studies have reported that cryoc-
onite ecosystems are usually dominated by endemic spe-
cies owing to geographic separation [15, 16], e.g., Millar 

et al. (2021) revealed that specialists dominated the cry-
oconite community on the hemispheric scale [17]. In 
general, the overwhelming majority of microbial ecosys-
tems are characterized by highly skewed abundance-rank 
distributions: a few taxa account for the majority, while 
most taxa are represented by only a few individuals [18]. 
According to the difference in taxon distributions among 
habitats, taxa with equal abundances in many habitats 
are divided into generalists, whereas taxa that are always 
found in only one habitat are divided into specialists [19]. 
Specialists are usually highly adapted to specific condi-
tions and are sensitive to environmental change, whereas 
generalists are recognized as adapting to a wide range of 
environments [20]. Moreover, generalist and specialist 
microbes differently impact the dynamics of microbial 
community structures [21]. Hence, distinguishing the 
roles of generalists and specialists, including their habitat 
range and metabolic potential, is meaningful to under-
standing the dynamics of cryoconite ecosystems.

Overall, understanding the relationship between mete-
orological factors and dynamic of cryoconite microbiome 
requires an in-depth analysis of the roles played by dif-
ferent species as well as their habitat ranges and meta-
bolic potential. Considering these factors, we seek to 
differentiate the roles of generalists and specialists, find 
their connection with meteorological factors, and indi-
cate the potential mechanisms. In this study, we collected 
88 metagenomes of the cryoconite microbiome from 
26 sampling sites across glaciers in the Northern Hemi-
sphere with corresponding meteorological data. Finally, 
we combined genome and gene-centric approaches that 
identify key species and functions of the community, as 
well as their connection with meteorological factors, to 
provide insights into the variation of cryoconite microbi-
omes under climate change.

Materials and methods
Metagenomic and meteorological data collection
We analyzed 88 metagenomes of the cryoconite micro-
biome from 26 glacier sampling sites distributed in 
the Northern Hemisphere with an average coverage of 
1.27 ×  1010 (± 9.76 ×  109) bases per metagenome (Addi-
tional file 1: Table S1). Owing to the sequence length of 
paired reads was below 100 bp, the metagenomic data of 
Rotmoosferner glacier was not include in this study [22]. 
All 88 samples were distributed among Northern Hemi-
sphere glaciers and divided into three groups (i.e., ALP, 
ARC, and TP) based on their geographic position, includ-
ing Alp (6 samples in Italy), Arctic (39 samples in Green-
land, 3 samples in Svalbard, and 2 samples in Alaska) and 
Tibetan plateau as well as its surroundings (25 samples 
in China, 6 samples in Pakistan, 5 samples in Nepal, one 
sample in Tajikistan and one in Kyrgyzstan) (Additional 



Page 3 of 19Zhang et al. Microbiome          (2023) 11:228  

file  2: Fig. S1). The 88 metagenomes of the cryoconite 
microbiome cover a broad range of temporal conditions 
from July to November from 2005 to 2020. Samples were 
taken, and DNA extraction from the cryoconite was per-
formed as described in the original research [3, 23–26].

In addition, we downloaded monthly averaged mete-
orological data of 26 sampling points from ERA5 dataset, 
which is a global atmospheric reanalysis product pro-
duced by the ECMWF (European Centre for Medium–
Range Weather Forecasts) [27]. Then we selected mainly 
meteorological data that could influence glacier as well 
as cryoconite microbiomes, including 2  m temperature 
(Kelvins, K), 10 m wind speed (meters per second, m/s), 
total sky direct solar radiation at the surface (joules per 
square meter, J/m2 ), total precipitation ( meter of water 
equivalent), and evaporation (meter of water equiva-
lent) data of each sampling site from 2005 to 2020. The 
NetCDF (Network Common Data Form) format dataset 
was download in the website [28] and transformed to 
table format based on geographic coordinate by R pack-
age raster (v3.5–15) [29]. Finally, these meteorological 
data were converted to a 15-year average value for each 
sampling point for downstream analysis.

Metagenome analysis
Raw reads of metagenomes were obtained from the 
National Center of Biotechnology Information (NCBI) 
Sequence Read Archive (SRA). Quality control of pair-
end reads was performed by Trim Galore wrapper 
(v0.6.6) [30]. Megahit (v1.1.3) [31] was used to assemble 
high-quality reads with the default setting, and only con-
tigs > 1000 bp were retained. A total of 32,787,657 assem-
bled contigs were used to predict open reading frames 
(ORFs) by Prodigal (v2.6.3) [32], and then ORFs were 
clustered by MMseqs2 (v13.45111) [33] with the parame-
ters: easy-linclust -e 0.001 -min-seq-id 0.95 and -c 0.80, as 
used in the human gut microbiome dataset construction 
except decrease 90% coverage to 80% for excluding the 
effect of shorter genes [34]. A total of 17,008,994 nonre-
dundant ORFs were generated, with an average length of 
665 bp. These ORFs were annotated against Kyoto Ency-
clopaedia of Genes and Genomes Orthology (KEGG) 
[35] databases using KofamScan [36] at an e value thresh-
old of 1e − 5. Clean reads were mapped to nonredundant 
ORFs by Salmon (v0.13.1) [37] with default parameters to 
obtain transcripts per million (TPM) abundance.

Genome binning and recruitment
Binning of the remaining assembly contigs and high-
quality reads was performed by the variational autoen-
coders for metagenomic binning (VAMB) (v2.0.1) [38] 
and metaWRAP (v1.3.2) [39] with self-implemented 
MetaBAT2 [40] and MaxBin2 [41] binning modules. 

A total of 11,813 bins were generated by three bin-
ning methods. Then, all these sets of bins were pooled 
together for bin dereplication and aggregation by DAS_
Tools (v1.1.4) with default settings [42]. A total of 2556 
bins (also called metagenome assembly genomes, MAGs) 
were further refined to remove heterogeneous contig 
potential contamination based on the genomic proper-
ties (i.e., tetranucleotide signatures, coverage, and GC 
content) by RefineM (v0.0.24) [43]. The completeness and 
contamination of each bin were assessed with CheckM 
(v.1.0.11) using the lineage_wf workflow [44].

The 2078 medium–high quality MAGs with com-
pleteness > 50% and contamination < 10% were clustered 
at the species level by dRep (v3.2.2) [45] with an aver-
age nucleotide identity (ANI) threshold of 95% [25, 46] 
and an aligned fraction threshold of 30%. The final 645 
dereplicated MAGs represented unique species that we 
called species-level genome bins (SGBs) as used in the 
human gut microbiome research [47] (Additional file  1: 
Table  S2). Taxonomic classification of SGBs was per-
formed by GTDB-tk (v0.3.2) [48, 49] with the Genome 
Taxonomy Database (GTDB) (R06-RS202). SGB abun-
dance was calculated by CoverM (v0.6.0) using the TPM 
method [50]. Protein sequences of SGBs were predicted 
with Prokka (v1.14.6) [51], and functional annotation 
was performed with the same pipeline used for ORFs. A 
phylogenetic tree for the dereplicated MAGs was recon-
structed using the protein sequences of 43 universal sin-
gle-copy genes by checkM. The iTOL website [52] was 
used to better visualize the phylogenetic tree.

Niche breadth analysis
Specialist-generalist classification of SGBs was based on 
Levins’ niche breadth index. To avoid sampling bias, the 
function spec.gen from the R package EcolUtils (v.0.1) 
[53] was used to calculate Levins’ index for 1000 random 
permutations of the metagenomic TPM table. Then, 645 
SGBs were categorized as generalists if Levins’ index was 
larger than its 95% confidence interval (CI) or special-
ists if Levins’ index was smaller than its 95% CI, and the 
SGBs were considered uncategorized if Levins’ index was 
within the 95% CI.

WGCNA network analysis
A weighted gene co-expression network analysis 
(WGCNA) was performed using the R package WGCNA 
(v1.70–3) [54]. The analysis was performed on 88 sam-
ples of the KEGG dataset to describe networks derived 
from their normalized TPM values for information on 
gene and function abundances.

A total of 17,347 KEGG orthologs (KOs) were detected 
across 88 samples and then filtered to 8272 KOs that were 
observed in at least 70% of samples. Filtered KOs were 
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transformed into centered log ratios (CLR) after replace-
ment of zeros via count zero multiplicative replacement 
by R package zCompositions (v1.4.0–1) and compositions 
(v2.0–4) [55]. Then transformed data was used to con-
struct the network based on the absolute values of Pear-
son correlation coefficients. To generate an approximate 
scale-free topology network, soft thresholding power 
was set at 7 by the function pickSoftThreshold. Network 
module identification was performed by a dynamic tree 
cut algorithm and the minimum module size was set at 
50 to generate medium to large modules. Highly similar 
(> 75%) network modules were merged by hierarchical 
clustering, which resulted in 10 network modules being 
retained. The KOs within same network module had high 
correlation that could perform similar or relevant func-
tion; hence, we also called these network modules as 
function modules. The module’s eigengene values, which 
are equivalent to the first principal component, were 
examined for correlations with radiation using a Pearson 
correlation.

To evaluate the importance of modules to radiation, 
linear regressions were used to fit each module’s eigen-
gene value and meteorological data. Before fitting, 
L1-regularized regression with the least absolute shrink-
age and selection operator (LASSO) [56] was used to 
select the variables and avoid overfitting. For LASSO, the 
final selected variables were depended on the choice of 
lambda value. Under the best lambda, final three mod-
ule (MEturquoise, MEblue, and MEgreenyellow) was 
selected using cross validation. Then, the eigengene value 
of selected modules was used to construct an optimiza-
tion model. The importance of modules to radiation was 
evaluated by the standardized regression coefficient of 
the final model. The resulting regression estimates were 
visualized as forest plots with 95% confidence intervals 
by R package forestmodel (v0.6.2) [57]. All regression 
methods were performed using the R package glmnet 
(v4.1–4) [58].

Each module significantly correlated with meteorologi-
cal factors was regarded as an environmentally respon-
sive functional group in the cryoconite microbiome. To 
determine the represented function of each module, 
KEGG pathway enrichment analysis was performed 
using the R package clusterProfiler (v3.18.1) [59]. To find 
radiation-related hub genes in module MEturquoise and 
MEblue, KOs were filtered based on threshold: module 
membership over 0.9 and absolute value of radiation cor-
relation over 0.8. Module membership value and radia-
tion correlation value that measured by signedKME and 
cor function of WGCNA R package. Then, we check the 
pathway of filtered KOs and select the pathway also iden-
tified in enrichment analysis. The selected pathways were 
bacterial motility proteins, biofilm formation, flagellar 

assembly, O-antigen nucleotide sugar biosynthesis, quo-
rum sensing, secretion system, and two-component 
system. Finally, the KOs of selected pathway were visual-
ized in cooccurrence networks by the open-source tool 
Cytoscape (v3.7.0) [60].

Statistical analysis
To verify the plausibility of biogeographical catego-
ries (i.e., ALP, ARC, and TP), clustering analysis was 
performed by factoextra (v1.0.7) and cluster (v2.1.3) R 
package. The CLR-transformed SGB abundances was 
explained by the meteorological factors using Redun-
dancy analysis (RDA) by the vegan (v2.6–2) package in 
R. [61]. To assess collinearity between meteorological 
factors, the variance inflation factor analysis (VIF) was 
performed to filter redundancy variable with the vif.
cca function. All meteorological factors with low vari-
ance inflation factor (VIF < 10) were kept. Then, we used 
the rdacca.hp (v1.0–8) package to distinguish the con-
tribution of each meteorological factor by the relative 
importance of each factor independently accounting for 
variation in community structure [62]. In addition, to 
determine the relative importance of meteorological fac-
tors in structuring cryoconite communities, we also con-
ducted a multiple regression analysis using the multiple 
regression on matrices (MRM) approach in the ecodist 
R package (v2.0.7) [63]. Linear regression between sum 
of KOs and unique KOs of each SGB was plotted using 
the stat_poly_eq function in the ggpmisc (v0.4.6) pack-
age in R, and then p values and R2 values were calculated 
and added to the graph [64]. The function diffslope in 
the R package simba (v0.3–5) was used to calculate the 
difference in slopes of regression lines. The correlation 
between 645 SGBs abundance (CLR transformed) and 
radiation was canulated by Spearman correlation test 
by rcorr function of R package correlation (v0.8.1). The 
significance of the SGB-based comparisons of predicted 
GC content, genome size, gene redundancy index, and 
radiation correlation among niche breadth groups was 
determined using the Wilcox rank sum test in the ggpubr 
(0.4.0) package in R [65]. All statistical analyses were per-
formed using R version 4.0.3.

Result
Taxonomic composition of the cryoconite microbiome 
in the Northern Hemisphere
After quality filtering and dereplication, 2556 MAGs were 
generated with an average mapping rate of 63.5% against 
8,697,020,884 clean reads. To uncover the diversity of 
cryoconite species, 645 SGBs were obtained from 2078 
medium–high quality MAGs by clustering at the species 
level based on an ANI threshold of 95% [25, 46]. These 
SGBs were affiliated with 27 phyla; 24 were bacteria, and 
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the other three were archaea (i.e., Halobacteriota, Ther-
moplasmatota, and Thermoproteota) (Fig.  1a). All eight 
archaeal SGBs were classified at the family level. Four SGBs 
belonged to sulfur-oxidizing archaea in the families Sul-
folobaceae and Thermoproteaceae. Three SGBs belonged 
to methanogenic archaea in the families Methanosphaeru-
laceae and Methanosarcinaceae and UBA472 in the order 
Methanomassiliicoccales. One SGB was classified to the 
ARK-15 family, which shared a common ancestor with 
the sulfur-reducing archaeon Aciduliprofundum [66]. At 
the genus level, six SGBs were classified, while at the spe-
cies level, only two SGBs were classified as Metallosphaera 
sedula and Methanosarcina sp001714685. The other 637 
bacterial SGBs were most frequently assigned to the phy-
lum Proteobacteria (28.8%), followed by Bacteroidota 
(14.7%) and Actinobacteriota (9.6%). At the family level, 
94% of bacterial SGBs could be annotated, and the most 
abundant family was Burkholderiaceae (8.3%), followed by 
Sphingomonadaceae (6.4%) and Chitinophagaceae (5.3%). 
At the genus level, 65% of bacterial SGBs could be anno-
tated, and the most abundant genus was Ferruginibacter 
(5.5%), followed by Rhizobacter (3.4%) and Polaromonas 
(2.8%). However, only eight bacterial SGBs could be classi-
fied at the species level (Additional file 1: Table S2).

Generalists and specialists in the cryoconite microbiome
We further divided 645 SGBs into two groups, generalist, 
and specialist, based on Levin’s niche breadth index [67]. 
In this study, only 12% of SGBs were identified as general-
ists, 55% of SGBs were specialists, and 33% of SGBs were 
uncategorized. The comparison of taxonomic composi-
tion between niche breadth groups showed that special-
ists exhibited higher diversity than generalists. Specialists 
were classified into 25 phyla and generalists into 13 phyla 
in this study. SGBs belonging to the phyla Proteobacteria, 
Bacteroidota, and Actinobacteriota were abundant in both 
the generalist and specialist groups. However, the number 
of the superphylum Patescibacteria (also known as candi-
date phyla radiation, CPR) was different between general-
ists and specialists, with only one in the generalist group 
and 30 in the specialist group. At the genus level, the SGBs 
in the generalist and specialist groups belonged to 34 and 
125 genera, respectively. SGBs belonging to the genera 
Ferruginibacter, Polaromonas, and BOG-908 were abun-
dant among the generalists and specialists. Sixteen genera 
were found only among generalists, and 107 genera were 
found only among specialists. In addition, uncategorized 

SGBs also showed highly diverse taxonomic composition. 
A total of 216 uncategorized SGBs were distributed among 
20 phyla, most of which belonged to Proteobacteria (27%), 
followed by Bacteroidota (14%) and Actinobacteriota 
(10%). The phylum UBA15 was found only in an uncatego-
rized group. At the genus level, SGBs were classified into 
86 genera, and the genera Rhizobacter, Ferruginibacter 
and UKL13-2 were abundant. Additionally, there was no 
generalist archaeal SGBs. Five archaeal SGBs were special-
ist group and belong to three phyla, that is Halobacteriota, 
Thermoplasmatota, and Thermoproteota. While other 
three archaeal SGBs were uncategorized group and belong 
to Thermoproteota and Thermoplasmatota, two classified 
archaeal species (i.e., Metallosphaera sedula and Methano-
sarcina sp001714685) were specialist group.

Generalists and specialists exhibited obviously different 
genomic features. The average estimated genome size for 
generalists was significantly larger than that for special-
ists (Wilcox rank sum test; p value < 0.001), which were 
4.58 (± 1.56) and 4.20 (± 1.50) Mbp, respectively (Fig. 1b). 
Similarly, the average GC of generalists (0.61 ± 0.08) was 
significantly higher than that of specialists (0.53 ± 0.11) 
(Wilcox rank sum test; p value < 0.0001) (Fig.  1c). For 
uncategorized SGBs, the average estimated genome size 
and GC content were intermediate to those of general-
ists and specialists. Given that more unique taxonomy 
was found in specialist SGBs, we also compared aver-
age estimated genome size and GC content of generalist 
and specialist in each phylum. Our result showed that, 
among various phyla, only the generalist SGBs from the 
Proteobacteria and Actinobacteriota exhibited a signifi-
cant larger average estimated genome size than special-
ist SGBs (Wilcox rank sum test; both p value < 0.01), and 
only the generalist SGBs from Proteobacteria and Bdello-
vibrionota showed significant high GC content than spe-
cialist SGBs (Wilcox rank sum test; both p value < 0.01) 
(Additional file  2: Fig. S2). When removed the unique 
phyla that only found in specialist SGBs, we found gen-
eralist SGBs still had significant high larger average esti-
mated genome size than specialist SGBs (Wilcox rank 
sum test; both p value < 0.01) (Additional file 2: Fig. S3).

Various metabolic potentials of generalists and specialists 
in the cryoconite microbiome
Generalists and specialists have various potential func-
tions. There were 115 and 1532 unique KEGG-annotated 
genes among the generalists and specialists, respectively 

(See figure on next page.)
Fig. 1 Phylogenetic tree of SGBs and genome characteristics of cryoconite microbiome. a Phylogenetic tree was generated using 645 SGBs. Bar 
plot shows the completeness (blue) and contamination (red) of SGBs. Color strip in the outer ring represents the niche breadth groups divided 
by Levin’s niche breadth, black for generalist, red for specialist, and gray for uncategorized. Bootstraps are shown in the pink triangle and are based 
on 1000 replicated trees. b, c Comparison of estimated genomes size and GC content between different niche breadth groups (Wilcox rank sum 
test). Significance level: **** (p ≤ 0.0001); *** (p ≤ 0.001); ** (p ≤ 0.01); * (p < 0.05)
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Fig. 1 (See legend on previous page.)
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(Fig.  2a). These genes could be classified into multiple 
functions or pathways based on the KEGG pathway cat-
egorization level. The top five functions (i.e., KEGG path-
way level 2) of generalists belong to three pathways (i.e., 
KEGG pathway level 1), that is, environmental informa-
tion processing, metabolism, and cellular process. A total 
of 15.6% of unique genes in generalist group were clas-
sified into metabolic pathways, including 8.7% involving 
xenobiotic biodegradation and metabolic functions and 
6.8% involving terpenoid and polyketide metabolism 
functions. For the cellular process pathway, 7.3% of genes 
were associated with cell growth and death functions, 
and 6.8% were associated with transport and catabolism 
functions. The top five functions of specialists belong 
to two pathways, that is, metabolism and environmen-
tal information processing. A total of 25.9% of genes 
were classified into the metabolism pathway, including 
11.5% involving carbohydrate metabolism, 7.9% involv-
ing energy metabolism and 6.5% involving amino acid 
metabolism. Another function in the environmental 
information processing pathway was membrane trans-
port, which was associated with 6.5% of specialist unique 
genes. Signal transduction of environmental information 
processing was the most abundant function among both 
generalists and specialists, accounting for 21.5% of gen-
eralist and 13.8% of specialist unique genes, respectively.

Linear regression between unique KO number and 
sum of KO number showed that slope value in general-
ists was significantly larger than that in specialists (diff-
slope: p value < 0.001), which indicated that generalists 
had more duplicated genes than specialists (Fig. 2b). To 
avoid genomic completeness bias, we also assessed the 
linear regression in different genome completeness cat-
egories. Generalists consistently exhibited higher slope 
values among different completeness categories (Addi-
tional file 2: Fig. S4). Furthermore, the ratio of unique KO 
numbers and the sum of KO numbers was used to quan-
tify the degree of gene duplication of each SGB, which 
we named as the gene redundancy index. Our results 
showed that the gene redundancy index was significantly 
higher in generalists than specialists (Wilcox rank sum 
test; p value < 0.0001) (Fig. 2b).

Biogeography of generalists and specialists 
across the Northern Hemisphere glacier cryoconite
The number of generalists was smaller than that of spe-
cialists in all three biogeographical categories (i.e., ALP, 
ARC, and TP) across the Northern Hemisphere, but the 
differences were not the same (Fig.  3a). Although the 
number of SGBs in TP was twice as high as that in ARC 
and four times as high as that in ALP, the number of gen-
eralists was only one-fifth of the number of specialists in 

TP and one-half of that in ALP and ARC. For genome 
features, generalists had significantly larger genomes, GC 
contents, and gene redundancy index values than spe-
cialists in all three biogeographical categories (p value 
both < 0.05).

Generalists and specialists have similar dominant phyla 
in three biogeographical categories, that is, the phyla Pro-
teobacteria, Bacteroidota, Actinobacteriota, and Arma-
timonadota. However, several groups showed different 
frequencies among biogeographical categories. For gen-
eralists, the frequency of the group Gammaproteobacte-
ria in ALP was higher than that in other regions, and the 
groups Cyanobacteria and Patescibacteria were detected 
only in ARC and TP. For specialists, the frequency of the 
phylum Bacteroidetes was the highest in ALP, and those 
of the groups Firmicutes and Gammaproteobacteria were 
the highest in TP (Fig. 3a).

Clustering analysis showed optimum number of clus-
ters was 10 according to k-mediod algorithm (Addi-
tional file  2: Fig. S5). Of these 10 clusters, samples of 
ALP were close to samples of Yala and Parlung No. 4 
glacier in TP. Moreover, samples of ALP, ARC, and TP 
could approximately group into three more larger clus-
ters in line with their geographic location. RDA results 
revealed that the whole, generalist, and specialist com-
munities in ALP and ARC clustered together according 
to their geographical locations and were associated with 
meteorological factors (Fig.  3b). The whole, generalist, 
and specialist communities were all positively corre-
lated with precipitation in ALP and wind speed in ARC 
(whole: F = 15.456, p value = 0.001; generalist: F = 35.198, 
p value = 0.001; specialist: F = 10.87, p value = 0.001). 
Most of the samples in the TP were positively correlated 
with radiation. In particular, nine samples from the Yala 
and Parlung No. 4 glacier was positively correlated with 
precipitation and closer to the ALP samples (Fig.  3b). 
In the whole community, the RDA results revealed that 
five meteorological factors, radiation, precipitation, tem-
perature, windspeed, and evaporation, explained 45.4% 
of the variation in whole-community structure, whereas 
these factors explained 66.3% and 36.2% of the variation 
in the generalist and specialist communities, respectively. 
Among the five meteorological factors, the RDA and 
MRM analysis showed that radiation had a greater influ-
ence on the community structures than the other mete-
orological factors (Table 1). The contribution of radiation 
was the highest, accounting for 41.85% of the total differ-
ential contributions in the whole community, 44.60% in 
generalists and 39.77% in specialists. The standard partial 
regression coefficient of radiation was also the highest 
among meteorological factors, 0.80 in generalists, 0.78 in 
the whole community, and 0.75 in specialists (Table  1). 
Compared with geographic distance, radiation difference 
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Fig. 2 Unique function and gene redundancy in niche breath groups. a Quantification of genes annotated against KEGG database that were 
only found in generalists or specialists. b Linear regression fit between unique KO number and the sum of KO number, and the comparison of gene 
redundancy index among niche breadth groups in the sketch
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of each samples showed higher explanation (linear fitting: 
radiation difference, R2 = 0.59, p value < 0.001; geographic 
distance, R2 = 0.49, p value < 0.001) (Additional file 2: Fig. 
S6). MRM analysis also showed radiation had a greater 
influence on the whole community structures than geo-
graphic distance (standard partial regression coefficient: 
radiation difference = 0.82; geographic distance =  − 0.06) 
(Additional file 1: Table S3).

Generalists and specialists showed contrasting cor-
relations with radiation, as indicated by linear corre-
lation analysis (Fig.  3c). The accumulative abundance 
of generalists and specialists significantly declined 
(R2 = 0.77, p < 0.001) and increased (R2 = 0.42, p < 0.001) 
with increasing radiation, respectively. In addition, the 
diversity of generalists and specialists indicated by the 
cumulative number of SGBs was negatively and positively 
correlated with radiation (R2 = 0.77, p < 0.001; R2 = 0.43, 
p < 0.001), respectively (Additional file  2: Fig. S7). How-
ever, not all generalists were negatively correlated with 
radiation, nor were all specialists positively correlated 
with radiation. Spearman’s test showed that 536 SGBs 
were significantly correlated with radiation, including 
70 generalists and 282 specialists (both p value < 0.05). 
A total of 72% of generalists and 50% of specialists were 
negatively correlated with radiation (Fig. 3d). Moreover, 
the absolute value of Spearman’s correlation coefficient of 
generalists was significantly higher than that of special-
ists (Wilcox rank sum test; p value < 0.0001) (Additional 
file 2: Fig. S8), indicating that generalists were more sen-
sitive to radiation than specialists.

The linkage between ubiquitous functions of community 
and niche breadth groups
Owing to the gap in genome functions and community 
functions, we further analyzed the ubiquitous function of 
the community in response to radiation stress by a gene-
centric approach. A total of 8272 KOs were found in at 
least 70% of samples, which could be prevalent functions 
of the cryoconite microbiome, and these KOs clustered 
into 10 function modules in network analysis (Fig.  4a). 
Among these modules, the gene number of MEturquoise 
(2858 KOs) was highest, followed by that of MEblue 

(2210 KOs). Moreover, over half of the 10 modules were 
significantly correlated with radiation (Pearson’s corre-
lation test; both p value < 0.05), except for MEmagenta, 
MElightgreen, MEgreenyellow, and MEgrey. Three mod-
ules were negatively correlated with radiation, and the 
MEblue module exhibited the highest Pearson’s correla-
tion coefficient (− 0.77; p value = 7e − 18). In contrast, 
three modules were positively correlated with radiation, 
and the MEturquoise module exhibited the highest Pear-
son’s correlation coefficient (0.83; p value = 1e − 23).

LASSO regression analysis showed that three mod-
ules correlated with radiation under the best penalty 
(best lambda). MEblue had the highest negative cor-
relation coefficient, and MEturquoise had the highest 
positive correlation coefficient (Fig.  4b). These three 
modules explained almost 79% of the variation in radia-
tion (Radj = 0.785, p value < 0.001) based on the stand-
ardized regression coefficient approach. Among these 
three modules, the MEblue and MEturquoise modules 
explained the greatest amounts of variation in radiation 
(Fig. 4c).

We further identified representative pathways of each 
function module by the clusterProfiler enrichment 
approach (Additional file 1: Table S4). Given that MEblue 
and MEturquoise modules had strongest correlation than 
other modules, we selected these two modules to find 
hub genes accented with radiation variation. In mod-
ule MEblue, most of the genes (91 KOs) were enriched 
in the two-component system pathway, followed by the 
function unknown pathway (70 KOs), bacterial motility 
protein pathway (52 KOs) and quorum sensing (52 KOs) 
(Additional file 1: Table S4; Additional file 2: Fig. S9a). In 
module MEturquoise, most of the genes (222 KOs) were 
in two-component system pathways, followed by ABC 
transporters (116 KOs) and unknown function pathways 
(100 KOs) (Additional file 1: Table S4; Additional file 2: 
Fig. S9b). The biofilm formation pathway was enriched in 
module MEturquoise and bacterial motility pathway was 
enriched in module MEblue. Radiation-related hub genes 
were also associated with bacterial motility proteins, bio-
film formation, flagellar assembly, O-antigen nucleotide 
sugar biosynthesis, quorum sensing, secretion system, 

(See figure on next page.)
Fig. 3 Biogeography of niche breadth groups and their relationship with meteorological factors. a Number of generalists, specialists, 
and uncategorized in Tibetan plateau (TP), Arcitc (ARC), and Alpine (ALP). The adjacent box plots show the difference in estimated genome size, 
GC content, and gene redundancy index within each subcategory. Adjacent stacked bar plots indicate their taxonomic composition at the phylum 
level (Proteobacteria phylum was at class level). b Relationship between community compositions and meteorological factors in all SGBs, generalist, 
and specialist based on redundancy analysis (RDA). All meteorological factors were tested in RDA analysis using the envfit function with 999 
permutations. Significance level: **** (p ≤ 0.0001); *** (p ≤ 0.001); ** (p ≤ 0.01); * (p < 0.05). c Linear fit between the abundance of SGBs and radiation 
(MJ/m2 ) across niche breadth groups. d Correlation of each SGB between radiation and distribution of SGBs based on their logged mean read 
recruitments across cryoconite samples (X axis) and Levin’s Index (i.e., niche breadth, Y axis). The color gradient depicts Spearman’s correlation 
coefficient with radiation of each SGB and point shape indicates niche breadth groups
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Fig. 3 (See legend on previous page.)
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and two-component system (Additional file 1: Table S4). 
Genes of these pathways were connected by five hub 
genes based on network analysis (Fig.  4d–e): two hub 
genes (K21000 pslG; K02650 pilA) in MEblue and three 
hub genes (K11689 dctQ; K08083 algR; K07793 tctA) in 
MEturquoise. Further analysis showed that all five hub 
genes were significantly correlated with radiation (linear 
model fitting, R = 0.59 ~ 0.68, p value < 0.001) (Fig. 5a–b). 
The pslG (K21000) gene had the strongest negative corre-
lation with radiation among the hub genes and explained 
68% of the radiation variation; in contrast, the tctA 
(K07793) gene had the strongest positive correlation with 
radiation among the hub genes and explained 68% of the 
radiation variation.

Given that the accumulative abundance of general-
ists and module’s eigengene values of MEblue had similar 
negative correlations with radiation, in contrast, specialists 
and MEturquoise had similar positive correlations with 
radiation (Figs. 3c and 4a), we queried the sequences of five 
hub genes from 645 SGBs to link cryoconite taxa and the 
ubiquitous function that related to radiation of the com-
munity (Fig. 5c). In total, over half of the SGBs (54%) con-
tained at least one type of hub gene sequence. These SGBs 
distributed into majority of bacterial phyla, except for 
phyla Aquificota, Caldisericota, UBP15 and UBP7. Most 
of these SGBs were most frequently assigned to the phy-
lum Proteobacteria (30%), followed by the Patescibacteria 
(9%) and Armatimonadota (8%). However, these hub genes 
were not detected in any archaeal SGBs. Hub genes from 
different modules could be found simultaneously in one 
SGB. For instance, four hub genes were simultaneously 
detected in 12 SGBs belonging to the Gammaproteobac-
teria class. The genera Rhodoferax and Rhizobacter (mem-
bers of the family Burkholderiaceae), which are associated 
with biofilms in other ecosystems [68, 69], accounted for 
approximately 42% of these SGBs. When compared to 
SGBs without hub genes, our results showed that specialist 

SGBs with hub genes had significantly lower absolute val-
ues of Spearman’s correlation coefficient with radiation 
(Wilcox rank sum test; p value < 0.05) (Fig. 5d).

Discussion
Radiation influences specialists and generalists
Low temperature and oligotrophy are common features 
of glacial ecosystems, and the presence of radiation gra-
dients may greatly influence the cryoconite microbiome. 
In this study, we investigated the relationship between 
five meteorological factors (i.e., solar radiation, tem-
perature, precipitation, wind, and evaporation) and the 
cryoconite microbiome and highlighted the influences of 
radiation on generalists and specialists in cryoconite. Our 
results showed that the accumulative abundance and spe-
cies number of generalists in the community decreased 
with increasing radiation, while the opposite trend was 
observed in specialists (Fig. 3c; Additional file 2: Fig. S7). 
This result suggested that radiation could influence com-
munity turnover and composition. Generalists are often 
adapted to various habitats [70], while specialists are 
highly adapted to a single environment [19]. In a previ-
ous study in coastal Antarctic lakes, abundance of habi-
tat specialists was also found to increase along salinity 
gradients [71]. Therefore, it is likely that environmental 
stress reduced proportion of generalists in community by 
influencing their dispersal strategy [72]. In general, the 
environmental stress causes species to cluster, whereas 
interspecific competition makes them disperse [73], 
probably due to cooperative communities have advantage 
in stress resistance. Indeed, cooperation among commu-
nities has significant biological advantages for individual 
members (e.g., maintaining complex community struc-
tures, increasing community productivity, and improving 
stress resistance) [74].

The differences between generalists and specialists in 
genome features and functions provide complementary 

Table 1 Relative importance of each meteorological factor for community variation based on multiple regression analysis on matrices 
analysis (MRM) and redundancy analysis (RDA)

All SGBs Generalists Specialists

MRM RDA MRM RDA MRM RDA

Standard 
partial 
regression 
coefficient

p value Independent 
contribution 
(%)

Standard 
partial 
regression 
coefficient

p value Independent 
contribution 
(%)

Standard 
partial 
regression 
coefficient

p value Independent 
contribution 
(%)

Radiation 0.78 0.0001 41.85 0.80 0.0001 44.60 0.75 0.0001 39.77

Evaporation 0.05 0.0024 23.11  − 0.02 0.2337 25.67 0.08 0.0002 21.82

Windspeed 0.06 0.0007 14.03 0.03 0.0997 12.64 0.09 0.0001 15.01

Precipitation  − 0.04 0.0247 8.28  − 0.02 0.2010 5.08  − 0.03 0.1385 10.61

Temperature 0.10 0.0002 12.65 0.14 0.0001 11.98 0.08 0.0013 12.77
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evidence to explain their adaptation under radiation 
stress. Generalists had significantly larger genomes, GC 
contents, and gene redundancy index values than spe-
cialists in our study (Figs. 1 and 2). In each phylum, gen-
eralists exhibited larger genomes, higher GC contents, 
and greater gene redundancy index values compared to 
specialists. However, a statistically significant difference 
of these features between generalists and specialists was 

only observed in the phyla Proteobacteria, Bdellovibri-
onota, and Actinobacteriota (Additional file  2: Fig. S2). 
This result suggested that taxonomic differences between 
generalists and specialists should be considered when 
comparing genomic features and gene redundancy index. 
Nevertheless, after excluding specialist unique phyla, 
it was observed that generalists also had significantly 
larger genomes, GC contents, and gene redundancy 

Fig. 4 Co‑occurrence networks of metagenomic KEGG Orthologs. a Correlation heatmap between the network modules and radiation. The colors 
correspond to the correlation values, red is positively correlated, and blue is negatively correlated. The values in each of the squares correspond 
to the assigned Pearson correlation coefficient value on top and p‑value in brackets below. Adjacent barplots indicate KEGG Orthologs (KOs) 
numbers of each module. b Relative importance of network modules for predicting radiation variation based on L1‑regularized regression that least 
absolute shrinkage and selection operator (LASSO). c Results of multiple regressions after selection process of LASSO on all modules. Each variable 
was standardized before comparing effect sizes (squares) to determine differences in the strength of predictor variables. The error bars represent 
95% confidence intervals (CI) and indicate a significant (p < 0.05) effect when not overlapping with 0. d Co‑occurrence network of selected genes 
involving biofilm formation in module MEblue. e Co‑occurrence network of selected genes involving biofilm formation in module MEturquoise. 
Node size represents betweenness centrality, and high betweenness centrality nodes are labeled their KOs
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index values than specialists (Additional file  2: Fig. S3). 
Genome sizes are usually positively correlated with cell 
sizes, which determine the surface-to-volume ratio, 
with smaller cells benefitting nutrient acquisition due 
to the increased surface-to-volume ratio [75]. On the 
other hand, species with large genome sizes could have 
more genes and a larger proportion of redundant genes 
[76]. Gene redundancy contributes to genomic robust-
ness [77], which allows genes loss or mutation, and helps 
maintain stability after environmental perturbation [78]. 
Generalists with higher gene redundancy are likely to 

have higher metabolic flexibility in order to fit broader 
habitats. Specialists with lower gene redundancy are 
likely to adapt to extreme conditions by improving energy 
utilization efficiency. The difference in gene redundancy 
between generalists and specialists suggested that the 
species could adapt specific habitat by avoiding gene 
redundancy through redundant gene loss and evolution. 
Redundant gene evolution could contribute to product 
new function in environment adaption [79]. Gene loss 
is a general evolutionary mechanism that maintain rea-
sonable genome size and improves energy utilization 

Fig. 5 The hub genes related to radiation in MEblue and MEturquoise and their distribution across niche breadth groups. a Linear regression fit 
between each hub gene and radiation (MJ/m2 ) in MEblue. b Linear regression fit between each hub gene and radiation (MJ/m2 ) in MEturquoise. 
c Distribution of hub genes among niche breadth groups. d Comparing the correlation of species to radiation in the presence or absence of hub 
genes (Wilcox rank sum test). Significance level: **** (p ≤ 0.0001); *** (p ≤ 0.001); ** (p ≤ 0.01); * (p < 0.05)
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efficiency [80]. This is consistent with the “black queen” 
hypothesis [81] that free-living organisms in the com-
munity adapt to the environment through gene loss and 
the use of common resources in the community [82]. In 
addition, generalists had significantly higher GC con-
tents than specialists (Fig. 1b). Given that Bourquin et al. 
(2022) revealed that cryospheric genera had higher GC 
contents than other genera [83], it seems that cryoconite 
generalists are more likely to adapt to cold environments, 
whereas specialists could be restricted by other envi-
ronmental factors, such as thermoacidophilic archaea 
(Metallosphaera sedula), which are found only in the spe-
cialist group [84].

In addition to different cryoconite species, community 
structure was also influenced by radiation (Fig. 3b). Radi-
ation as a primary energy source not only supports pho-
totrophic microorganisms but also, as an environmental 
stressor, causes clear selection pressure [85, 86]. Previous 
studies have also shown that radiation impacts commu-
nity structure in natural ecosystems, such as the ocean 
[87] and meadows [88]. Indeed, RDA revealed that TP 
samples were more related to radiation (Fig. 3b) because 
the TP region is exposed to more radiation than the Arc-
tic owing to its higher altitude and lower latitude. Within 
the TP region, major samples were more related to radia-
tion, but samples from the Yala and Parlung No. 4 gla-
ciers were more related to precipitation. Murakami et al. 
also reported that Yala glacier samples were separated 
from central Asian glaciers when comparing community 
structure [89]. The Yala glacier is located on the south-
ern slope of the Himalayan Mountains, and the Parlung 
No. 4 glacier is located southeast of the Tibetan Plateau. 
Moreover, the Yala and Parlung No. 4 glaciers are influ-
enced by monsoons, which may bring more precipitation 
than received by other glaciers in the TP region [90]. This 
result suggests that community structure is influenced 
by regional climate. Nevertheless, radiation showed a 
more significant influence on community similarity than 
other meteorological factors (Table 1). One plausible rea-
son is that radiation is more stable than other meteoro-
logical factors and persistently impacts the dynamics of 
Northern Hemisphere glacier cryoconite. Furthermore, 
meteorological factors had greater influences on general-
ist community variation than specialist and whole com-
munity variation (Fig. 3b), suggesting that the presence of 
specialists could enhance community stability by increas-
ing functional redundancy and microbial interactions. 
This phenomenon was comparable to that described 
for the endosymbiotic coral system, where generalists 
showed greater susceptibility to environmental stress 
than specialists [91]. Hence, distinguishing the role of 
species in communities is meaningful for predicting the 
dynamics of ecosystems under environmental change.

Radiation influences microbial biofilm formation 
in cryoconite
Unlike gene redundancy in single taxa (i.e., multicopy 
gene in a genome), distinct taxa also perform the same 
function, known as functional redundancy [92]. These 
same functions represent the prevalent functional groups 
of the community adapted to a given environment. Net-
work analysis based on the prevalent function of com-
munity identified two distinct network modules (i.e., 
identical functional groups) that had strong relation-
ships (positive and negative correlations) with radiation 
(Fig. 4). Both modules were associated with biofilm for-
mation, which could be a ubiquitous function in response 
to radiation stress. Biofilms have been found in diverse 
environments and have proven to be ecologically advan-
tageous for survival [93]. Moreover, biofilms in glacier 
ecosystems contribute to microbe colonies and act as 
physical barriers against extreme environmental condi-
tions (e.g., high UV radiation and low temperature) [10, 
94, 95]. Previous studies on cryoconite microorganisms 
identified EPS of cyanobacteria as one of the driving 
forces for cryoconite biofilm and aggregation forma-
tion, which contributes to adaptation to low tempera-
ture, strong radiation, and oligotrophic environments 
[7, 8]. Under light conditions, increased excretion of EPS 
was observed in an incubated unicyanobacterial biofilm 
[14]. However, at the community level, the relationship 
between cryoconite microbes and biofilms has not been 
revealed under various radiation stress conditions. Our 
results showed that specialists with any hub genes had 
weaker correlations with radiation than those without 
hub genes, suggesting that biofilm regulation could alle-
viate the effects of radiation (Fig. 5d). Hence, understand-
ing the microbial biofilm lifestyle at the community level 
is meaningful for investigating the survival strategy of 
communities under radiation stress.

The network and clustering analyses showed that the 
cryoconite microbial community had two opposing 
biofilm patterns (formation and dispersion) that corre-
sponded to various radiation intensities, and each of the 
patterns was controlled by different hub genes. Specifi-
cally, hub genes (i.e., dctQ, algR and tctA) related to bio-
film formation were positively correlated with radiation 
(Fig. 5b), while genes (i.e., pslG and pilA) related to bio-
film dispersion were negatively correlated with radiation 
(Fig.  5a). It is suggested that cryoconite microbes may 
follow a “stay or escape” survival strategy in response 
to radiation stress variation (Fig.  6). Under high radia-
tion stress, microbes tend to stay in the biofilm matrix to 
avoid radiation damage. Three hub genes of MEturquoise 
were all related to biofilm formation: dctQ, algR [96], 
and tctA. The dctQ, dctM, and dctP genes encode the  C4‐
dicarboxylate tripartite ATP‐independent periplasmic 
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(TRAP) transporter large permease protein and trans-
port  C4‐dicarboxylate into the cytoplasm and be used 
as a carbon and energy source in bacteria [97, 98]. The 
dctP gene was reported to regulate the colonization, 
adhesion, and pathogenicity of Vibrio alginolyticus strain 
HY9901 [99]. The algR gene regulates the production of 
the polysaccharide alginate and type IV pilus-mediated 
twitching motility [100], which is important for EPS 
and biofilm formation. The tctA gene encodes tricarbo-
xylate transport protein, associated with the two regula-
tory components tctD and tctE that regulate the uptake 
of tricarboxylic acids and influence biofilm development 
[101, 102]. Under low radiation stress, microbes tend to 
escape from biofilms to acquire more nutrients and har-
bor dispersal-related genes, such as the pslG [103]. The 
pslG gene had the strongest negative correlation with 

radiation, and it can disrupt the Psl extracellular poly-
saccharide matrix to prevent biofilm formation [103]. 
In general, pilA gene is associated with pili formation, 
which contributes to cell motility [104]. A pervious study 
in Pseudomonas aeruginosa biofilms had reported that 
higher lower expression level of pilA gene in planktonic 
and dispersed cells [105]. However, the relationship 
between radiation and cryoconite ecosystem could be 
more complex than this hypothesized model. In addi-
tion, in model strains (e.g., Deinococcus swuensis Strain 
 DY59T and Sphingomonas sp. strain UV9) studies [106, 
107], DNA repair gene expression was the main way to 
cope with radiation stress [108]; however, in our study, no 
clear correlation between DNA repair genes and radia-
tion was found, probably due to biofilm formation largely 
preventing radiation damage to DNA.

Fig. 6 Hypothesized “stay or escape” survival strategy of cryoconite microbiomes in response to radiation stress. Biofilm regulations under high 
radiation are in orange, while biofilm regulations under low radiation stress are in blue
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These hub genes were detected in the majority of SGBs 
(Fig. 5c), further supporting that biofilm-related functions 
widely exist in the cryoconite community. Given that 
hub genes have multiple functions and may be involved 
in other fundamental pathways, such as cell motility and 
nutrient transport, the number of species engaged in bio-
film regulation might be overestimated. Indeed, a study 
of Antarctic cryoconite found that nearly 35% of the 
cryoconite sediment surfaces were covered by biofilm as 
revealed by confocal laser scanning microscopy [13]. Our 
results showed the great biofilm regulation potential of 
cryoconite species, but we need to confirm this result in 
future research. On the other hand, it is not possible from 
the present results to establish a linkage between biofilm 
lifestyles and niche breadth groups (Fig.  5c). Although 
hub genes and niche breadth groups were correlated with 
radiation, horizontal gene transfer and genome complete-
ness bias inevitably interfere with the connection between 
hub genes and niche breadth groups. Nevertheless, SGBs 
without hub genes were more sensitive to radiation varia-
tion, supporting that biofilm-associated functional regu-
lation is important for cryoconite species adaptation to 
radiation stress (Fig. 5d). Furthermore, there was a likely 
linkage between biofilm lifestyle and microbial interac-
tions in the cryoconite (Fig.  6). Under high radiation 
stress, the proportion of generalists is lower, and micro-
bial cooperation could increase. Microbes stay in the bio-
film matrix to improve resource use efficiency (use public 
goods and mutualism). Under low radiation stress, the 
proportion of generalists is higher, and microbial com-
petition could increase. Microbes tend to escape from 
the biofilm matrix to seek diverse nutrients. In general, 
microbial interactions may be stronger in mature biofilms 
and contribute to more frequent nonspecific DNA uptake, 
preserving the possibility of new functional acquisition via 
horizontal gene transfer [109–111]. In summary, biofilms, 
as an emergent form of microbial life, are an efficient sys-
tem for investigating cooperation, resource capture and 
survival strategies of the community in cryoconite.

Conclusion
With the development of sequencing and bioinformat-
ics, the study of microbial functional variation in cryo-
conite is currently available. In this study, we recovered 
2078 medium–high quality genomic bins and built a 
nonredundant gene set within 17,008,994 nonredundant 
open reading frames. These data collectively constitute 
a large fraction of the cryoconite microbial diversity 
detected by metagenomics. We investigated cryoconite 
dynamics by distinguishing the roles of specialists and 
generalists and detected their connection with solar 
radiation. Our results highlight the gene redundancy of 
cryoconite species and biofilm formation regulation as 

key in the response to radiation stress. Collectively, our 
findings provide new insight into the cryoconite micro-
biome survival strategy in response to radiation stress 
and serve as a baseline for future monitoring of the state 
of cryoconite ecosystems.

Abbreviations
ANI  Average nucleotide identity
CI  Confidence interval
CLR  Centered log ratios
CPR  Candidate phyla radiation
GTDB  Genome Taxonomy Database
ECMWF  European Centre for Medium–Range Weather Forecasts
KEGG  Kyoto Encyclopaedia of Genes and Genomes Orthology
KO  KEGG Ortholog
LASSO  Least Absolute Shrinkage and Selection Operator
MAG  Metagenome assembly genome
MRM  Multiple regression on matrices
NCBI  National Center of Biotechnology Information
NetCDF  Network Common Data Form
ORF  Open reading frame
RDA  Redundancy analysis
SRA  Sequence Read Archive
SGB  Species‑level genome bin
TRAP  ATP‐independent periplasmic
VAMB  Variational autoencoders for metagenomic binning
VIF  Variance inflation factor
WGCNA  Weighted gene co‑expression network analysis

Supplementary Information
The online version contains supplementary material available at https:// doi. 
org/ 10. 1186/ s40168‑ 023‑ 01621‑y.

Additional file 1. Dataset Table 1–4.

Additional file 2. Dataset Figures.

Acknowledgements
We thank the Second Tibetan Plateau Scientific Expedition and Research 
Program (STEP) for sampling from the Tibetan Plateau glaciers. We acknowl‑
edge the Center for Pan‑third Pole Environment at Lanzhou University for 
computing resources.

Authors’ contributions
Conceptualization: YL, MJ; Research design: YL, MJ, ZZ; Metagenomic analyze: 
ZZ, MJ. ZZ wrote the first draft of the manuscript. All authors reviewed, revised, 
and approved the final manuscript.

Funding
This study was financially supported by the following funding: Second 
Tibetan Plateau Scientific Expedition and Research Program (STEP) (Grant 
Nos. 2019QZKK0503, 2021QZKK0100), the Natural Science Foundation 
of China (grant numbers U21A20176), and Key Collaborative Research 
Program of the Alliance of International Science Organizations (Grant No. 
ANSO‑CR‑KP‑2021–04).

Availability of data and materials
The datasets analyzed during the current study are available in the NCBI 
repository in the accession number of projects PRJEB12327, PRJNA283341, 
PRJNA360211, PRJNA560154, PRJDB11497, and PRJNA813429. All 88 assem‑
bled contigs, 17,008,994 nonredundant ORFs, and 645 SGBs genome have 
been uploaded in figshare.com (10.6084/m9.figshare.22357891, 10.6084/
m9.figshare.22359100, and 10.6084/m9.figshare.22359037). Workflow of 
metagenomic data analysis have all been included as Additional file 2. Cor‑
responding taxonomic classifications, genome features, and niche breadth 
groups of 645 SGBs have all been included as Additional file 1.

https://doi.org/10.1186/s40168-023-01621-y
https://doi.org/10.1186/s40168-023-01621-y


Page 17 of 19Zhang et al. Microbiome          (2023) 11:228  

Declarations

Ethics approval and consent to participate
Not applicable.

Consent for publication
Not applicable.

Competing interests
The authors declare no competing interests.

Received: 6 April 2023   Accepted: 14 July 2023

References
 1. Anesio AM, Laybourn‑Parry J. Glaciers and ice sheets as a biome. Trends 

Ecol Evol. 2012;27(4):219–25.
 2. Solomina ON, Bradley RS, Hodgson DA, Ivy‑Ochs S, Jomelli V, 

Mackintosh AN, et al. Holocene glacier fluctuations. Quatern Sci Rev. 
2015;111:9–34.

 3. Franzetti A, Tagliaferri I, Gandolfi I, Bestetti G, Minora U, Mayer C, et al. 
Light‑dependent microbial metabolisms drive carbon fluxes on glacier 
surfaces. ISME J. 2016;10(12):2984–8.

 4. Bagshaw EA, Wadham JL, Tranter M, Perkins R, Morgan A, Williamson CJ, 
et al. Response of Antarctic cryoconite microbial communities to light. 
FEMS Microbiol Ecol. 2016;92(6):11.

 5. Edwards A, Cameron KA, Cook JM, Debbonaire AR, Furness E, Hay 
MC, et al. Microbial genomics amidst the Arctic crisis. Microb Genom. 
2020;6(5): e000375.

 6. Cook J, Edwards A, Takeuchi N, Irvine‑Fynn T. Cryoconite: the dark bio‑
logical secret of the cryosphere. Progress in Physical Geography: Earth 
and Environment. 2015;40(1):66–111.

 7. Stibal M, Sabacka M, Kastovska K. Microbial communities on glacier 
surfaces in Svalbard: impact of physical and chemical properties on 
abundance and structure of cyanobacteria and algae. Microb Ecol. 
2006;52(4):644–54.

 8. Chrismas NA, Barker G, Anesio AM, Sanchez‑Baracaldo P. Genomic 
mechanisms for cold tolerance and production of exopolysaccharides 
in the Arctic cyanobacterium Phormidesmis priestleyi BC1401. BMC 
Genomics. 2016;17:533.

 9. Anesio AM, Lutz S, Chrismas NAM, Benning LG. The microbiome of 
glaciers and ice sheets. NPJ Biofilms Microbiomes. 2017;3:10.

 10. Smith HJ, Schmit A, Foster R, Littman S, Kuypers MM, Foreman CM. 
Biofilms on glacial surfaces: hotspots for biological activity. NPJ 
Biofilms Microbiomes. 2016;2:16008.

 11. Langford H, Hodson A, Banwart S, Bøggild C. The microstructure 
and biogeochemistry of Arctic cryoconite granules. Ann Glaciol. 
2017;51(56):87–94.

 12. Nagar S, Antony R, Thamban M. Extracellular polymeric substances in 
Antarctic environments: a review of their ecological roles and impact 
on glacier biogeochemical cycles. Polar Sci. 2021;30:16.

 13. Smith HJ, Schmit A, Foster R, Littman S, Kuypers MMM, Foreman 
CM. Biofilms on glacial surfaces: hotspots for biological activity. npj 
Biofilms Microbomes. 2016;2:4.

 14. Stuart RK, Mayali X, Boaro AA, Zemla A, Everroad RC, Nilson D, et al. 
Light regimes shape utilization of extracellular organic C and N in a 
cyanobacterial biofilm. mBio. 2016;7(3):e00650‑16.

 15. Cameron KA, Hodson AJ, Osborn AM. Structure and diversity of 
bacterial, eukaryotic and archaeal communities in glacial cryoco‑
nite holes from the Arctic and the Antarctic. FEMS Microbiol Ecol. 
2012;82(2):254–67.

 16. Cook J, Edwards A, Takeuchi N, Irvine‑Fynn T. Cryoconite: the dark 
biological secret of the cryosphere. Progress in Physical Geography‑
Earth and Environment. 2016;40(1):66–111.

 17. Millar JL, Bagshaw EA, Edwards A, Poniecka EA, Jungblut AD. Polar 
cryoconite associated microbiota is dominated by hemispheric 
specialist genera. Front Microbiol. 2021;12: 738451.

 18. Connolly SR, MacNeil MA, Caley MJ, Knowlton N, Cripps E, Hisano 
M, et al. Commonness and rarity in the marine biosphere. Proc Natl 
Acad Sci U S A. 2014;111(23):8524–9.

 19. Mariadassou M, Pichon S, Ebert D. Microbial ecosystems are domi‑
nated by specialist taxa. Ecol Lett. 2015;18(9):974–82.

 20. Van Tienderen PH. Evolution of generalists and specialists in spatially 
heterogeneous environments. Evolution. 1991;45(6):1317–31.

 21. Sriswasdi S, Yang CC, Iwasaki W. Generalist species drive microbial 
dispersion and evolution. Nat Commun. 2017;8(1):1162.

 22. Edwards A, Pachebat JA, Swain M, Hegarty M, Hodson AJ, Irvine‑Fynn 
TDL, et al. A metagenomic snapshot of taxonomic and functional 
diversity in an alpine glacier cryoconite ecosystem. Environ Res Lett. 
2013;8(3):035003.

 23. Bellas CM, Schroeder DC, Edwards A, Barker G, Anesio AM. Flexible 
genes establish widespread bacteriophage pan‑genomes in cryoco‑
nite hole ecosystems. Nat Commun. 2020;11(1):4403.

 24. Zhang B, Chen T, Guo J, Wu M, Yang R, Chen X, et al. Microbial 
mercury methylation profile in terminus of a high‑elevation glacier 
on the northern boundary of the Tibetan Plateau. Sci Total Environ. 
2020;708: 135226.

 25. Liu YQ, Ji MK, Yu T, Zaugg JL, Anesio AM, Zhang ZH, et al. A 
genome and gene catalog of glacier microbiomes. Nat Biotechnol. 
2022;40(9):1341–8.

 26. Hauptmann AL, Sicheritz‑Pontén T, Cameron KA, Bælum J, Plichta DR, 
Dalgaard M, et al. Contamination of the Arctic reflected in micro‑
bial metagenomes from the Greenland ice sheet. Environ Res Lett. 
2017;12(7): 074019.

 27. Hersbach H, Bell B, Berrisford P, Hirahara S, Horányi A, Muñoz‑
Sabater J, et al. The ERA5 global reanalysis. Q J Roy Meteor Soc. 
2020;146(730):1999–2049.

 28. ERA5‑Land hourly data from 1981 to present https:// cds. clima te. 
coper nicus. eu/ cdsapp# !/ datas et/ reana lysis‑ era5‑ land? tab= overv iew. 
Accessed 2 Feb 2021.

 29. Hijmans RJ, van Etten J, Cheng J, Mattiuzzi M, Sumner M, Greenberg 
JA, et al. Package ‘raster’. R package. 2015. https:// CRAN.R‑ proje ct. org/ 
packa ge= raster.

 30. Krueger F, James F, Ewels P, Afyounian E. & Schuster‑Boeckler B. FelixKrue‑
ger/TrimGalore: v0.6.7. 2021. https:// doi. org/ 10. 5281/ zenodo. 51278 99.

 31. Li D, Liu CM, Luo R, Sadakane K, Lam TW. MEGAHIT: an ultra‑fast 
single‑node solution for large and complex metagenomics assembly 
via succinct de Bruijn graph. Bioinformatics. 2015;31(10):1674–6.

 32. Hyatt D, Chen GL, Locascio PF, Land ML, Larimer FW, Hauser LJ. 
Prodigal: prokaryotic gene recognition and translation initiation site 
identification. BMC Bioinformatics. 2010;11:119.

 33. Steinegger M, Soding J. MMseqs2 enables sensitive protein sequence 
searching for the analysis of massive data sets. Nat Biotechnol. 
2017;35(11):1026–8.

 34. Li J, Jia H, Cai X, Zhong H, Feng Q, Sunagawa S, et al. An integrated cata‑
log of reference genes in the human gut microbiome. Nat Biotechnol. 
2014;32(8):834–41.

 35. Kanehisa M, Goto S. KEGG: kyoto encyclopedia of genes and genomes. 
Nucleic Acids Res. 2000;28(1):27–30.

 36. Aramaki T, Blanc‑Mathieu R, Endo H, Ohkubo K, Kanehisa M, Goto S, 
et al. KofamKOALA: KEGG Ortholog assignment based on profile HMM 
and adaptive score threshold. Bioinformatics. 2020;36(7):2251–2.

 37. Patro R, Duggal G, Love MI, Irizarry RA, Kingsford C. Salmon provides fast 
and bias‑aware quantification of transcript expression. Nat Methods. 
2017;14(4):417–9.

 38. Nissen JN, Johansen J, Allesoe RL, Sonderby CK, Armenteros JJA, Gron‑
bech CH, et al. Improved metagenome binning and assembly using 
deep variational autoencoders. Nat Biotechnol. 2021;39(5):555–60.

 39. Uritskiy GV, DiRuggiero J, Taylor J. MetaWRAP—a flexible pipeline 
for genome‑resolved metagenomic data analysis. Microbiome. 
2018;6(1):158.

 40. Kang DD, Li F, Kirton E, Thomas A, Egan R, An H, et al. MetaBAT 2: an 
adaptive binning algorithm for robust and efficient genome recon‑
struction from metagenome assemblies. PeerJ. 2019;7: e7359.

 41. Wu YW, Simmons BA, Singer SW. MaxBin 2.0: an automated binning 
algorithm to recover genomes from multiple metagenomic datasets. 
Bioinformatics. 2016;32(4):605–7.

https://cds.climate.copernicus.eu/cdsapp#!/dataset/reanalysis-era5-land?tab=overview
https://cds.climate.copernicus.eu/cdsapp#!/dataset/reanalysis-era5-land?tab=overview
https://CRAN.R-project.org/package=raster
https://CRAN.R-project.org/package=raster
https://doi.org/10.5281/zenodo.5127899


Page 18 of 19Zhang et al. Microbiome          (2023) 11:228 

 42. Sieber CMK, Probst AJ, Sharrar A, Thomas BC, Hess M, Tringe SG, et al. 
Recovery of genomes from metagenomes via a dereplication, aggrega‑
tion and scoring strategy. Nat Microbiol. 2018;3(7):836–43.

 43. Parks DH, Imelfort M, Skennerton CT, Hugenholtz P, Tyson GW. CheckM: 
assessing the quality of microbial genomes recovered from isolates, 
single cells, and metagenomes. Genome Res. 2015;25(7):1043–55.

 44. Parks DH, Rinke C, Chuvochina M, Chaumeil PA, Woodcroft BJ, Evans 
PN, et al. Recovery of nearly 8,000 metagenome‑assembled genomes 
substantially expands the tree of life. Nat Microbiol. 2017;2(11):1533–42.

 45. Olm MR, Brown CT, Brooks B, Banfield JF. dRep: a tool for fast and accu‑
rate genomic comparisons that enables improved genome recovery 
from metagenomes through de‑replication. ISME J. 2017;11(12):2864–8.

 46. Nayfach S, Roux S, Seshadri R, Udwary D, Varghese N, Schulz F, 
et al. A genomic catalog of Earth’s microbiomes. Nat Biotechnol. 
2021;39(4):499–509.

 47. Wibowo MC, Yang Z, Borry M, Hübner A, Huang KD, Tierney BT, et al. 
Reconstruction of ancient microbial genomes from the human gut. 
Nature. 2021;594(7862):234–9.

 48. Parks DH, Chuvochina M, Waite DW, Rinke C, Skarshewski A, Chaumeil 
PA, et al. A standardized bacterial taxonomy based on genome 
phylogeny substantially revises the tree of life. Nat Biotechnol. 
2018;36(10):996–1004.

 49. Chaumeil PA, Mussig AJ, Hugenholtz P, Parks DH. GTDB‑Tk: a toolkit to 
classify genomes with the Genome Taxonomy Database. Bioinformat‑
ics. 2020;36(6):1925–7.

 50. Woodcroft BJ. CoverM: read coverage calculator for metagenomics. 
2021. https:// github. com/ wwood/ CoverM.

 51. Seemann T. Prokka: rapid prokaryotic genome annotation. Bioinformat‑
ics. 2014;30(14):2068–9.

 52. Letunic IBP. Interactive tree of life (iTOL) v3: an online tool for the display 
and annotation of phylogenetic and other trees. Nucleic Acids Res. 
2016;44:W242–5.

 53. Salazar G. EcolUtils: Utilities for community ecology analysis. R package 
version 0.1. 2018. https:// github. com/ Guill emSal azar/ EcolU tils.

 54. Langfelder P, Horvath S. WGCNA: an R package for weighted correlation 
network analysis. BMC Bioinformatics. 2008;9:559.

 55. Palarea‑Albaladejo J, Martín‑Fernández JA. zCompositions — R package 
for multivariate imputation of left‑censored data under a compositional 
approach. Chemom Intell Lab Syst. 2015;143:85–96.

 56. Tibshirani R. Regression shrinkage and selection via the lasso. J Roy Stat 
Soc: Ser B (Methodol). 1996;58(1):267–88.

 57. Kennedy N. Forestmodel: forest plots from regression models. 2020. 
https:// CRAN.R‑ proje ct. org/ packa ge= fores tmodel.

 58. Friedman J, Hastie T, Tibshirani R. Regularization paths for generalized 
linear models via coordinate descent. J Stat Softw. 2010;33(1):1–22.

 59. Yu G, Wang LG, Han Y, He QY. clusterProfiler: an R package for 
comparing biological themes among gene clusters. OMICS. 
2012;16(5):284–7.

 60. Shannon P, Markiel A, Ozier O, Baliga NS, Wang JT, Ramage D, et al. 
Cytoscape: a software environment for integrated models of biomo‑
lecular interaction networks. Genome Res. 2003;13(11):2498–504.

 61. Oksanen J, Blanchet FG, Friendly M, Kindt R, Legendre P, McGlinn D, 
et al. vegan: Community ecology package. 2015. https:// CRAN.R‑ 
proje ct. org/ packa ge= vegan.

 62. Lai J, Zou Y, Zhang J, Peres‑Neto PR. Generalizing hierarchical and 
variation partitioning in multiple regression and canonical analyses 
using the rdacca.hp R package. Methods Ecol Evol. 2022;13(4):782–8.

 63. Goslee SC, Urban DL. The ecodist package for dissimilarity‑based 
analysis of ecological data. J Stat Softw. 2007;22(7):1–19.

 64. Aphalo PJ, Slowikowski K. ggpmisc: miscellaneous extensions to 
“ggplot2”. 2021. https:// CRAN.R‑ proje ct. org/ packa ge= ggpmi sc.

 65. Kassambara A. ggpubr: “ggplot2” based publication ready plots. 2020. 
https:// CRAN.R‑ proje ct. org/ packa ge= ggpubr.

 66. Wilkins LGE, Ettinger CL, Jospin G, Eisen JA. Metagenome‑assembled 
genomes provide new insight into the microbial diversity of two ther‑
mal pools in Kamchatka, Russia. Sci Rep. 2019;9(1):3059.

 67. Royo‑Llonch M, Sanchez P, Ruiz‑Gonzalez C, Salazar G, Pedros‑Alio C, 
Sebastian M, et al. Compendium of 530 metagenome‑assembled bac‑
terial and archaeal genomes from the polar Arctic Ocean. Nat Microbiol. 
2021;6(12):1561–74.

 68. Takeuchi K, Takeuchi M, Kakino W, Uyeno Y. Biofilm bacterial dynam‑
ics and changes in inorganic nitrogen density due to the presence of 
freshwater pearl mussels. mSphere. 2022;7(1):e0083421.

 69. Nayak SK, Nayak S, Patra JK. Chapter 13 ‑ Rhizobacteria and its biofilm 
for sustainable agriculture: a concise review. In: Yadav MK, Singh BP, 
editors. New and Future Developments in Microbial Biotechnology and 
Bioengineering: Microbial Biofilms. Elsevier; 2020. p.165–175.

 70. Sriswasdi S, Yang CC, Iwasaki W. Generalist species drive microbial 
dispersion and evolution. Nat Commun. 2017;8:1162.

 71. Logares R, Lindstrom ES, Langenheder S, Logue JB, Paterson H, 
Laybourn‑Parry J, et al. Biogeography of bacterial communities 
exposed to progressive long‑term environmental change. ISME J. 
2013;7(5):937–48.

 72. Campana JLM, Raffard A, Chaine AS, Huet M, Legrand D, Jacob S. 
Dispersal plasticity driven by variation in fitness across species and 
environmental gradients. Ecol Lett. 2022;25(11):2410–21.

 73. Jiang X, Li X, Yang L, Liu C, Wang Q, Chi W, et al. How microbes shape 
their communities? A microbial community model based on functional 
genes. Genom Proteom Bioinf. 2019;17(1):91–105.

 74. Mann EE, Wozniak DJ. Pseudomonas biofilm matrix composition and 
niche biology. FEMS Microbiol Rev. 2012;36(4):893–916.

 75. Young KD. The selective value of bacterial shape. Microbiol Mol Biol Rev. 
2006;70(3):660–703.

 76. Pushker R, Mira A, Rodríguez‑Valera F. Comparative genomics of gene‑
family size in closely related bacteria. Genome Biol. 2004;5(4):R27.

 77. Patra B, Kon Y, Yadav G, Sevold AW, Frumkin JP, Vallabhajosyula RR, et al. 
A genome wide dosage suppressor network reveals genomic robust‑
ness. Nucleic Acids Res. 2017;45(1):255–70.

 78. Sanchez‑Perez G, Mira A, Nyiro G, Pasić L, Rodriguez‑Valera F. Adapting 
to environmental changes using specialized paralogs. Trends Genet. 
2008;24(4):154–8.

 79. Inoue J, Sato Y, Sinclair R, Tsukamoto K, Nishida M. Rapid genome 
reshaping by multiple‑gene loss after whole‑genome duplication in 
teleost fish suggested by mathematical modeling. Proc Natl Acad Sci 
USA. 2015;112(48):14918–23.

 80. Aujoulat F, Roger F, Bourdier A, Lotthe A, Lamy B, Marchandin H, 
et al. From environment to man: genome evolution and adapta‑
tion of human opportunistic bacterial pathogens. Genes (Basel). 
2012;3(2):191–232.

 81. Mas A, Jamshidi S, Lagadeuc Y, Eveillard D, Vandenkoornhuyse P. 
Beyond the Black Queen hypothesis. ISME J. 2016;10(9):2085–91.

 82. Morris BE, Henneberger R, Huber H, Moissl‑Eichinger C. Microbial 
syntrophy: interaction for the common good. FEMS Microbiol Rev. 
2013;37(3):384–406.

 83. Bourquin M, Busi SB, Fodelianakis S, Peter H, Washburne A, Kohler 
TJ, et al. The microbiome of cryospheric ecosystems. Nat Commun. 
2022;13(1):3087.

 84. Kolbl D, Memic A, Schnideritsch H, Wohlmuth D, Klosch G, Albu M, 
et al. Thermoacidophilic bioleaching of industrial metallic steel waste 
product. Front Microbiol. 2022;13: 864411.

 85. Ferrera I, Sanchez O, Kolarova E, Koblizek M, Gasol JM. Light enhances 
the growth rates of natural populations of aerobic anoxygenic photo‑
trophic bacteria. ISME J. 2017;11(10):2391–3.

 86. Häder DP, Kumar HD, Smith RC, Worrest RC. Effects of solar UV radiation 
on aquatic ecosystems and interactions with climate change. Photo‑
chem Photobiol Sci. 2007;6(3):267–85.

 87. Bryant JA, Aylward FO, Eppley JM, Karl DM, Church MJ, DeLong EF. Wind 
and sunlight shape microbial diversity in surface waters of the North 
Pacific Subtropical Gyre. ISME J. 2016;10(6):1308–22.

 88. Niu F, He J, Zhang G, Liu X, Liu W, Dong M, et al. Effects of enhanced 
UV‑B radiation on the diversity and activity of soil microorganism of 
alpine meadow ecosystem in Qinghai‑Tibet plateau. Ecotoxicology. 
2014;23(10):1833–41.

 89. Murakami T, Takeuchi N, Mori H, Hirose Y, Edwards A, Irvine‑Fynn T, 
et al. Metagenomics reveals global‑scale contrasts in nitrogen cycling 
and cyanobacterial light‑harvesting mechanisms in glacier cryoconite. 
Microbiome. 2022;10(1):50.

 90. Tian L, Yao T, MacClune K, White JWC, Schilla A, Vaughn B, et al. Stable 
isotopic variations in west China: a consideration of moisture sources. J 
Geophys Res Atmos. 2007;112(D10):D10112.

https://github.com/wwood/CoverM
https://github.com/GuillemSalazar/EcolUtils
https://CRAN.R-project.org/package=forestmodel
https://CRAN.R-project.org/package=vegan
https://CRAN.R-project.org/package=vegan
https://CRAN.R-project.org/package=ggpmisc
https://CRAN.R-project.org/package=ggpubr


Page 19 of 19Zhang et al. Microbiome          (2023) 11:228  

•
 
fast, convenient online submission

 •
  

thorough peer review by experienced researchers in your field

• 
 
rapid publication on acceptance

• 
 
support for research data, including large and complex data types

•
  

gold Open Access which fosters wider collaboration and increased citations 

 
maximum visibility for your research: over 100M website views per year •

  At BMC, research is always in progress.

Learn more biomedcentral.com/submissions

Ready to submit your researchReady to submit your research  ?  Choose BMC and benefit from: ?  Choose BMC and benefit from: 

 91. Putnam HM, Stat M, Pochon X, Gates RD. Endosymbiotic flexibility 
associates with environmental sensitivity in scleractinian corals. Proc 
Biol Sci. 2012;279(1746):4352–61.

 92. Louca S, Polz MF, Mazel F, Albright MBN, Huber JA, O’Connor MI, et al. 
Function and functional redundancy in microbial systems. Nat Ecol 
Evol. 2018;2(6):936–43.

 93. Hall‑Stoodley L, Costerton JW, Stoodley P. Bacterial biofilms: from 
the natural environment to infectious diseases. Nat Rev Microbiol. 
2004;2(2):95–108.

 94. Battin TJ, Wille A, Psenner R, Richter A. Large‑scale environmental 
controls on microbial biofilms in high‑alpine streams. Biogeosciences. 
2004;1(2):159–71.

 95. Busi SB, Bourquin M, Fodelianakis S, Michoud G, Kohler TJ, Peter H, et al. 
Genomic and metabolic adaptations of biofilms to ecological windows 
of opportunity in glacier‑fed streams. Nat Commun. 2022;13(1):2168.

 96. Marko VA, Kilmury SLN, MacNeil LT, Burrows LL. Pseudomonas aerugi‑
nosa type IV minor pilins and PilY1 regulate virulence by modulating 
FimS‑AlgR activity. PLoS Pathog. 2018;14(5): e1007074.

 97. Valentini M, Storelli N, Lapouge K. Identification of C4‑dicarboxylate 
transport systems in Pseudomonas aeruginosaPAO1. J Bacteriol. 
2011;193(17):4307–16.

 98. Mulligan C, Fischer M, Thomas GH. Tripartite ATP‑independent periplas‑
mic (TRAP) transporters in bacteria and archaea. FEMS Microbiol Rev. 
2011;35(1):68–86.

 99. Zhang Y, Tan H, Yang S, Huang Y, Cai S, Jian J, et al. The role of dctP 
gene in regulating colonization, adhesion and pathogenicity of Vibrio 
alginolyticus strain HY9901. J Fish Dis. 2022;45(3):421–34.

 100. Morici Lisa A, Carterson Alexander J, Wagner Victoria E, Frisk A, Schurr Jill 
R, zu Bentrup Kerstin H, et al. Pseudomonas aeruginosa AlgR represses 
the Rhl quorum‑sensing system in a biofilm‑specific manner. J Bacte‑
riol. 2007;189(21):7752–64.

 101. Winnen B, Hvorup RN, Saier MH Jr. The tripartite tricarboxylate trans‑
porter (TTT) family. Res Microbiol. 2003;154(7):457–65.

 102. Taylor PK, Zhang L, Mah TF. Loss of the two‑component system 
TctD‑TctE in Pseudomonas aeruginosa affects biofilm formation and 
aminoglycoside susceptibility in response to citric acid. mSphere. 
2019;4(2):e00102‑19.

 103. Yu S, Su T, Wu H, Liu S, Wang D, Zhao T, et al. PslG, a self‑produced gly‑
cosyl hydrolase, triggers biofilm disassembly by disrupting exopolysac‑
charide matrix. Cell Res. 2015;25(12):1352–67.

 104. Persat A, Inclan YF, Engel JN, Stone HA, Gitai Z. Type IV pili mechano‑
chemically regulate virulence factors in Pseudomonas aeruginosa. Proc 
Natl Acad Sci USA. 2015;112(24):7563–8.

 105. Chua SL, Liu Y, Yam JK, Chen Y, Vejborg RM, Tan BG, et al. Dispersed cells 
represent a distinct stage in the transition from bacterial biofilm to 
planktonic lifestyles. Nat Commun. 2014;5:4462.

 106. Marizcurrena JJ, Morales D, Smircich P, Castro‑Sowinski S. Draft genome 
sequence of the UV‑resistant Antarctic bacterium Sphingomonas sp. 
strain UV9. Microbiol Resour Announc. 2019;8(7):e01651‑18.

 107. Kim MK, Srinivasan S, Back CG, Joo ES, Lee SY, Jung HY. Complete 
genome sequence of Deinococcus swuensis, a bacterium resistant to 
radiation toxicity. Mol Cell Toxicol. 2015;11(3):315–21.

 108. Lee JY, Yang W. UvrD helicase unwinds DNA one base pair at a time by a 
two‑part power stroke. Cell. 2006;127(7):1349–60.

 109. Madsen JS, Burmølle M, Hansen LH, Sørensen SJ. The interconnection 
between biofilm formation and horizontal gene transfer. FEMS Immu‑
nol Med Microbiol. 2012;65(2):183–95.

 110. Song W, Wemheuer B, Steinberg PD, Marzinelli EM, Thomas T. Contribu‑
tion of horizontal gene transfer to the functionality of microbial biofilm 
on a macroalgae. ISME J. 2021;15(3):807–17.

 111. Karygianni L, Ren Z, Koo H, Thurnheer T. Biofilm matrixome: extracellular 
components in structured microbial communities. Trends Microbiol. 
2020;28(8):668–81.

Publisher’s Note
Springer Nature remains neutral with regard to jurisdictional claims in pub‑
lished maps and institutional affiliations.


	Radiation impacts gene redundancy and biofilm regulation of cryoconite microbiomes in Northern Hemisphere glaciers
	Abstract 
	Background 
	Results 
	Conclusion 

	Background
	Materials and methods
	Metagenomic and meteorological data collection
	Metagenome analysis
	Genome binning and recruitment
	Niche breadth analysis
	WGCNA network analysis
	Statistical analysis

	Result
	Taxonomic composition of the cryoconite microbiome in the Northern Hemisphere
	Generalists and specialists in the cryoconite microbiome
	Various metabolic potentials of generalists and specialists in the cryoconite microbiome
	Biogeography of generalists and specialists across the Northern Hemisphere glacier cryoconite
	The linkage between ubiquitous functions of community and niche breadth groups

	Discussion
	Radiation influences specialists and generalists
	Radiation influences microbial biofilm formation in cryoconite

	Conclusion
	Anchor 24
	Acknowledgements
	References


