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Climate change affects the behavior, physiology and life history of many Arctic wildlife species. It can also influence the
distribution and ecology of infectious agents. The southern Beaufort Sea (SB) subpopulation of polar bears (Ursus maritimus)
has experienced dramatic behavioral changes due to retreating sea ice and other climate-related factors, but the effects
of these changes on physiology and infection remain poorly understood. Using serum from polar bears sampled between
2004 and 2015 and metagenomic DNA sequencing, we identified 48 viruses, all of the family Anelloviridae. Anelloviruses are
small, ubiquitous infectious agents with circular single-stranded DNA genomes that are not known to cause disease but, in
humans, covary in diversity and load with immunological compromise. We therefore examined the usefulness of anelloviruses
as biomarkers of polar bear physiological stress related to climate and habitat use. Polar bear anelloviruses sorted into two
distinct clades on a phylogenetic tree, both of which also contained anelloviruses of giant pandas (Ailuropoda melanoleuca),
another ursid. Neither anellovirus diversity nor load were associated with any demographic variables, behavioral factors or
direct physiological measures. However, pairwise genetic distances between anelloviruses were positively correlated with
pairwise differences in sampling date, suggesting that the polar bear “anellome” is evolving over time. These findings suggest
that anelloviruses are not a sensitive indicator of polar physiological stress, but they do provide a baseline for evaluating future
changes to polar bear viromes.
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Introduction
Host-associated microbiota, including bacteria, fungi, protists
and viruses, play an important role in health by influencing
physiological processes. In some cases, microbiota compo-
sition can alter susceptibility to infectious disease through
the presence or absence of specific microorganisms (Hernán-
dez-Gómez, 2020), yet baseline characterization of wildlife
microbiomes is often lacking (Smith et al., 2009; Stephen
et al., 2019; Watson et al., 2019). Like other microbiota,
viruses may be mutualistic, commensal or parasitic (Trevelline
et al., 2019; Plyusnin et al., 2020; Zhu et al., 2021); however,
viruses are more likely than other classes of microbes to
emerge and cause epidemics in wildlife populations (Dobson
and Foufopoulos, 2001). Climate change is affecting viral
disease emergence risk through the behavior and physiology
of wildlife hosts and vectors (Caminade et al., 2019; Baker
et al., 2022; Carlson et al., 2022). These effects are particu-
larly important for threatened or endangered wildlife popula-
tions (Le Roux and McGeoch, 2008; Moore and Huntington,
2008; Thomas, 2010).

The Arctic is experiencing the effects of global warming at
a significantly faster rate than other regions of the world
(Cohen et al., 2014; IPCC, 2018; DeRepentigny et al.,
2020). The warming climate has led to changes in the
behavior and life history for many Arctic wildlife, including
polar bears (Ursus maritimus). For the southern Beaufort
Sea (SB) subpopulation of polar bears, loss of sea ice habitat
has been associated with changes in abundance (Bromaghin
et al., 2015, 2021), recruitment (Rode et al., 2010), habitat
use (Atwood et al., 2016b; Rode et al., 2022), physiology
(Pagano et al., 2020; Fry et al., 2019, 2023), diet and toxicant
load (Atwood et al., 2016a; McKinney et al., 2017; Bourque
et al., 2018; Watson et al., 2021) and bacterial microbiome
diversity (Watson et al., 2019). Yet, little is known about
the pathogens of polar bears. A review of infectious agents
in polar bears reported exposure to viral pathogens but did
not look for active infection (Fagre et al., 2015). Serological
studies have revealed exposure of wild polar bears to canine
morbillivirus (Philippa et al., 2004), phocine morbillivirus
and dolphin morbillivirus (Cattet et al., 2004; Philippa et al.,
2004; Kirk et al., 2010), calicivirus (Tryland et al., 2005),
dolphin rhabdovirus (Philippa et al., 2004), canine adenovirus
(Philippa et al., 2004) and a single report of rabies virus
(Taylor et al., 1991), but no viral DNA was identified from
wild polar bears. Viruses have been identified in captive
polar bears either serologically or through health effects and
pathology, including West Nile Virus (Dutton et al., 2009) and
herpesviruses (e.g. equine herpesvirus-1, equine herpesvirus-
9, suid herpes virus-1) (Greenwood et al., 2012).

A 14-year epizootic of alopecia syndrome in SB polar bears
described by Atwood et al. (2015), led to a broad investigation
into its etiology that included the analysis of skin, feces, nasal,
oral and rectal swabs, as well as pathogens in blood (USGS
unpublished data.). Next-generation sequencing to look for
viruses in affected polar bears revealed no causative viruses

for the alopecia syndrome but did reveal the presence of
viruses of the family Anelloviridae in the serum of polar
bears. Anelloviruses are small (1.6–3.9 kb), single-stranded
circular DNA viruses with two main open reading frames
(ORFs), with the largest, ORF 1, encoding the capsid protein
(Varsani et al., 2021). These small, highly genetically diverse
viruses appear to be commensal and omnipresent in humans
(Kaczorowska and van der Hoek, 2020; Arze et al., 2021).
Human anelloviruses (also known as “torque teno viruses,”
or TTVs) infect healthy individuals, occur at high prevalence
and may be the most abundant eukaryotic virus in the
human virome (Virgin et al., 2009). Anelloviruses have also
been identified in wildlife species, including non-human
primates (Romeo et al., 2000), a number of felids (Kraberger
et al., 2021), palm civets (Paguma larvata; Nishizawa
et al., 2018), bats, rodents, marsupials (de Souza et al.,
2018) and marine mammals, such as Pacific harbor seals
(Phoca vitulina richardsii; Ng et al., 2011), fur seals
(Arctocephalus gazella; Crane et al., 2018), California sea
lions (Zalophus californianus; Ng et al., 2009), Weddell seals
(Leptonychotes weddellii) and Risso’s dolphins (Grampus
griseus; Fahsbender et al., 2017). In nearly every described
instance, individuals appear to be infected with multiple
anelloviruses. See Varsani et al. (2021) for a complete list
of known mammalian hosts. Anelloviruses have not been
shown to cause disease. In humans, anelloviruses appear
to be an infectious biomarker of immunological function,
with diversity and load increasing with immune system
suppression (Thom and Petrik, 2007; Spandole et al., 2015),
although the mechanisms for infection and replication remain
unknown because no cell culture system nor animal model
has been identified (Nasser et al., 2009; Kaczorowska and
van der Hoek, 2020).

Our goal was to characterize the serum virome, includ-
ing anellovirus diversity and load, of SB polar bears, using
samples collected over 11 years with measurable climate
driven changes in the Arctic. We were especially interested
in evaluating whether infection and viral load covaried with
demographic and physiologic factors, including blood-based
measures of immune function and physiological stress, as well
as habitat use driven by climate change. We hypothesized
that viral richness and viral load would increase in polar
bears using on-shore summer habitats. If viruses, specifi-
cally anelloviruses, covaried with demographic, physiological
or behavioral factors, they could represent a novel ecoim-
munological tool for monitoring polar bear populations for
immunological “health.”

Methods
We examined serum samples from 24 unique polar bears
collected as part of ongoing population monitoring studies by
the US Geological Survey (Table 1). Polar bears were captured
on land and on the sea ice of Alaska’s southern Beaufort
Sea (USA) from 2004 to 2015 (Figure 1). Briefly, helicopters
were used to locate polar bears, which were chemically
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Table 1: Summary of demography, anellovirus richness and total anellovirus load for 24 polar bears from the Southern Beaufort Sea
Subpopulation

ID Polar Bear Capture Year Sex Age (years) Summer Habitat
Use

Anellovirus
Richness

Total Anellovirus load
(log10 vRPM/kb)

1 20 725 2004 M 19 On-shore 25 0.98

2 21 214 2013 F 3 On-shore 28 0.54

3 20 562 2009 F 22 On-shore 34 0.87

4 21 256 2013 M 6 On-shore 35 1.18

5 21 253 2014 F 4 Off-shore 19 0.17

6 21 335 2014 M 3 On-shore 5 0.06

7 22 302 2015 F 17 Off-shore 3 0.02

8 22 308 2015 F 2 Off-shore 27 0.54

9 20 300 2013 M 23 On-shore 22 0.39

10 20 733 2006 M 4 On-shore 14 0.12

11 20 772 2005 M 8 On-shore 19 0.43

12 20 859 2006 F 3 On-shore 13 0.45

13 20 988 2009 M 11 Off-shore 20 0.44

14 21 231 2011 M 10 Off-shore 12 0.08

15 21 249 2011 F 1 On-shore 0 0.00

16 21 347 2013 F 5 Off-shore 22 0.92

17 6336 2005 F 23 On-shore 34 1.49

18 6836 2005 F 16 Off-shore 7 0.10

19 20 125 2010 M 10 On-shore 37 1.21

20 20 710 2004 M 4 Off-shore 23 0.99

21 20 730 2004 F 5 On-shore 6 0.13

22 21 023 2009 M 1 On-shore 38 2.01

23 21 153 2011 M 2 On-shore 25 0.56

24 21 219 2010 F 14 On-shore 25 1.02

immobilized. Physical examination found the bears to be
free of obvious signs of injury or disease. They were then
weighed (kg), marked and age was determined using visual
measures and dental analyses (see Atwood et al., 2016b).
Blood samples were collected by venipuncture of the femoral
vein evacuated into plain tubes (Vacutainer; BD Biosciences,
Franklin Lanes, NJ) and stored to prevent freezing. Serum was
separated by centrifugation at 1500×g for 5 min (TRIAC,
Clay Adams, Parsippany, NJ), frozen at −20◦C immediately,
then transferred to −80◦C for long term storage. All
animal research was conducted under appropriate permits,
including animal care and use approvals (Marine Mammal
Research Permit MA690038-17 and USGS multi-year IACUC
approvals up to 2014–17).

We identified viruses in the serum of polar bears following
previously described methods (Sibley et al., 2016; Bennett
et al., 2020; Campbell et al., 2022). Briefly, we centrifuged

polar bear serum for 10 minutes at 10,000×g to pellet cellular
debris, and total nucleic acids were extracted from 200 μl
of supernatant using the QIAmp MinElute Virus Spin Kit
(Qiagen, Hilden, Germany). We used the Superscript IV sys-
tem (Thermo Fisher, Waltham, MA) with random hexamers
to reverse transcribe RNA to cDNA, and prepared cDNA
libraries using the Nextera XT DNA sample preparation
kit (Illumina, San Diego, CA, USA). We sequenced libraries
on a MiSeq instrument using 150 × 150 cycle V2 paired-
end sequencing chemistry (Illumina), and sequencing adapters
were removed from the resulting reads by on-board Illumina
processing software.

We analysed viral sequences using CLC Genomics Work-
bench v. 20.0.4 (QIAGEN, Aarhus, Denmark) trimming low-
quality bases (Phred quality score < 30), discarding short
reads (<75 bp) and subjecting the remaining reads to de novo
assembly using the CLC assembler with automatic word and
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Figure 1: Study area and capture location of the 24 polar bears included in this study from the Southern Beaufort Sea subpopulation in
northern Alaska, 2004–2015.

bubble size selection and a minimum contiguous sequence
(contig) length of 500. We analysed contigs for nucleotide-
(blastn) and protein-level (blastx) similarity to known viruses
in GenBank. For blastx, we applied the BLASTX algorithm
with the BLOSUM62 matrix to sequences translated into all
6 frames. We analysed all sequence data at the individual read
level by mapping reads to viruses in the GenBank database
using the CLC mapping tool at low stringency (length fraction
of 0.5, similarity fraction of 0.6). We disregarded contigs
matching viruses of known non-mammalian hosts (e.g. bac-
teria, invertebrates, plants, fungi), then mapped reads back to
viral contigs to calculate the proportion of reads mapping to
each virus (for virus-specific load) or the proportion of reads
mapping to any virus (for total viral load). We normalized
these measures for sequencing depth and target sequence
length, expressing viral loads as log10 viral reads per million
per kilobase of target (log10 vRPM/kb), which has been
shown to correlate with quantitative real-time polymerase
chain reaction data (Toohey-Kurth et al., 2017).

Phylogenetic relationships among viruses were inferred
from ORF 1 nucleotide sequences. We first aligned sequences
of newly identified viruses with published sequences of related
viruses in the GenBank database using the Prank algorithm
(Löytynoja, 2014) in TranslatorX (Abascal et al., 2010), with
the Gblocks algorithm (Castresana, 2000) to remove poorly
aligned regions. We inferred maximum-likelihood phyloge-

netic trees from the alignments using PhyML 3.0 with smart
model selection (Lefort et al., 2017) and 1000 bootstrap repli-
cates to assess statistical confidence in clades. We used Figtree
v. 1.4.4 to display final phylogenetic tree (Rambaut, 2018).

We assessed whether viral richness (number of viruses in
each bear) and total viral load (log 10vRPM/kb) were related
to demographic characteristics (sex, age (years), age∗sex
and capture year) and physiologic biomarkers of immune
function. We included two markers of immune function:
globulin, a protein that bridges the adaptive and innate
immune response and leukocyte count, a measure of the
innate immune response. Globulin levels were generated
from the comprehensive diagnostic panel for the VetScan VS2
biochemistry analyser (Abaxis, Union City, California) and
leukocytes were counted using an HM5 bioanalyser (Abaxis,
Union City, CA). see Fry et al., 2019 for complete methods).
We included hair cortisol levels as a measure of chronic stress
(Meyer and Novak, 2012; Manenschijn et al., 2013; Karlén et
al., 2015) (see Van der Walt et al., 2021 for cortisol methods).

We assessed the effect of climate driven changes in summer
habitat use by polar bears on virus richness and total viral
load. Some SB polar bears opportunistically scavenge bow-
head whale (Balaena mysticetus) carcasses left by subsistence
hunters in summer and fall (Herreman and Peacock, 2013;
Rogers et al., 2015). Bears with > 5% bowhead whale in
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Table 2: ORF1 characteristic of viruses identified in serum samples from 24 Southern Beaufort Sea polar bears

Virus ID Year Detected Size (nt)a Closest nt match
accessionb

Closest nt match
taxon(year)c

% nt ID to
closest matche

Clade GenBank accession
number

PbV-1 2004 1653 ASH99133 Gpan20684 (2017) 50.28 B OP970915

PbV-2 2004 2064 ASH99133 Gpan20684(2017) 53.64 B OP970916

PbV-3 2004 1872 ASH99133 Gpan20684(2017) 57.98 B OP970917

PbV-4 2004 2031 ASH99133 Gpan20684(2017) 60.00 B OP970918

PbV-5 2006 1431 ASH99109 Gpan20681(2017) 41.63 A OP970919

PbV-6 2005 1464 ASH99109 Gpan20681(2017) 44.04 A OP970920

PbV-7 2004 1404 ASH99085 Gpan20859(2017) 38.42 A OP970921

PbV-8 2005 1398 ASH99079 Gpan21094(2017) 43.36 A OP970922

PbV-9 2004 1626 ASH99133 Gpan20684(2017) 42.56 B OP970923

PbV-10 2009 1269 ASH99085 Gpan20859(2017) 36.46 A OP970924

PbV-11 2004 1413 ASH99079 Gpan21094(2017) 39.95 A OP970925

PbV-12 2004 2298 ASH99133 Gpan20684(2017) 56.11 B OP970926

PbV-13 2006 930 ASH99085 Gpan20859(2017) 46.05 A OP970927

PbV-14 2005 1509 ASH99079 Gpan21094(2017) 39.82 A OP970928

PbV-15 2004 2061 ASH99106 Gpan21094(2017) 59.96 B OP970929

PbV-16 2004 1485 ASH99133 Gpan20684(2017) 44.03 A OP970930

PbV-17 2004 1485 ASH99109 Gpan20681(2017) 54.30 B OP970931

PbV-18 2004 1494 ASH99109 Gpan20681(2017) 36.04 A OP970932

PbV-19 2004 1416 ASH99109 Gpan20681(2017) 41.33 A OP970933

PbV-20 2005 1416 ASH99109 Gpan20681(2017) 38.20 A OP970934

PbV-21 2005 1407 ASH99085 Gpan20859(2017) 39.25 A OP970935

PbV-22 2004 1416 ASH99109 Gpan20681(2017) 40.15 A OP970936

PbV-23 2004 2133 ASH99133 Gpan20684(2017) 54.54 B OP970937

PbV-24 2004 2091 ASH99133 Gpan20684(2017) 56.32 B OP970938

PbV-25 2004 1455 ASH99079 Gpan21094(2017) 38.24 A OP970939

PbV-26 2004 2133 ASH99133 Gpan20684(2017) 54.44 B OP970940

PbV-27 2004 1413 ASH99133 Gpan20684(2017) 38.18 A OP970941

PbV-28 2004 1416 ASH99109 Gpan20681(2017) 41.61 A OP970942

PbV-29 2004 1416 ASH99079 Gpan21094(2017) 41.40 A OP970943

PbV-30 2004 1425 ASH99085 Gpan20859(2017) 38.78 A OP970944

PbV-31 2004 1374 ASH99079 Gpan21094(2017) 53.76 B OP970945

PbV-32 2004 771 ASH99109 Gpan20681(2017) 44.91 A OP970946

PbV-33 2004 1566 ASH99133 Gpan20684(2017) 58.79 B OP970947

PbV-34 2004 2067 ASH99133 Gpan20684(2017) 55.68 B OP970948

PbV-35 2004 1569 QZE11967 Gpb08AV03–5(2022) 45.38 B OP970949

PbV-36 2004 1443 ASH99106 Gpan21066(2017) 37.33 A OP970950

PbV-37 2004 2064 ASH99133 Gpan20684(2017) 55.09 B OP970951

PbV-38 2004 2133 ASH99133 Gpan20684(2017) 53.74 B OP970952

Continued
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Table 2: Continued

Virus ID Year Detected Size (nt)a Closest nt match
accessionb

Closest nt match
taxon(year)c

% nt ID to
closest matche

Clade GenBank accession
number

PbV-39 2004 1410 ASH99085 Gpan20859(2017) 36.29 A OP970953

PbV-40 2004 2094 ASH99133 Gpan20684(2017) 55.65 B OP970954

PbV-41 2009 1323 YP_009505746 Tbc-TTV14(2001) d 29.21 B OP970955

PbV-42 2004 1467 ASH99079 Gpan21094(2017) 45.89 A OP970956

PbV-43 2005 1476 ASH99106 Gpan21066(2017) 41.82 A OP970957

PbV-44 2004 1410 ASH99133 Gpan20684(2017) 57.79 B OP970958

PbV-45 2006 1413 ASH99079 Gpan21094(2017) 41.50 A OP970959

PbV-46 2004 2007 ASH99133 Gpan20684(2017) 59.58 B OP970960

PbV-47 2009 1545 QZE11973 Gpb08AV05–5(2022) 39.90 B OP970961

PbV-48 2004 1005 ASH99106 Gpan21066(2017) 39.62 A OP970962

aLength refers to the length of the nucleotide (nt) sequence for ORF1, used for phylogenetic and viral load analyses; bGenBank accession number of closest match using
BLASTx is shown call Gp reference viruses are giant panda from China in (year), except dTupasis, Japan, 2001, e % identity refers to percent nucleotide identity of ORF1
to the closest match in GenBank.

their diet are considered to be using on-shore summer habitat
(Atwood et al., 2017; McKinney et al., 2017). Using on-shore
habitat versus sea ice habitat leads to increased risks associ-
ated with contact with humans, other polar bears and other
wildlife. These behaviors have been shown to affect exposure
to toxicant load and bacterial pathogens; and therefore, may
influence viral richness and load (Atwood et al., 2016b, 2017;
McKinney et al., 2017; Bourque et al., 2018).

We examined these relationships individually with gener-
alized linear models using the Wald method to test for signifi-
cance at an alpha level of 0.05. For viral presence/absence we
conducted logistic regression. Regression analyses were con-
ducted using base R 4.2.1 (R Core Team, 2021). To examine
possible genetic changes in anelloviruses over time, we com-
puted pairwise patristic distances between ORF 1 nucleotide
sequences and compared them to pairwise differences in the
year of anellovirus detection using the Mantel tests of matrix
correlation (Mantel, 1967) with 10 000 permutations using
the APE package in R (Paradis et al., 2004).

Results
In the serum of 24 polar bears (Table 1), we identified
48 distinct anelloviruses (Table 2, Supplement A) and no
other viruses associated with eukaryotic hosts. All polar
bear anelloviruses identified shared the typical genome
architecture for this type of virus (Supplementary Figure 1A).
Amino acid similarity of ORF 1 to known viruses was
low, as expected from published results (Varsani et al.,
2021) and ranged from 29.21%—60.00%. (Table 2). A
maximum likelihood phylogenetic tree based on ORF 1
nucleotide sequences (final alignment = 2163 positions) of
newly discovered anelloviruses (n = 48) and the closest

BLAST matches in Genbank (reference sequences, n = 8)
consisted of two clades. Clade A is comprised of 26 polar bear
anelloviruses and clade B included 22 polar bear anelloviruses
(Figure 2). In all cases, sequences clustered most closely with
viruses from the same host species indicating that the newly
identified polar bear anelloviruses are more similar to each
other than to previously described anelloviruses. Of the polar
bears infected by anelloviruses (n = 23), all (100%) were
infected with viruses from clade A. Polar bear 7 (PB#7)
was the only individual that was not infected by a virus
from clade B. Clade B contained three divergent groups
in addition to sequences from giant pandas (Ailuropoda
melanoleuca) and a tree shrew (Tupaia belangeri) (Figure 2).
Pairwise genetic and temporal distances between polar
bear anelloviruses were positively correlated, indicating
that anelloviruses from samples collected closer together in
time were also more genetically similar (Figure 3; r = 0.16;
P = 0.028; slope = 0.007% change per year of detection).

Average anellovirus richness in SB polar bears was 20
(Figure 4a, range, 0–38; median, 22; SD, 11.1). One indi-
vidual (PB#15), a year-old cub, did not have any detectable
anelloviruses, while the only other year-old cub in our sample
(PB#22) had the highest anellovirus richness of 38 (Table 1,
Supplementary Figure 1B). The mean total anellovirus load
from the serum of our sample population was 0.61 log10
vRPM/kb (Figure 4b; range, 0–2.01; median, 0.49; SD, 0.52).
The prevalence of each virus in the populations ranged from
8% to 83% (Figure 5).

Anellovirus richness and total viral load increased slightly
with age for females and declined slightly with age for
males, but these relationships were not statistically significant
(Table 3). Similarly, year of capture did not significantly
influence viral richness or load (Table 3). Physiological
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Figure 2: Maximum-likelihood phylogenetic tree of polar bear anelloviruses identified in this study(bold) and most closely-related viruses.
Bootstrap values (%) are based on 1000 replicates, bootstrap values > 50% are labeled. All Giant panda (Ailuropoda melanoleuca) taxon (Gp) are
from China in year referenced. All PbV sequences are from the USA, Southern Beaufort Sea polar bear subpopulation. Sequence Tbc-TTV14 is
from a tree shrew (Tupaia belangeri) from Japan. Scale bar indicates nucleotide substitutions per site. Clades are indicated by A and B. See
Table 2 for GenBank accession numbers for all viruses and year of detection.

biomarkers were also not significantly correlated with
richness or load of anelloviruses (Table 3). Whether polar
bears spent the summer using on-shore habitat or off-shore
habitat did not significantly influence anellovirus richness or
load (Table 3, Supplement C).

Discussion
We characterized the serum virome component of the micro-
biome of 24 polar bears from the SB subpopulation and iden-
tified 48 new anelloviruses. The anelloviruses we identified sort
into two clades together with anelloviruses of another ursid,
the giant panda (Varsani et al., 2021). These results are similar
to reports of host-associated anelloviruses in other wildlife
species (Fahsbender et al., 2017; Kraberger et al., 2021;

Varsani et al., 2021). Similarly, our finding of a large number
of anelloviruses in individual bears aligns with data from
felids (Kraberger et al., 2021), palm civets (Nishizawa et al.,
2018), primates (Hrazdilová et al., 2016) and suids (Huang
et al., 2010). The diversity of anelloviruses and the species
specificity suggests that within the host recombination of
the viruses with a likely coevolutionary relationship between
anelloviruses and their hosts (Fahsbender et al., 2017;Arze
et al., 2021 ; Kraberger et al., 2021). The large number of
anelloviruses in individual polar bears was consistent over
time, supporting the notion that anelloviruses persistently
infect hosts and may, like in humans, be controlled when
immune function is not suppressed (Arze et al., 2021). Inter-
estingly, we identified a weak but statistically significant trend
of increasing genetic differentiation between viruses over time
in SB polar bear anelloviruses. We caution that this trend
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Figure 3: Pairwise genetic and temporal distance of 48 polar bear anelloviruses found in Southern Beaufort Sea polar bears between 2004 and
2015. Solid line is the least squares line (pairwise distance = 0.007x + 70.03, r = 0.1596).

Figure 4: Histograms of (a) anellovirus richness and (b) total anellovirus loads in 24 Southern Beaufort Sea polar bears (log10 vRPM/kb = log10
viral reads per million per kilobase).
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Figure 5: Prevalence (%) of each anellovirus in the sample population of 24 polar bears Southern Beaufort Sea polar bears with upper and
lower 95% confidence intervals using the Wald Method and proportion of polar bears with each anellovirus. ∗number of polar bears infected
with virus

should not be interpreted as an evolutionary rate, because our
analysis was not lineage specific (due to very limited numbers
of viruses from the same lineages over time). Rather, we
speculate that this trend reflects a combination of anellovirus
community turnover and molecular evolution of the ORF
1 gene.

Persistent infection is a hallmark of the anelloviruses
(Arze et al., 2021; Kraberger et al., 2021). The polar bear
“anellome” appears to be commensal and to vary by individ-
ual, consistent with results from other species (Crane et al.,
2018). Similar to anelloviruses of other species, polar
bear anelloviruses appear to be diverse and host specific

(Nishizawa et al., 2018; Kraberger et al., 2021). Contrary to
our predictions, viral richness and load did not correlate with
the demographic, physiologic or behavioral parameters we
assessed. However, we do show that anelloviruses identified
more closely in time have shorter genetic distances between
them than those identified further apart; suggesting that the
polar bear anellome is evolving, likely through a combi-
nation of point substitution and haplotype turnover (Arze
et al., 2021).

Anelloviruses have been found in blood, serum, feces,
semen and the oral cavity and tissues of their hosts (Kac-
zorowska and van der Hoek, 2020). Mechanisms for virus
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Table 3: Summary of model covariates and their relationship with anellovirus richness and load in 24 Southern Beaufort Sea polar bears (See
Supplementary Figures 1C and 2C)

Richness Load
(log10 vRPM/kb)

Covariate Description Sample size t value P -value t value P -value

Sex Male/Female 24 1.05 0.31 1.20 0.25

Age Range: 0.5–23 years 24 0.76 0.46 0.57 0.58

Age∗Sex Interaction of age and sex 24 −0.75 0.46 −1.37 0.18

Year Year of capture (Range: 2004–2015) 24 0.03 0.98 −0.83 0.41

Globulin Measure of sustained immune response 16 2.00 0.07 1.11 0.29

Leukocyte Count Measure of acute immune response 15 0.56 0.59 0.02 0.98

Hair Cortisol Glucocorticoid hormone elevated during periods of stress 17 0.20 0.84 0.68 0.51

Summer Habitat Use On-shore/off-shore∗ 24 1.23 0.23 1.37 0.19

Polar bears with > 5% bowhead in diet considered to use summer on-shore habitat.

transmission have been hypothesized to include diet, sexual,
fecal-oral, respiratory and through blood transfusion and
organ transplant (Arze et al., 2021). A dietary route of
infection for polar bear anelloviruses is possible but difficult
to ascertain. The viromes of ringed seals (Pusa hispida), the
primary prey of polar bears and bowhead whales (Balaena
mysticetus), the primary on-shore diet of SB polar bears, have
yet to be investigated. Other modes of transmission, such as
airborne or sexual transmission, are also possible but mech-
anisms have not been realized (Kaczorowska et al., 2022b).
Anelloviruses have been detected in human infants as young
as 6 weeks old but were unrelated to maternal anelloviruses
(Kaczorowska et al., 2022a), providing no evidence to date of
vertical transmission.

Our sample population was selected to maximize repre-
sentation of bears across demographic characteristics, such as
sex, age and summer habitat use, over 11 years during which
polar bears underwent marked changes in habitat availability
resulting from climate change (see Atwood et al., 2016b,
2021, Bromaghin et al., 2015, Johnson and Derocher, 2020,
Rode et al., 2014). Infection with viruses is difficult to detect.
Infections can be short-lived or seasonal and can differ based
on sample type. Our finding of a limited virome represent
a baseline from which to evaluate virome changes. In terms
of anelloviruses, longitudinal studies of individual bears over
longer periods could reveal associations between anellovirus
richness and load and physiological and ecological factors.
Our findings are similar to Watson et al.’s (2019) investiga-
tion of the fecal microbiota of polar bears, which showed
that neither sex nor age significantly influenced microbiota
richness. Further, lack of a relationship between anellovirus
load or richness and physiological biomarkers suggests that,
unlike in humans, anelloviruses in polar bears do not appear
to respond to physiological stress, at least within the range of
physiological parameters we were able to examine, suggest-
ing that immune function in these polar bears is competent

in controlling anellovirus load (Arze et al., 2021). Overall,
anelloviruses are unlikely to be an effective ecoimmunological
marker of immune function in polar bears; nevertheless, our
findings of a relatively innocuous virome in polar bears pro-
vide a baseline against which to evaluate changes over time.

Author Contributions
T.LF., T.C.A. and T.L.G. conceived the project; L.A.O, E.D.
and T.L.F. completed bioinformatics and T.L.F and A.C.K
analysed the data; T.LF. led the writing of the manuscript. All
authors contributed critically to the project and publication
of this manuscript.

Conflicts of Interest
The authors have no conflicts of interest to declare.

Funding
This work was supported by U.S. Geological Survey (USGS)
Species and Land Management Programs of the Ecosystems
Mission Area and the USGS Changing Arctic Ecosystems
Initiative [G16AC00384zz, G21AC10746] and The Welder
Wildlife Foundation (WC-735).

Data Availability
All viruses have been deposited into GENBANK https://
www.ncbi.nlm.nih.gov/genbank/; virus accession numbers are
reported in Table 2. The data that support the findings of this
study are openly available in USGS Alaska Science Center

..........................................................................................................................................................

10

D
ow

nloaded from
 https://academ

ic.oup.com
/conphys/article/11/1/coad054/7232486 by U

niversity of W
isconsin-M

adison Libraries user on 03 January 2024

https://academic.oup.com/conphys/article-lookup/doi/10.1093/conphys/coad054#supplementary-data
https://academic.oup.com/conphys/article-lookup/doi/10.1093/conphys/coad054#supplementary-data
https://www.ncbi.nlm.nih.gov/genbank/
https://www.ncbi.nlm.nih.gov/genbank/


..........................................................................................................................................................
Conservation Physiology • Volume 11 2023 Research Article

data repository at https://www.usgs.gov/centers/alaska-science-
center/data; https://doi.org/10.5066/P9OXCRJ6.

Acknowledgements
We thank the many biologists, technicians, pilots, crews and
volunteers who helped collect data and samples, including S.
Amstrup, G. York, A. Pagano, E. Peacock, T. Donnelly, K.
Simac and G. Durner. In addition, we thank B. Bodenstein,
S. Sibley, C. Dunn, A. Reeves, D. Grear, J. Richard and J.
Negrey for their input on various aspects of data generation
and analyses. Any use of trade, firm or product names is for
descriptive purposes only and does not imply endorsement by
the U.S. Government.

References
Abascal F, Zardoya R, Telford MJ (2010) TranslatorX: multiple alignment

of nucleotide sequences guided by amino acid translations. Nucleic
Acids Res 38: W7–W13. https://doi.org/10.1093/nar/gkq291.

Arze CA, Springer S, Dudas G, Patel S, Bhattacharyya A, Swaminathan
H, Brugnara C, Delagrave S, Ong T, Kahvejian A et al. (2021) Global
genome analysis reveals a vast and dynamic anellovirus landscape
within the human virome. Cell Host Microbe 29: 1305–1315.e6.
https://doi.org/10.1016/j.chom.2021.07.001.

Atwood T, Peacock E, Burek-Huntington K, Shearn-Bochsler V, Boden-
stein B, Beckmen K, Durner G (2015) Prevalence and spatio-temporal
variation of an alopecia syndrome in polar bears (Ursus maritimus)
of the southern Beaufort Sea. J Wildl Dis 51: 48–59. https://doi.
org/10.7589/2013-11-301.

Atwood TC, Duncan C, Patyk KA, Nol P, Rhyan J, McCollum M, McKinney
MA, Ramey AM, Cerqueira-Cézar CK, Kwok OCH et al. (2017) Envi-
ronmental and behavioral changes may influence the exposure of
an Arctic apex predator to pathogens and contaminants. Sci Rep 7:
13193–13112. https://doi.org/10.1038/s41598-017-13496-9.

Atwood TC, Marcot BG, Douglas DC, Amstrup SC, Rode KD, Durner GM,
Bromaghin JF (2016a) Forecasting the relative influence of environ-
mental and anthropogenic stressors on polar bears. Ecosphere 7:
e01370. https://doi.org/10.1002/ecs2.1370.

Atwood TC, Peacock E, McKinney MA, Lillie K, Wilson R, Douglas DC,
Miller S, Terletzky P (2016b) Rapid environmental change drives
increased land use by an Arctic marine predator. PloS One 11:
e0155932. https://doi.org/10.1371/journal.pone.0155932.

Atwood TC, Rode KD, Douglas DC, Simac K, Pagano AM, Bromaghin JF
(2021) Long-term variation in polar bear body condition and mater-
nal investment relative to a changing environment. Global Ecology
and Conservation e01925.

Baker RE, Mahmud AS, Miller IF, Rajeev M, Rasambainarivo F, Rice BL,
Takahashi S, Tatem AJ, Wagner CE, Wang L-F et al. (2022) Infectious
disease in an era of global change. Nat Rev Microbiol 20: 193–205.
https://doi.org/10.1038/s41579-021-00639-z.

Bennett AJ, Paskey AC, Kuhn JH, Bishop-Lilly KA, Goldberg TL (2020)
Diversity, transmission, and Cophylogeny of Ledanteviruses
(Rhabdoviridae: Ledantevirus) and Nycteribiid bat flies
parasitizing Angolan soft-furred fruit bats in Bundibugyo
District, Uganda. Microorganisms 8: 750. https://doi.org/10.3390/
microorganisms8050750.

Bourque J, Dietz R, Sonne C, St Leger J, Iverson S, Rosing-Asvid A,
Hansen M, McKinney M (2018) Feeding habits of a new Arctic
predator: insight from full-depth blubber fatty acid signatures of
Greenland, Faroe Islands, Denmark, and managed-care killer whales
(Orcinus orca). Mar Ecol Prog Ser 603: 1–12. https://doi.org/10.3354/
meps12723.

Bromaghin JF, Douglas DC, Durner GM, Simac KS, Atwood TC (2021) Sur-
vival and abundance of polar bears in Alaska’s Beaufort Sea, 2001–
2016. Ecol Evol 11: 14250–14267. https://doi.org/10.1002/ece3.8139.

Bromaghin JF, McDonald TL, Stirling I, Derocher AE, Richardson ES,
Regehr EV, Douglas DC, Durner GM, Atwood T, Amstrup SC (2015)
Polar bear population dynamics in the southern Beaufort Sea dur-
ing a period of sea ice decline. Ecol Appl 25: 634–651. https://doi.
org/10.1890/14-1129.1.

Caminade C, McIntyre KM, Jones AE (2019) Impact of recent and future
climate change on vector-borne diseases. Ann N Y Acad Sci 1436:
157–173. https://doi.org/10.1111/nyas.13950.

Campbell LJ, Castillo NA, Dunn CD, Perez A, Schmitter-Soto JJ, Mejri
SC, Boucek RE, Corujo RS, Adams AJ, Rehage JS et al. (2023)
Viruses of Atlantic bonefish (Albula vulpes) in Florida and the
Caribbean show geographic patterns consistent with population
declines. Environ Biol Fishes 106: 303–317. https://doi.org/10.1007/
s10641-022-01306-9.

Carlson CJ, Albery GF, Merow C, Trisos CH, Zipfel CM, Eskew EA, Olival
KJ, Ross N, Bansal S (2022) Climate change increases cross-species
viral transmission risk. Nature 607: 555–562. https://doi.org/10.1038/
s41586-022-04788-w.

Castresana J (2000) Selection of conserved blocks from multiple align-
ments for their use in phylogenetic analysis. Mol Biol Evol 17:
540–552. https://doi.org/10.1093/oxfordjournals.molbev.a026334.

Cattet MRL, Duignan PJ, House CA, St. Aubin DJ (2004) Antibod-
ies to canine distemper and phocine distemper viruses in polar
bears from the Canadian Arctic. J Wildl Dis 40: 338–342. https://doi.
org/10.7589/0090-3558-40.2.338.

Cohen J, Screen JA, Furtado JC, Barlow M, Whittleston D, Coumou D,
Francis J, Dethloff K, Entekhabi D, Overland J et al. (2014) Recent
Arctic amplification and extreme mid-latitude weather. Nat Geosci 7:
627–637. https://doi.org/10.1038/ngeo2234.

Crane A, Goebel ME, Kraberger S, Stone AC, Varsani A (2018) Novel
anelloviruses identified in buccal swabs of Antarctic fur seals. Virus
Genes 54: 719–723. https://doi.org/10.1007/s11262-018-1585-9.

DeRepentigny P, Jahn A, Holland MM, Smith A (2020) Arctic Sea ice
in two configurations of the CESM2 during the 20th and 21st
centuries. J Geophys Res Oceans 125: e2020JC016133. https://doi.
org/10.1029/2020JC016133.

..........................................................................................................................................................

11

D
ow

nloaded from
 https://academ

ic.oup.com
/conphys/article/11/1/coad054/7232486 by U

niversity of W
isconsin-M

adison Libraries user on 03 January 2024

https://www.usgs.gov/centers/alaska-science-center/data
https://www.usgs.gov/centers/alaska-science-center/data
http://dx.doi.org/10.5066/P9OXCRJ6
https://doi.org/10.1093/nar/gkq291
https://doi.org/10.1016/j.chom.2021.07.001
https://doi.org/10.7589/2013-11-301
https://doi.org/10.7589/2013-11-301
https://doi.org/10.1038/s41598-017-13496-9
https://doi.org/10.1002/ecs2.1370
https://doi.org/10.1371/journal.pone.0155932
https://doi.org/10.1038/s41579-021-00639-z
https://doi.org/10.3390/microorganisms8050750
https://doi.org/10.3390/microorganisms8050750
https://doi.org/10.3354/meps12723
https://doi.org/10.3354/meps12723
https://doi.org/10.1002/ece3.8139
https://doi.org/10.1890/14-1129.1
https://doi.org/10.1890/14-1129.1
https://doi.org/10.1111/nyas.13950
https://doi.org/10.1007/s10641-022-01306-9
https://doi.org/10.1007/s10641-022-01306-9
https://doi.org/10.1038/s41586-022-04788-w
https://doi.org/10.1038/s41586-022-04788-w
https://doi.org/10.1093/oxfordjournals.molbev.a026334
https://doi.org/10.7589/0090-3558-40.2.338
https://doi.org/10.7589/0090-3558-40.2.338
https://doi.org/10.1038/ngeo2234
https://doi.org/10.1007/s11262-018-1585-9
https://doi.org/10.1029/2020JC016133
https://doi.org/10.1029/2020JC016133


..........................................................................................................................................................
Research Article Conservation Physiology • Volume 11 2023

Dobson A, Foufopoulos J (2001) Emerging infectious pathogens of
wildlife. Philos Trans R Soc Lond B Biol Sci 356: 1001–1012. https://doi.
org/10.1098/rstb.2001.0900.

Dutton CJ, Quinnell M, Lindsay R, DeLay J, Barker IK (2009) Para-
paresis in a polar bear (Ursus maritimus) associated with West
Nile virus infection. J Zoo Wildl Med 40: 568–571. https://doi.
org/10.1638/2008-0121.1.

Fagre A, Patyk A, Nol P, Atwood T, Hueffer K, Duncan C (2015) A
review of infectious agents in polar bears (Ursus maritimus) and their
long-term ecological relevance. Eco Health 12: 528–539. https://doi.
org/10.1007/s10393-015-1023-6.

Fahsbender E, Burns JM, Kim S, Kraberger S, Frankfurter G, Eilers AA,
Shero MR, Beltran R, Kirkham A, McCorkell R et al. (2017) Diverse and
highly recombinant anelloviruses associated with Weddell seals in
Antarctica. Virus Evolution 3. https://doi.org/10.1093/ve/vex017.

Fry TL, Friedrichs KR, Atwood TC, Duncan C, Simac K, Goldberg T (2019)
Reference intervals for blood-based biochemical analytes of south-
ern Beaufort Sea polar bears. Conservation Physiology 7. https://doi.
org/10.1093/conphys/coz040.

Fry TL, Friedrichs KR, Ketz AC, Duncan C, VanDeelen TR, Goldberg TL,
Atwood TC (2023) Long-term assessment of relationships between
changing environmental conditions and the physiology of southern
Beaufort Sea polar bears (Ursus maritimus). Global Change Biology
gcb.16883. https://doi.org/10.1111/gcb.16883.

Greenwood AD, Tsangaras K, Ho SYW, Szentiks CA, Nikolin VM, Ma G,
Damiani A, East ML, Lawrenz A, Hofer H et al. (2012) A potentially
fatal mix of herpes in zoos. Curr Biol 22: 1727–1731. https://doi.
org/10.1016/j.cub.2012.07.035.

Hernández-Gómez O (2020) Climate change disturbs wildlife
microbiomes. Nature Climate Change 10: 981–982. https://doi.
org/10.1038/s41558-020-00923-5.

Herreman J, Peacock E (2013) Polar bear use of a persistent food subsidy:
insights from non-invasive genetic sampling in Alaska. Ursus 24:
148–163. https://doi.org/10.2192/URSUS-D-12-00030.1.
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