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Abstract

The  ever-increasing  prevalence  of  antibiotic-resistant  bacteria  (ARB),  primarily  due  to  the

frequent use and misuse of antibiotics, is an issue of serious global concern. Migratory birds

have a significant role in dissemination of ARB, as they acquire resistant bacteria from reservoirs

and  transport  them  to  other  environments  which  are  relatively  less  influenced  by

anthropogenically. We have investigated the prevalence of ARB in a long-distance migratory

bird, the Arctic tern (Sterna paradisaea) captured from the Svalbard Archipelago. The birds were

tagged with geolocators to track their extraordinary long migration, and the cloacal samples were

collected  before  the  migration  and  after  the  migration  by   recapturing  the  same birds.  The

tracking of 12 birds revealed that during the annual cycle they underwent a total of 166 stopovers

(11-18, mean=3.8) and recovery points along the Atlantic coast. Twelve major bacterial genera

were identified from Arctic tern cloacal samples, which are dominated by Staphylococcus spp.

and  Aerococcus  spp.  The  bacterial  isolates  showed  resistance  against  16  antibiotics  (before

migration) and 17 antibiotics (after migration) out of 17 antibiotics tested. Resistance to -lactamβ

and quinolone class of antibiotics were frequent among the bacteria. The study highlights the

potential role of Arctic tern in the dissemination of multidrug resistant bacteria across far and

wide destinations, especially to the polar environments.

Keywords: Antibiotic resistance, Bacteria, Arctic tern, Arctic, bird migration, wildlife
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1. Introduction

The increasing prevalence of antibiotic resistance is a global problem that increases the

pathogenicity  of microorganisms, thus affecting conservation,  biodiversity and economic loss

(Berkner et al., 2014; Walsh, 2018; Ahmad and Khan, 2019). The World Health Organization

listed this  issue as one of the ten major threats to global health (Sprenger, 2019). The primary

reason is attributed to the overuse and misuse of antibiotics in human medicine as well as in the

control of diseases in animal production systems and aquaculture (Allen et al., 2010; Davies and

Davies,  2010;  Bush  et  al.,  2011).  The  prevalence  of  antibiotic-resistant  bacteria  (ARB)  is

increasing in the environment since the beginning of the increasing usage of antibiotics, and the

phenomenon is fuelled by frequent mutations and horizontal gene transfer mechanisms.

Polar environments are considered as relatively unpolluted due to its extreme weather and

geographical conditions. However, these environments are also considered to be highly sensitive

to perturbations (Boelter et al., 2016). The increases in anthropogenic activity and presence of

migratory animals have favored introducing multidrug-resistant bacteria into the environment

(Sjölund et al.,  2008; Rabbia et al.,  2016). Several studies have confirmed the prevalence of

antimicrobial-resistant  bacteria  from polar  environments  (Yuan  et  al.,  2014;  McCann  et  al.,

2019). The presence of ARB has been reported from birds such as gulls (Bonnedahl et al., 2014),

Branta leucopsis (Hatha et  al.,  2013),  Calidris  mauri,  Branta bernicla and  Larus hyperboreus

(Sjölund et  al.,  2008).  Another  relevant  issue is  the presence of ‘historic’  antibiotic-resistant

genes in polar environments preserved for millions of years (Singh et al.,2017; Van Goethem et

al., 2018), and the warming trend in the polar region leads to the release of this ARB to the

environment.
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Migratory  birds  can  disperse  ARB’s  across  geographical  boundaries  because  of  their

flying abilities (Stpie -Py niak et al., 2019; Zhao et al., 2020). In short periods of time, they canń ś

migrate longer distances (Bonnedahl and Järhult, 2014) and connect multiple sites across large

geographical areas (Stillman et al., 2015). Previous studies reported that anthropogenic activity

and bird’s migration could mediate the dissemination of ARB (Allen et al.,  2010; Wu et al.,

2018). There are also reports  showing the wild birds such as gulls can act as environmental

reservoirs of ARB (Thomson, 2007). Recent studies reported the prevalence of colistin-resistant

bacteria and resistance genes such as mcr-1 and mcr-2 in migratory birds (Lin et al.,  2020).

Colistin  is  considered  as  the  “last  resort”  of  defense  against  multidrug-resistant  bacterial

infections (Ahmed et al., 2020).

Each year,  millions  of  birds  migrate  to  and from the Arctic  circle  (Wauchope et  al.,

2016). Birds can act as biological and mechanical carriers of the microorganisms (Alcalá et al.,

2016) and disseminate them to various geographical areas (Carter et al.,  2018). Migration of

birds to and from the six continents to the Arctic could lead to the dispersal of drug-resistant

bacteria  into  the  Arctic  environment  (Middleton  and  Ambrose,  2005;  Sjölund  et  al.,  2008;

Ljubojevi  et al., 2016). Arctic terns (ć Sterna paradisaea) are known for their longest migration in

the world (Egevang et al., 2010; Hromádková et al., 2020). They annually migrate back and forth

over ~80,000 kms between the breeding areas in the Arctic and the non-breeding areas in the

Antarctic  (Volkov  et  al.,  2017;  Hromádková  et  al.,  2020).  Previous  studies  have  identified

several highly productive stopovers for energy refueling along their migratory route (Egevang et

al.,  2010;  Mcknight et  al.,  2013).  In the stopovers,  migratory birds may intermix with other

migratory and local birds. Aggression between the birds, self preeing and allopreening may lead

to an exchange of pathogenic bacteria (Kulkarni and Heeb, 2007, Novcic, 2018). Consequently,
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Arctic  terns  may become long-distance  vectors  and potential  reservoirs  for  a  wide  range of

pathogenic and antibiotic-resistant microorganisms that can be transmissible to the Arctic Circle.

In  this  study,  we  explored  the  role  of  Arctic  terns  in  disseminating  ARB’s  to  the  Arctic

environment  and  identified  the  connection  with  their  migratory  route.  The  long-distance

migration of the Arctic tern in short duration of time with many stopovers is likely to facilitate

acquire and dissemination of ARB. To the best of our knowledge, this is the first study of the

dissemination of ARB by Arctic tern into the Arctic environment.

2. Materials and Methods

2.1 Sampling

Twenty-two Arctic terns (3 or more years old) were live captured between 8 and 14 th July

2017 using tent spring traps placed on their nests in breeding colonies in Longyearbyen town,

Svalbard Archipelago (Coordinates 78.22537 N, 15.64622 E and 78.25001 N, 15.49682 E). The

samples were collected within one week of arrival of the birds to minimize the contamination

from the Arctic. Cloacal samples were collected directly from the cloacae of the bird using sterile

swabs.  The  swabs  were  introduced  into  the  bird's  cloacae  and  inserted  into  a  sterile  tube

containing transport media (Lobato et al., 2017). A small amount of blood (5–25 l) was alsoμ

collected and stored in 100 l of 96% ethanol to examine the sex of birds. Body mass of birdsμ

were measured using Medio-Line Spring Scale,  300g/2g (Pesola,  Switzerland).  Sixteen birds

were equipped with a lightweight tracking device called geolocator and released. The weight of

the geolocator is 1.06 ± 0.05 g (SD) and the average weight of the bird is (106.2 ± 7.6 g). The

cloacal samples were refrigerated at 4 °C in the Czech Arctic Research Station and subsequently

transported  to  the  Indian  Arctic  research  station  (Himadri,  Ny-Ålesund).  The  samples  were

transported to Kingsbay Marine laboratory in ice cooled boxes kept in an insulated box. Bacterial
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isolation is completed within a week in Kings Bay Marine Laboratory, Ny-Ålesund. Recapturing

of the birds was carried out from 27 June and 12 July 2018. Using the method described above,

12  birds  were  recaptured  from the  same  area  (breeding  grounds)  in  Longyearbyen,  cloacal

samples were taken and geolocators were removed for analysis of migration route. 

2.2 Geolocator tracking

The  birds  were  tagged  with  multi-sensor  archival  data  loggers  (geolocators;  model

Intigeo- W65A9-SEA, Migrate Technology) to track their migration path (Hromádková et al.,

2020).  We  estimated  the  geographic  locations  and  identify  stopover  regions  of  the  tracked

individuals throughout the annual cycle (Rakhimberdiev et al., 2017). Details of tracking and

migratory behavior have been described in Hromádková et al. (2020).

2.3 Isolation of bacteria

Bacterial  isolation  was carried out  in  the MacConkey Agar  (Himedia,  India)  and 1/4

strength nutrient agar media (Himedia, India) using spread plate method. The spread plates were

incubated for 24 hrs at 37 °C. Single colonies of bacteria were aseptically picked from the agar

plates,  restreaked  to  ensure  purity  and transferred  to  full  strength  nutrient  agar  media.  Pure

cultures  of  the  bacterial  isolates  on  nutrient  agar  slants  were  transported  to  the  laboratory

(Cochin University of Science and Technology, Kerala, India) for further analysis.

2.4 Antimicrobial susceptibility testing

Antibiotic susceptibility of the isolates was carried out using the disc diffusion method

following  the  protocols  laid  down  by  European  Committee  on  Antimicrobial  Susceptibility

Testing  (EUCAST).  Mueller-Hinton  agar  (HiMedia,  India)  was  used  for  the  antimicrobial

susceptibility test and the plates were incubated at 37 °C for 24 hrs. All the isolates (222) were

tested  against   17  different  antibiotics  (HiMedia,  India)  such  as  amikacin  (Ak,  30  mcg),
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ampicillin (Amp, 10 mcg), chloramphenicol (C, 30 mcg), ceftazidime (Caz, 30 mcg), cephalothin

(Cep, 30 mcg), colistin (Cl, 10 mcg), co-trimoxazole (Cot, 25 mcg), cefpodoxime (Cpd, 10 mcg),

erythromycin (E, 15 mcg), gentamicin (Gen, 10 mcg), nalidixic acid (Na, 30 mcg), penicillin G

(P,10 unit),  streptomycin  (S,  10 mcg),  sulphamethizole  (Sm, 300 mcg),  tetracycline  (Te,  30

mcg), trimethoprim (Tr, 5 mcg) and vancomycin (Va, 30 mcg). 

 A multiple antibiotic resistance (MAR) index was determined (Krumperman, 1983) for each

isolate. The MAR index, when applied to a single isolate is defined as a/b, where ‘a’ represents

the number of antibiotics  to  which the isolate  is  resistant,  and ‘b’  represents  the number of

antibiotics to which the isolate was exposed. The agar dilution method (Wu et al., 2015) was

used to find out the lowest colistin concentration required to inhibit the visible growth of bacteria

after overnight incubation. For MIC determination, different dilutions of colistin were prepared

such as  128,  64,  32,  16,  8,  4,  2,  1,  0.5 and 0.25 g/mL along with  controls.  Isolates  wereμ

inoculated into the plates and incubated overnight at 37 °C. Bar charts, superimposed bar charts

and chord diagrams were created using R version 4.1.0. T-tests were used to assess differences in

total  antibiotic  resistance  among  the  bacteria  from female  and  male  birds  before  and  after

migration.

2.5 Molecular sequencing of bacterial isolates

Two hundred and twenty isolates were obtained from the 22 swabs samples collected

during  2017  (before  migration)-(GenBank  Accession  No.  OL851533  -  OL851653)  and  147

isolates  during 2018 (after  migration).  Rep-PCR amplification-based fingerprinting  technique

was used with the BOX A1R primer (5’- CTACGGCAAGGCGACGCTGACG-3’) to eliminate

bacterial species subtypes and to select unique bacterial isolates for further studies (Rademaker

et  al.,  1998).  Finally,  222  isolates  (129  from  pre-migration  in  2017  and  93  isolates  after

migration in 2018) were selected for genomic DNA extraction using Pure link genomic DNA
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extraction  kit  (Invitrogen,  USA;  Catalog  Numbers  K1820-01),  following  the  manufacturer’s

protocol. Amplification of the 16S region was carried out by using universal primers 27F 5’-

AGAGTTTGATCM TGGCTCAG-3’ and 1492R 5’-CGGTTACCT TGT TAC GAC TT-3’. The

PCR product was purified using Invitrogen ChargeSwitch®-Pro PCR Clean-Up Kit (Catalogue

#CS32250). Sequencing PCR was performed with BigDye Terminator v3.1 Cycle Sequencing

Kit  (Applied  Biosystems,  USA).  The  products  were  purified  (BigDyeXTerminator™

Purification Kit) and sequenced on Genetic Analyzer 3500 (Applied Biosystems, Carlsbad, CA,

USA) at National Center for Polar and Ocean Research, Goa, India.

2.6 Molecular determination of sex of Arctic terns

Molecular  determination  of  sex  was  done  based  on  the  methodology  of  Le alová-ž

Piálková (2011). Genomic DNA was isolated from 10 l of blood samples using the Genomicμ

DNA  Mini  Kit  (Geneaid  Biotech  Ltd,  New  Taipei,  Taiwan)  following  the  manufacturer’s

protocol. The avian sex primers 2550 F and 2718 R (Fridolfsson and Ellegren, 1999) were used

in 10 l PCR reactions following the protocol of Le alová-Piálková (2011). The PCR productsμ ž

were separated by electrophoresis for 45–60 min at 7–10 V/cm using 3% agarose gels stained

with SYBR® Safe (Life Technologies, Invitrogen, Carlsbad, CA). Heterogametic females were

characterized by a two-band profile (~600 and ~450 bp), while homogametic males by only a

single band (~450 bp).

2.7 Phylogenetic Analysis

Phylogenetic analysis of all the bacterial isolates were carried out using BioEdit 7.2.6.1

and MEGA X software programmes. The sequences were assembled using BioEdit  sequence

alignment  editor  version  7.0.5.3  and  the  consensus  contig  was  checked  for  chimera  using

DECIPHER and Chimeric sequences were removed. The 16S rRNA gene nucleotide sequences
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were  used  to  identify  their  phylogenetic  affiliation  against  already  known  sequences  from

published databases (NCBI, EzBioCloud). Phylogenetic analysis of the sequences was carried

out  in  an  R  package  ‘ggtree’  (Yu  et  al.,  2016),  ‘ggtreeExtra’  (Xu  et  al.,  2021),  ‘ggplot2’

(Wickham, 2016) and ‘ggnewscale’ (Campitelli, 2021) in R version 4.1.0. programme. 

3. Results and Discussion

3.1 Migration route and stopovers

Although we have placed geolocators on 16 of the 22 Arctic terns captured in 2017, we

could recapture only 12 of them after migration. Accordingly, we have analyzed the data from

the  geolocators  of  these  12  birds  to  study  the  migratory  route  of  Arctic  terns.  Analysis  of

geolocator data from the 12 birds revealed that they had a total of 166 stopovers (minimum three

days  long)  including  21  stopovers  in  the  Antarctic  during  their  interpolar migration.  The

migration route and stopovers are presented in Fig. 1. The terns started southbound migration by

late August-early September from Svalbard. Most of the birds moved to their first stopover in the

North Atlantic Ocean. Bird Nos BH011 and BH024 showed a looping behavior of the route by

returning to  Svalbard after  the  start  of the journey in  early October  and then restarted  their

southbound migration. We have observed that five of the birds (BG997, BH001, BH004, BH005

and BH021 - 3 males and 2 females) traveled along the east coast of South America and the

seven birds  (BH002,  BH011,  BH013,  BH015,  BH017,  BH023 and BH024 -  2  males  and 5

females) migrated through the west coast of Africa. Results revealed that the two birds (BG997

and BH005) reached last stopovers in the South Atlantic Ocean by 5th November 2017. BH013

reached last by 25th November. All of them entered the Antarctic circle by the end of November

and early December. The birds spend approximately four months in Antarctica; however, they do

not breed within the Antarctic circle. From February to March, all the birds were located at the

stopovers in the Weddell Sea. After spending approximately four months in the non-breeding
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sites, they started the return journey to  the breeding destinations  in  the Arctic.  During their

northward migration, the number of stopovers was limited, or they spent less than 3 days at each

recovery point. BH011 was the first to reach the last stopover of northward movement in the

North Atlantic Ocean on 3rd April 2018. BH005 was the last to reach the last stopover by 24 th

May and departed after three days. In late May early June, the birds returned to the breeding−

colonies in Longyearbyen. BH004 spent 146 days in 17 stopovers. BH021 has high numbers of

stopovers (18) and spent 128 days in the stopovers. BH004 spent 32 days in a single stopover in

the Weddell Sea. The number of stopovers used by each of the birds were; BG997 (11), BH005

(11), BH001 (12), BH002 (12), BH011 (13), BH015 (13), BH013 (14), BH017 (14), BH024

(14), BH004 (17), BH023 (17) and BH021 (18). Similarly,  BH015 spent 23 days at a single

stopover in the Weddell Sea. Two stopovers of birds BH015 and BH011  were found at inland

sites in Angola, Africa and Northern Ireland, except the stopovers in the Antarctic. But numbers

of stopovers were different with birds on their southward and northward migration. BH015 spent

94 days at 13 stopovers and BH017 spent 92 days in stopovers. These twelve birds have together

spent a total of 1428 days in all  stopovers, averaging 119 days by each bird. They covered an

average round trip distance of ~58500 km. The tracking and migratory route of these Arctic terns

were well explained in the Hromádková et al. (2020).

In the present study, we observed that the first stopover of terns was in the North Atlantic

Ocean. Further, the birds were chosen two distinct routes; four of them moved to later stopovers

along the west coast of Africa and five birds followed the east coast of South America. A similar

observation  was  made  by  previous  studies  on  Arctic  tern  from  Greenland,  Iceland  and

Netherlands (Guilford et al., 2009; Egevang et al., 2010; Volkov et al., 2017). It was indicated

that the birds chose both the west coast of Africa and east coast of North and South America for

the southbound migration (Egevang et al.,  2010). However, it is reported that the Arctic tern
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population from Alaska chose the east pacific coast for their winter migration (Mcknight et al.,

2013).  During  the  migration,  the  birds  inter-mixed  with  other  birds,  including  terns  from

different  locations.  Migratory  birds  like  Manx  Shearwater  (Puffinus  puffinus)  and  Cory’s

Shearwater  (Calonectris  diomedea)  used  the  same  route  for  southbound  and  northbound

migration, and they wintered in the South Atlantic (González-Solís et al., 2007; Guilford et al.,

2009). Recent reports show that Antarctic seabirds and penguins carry ARB (Cerdà-Cuéllar et

al., 2019).

The  Arctic  tern  spent  nearly  137  days  (127  to  153  days)  in  Antarctica  and  started

northbound migration by late March-early April. During this feeding behaviour they are unlikely

to have significant direct contact with antibiotics, and were unlikely to pick up any significant

load of ARB, except perhaps through food. Gudmundsson et al. (1992) had reported that during

migration, the first stopover was observed in the Weddell Sea, during which very high numbers

of Arctic  terns were observed. This area is  already known as a prime non-breeding area for

Arctic  terns and many seabirds (Egevang et  al.,  2010; Mcknight  et  al.,  2013; Volkov et  al.,

2017). High productivity and the presence of Antarctic krill (Euphausia superba) in the Weddell

Sea make it an excellent foraging ground for many seabirds (Atkinson et al., 2004). Further, it

was observed that they follow a ‘S’ shaped pathway during their travel to the north. The birds

from Greenland,  Iceland and Longyearbyen chose two routes  (West  African  Coast and East

North American Coast) to reach the Arctic circle (Egevang et al., 2010; Mcknight et al., 2013;

Hromádková et  al.,  2020).  Our findings suggested that  the terns were traveling  with several

stopovers along the polluted coasts of American (Hernandes et  al.,  2013; Leite et  al.,  2019),

African (Faleye et al., 2018) and European (Håkonsholm et al., 2020) continents from where the

birds could acquire  ARB and antibiotic-  resistance genes,  which could transfer and alter  the

native resistome of the Arctic.
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Tracking of Arctic terns by geolocators revealed that they migrate from Longyearbyen,

Svalbard, the Arctic to Antarctica.  Gudmundsson et al.  (1992) observed that the Arctic terns

migrate in small flocks of eleven individuals. The Arctic terns are opportunistic plunge-divers

just above the surface of the water that mainly feed on small fishes, zooplankton and insects

(Hatch,  2002;  Newton,  2007).  During  this  feeding  behaviour,  they  did  not  have  any  direct

contact with antibiotics and were unlikely to pick up any significant load of ARB. However, the

birds also undergo several stopovers along the Atlantic Ocean for refueling, which are highly

productive  upwelling  areas  (Mcknight  et  al.,  2013)  and  are  also  used  by  local  and  other

migratory birds for feeding and resting.  These areas could be potential locations of significant

pickup of ARB from contact with other birds. 

3.2 Genetic diversity of the isolates

From the 220 bacterial isolates obtained from the 22 Arctic tern cloacal samples before

migration, we selected 129 bacterial isolates after bacterial subtyping through Rep-PCR. Major

phyla of bacteria were Firmicutes (80%), Actinobacteria (10%) and Proteobacteria (10%). The

most  dominant  genera  were  Staphylococcus (41.9%),  Aerococcus (11.62%),  Micrococcus

(11.62%),  Alcaligenes (10.8%),  Bacillus (7%),  Enterococcus (7%),  Flavobacterium (3.1%),

Idiomarina (2.3%),  Macrococcus (2.3%),  Brevibacillus (0.77%),  Kocuria (0.77%)  and

Lysobacter (0.77%) (Fig. 2a & b). Ninety bacterial isolates were obtained from female birds and

thirty-nine isolates  from male birds.  The swab samples collected in  2017 before the start  of

migration yielded twenty-five species of bacteria. Ten different genera were observed from the

female  birds,  dominated  by  Staphylococcus (48%)  followed  by  Aerococcus (12%)  and

Alcaligenes (10%) (Fig. 2a). Nine different genera were encountered in cloacal samples from

male birds. Major genera of bacteria  encountered in male birds were  Staphylococcus (28%),

Micrococcus (20.5%), Alcaligenes (13%), Aerococcus (10%) and Enterococcus (10%). Species
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like  Idiomarina piscisalsi, Kocuria indica and  Macrococcus goetzii were only found in female

birds. Brevibacillus agri and Lysobacter concretionis were found in male birds. Nine species of

Staphylococcus were  isolated  in  this  study, in  which  Staphylococcus  arlette (37%)  and

Staphylococcus warmeri (24%) were the dominant species. Various species seen under the genus

Bacillus  were  Bacillus  cabrialesii,  B.  licheniformis,  B.  tequilensis and  B.  xiamenensis.  The

detailed diversity of bacterial isolates from each bird and isolated species were presented in the

supplementary table 1.

A total of 93 isolates were obtained from 12 birds after migration. The major bacterial genera

were  Staphylococcus (21.5%),  Aerococcus (19%),  Alcaligenes  (19%),  Bacillus  (14%),

Micrococcus (13%), Enterococcus (6%) and Lysobacter (6%) (Fig 2c & d.). In female birds the

predominant  genera  were  Aerococcus (22%),  Alcaligenes (19%),  Bacillus (18%),

Staphylococcus (14.5%) and Micrococcus (13%) (Fig. 2c).  Staphylococcus (35%),  Alcaligenes

(19%), Aerococcus (13%) and  Micrococcus (13%) were the major isolates from male cloacal

samples.  Among  the  14  different  species  that  were  obtained,  species  under  the  genus

Staphylococcus was dominated. This included S. caprae (30%), S. epidermidis (20%), S. warneri

(20%),  S. capitis (15%), and  S. edaphicus  (15%) (Fig. 4d). The species such as  Aerococcus,

Alcaligenes,  Bacillus,  Micrococcus were  also  predominant  in  the  samples;  and  higher

occurrences of these genera were observed after migration.

The  dominant  species Staphylococcus  spp. previously  reported  from  the  wild  birds

(Matias  et  al.,  2018;  Santos  et  al.,  2012). Aerococcus  spp.,  Micrococcus spp. previously

identified from the microbiome of European herring gulls (Larus argentatus) (Merkeviciene et

al.,  2017) and cloacal  samples  from long distance  migratory  birds  (Kreisinger  et  al.,  2015).

Alcaligenes spp. were previously reported from the Australian wild bird species (Poiani  and

Gwozdz,  2002).  These  bacteria  previously  reported  as  a  contaminant  in  the  male  birds
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transmitted to female during copulation (Westneat and Birch Rambo., 2000). Enterococcus spp.

is previously identified in cloacal samples from coraciiform birds (Splichalova et al., 2015) and

psittacine  birds  (Devriese  et  al.,  1995).  Bacillus spp.  were  earlier  identified  from shoreline

migratory birds (Santos et al., 2012) and reported as sexual behavior aid transmission of bacteria

(Subhash, and Heeb, 2007). 

3.3 Prevalence of ARB in the Arctic tern

The details of swab samples collected and analyzed before (2017) and after the migration

(2018) is given in Table 1. The bacteria were isolated from the cloacal samples, identified and

tested for resistance against nine classes of antibiotics before and after the migration (Fig. 3a &

b). The results revealed that the overall prevalence of ARB was high among the bacteria from

Arctic terns, with 95% of birds carrying bacteria resistant to various antibiotics tested (Fig. 3a).

Nearly 94% (121 out of 129 isolates) of the bacterial isolates from the birds showed resistance to

one or more different antibiotics; 56.5% (73 isolates) of the isolates showed multidrug resistance

to three or more antimicrobial categories (Supplementary Table 1). 

Most of the bacterial isolates were resistant to the antibiotic ceftazidime (71%), followed

by penicillin G (67%), ampicillin (61%) and nalidixic acid (45%). With respect to the various

classes of antibiotics tested, resistance was most frequently encountered against -lactam andβ

quinolones,  followed  by  polypeptides.  Interestingly,  all  the  isolates  were  sensitive  to

tetracyclines (Fig. 4a). After migration (2018) 93 isolates were obtained from 12 birds which

showed resistance against 17 antibiotics out of the 17 antibiotics tested. Among the isolates, 97%

(90  isolates)  showed  resistance  against  one  or  more  antibiotics.  The  highest  resistance  was

observed against ceftazidime (59%), ampicillin (36.5%), nalidixic acid (32%) and penicillin G

(31%)  (Fig.  4b).  All  recaptured  birds  (12  birds,  100%)  showed  antibiotic-resistant  carried

isolates. 
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Multiple antibiotic-resistance (MAR) index and the resistance pattern of each isolated

was  worked  out  (Supplementary  Table  1)  to  find  the  similarity  and  diversity  of  resistance

pattern. MAR index varied from 0.06 to 0.65 (Table 2). A total of 92 different resistance patterns

were observed. The most frequently observed resistance pattern was Caz, Na (5.43%) followed

by Caz (3.87%) and Amp, Caz,  Na, P (3.1%). The majority  of the resistance  patterns  were

expressed only once. The MAR index of isolates obtained from birds after the migration ranged

from 0.06 to 0.53. Forty-five different patterns were found among the isolates from these birds.

The most observed resistance patterns were Te, Va (7.07%) Caz, P (6.45%) and Sm, Tr (6.07%)

(Table 3). The variation in the MAR index and the resistance patterns of the isolates from the

samples collected before and after migration reveals great diversity and indicates  the diverse

origin of the isolates. The isolates with varying resistance patterns are likely to have originated

from different sources. Forty-five isolates that showed colistin resistance in disk diffusion assay

were  further  reconfirmed  by  MIC  determination.  Results  revealed  that  28  of  them  were

confirmed as  resistant  to  colistin  and showed MIC of 4 g/mL. One isolate≥ μ  (Enterococcus

faecalis) showed high resistance (256 g/mL) against colistin.μ

Previous studies have reported the existence of ARB in Arctic birds. Reasons such as de

novo development  through spontaneous  mutations  (Martinez  and Baquero,  2000),  horizontal

gene transfer among natural reservoirs and bird microbiota (Maiden, 1998) and import of ARB

into the region either by migratory birds or through human refuse (Sjölund et al., 2008) were

suggested. Our results revealed that the resistance to -lactam antibiotics was frequent among theβ

bacteria from Arctic tern. This is one of the most widely consumed antibiotics in the world (Eley,

2018), which is also one of the antimicrobial drugs widely used in food animals. The selection

pressure for the mutants resistant to -lactam seems to be β widespread, as reflected in the results

of  this  study.  Most  of  the  bacterial  isolates  were  resistant  to  -lactam  antibiotics  such  asβ
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ceftazidime,  penicillin  and  ampicillin.  While  penicillin  is  of  natural  origin,  ceftazidime  and

ampicillin are semisynthetic or derivatives of natural origin antibiotics.  

Our  results  also  revealed  fairly  high  antibiotic  resistance  to  nalidixic  acid,  the  first

synthetic quinolone antibiotics. Quinolones (including Nalidixic acid) are also widely consumed

12% worldwide (Eley, 2018). The migratory birds mirroring human activity and its effect on the

environment because of their diverse ecological niches, from where they can easily pick up ARB

(Bonnedahl  and  Järhult,  2014).  Our  observations  on  prevalence  of  -lactam  resistance  isβ

supported by previous studies in the Arctic birds. Sjölund et al. (2008) revealed ARB in Arctic

birds with frequent resistance to -lactam, sulfamethoxazole, trimethoprim, chloramphenicol andβ

tetracycline.  Another  study  in  Barnacle  goose  from  Svalbard  (Hatha  et  al.,  2013)  revealed

modest levels of resistance against -lactam antibiotics that include ampicillin and amoxicillin.β

Antibiotic resistance among the bacteria from diverse bird species has been reported previously.

Migratory birds  always  have  the  opportunity  to  mix  with several  of  them during their  long

journey,  and  possible  pickup  of  diverse  microflora/  exchange  of  genetic  material  is  a  real

possibility. Foti et al. (2017) had reported relatively high resistance to amoxicillin, ampicillin,

rifampicin and amoxicillin–clavulanic acid among the birds of the order Passeriformes. Further,

Giacopello et al. (2016) had reported that bacterial isolates from 55 European wild birds most

frequently  exhibited  resistance  against  trimethoprim/sulfamethoxazole,  streptomycin,

amoxicillin/clavulanic  acid  ampicillin  and  tetracycline.  Ahlstrom  et  al.  (2018)  reported  the

cephalosporin-resistant bacteria from bald eagles and gulls that inhabit the landfills in Alaska. A

study from Tagus estuary in Portugal, one of the stopover habitats of many migrating seabirds,

have  shown  that  the  birds  harbour potentially  pathogenic  bacteria  such  as  Firmicutes,

Actinobacteria,  Helicobacter  and  Staphylococcus  (Santos  et  al.,  2012).  Ampicillin  resistant

Vibrio parahaemolyticus  isolated from Manx Shearwater (Cardoso et al., 2018). Another study
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from Qinghai Lake in China, which is along the Central Asian Flyway, showed that migratory

birds were carrying more ARGs than the surrounding environments (Lin et al., 2020).

Diverse  antibiotic  resistance  patterns  were  observed  in  Staphylococcus  isolates  (16

patterns),  Bacillus  spp.  (14  patterns)  Micrococcus  spp.  and  Aerococcus  spp.  (13  each).  The

isolate S. arlettae showed resistance to 11 antibiotics. The details of resistance pattern of isolates

to various antibiotics have been presented in the Supplementary Table 1. None of the isolates

were resistant to high-level  gentamicin or high-level  streptomycin antibiotics.  The antibiotic-

resistant  genes  are  often  associated  with  plasmids  (Bennett,  2008)  and  these  genes  can  be

horizontally transferred to other bacteria within the gut of the bird. In a global health perspective,

the  expansion  of  antibiotic  resistance  alters  the  microbiome  at  local  and  global  levels

(Huddleston, 2014; Hernando-Amado et al., 2019). In Arctic environments, multidrug resistant

bacteria are reported widely in wild animals (Glad et al., 2010a, Glad et al., 2010b; Mogrovejo et

al., 2020). This study reports a fairly high degree of resistance against colistin, which belongs to

the antibiotic class polymyxins, one of the last-resort antibiotics for treating bacterial infections.

Currently, colistin is widely used in veterinary medicine but restricted use in human health care

due to its neuro and nephrotoxicity. Similar observations on colistin resistance were observed

earlier in Barnacle goose, which has a comparatively shorter migratory route (Hatha et al., 2013),

breeds in the Arctic tundra and winters in the Netherlands and the North of Germany (Kear and

Hulme, 2005). European herring gulls were reported to carry colistin resistant ARB (Ruzauskas

and Vaskeviciute, 2016). 

Climate change and the increasing human population in the Arctic may contribute  to selective

pressure for increasing antibiotic resistant mutants of bacteria. Climate change is also changing

the  migration  pattern  of  migratory  birds  because  both  the  phenology  and  distributions  of

migratory  birds  respond to  temperature.  Therefore,  the  sites  which  migratory  birds  visit  are
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changing over time in response to climate change. This is important because  climate change

may therefore  lead  to  birds  dispersing ARB to new sites  that  are  not  currently  used.  These

changes in migratory behavior caused by climate change are quite common and will affect many

bird species (Nuijten et al., 2020).

3.4 Horizontal and sexual transmission of bacteria 

Our study found that the bacterial isolates from female birds had a higher prevalence of

ARB than male birds, before the migration (t = 2.9183, df = 21.969, p-value = 0.007) and after

the migration (t = 2.2149, df = 25.353, p-value = 0.03). The high prevalence of ARB in females

may be due to bacterial presence in the male ejaculate, which was deposited in the female cloaca

(Brown, 2017). Sexual contact between birds also leads to the transmission of pathogens. This

has resulted in more numbers of bacterial isolates from female Arctic terns and ARB than from

male birds. However, there was no significant difference between the body weight of the birds

and  antibiotic  resistance  among  the  bacteria  from  them.  Self  and  allopreening  of  the  bird

possibly increase the chances of horizontal bacterial infections. Bacteria from one's own plumage

or from the plumage of another  cohabited individual  contaminate the cloaca of the bird and

hence the gut (Kulkarni and Heeb, 2007).

4. Conclusion

Our results based on the direct collection of samples from the cloaca of Arctic tern, which

have  undertaken  interpolar migration  (as  revealed  by  the  geolocator  data)  may  indicate  the

potential role of dissemination of the ARB to the Arctic. The cloacal microbiota has acquired

antibiotic  resistance,  even to  the  last-resort  antibiotics  such as  colistin,  and they  can  act  as

reservoirs and potential vectors of ARB. The long migration route of Arctic terns with several

number of stopovers, and mingling with the local and other migratory birds in such stopovers,
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may  make  them  a  potential  vehicle  for  harboring  and  dissemination  of  ARB  into  polar

environments such as Arctic and Antarctic. Climate change and the increasing human presence

in the Arctic may also contribute  to selective pressure for the emergence of antibiotic resistant

mutants.

Acknowledgment

The  authors  are  thankful  to  the  Director,  National  Center  for  Polar  and  Ocean  Research

(NCPOR), Ministry of Earth Sciences, Goa for providing logistic and financial support to carry

out this study. We also acknowledge the help and support from the Scientists and Professors

from the Faculty of Science, University of South Bohemia for sample collection. Authors are

also  thankful  to  the  Head,  Department  of  Marine  Biology,  Microbiology  and Biochemistry,

Cochin University of Science and Technology for providing the facilities. We also thank to the

Czech Arctic Research Station, University of South Bohemia in eské Bud jovice  the JosefČ ě −

Svoboda Station in Svalbard (CzechPolar2 project LM2015078 supported by the Ministry of

Education,  Youth and Sports of the Czech Republic) for housing us during the field season.

Financial support was provided by the Palacky University Endowment Fund, by the Ministry of

Education,  Youth  and  Sports  of  the  Czech  Republic  (LM2015078),  Grant  Agency  of  the

University of South Bohemia (GAJU n. 04- 151/2016/P and n. 048/2019/P), The Explorers Club

Exploration  Fund Grant  and the Latvian  Council  of  Science  (lzp-2019/1-0242 to M.B.).  All

experiments  were  conducted  according  to  Norwegian  law.  The  study  was  approved  by  the

Norwegian Food Safety Authority (Ref. number 19/69972) and by the Governor of Svalbard (ref.

number 17/00693-8) and is registered in the Research in Svalbard database (RiS ID 10805).

References

19



Ahlstrom, C.A.,  Bonnedahl,  J.,  Woksepp, H.,  Hernandez,  J.,  Olsen,  B.,  Ramey,  A.M.,  2018.
Acquisition and dissemination of cephalosporin-resistant E. coli in migratory birds sampled at an
Alaska landfill as inferred through genomic analysis. Sci. Rep. 8. https://doi.org/10.1038/s41598-
018-25474-w.

Ahmad, M., Khan, A. U. (2019). Global economic impact of antibiotic resistance: A review. J.
Glob. Antimicrob. Resist. 19, 313-316. https://doi.org/10.1016/j.jgar.2019.05.024 

Ahmed, M.A.E.G.E.S., Zhong, L.L., Shen, C., Yang, Y., Doi, Y., Tian, G.B., 2020. Colistin and
its role in the Era of antibiotic resistance: an extended review (2000-2019). Emerg. Microbes.
infect. 9, 868–885. https://doi.org/10.1080/22221751.2020.1754133.

Alcalá, L., Alonso, C. A., Simón, C., González-Esteban, C., Orós, J., Rezusta, A., Torres, C.,
2016.  Wild  birds,  frequent  carriers  of  extended-spectrum  -lactamase  (ESBL)  producingβ
Escherichia  coli  of  CTX-M  and  SHV-12  types.  Microb.  Ecol.  72(4),  861-869.
https://doi.org/10.1007/s00248-015-0718-0.

Allen, H.K., Donato, J., Wang, H.H., Cloud-Hansen, K.A., Davies, J., Handelsman, J.,  2010.
Call  of the wild: antibiotic resistance genes in natural environments.  Nat. Rev. Microbiol.  8,
251–259. https://doi.org/10.1038/nrmicro2312.

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

Bennett, P.M., 2008. Plasmid encoded antibiotic resistance: acquisition and transfer of antibiotic
resistance  genes  in  bacteria.  Br.  J.  Pharmacol.153,  S347–S357.
https://doi.org/10.1038/sj.bjp.0707607.

Berkner, S., Konradi, S., Schönfeld, J., 2014. Antibiotic resistance and the environment there and
back again. EMBO Rep.15, 740–744. https://doi.org/10.15252/embr.201438978.

Boelter, M., & Mueller, F. (2016). Resilience in polar ecosystems: From drivers to impacts and
changes. Polar Sci. 10(1), 52-59. https://doi.org/10.1016/j.polar.2015.09.002.

Bonnedahl, J., Hernandez, J., Stedt, J., Waldenström, J., Olsen, B., Drobni, M., 2014. Extended-
Spectrum -Lactamases in  β Escherichia coli and  Klebsiella pneumoniae in Gulls Alaska, USA.
Emerg. Infect. Dis. 20. https://doi.org/10.3201/eid2005.130325.

Bonnedahl, J., Järhult, J.D., 2014. Antibiotic resistance in wild birds. Ups. J. Med. Sci. 119, 113–
116. https://doi.org/10.3109/03009734.2014.905663.

Brown, C.T.,  2017. Louisiana Birds Act as Reservoirs for Antibiotic-resistant  Bacteria  (PhD
thesis).

Bush,  K.,  Courvalin,  P.,  Dantas,  G.,  Davies,  J.,  Eisenstein,  B.,  Huovinen,  P.,  Jacoby,  G.A.,
Kishony, R., Kreiswirth, B.N., Kutter, E., others, 2011. Tackling antibiotic resistance. Nat. Rev.
Microbiol. 9, 894–896. https://doi.org/10.1038/nrmicro2693.

Campitelli,  E.,  2021.  ggnewscale:  Multiple  Fill  and  Colour  Scales  in  ’ggplot2’.
https://github.com/eliocamp/ggnewscale

Cardoso,  M.D.,  Lemos,  L.S.,  Roges,  E.M.,  Moura,  J.F.,  Tavares,  D.C.,  Matias,  C.A.R.,
Rodrigues, D.P., Siciliano, S., 2018. A comprehensive survey of Aeromonas sp. and Vibrio sp. in

20



seabirds from southeastern Brazil: outcomes for public health. J. Appl. Microbiol. 124, 1283–
1293. https://doi.org/10.1111/jam.13705.

Carter, D.L., Docherty, K.M., Gill, S.A., Baker, K., Teachout, J., Vonhof, M.J., 2018. Antibiotic
resistant bacteria are widespread in songbirds across rural and urban environments. Sci. Total
Environ. 627, 1234–1241. https://doi.org/10.1016/j.scitotenv.2018.01.343.

Cerdà-Cuéllar, M., Moré, E., Ayats, T., Aguilera, M., Muñoz-González, S., Antilles, N., Ryan,
P.G., González-Solís, J., 2019. Do humans spread zoonotic enteric bacteria in Antarctica?. Sci.
Total Environ. 654, 190–196. https://doi.org/10.1016/j.scitotenv.2018.10.272.

Davies, J., Davies, D., 2010. Origins and evolution of antibiotic resistance. Microbiol. Mol. Biol.
Rev. 74, 417–433. https://doi.org/10.1128/MMBR.00016-10.

Devriese,  L.  A.,  Chiers,  K.,  De  Herdt,  P.,  Vanrompay,  D.,  Desmidt,  M.,  Ducatelle,  R.,

Haesebrouck,  F.,1995.  Enterococcus  hirae  infections  in  psittacine  birds:  epidemiological,

pathological  and  bacteriological  observations.  Avian  Pathol.  24(3),  523-531.

https://doi.org/10.1080/03079459508419091.

Egevang, C., Stenhouse, I.J., Phillips, R.A., Petersen, A., Fox, J.W., Silk, J.R.D., 2010. Tracking
of Arctic terns Sterna paradisaea reveals longest animal migration. Proc. Natl. Acad. Sci. 107,
2078–2081. https://doi.org/10.1073/pnas.0909493107.

Eley,  B.,  2018.  Faculty  Opinions  recommendation  of  Global  increase  and  geographic
convergence in antibiotic consumption between 2000 and 2015. Proc. Natl. Acad. Sci. 115(15),
E3463-E3470. https://doi.org/10.3410/f.732899939.793544358.

Faleye,  A.C.,  Adegoke,  A.A.,  Ramluckan,  K.,  Bux,  F.,  Stenström,  T.A.,  2018.  Antibiotic
Residue  in  the  Aquatic  Environment:  Status  in  Africa.  Open  Chem.  16,  890–903.
https://doi.org/10.1515/chem-2018-0099.

Foti, M., Mascetti, A., Fisichella, V., Fulco, E., Orlandella, B.M., Piccolo, F.L., 2017. Antibiotic
resistance  assessment  in  bacteria  isolated  in  migratory  Passeriformes  transiting  through  the
Metaponto territory (Basilicata Italy). Avian Res. 8. https://doi.org/10.1186/s40657-017-0085-2.

Fridolfsson, A.-K., Ellegren, H., 1999. A Simple and Universal Method for Molecular Sexing of
Non-Ratite Birds. J. Avian Biol. 30, 116. https://doi.org/10.2307/3677252.

Giacopello, C., Foti,  M., Mascetti,  A., Grosso, F., Ricciardi,  D., Fisichella,  V., Piccolo, F.L.,
2016.  Antimicrobial  resistance  patterns  of  Enterobacteriaceae  in  European  wild  bird  species
admitted  in  a  wildlife  rescue  centre.  Vet.  Ital.  52,  139–144.
https://doi.org/10.12834/VetIt.327.1374.2.

Glad, T., Bernhardsen, P., Nielsen, K.M., Brusetti, L., Andersen, M., Aars, J., Sundset, M.A.,
2010. Bacterial diversity in faeces from polar bear (Ursus maritimus) in Arctic Svalbard. BMC
Microbiol. 10(1), 1-10. https://doi.org/10.1186/1471-2180-10-10.

Glad, T., Kristiansen, V.F., Nielsen, K.M., Brusetti, L., Wright, A.-D.G., Sundset, M.A., 2010.
Ecological Characterization of the Colonic Microbiota in Arctic and Sub-Arctic Seals. Microb.
Ecol. 60, 320–330. https://doi.org/10.1007/s00248-010-9690-x.

21



González-Solís, J., Croxall, J.P., Oro, D., Ruiz, X., 2007. Trans-equatorial migration and mixing
in the wintering areas of a pelagic seabird. Front.  Ecol.  Environ.  5,  297–301.
https://doi.org/10.1890/1540-9295(2007)5[297:TMAMIT]2.0.CO;2.

Gudmundsson,  G.A.,  Alerstam,  T.,  Larsson,  B.,  1992.  Radar  observations  of  northbound
migration of the Arctic tern Sterna paradisaea, at the Antarctic Peninsula. Antarct. Sci. 4, 163–
170. https://doi.org/10.1017/s0954102092000257.

Guilford, T., Meade, J., Willis, J., Phillips, R.A., Boyle, D., Roberts, S., Collett, M., Freeman, R.,
Perrins, C.M., 2009. Migration and stopover in a small  pelagic  seabird the Manx shearwater
Puffinus puffinus : insights from machine learning. Proc. R. Soc. B: Biol. Sci. 276, 1215–1223.
https://doi.org/10.1098/rspb.2008.1577.

Håkonsholm, F., Lunestad, B.T., Sánchez, J.R.A., Martinez-Urtaza, J., Marathe, N.P., Svanevik,
C.S.,  2020.  Vibrios  from the Norwegian  marine  environment:  Characterization  of  associated
antibiotic  resistance  and  virulence  genes.  MicrobiologyOpen.  9.
https://doi.org/10.1002/mbo3.1093.

Hatch,  J.J.,  2002.  Arctic  Tern  (Sterna  paradisaea).  The  Birds  of  North  America  Online.
https://doi.org/10.2173/bna.arcter.02.

Hatha,  A.A.M.,  Divya,  P.S.,  Saramma,  A.V.,  Rahiman,  M.,  Krishnan, K.P.,  2013. Migratory
bird,  Branta leucopis (Barnacle goose), a potential carrier of diverse Escherichia coli serotypes
into pristime Arctic environment. Curr. Sci. 1078–1080.

Hernandes, F., Henriques, L., Pilz, R., Bonifacio, O., Salloto, G.R.B., de Oliveira Santoro, D.,
Mandetta,  M., Machado, A., 2013. Antibiotic Resistance in Aquatic Environments  of Rio de
Janeiro Brazil, Perspectives in Water Pollution.10, 54638. https://doi.org/10.5772/54638.

Hernando-Amado, S., Coque, T.M., Baquero, F., Martínez, J.L., 2019. Defining and combating
antibiotic resistance from One Health and Global Health perspectives. Nat. Microbiol. 4, 1432–
1442. https://doi.org/10.1038/s41564-019-0503-9.

Hromádková, T., Pavel, V., Flousek, J., Briedis, M., 2020. Seasonally specific responses to wind
patterns and ocean productivity facilitate the longest animal migration on Earth. Mar.  Ecol.
Prog. Ser. 638, 1–12. https://doi.org/10.3354/meps13274.

Huddleston,  J.R., 2014. Horizontal  gene transfer in the human gastrointestinal tract:  potential
spread of antibiotic resistance genes. Infect. Drug Resist. 167. https://doi.org/10.2147/idr.s48820.

Kear,  J.,  Hulme,  M.,  2005.  Ducks,  geese  and swans:  Species  accounts  (Cairina  to  Mergus).
Oxford University Press.

Kreisinger, J., í ková, D., Kropá ková, L., Albrecht, T. 2015. Cloacal microbiome structure inČ ž č

a long-distance migratory bird assessed using deep 16sRNA pyrosequencing. PloS one, 10(9),

e0137401. https://doi.org/10.1371/journal.pone.0137401.

Krumperman, P.H., 1983. Multiple antibiotic resistance indexing of Escherichia coli to identify
high-risk  sources  of  fecal  contamination  of  foods.  Appl.  Environ.  Microbiol.  46,  165–170.
https://doi.org/10.1128/aem.46.1.165-170.1983.

22



Kulkarni, S., Heeb, P. 2007. Social and sexual behaviours aid transmission of bacteria in birds.

Behav. Processes, 74(1), 88-92. https://doi.org/10.1016/j.beproc.2006.10.005. 

Leite, B., de Chaves, M.A., Nunes, A.A.T., Jank, L., Corção, G., 2019. Antibiotic resistance in
surface  waters  from a coastal  lagoon of  Southern  Brazil  under  the  impact  of  anthropogenic
activities. Rev. Ambiente Agua. 14. https://doi.org/10.4136/ambi-agua.2379.

Le alová-Piálková, R., 2011. Molecular evidence for extra-pair paternity and intraspecific broodž
parasitism  in  the  Black-headed  Gull.  Journal  of  Ornithology  152,  291–
295.https://doi.org/10.1007/s10336-010-0581-1.

Lin, Y., Dong, X., Sun, R., Wu, J., Tian, L., Rao, D., Zhang, L., Yang, K., 2020. Migratory
birds-one major source of environmental antibiotic resistance around Qinghai Lake China. Sci.
Total Environ. 739, 139758. https://doi.org/10.1016/j.scitotenv.2020.139758

Ljubojevi ,  D.,  Radosavljevi ,  V.,  Milanov,  D.,  2016.  The  role  of  gulls  (Laridae)  in  theć ć
emergence and spreading of antibiotic resistance in the environment.  Worlds Poult Sci J. 72,
853–864. https://doi.org/10.1017/s0043933916000659.

Lobato, E., Geraldes, M., Melo, M., Doutrelant, C.,  Covas, R. 2017. Diversity and composition
of cultivable gut bacteria in an endemic island bird and its mainland sister species. Symbiosis,
71(2), 155-164. https://doi.org/10.1007/s13199-016-0419-6.

Maiden,  M.C.J.,  1998.  Horizontal  Genetic  Exchange  Evolution,  and  Spread  of  Antibiotic
Resistance in Bacteria. Clin. Infect. Dis. 27, S12–S20. https://doi.org/10.1086/514917.

Martinez, J.L., Baquero, F., 2000. Mutation Frequencies and Antibiotic Resistance. Antimicrob.
Agents Chemother. 44, 1771–1777. https://doi.org/10.1128/aac.44.7.1771-1777.2000.

Matias, C. A. R., Pereira, I. A., Rodrigues, D. P., Siciliano, S. 2018. Staphylococcus spp. isolated

from wild birds apprehended in the local illegal trade in Rio de Janeiro, Brazil, and relevance in

public health.     Lett. Appl. Microbiol. 67(3), 292-298. https://doi.org/10.1111/lam.13035.  

McCann, C.M., Christgen, B., Roberts, J.A., Su, J.-Q., Arnold, K.E., Gray, N.D., Zhu, Y.-G.,
Graham, D.W., 2019. Understanding drivers of antibiotic resistance genes in High Arctic soil
ecosystems. Environ. Int. 125, 497–504. https://doi.org/10.1016/j.envint.2019.01.034.

Mcknight, A., Allyn, A.J., Duffy, D.C., Irons, D.B., 2013. ‘Stepping stone’ pattern in Pacific
Arctic tern migration reveals the importance of upwelling areas. Mar.  Ecol.  Prog.  Ser.  491,
253–264. https://doi.org/10.3354/meps10469.

Merkeviciene, L., Ruzauskaite, N., Klimiene, I., Siugzdiniene, R., Dailidaviciene, J., Virgailis,

M.,  Ruzauskas,  M.  2017.  Microbiome  and  antimicrobial  resistance  genes  in  microbiota  of

cloacal  samples  from  European  herring  gulls  (Larus  argentatus).  J.  Vet.  Res.  61(1),  27.

https://doi: 10.1515/jvetres-2017-0004.

Middleton,  J.H.,  Ambrose,  A.,  2005.  Enumeration  and antibiotic  resistance  patterns  of  fecal
indicator organisms isolated from migratory Canada geese (Branta canadensis). J.  Wildl.  Dis.
41, 334–341. https://doi.org/10.7589/0090-3558-41.2.334.

23



Mogrovejo, D.C., Perini, L., Gostin ar, C., Sep i , K., Turk, M., Ambro i -Avguštin, J., Brill,č č ć ž č
F.H.H.,  Gunde-Cimerman,  N.,  2020.  Prevalence  of  Antimicrobial  Resistance  and  Hemolytic
Phenotypes  in  Culturable  Arctic  Bacteria.  Front.  Microbiol.  11.
https://doi.org/10.3389/fmicb.2020.00570.

Newton, I., 2007. Raptors and other soaring birds, in: The Migration Ecology of Birds. Elsevier,
pp. 163–192. https://doi.org/10.1016/b978-012517367-4.50007-3.

Novcic,  I.  (2018).  Aggression  in  flocks  of  foraging  shorebirds  during  spring  stopover  at
Delaware Bay, USA. Waterbirds, 41(1), 73-79. https://doi.org/10.1675/063.041.0110.

Nuijten, R. J., Wood, K. A., Haitjema, T., Rees, E. C., Nolet, B. A. 2020. Concurrent shifts in
wintering distribution and phenology in migratory swans: individual and generational effects.
Glob. Chang. Biol. 26(8), 4263-4275. https://doi.org/10.1111/gcb.15151.

Poiani, A., Gwozdz, J. (2002). Cloacal microorganisms and mating systems of four Australian

bird species. Emu, 102(3), 291-296. https://doi.org/10.1071/MU01055.

Rabbia, V., Bello-Toledo, H., Jiménez, S., Quezada, M., Domínguez, M., Vergara, L., Gómez-
Fuentes,  C.,  Calisto-Ulloa,  N.,  González-Acuña,  D.,  López,  J.,  González-Rocha,  G.,  2016.
Antibiotic resistance in  Escherichia coli strains isolated from Antarctic bird feces water from
inside a wastewater treatment plant, and seawater samples collected in the Antarctic Treaty area.
Polar Sci. 10, 123–131. https://doi.org/10.1016/j.polar.2016.04.002.

Rademaker, J. L. W., Louws, F. J., Versalovic, J. A. M. E. S., de Bruijn, F. J., Kowalchuk, G. A.
2004. Characterization of the diversity of ecologically important microbes by rep-PCR genomic
fingerprinting. Molecular microbial ecology manual, 1(2), 611-643.

Rakhimberdiev,  E.,  Saveliev,  A.,  Piersma,  T.,  Karagicheva,  J.,  2017.  FL  8,  1482–1487.
https://doi.org/10.1111/2041-210x.12765.

Ruzauskas, M., Vaskeviciute, L., 2016. Detection of the mcr-1 gene in Escherichia coli prevalent
in  the  migratory  bird  species  Larus  argentatus.  J.  Antimicrob.  Chemother.  71,  2333–2334.
https://doi.org/10.1093/jac/dkw245.

Santos, S. S., Pardal, S., Proença, D. N., Lopes, R. J., Ramos, J. A., Mendes, L., Morais, P. V.
2012.  Diversity  of  cloacal  microbial  community  in  migratory  shorebirds  that  use the  Tagus
estuary as stopover habitat and their potential to harbor and disperse pathogenic microorganisms.
FEMS Microbiol. Ecol., 82(1), 63-74.      https://doi.org/10.1111/j.1574-6941.2012.01407.x.

Singh, P., Singh, S. M., Singh, R. N., Naik, S., Roy, U., Srivastava, A., & Bölter, M. 2017.
Bacterial communities in ancient permafrost profiles of Svalbard, Arctic. J.  Basic  Microbiol.
57(12), 1018-1036. https://doi.org/10.1002/jobm.201700061.

Sjölund,  M.,  Bonnedahl,  J.,  Hernandez,  J.,  Bengtsson,  S.,  Cederbrant,  G.,  Pinhassi,  J.,
Kahlmeter, G., Olsen, B., 2008. Dissemination of Multidrug-Resistant Bacteria into the Arctic.
Emerg. Infect. Dis. 14, 70–72. https://doi.org/10.3201/eid1401.070704.

Splichalova,  P.,  Svec,  P.,  Ghosh,  A.,  Zurek,  L.,  Oravcova,  V.,  Radimersky,  T.,  Bohus,  M.,

Literak, I., 2015. Prevalence, diversity and characterization of enterococci from three coraciiform

24



birds.  Antonie  Van Leeuwenhoek,  107(5),  pp.1281-1289.  https://doi.org/10.1007/s10482-015-

0422-6. 

Sprenger, M. 2019. The Journal of Global Antimicrobial  Resistance meets the World Health
Organization (WHO). https://doi.org/10.1016/j.jgar.2019.07.022.

Stillman, R. A., Wood, K. A., Gilkerson, W., Elkinton, E., Black, J. M., Ward, D. H., Petrie, M.
2015. Predicting effects of environmental change on a migratory herbivore. Ecosphere, 6(7), 1-
19. https://doi.org/10.1890/ES14-00455.1.

Stpie -Py niak,  D.,  Hauschild,  T.,  Dec,  M.,  Marek,  A.,  Urban-Chmiel,  R.,  2019.  Clonalń ś
Structure and Antibiotic Resistance of  Enterococcus spp. from Wild Birds in Poland. Microb.
Drug Resist. 25, 1227–1237. https://doi.org/10.1089/mdr.2018.0461.

The Center for Disease, Dynamics Economics & Policy. ResistanceMap: Antibiotic resistance.
2021. https://resistancemap.cddep.org/AntibioticUse.php. Date accessed: September 27, 2021.

Thomson,  K.,  2007.  Faculty  Opinions  recommendation  of  Detection  of  Escherichia  coli
harbouring extended-spectrum beta-lactamases of the CTX-M TEM and SHV classes in faecal
samples of wild animals in Portugal. J.  Antimicrob.  Chemother.  58(6),  1311-1312.
https://doi.org/10.3410/f.1067088.520076.

Van  Goethem,  M.  W.,  Pierneef,  R.,  Bezuidt,  O.  K.,  Van  De  Peer,  Y.,  Cowan,  D.  A.,
Makhalanyane,  T.  P.  2018.  A  reservoir  of  ‘historical’  antibiotic  resistance  genes  in  remote
pristine Antarctic soils. Microbiome, 6(1), 1-12. https://doi.org/10.1186/s40168-018-0424-5.

Volkov, A.E., Loonen, M.J.J.E., Volkova, E.V., Denisov, D.A., 2017. New data for Arctic terns
(Sterna paradisaea) migration from White Sea (Onega peninsula). Ornithologia 41, 58–68.

Walsh, T. R. (2018). A one-health approach to antimicrobial resistance. Nat. Microbiol. 3 (8),
854-855. https://doi.org/10.1038/s41564-018-0208-5.

Wauchope, H.S., Shaw, J.D., Øystein Varpe, Lappo, E.G., Boertmann, D., Lanctot, R.B., Fuller,
R.A.,  2016.  Rapid  climate-driven loss  of  breeding  habitat  for  Arctic  migratory  birds.  Glob.
Chang. Biol. 23, 1085–1094. https://doi.org/10.1111/gcb.13404.

Westneat, D.F. and Birch Rambo, T., 2000. Copulation exposes female Red winged Blackbirds‐

to  bacteria  in  male  semen.  J.  Avian  Biol.  31(1),  pp.1-7.  https://doi.org/10.1034/j.1600-

048X.2000.310101.x. 

Wickham, H., 2016. ggplot2: Elegant Graphics for Data Analysis. Springer-Verlag New York.

Wu, G., Yang, Q., Long, M., Guo, L., Li, B., Meng, Y., Zou, L. 2015. Evaluation of agar dilution
and broth microdilution methods to determine the disinfectant susceptibility. J. Antibiot. Res.
68(11), 661-665. https://doi.org/10.1038/ja.2015.51.

Wu,  J.,  Huang,  Y.,  Rao,  D.,  Zhang,  Y.,  Yang,  K.,  2018.  Evidence  for  Environmental
Dissemination of Antibiotic Resistance Mediated by Wild Birds. Front.  Microbiol.  9.
https://doi.org/10.3389/fmicb.2018.00745.

25



Xu, S., Dai, Z., Guo, P., Fu, X., Liu, S., Zhou, L., Tang, W., Feng, T., Chen, M., Zhan, L., Wu,
T.,  Hu,  E.,  Jiang,  Y.,  Bo,  X.,  Yu,  G.,  2021.  ggtreeExtra:  Compact  visualization  of  richly
annotated phylogenetic data. Mol. Biol. Evol. https://doi.org/10.1093/molbev/msab166.

Yu,  G.,  Smith,  D.K.,  Zhu,  H.,  Guan,  Y.,  Lam,  T.T.-Y.,  2016.  ggtree:  an  r  package  for
visualization and annotation of phylogenetic trees with their covariates and other associated data.
Methods Ecol. Evol. 8, 28–36. https://doi.org/10.1111/2041-210x.12628.

Yuan,  M.,  Yu,  Y.,  Li,  H.-R.,  Dong,  N.,  Zhang,  X.-H.,  2014.  Phylogenetic  Diversity  and
Biological Activity of Actinobacteria Isolated from the Chukchi Shelf Marine Sediments in the
Arctic Ocean. Mar. Drugs. 12, 1281–1297. https://doi.org/10.3390/md12031281.

Zhao, H., Sun, R., Yu, P., Alvarez, P.J.J., 2020. High levels of antibiotic resistance genes and
opportunistic pathogenic bacteria indicators in urban wild bird feces. Environ.  Pollut.  266,
115200. https://doi.org/10.1016/j.envpol.2020.115200.

26



Figure Legends

Fig. 1. Arctic tern's migratory pattern includes stopovers along the Atlantic Ocean; a) shows the

southbound migration and b) shows northbound migration stopovers. Maps coloured according

to the usage of antibiotic defined daily doses (DDD) per 1,000 individuals from light red (low

DDD/1000)  to  dark  red  (high  DDD/1000).  Source  of  antibiotic  usage  data:

https://resistancemap.cddep.org/AntibioticUse.php  .  

Fig. 2. a) Percentage diversity of bacterial isolates (at genus level) observed in among the male

and female Arctic tern before migration. b) Showed percentage diversity of bacteria (at genus

level) isolated from 22 Arctic tern birds before migration. c) Percentage diversity of bacterial

isolates (at genus level) observed in among the male and female Arctic tern after migration. d)

Showed percentage diversity of bacteria (at genus level) isolated from 12 Arctic tern birds after

migration. 

Fig.  3. Chord  diagram  showing  prevalence  of  antibiotic  resistance  in  each  bird.  a)  before

migration and b) after migration. 

Fig. 4. Total percentage of antibiotic susceptibility such as sensitive, intermediate, and resistance

against 19 antibiotics, a) before migration and b) after migration (Ak-amikacin, Amp-ampicillin,

C-chloramphenicol,  Caz-ceftazidime,  Cep-cephalothin,  Cl-colistin,  Cot-co-trimoxazole,  Cpd-

cefpodoxime,  E-erythromycin,  Gen-gentamicin,  Na-nalidixic  acid,  P-penicillin  G,  S-

streptomycin, Sm-sulphamethizole, Te-tetracycline, Tr-trimethoprim and Va-vancomycin). 

Supplementary Figure 1. Collection of cloacal samples from Arctic tern using sterile swabs.

Supplementary Figure 2. Phylogenetic tree of bacteria isolated from Sterna paradisaea. In bird’s

sex, Red denotes the male birds and green denotes the female birds. a) The heatmap represents

the  prevalence  of  129  isolates  (before  migration)  to  9  antibiotic  classes.  b)  The  heatmap

represents the prevalence of 93 isolates (after migration) to 9 antibiotic classes.

Table 1. Bird capturing locations in the Longyearbyen, bird’s sex and weight of the birds.

Table 2. MAR index and Resistance pattern of bacterial isolates from the Arctic tern (before 

migration)

Table 3. MAR index and Resistance pattern of bacterial isolates from the Arctic tern (after 

migration)
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Supplementary Table 1. Prevalence of Arctic tern carrying ARB to the Arctic. Data represents 

susceptibility of antibiotic of the isolates-Sensitive (-), Intermediate (+) and Resistance (++)
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Fig. 1. Arctic tern's migratory pattern of 12 birds includes stopovers -longer than 3 d are marked with

dots- along the Atlantic Ocean; a) shows the southbound migration and b) shows northbound

migration. Breeding site in Longyearbyen, Svalbard, is marked with a green diamond. Choropleth

maps indicates the world antibiotic usage, colored according to the usage of antibiotic defined daily

doses (DDD) per 1,000 individuals, from light red (low DDD/1000) to dark red (high DDD/1000).

Source of antibiotic usage data: https://resistancemap.cddep.org/AntibioticUse.php



Fig. 2. a) Percentage diversity of bacterial isolates (at genus level) observed in among the male and

female Arctic tern before migration. b) Showed percentage diversity of bacteria (at genus level)

isolated from 22 Arctic tern birds before migration. c) Percentage diversity of bacterial isolates (at

genus level) observed in among the male and female Arctic tern after migration. d) Showed

percentage diversity of bacteria (at genus level) isolated from 12 Arctic tern birds after migration.



Fig. 3. Chord diagram showing prevalence antibiotic resistance in each bird a) before migration and

b) after migration.



Fig. 4. Total percentage of antibiotic susceptibility such as sensitive, intermediate, and resistance

against 19 antibiotics, a) before migration and b) after migration (Ak-amikacin,

Amp-ampicillin, C-chloramphenicol, Caz-ceftazidime, Cep-cephalothin, Cl-colistin,

Cot-co-trimoxazole, Cpd-cefpodoxime, E-erythromycin, Gen-gentamicin, Hlg-high-level

gentamicin, Hls-high-level streptomycin, Na-nalidixic acid, P-penicillin G, S-streptomycin,

Sm-sulphamethizole, Te-tetracycline, Tr-trimethoprim and Va-vancomycin).



Supplementary Figure 1. Collection of cloacal samples from Arctic tern using sterile swabs.



a)



b)



Table 1. Details of Arctic terns captured before (2017) and after migration (2018).

Sl
No

Bird Id Bird capture
location
(2017)

Bird
(Male/Female)

Bird weight
before migration

(g) 

Recapture
location (2018)

Bird weight after
migration (g)

1 BG997* Sjøområdet,
Longyearbyen

F 109 P ed p epadem,ř ř
Longyearbyen

107

2 BG999 Sjøområdet,
Longyearbyen

M 110

3 BH000 Hotellneset,
Longyearbyen

F 101

4 BH001* Sjøområdet,
Longyearbyen

M 101 Kosa,
Longyearbyen

106

5 BH002* Sjøområdet,
Longyearbyen

M 100 Ostrov,
Longyearbyen

--

6 BH003 Sjøområdet,
Longyearbyen

F 98

7 BH004* Sjøområdet,
Longyearbyen

F 105 Longyearelva,
Longyearbyen

111

8 BH005* Sjøområdet,
Longyearbyen

M 102 Longyearelva,
Longyearbyen

105

9 BH007 Hotellneset,
Longyearbyen

F 99

10 BH009 Sjøområdet,
Longyearbyen

F 112

11 BH010 Sjøområdet,
Longyearbyen

M 114

12 BH011* Sjøområdet,
Longyearbyen

F 113 Longyearelva,
Longyearbyen

130

13 BH013* Hotellneset,
Longyearbyen

F 119 Longyearelva,
Longyearbyen

117

14 BH014 Hotellneset,
Longyearbyen

M 111

15 BH015* Sjøområdet,
Longyearbyen

F 91 P ed p epadem,ř ř
Longyearbyen

101



16 BH016 Sjøområdet,
Longyearbyen

M 112

17 BH017* Sjøområdet,
Longyearbyen

M 103 P ed p epadem,ř ř
Longyearbyen

110

18 BH019 Sjøområdet,
Longyearbyen

F 105

19 BH020 Sjøområdet,
Longyearbyen

F 114

20 BH021* Sjøområdet,
Longyearbyen

M 120 Silnice,
Longyearbyen

113

21 BH023* Sjøområdet,
Longyearbyen

F 108 Ostrov,
Longyearbyen

111

22 BH024* Sjøområdet,
Longyearbyen

F 98 Longyearelva,
Longyearbyen

102

*Recaptured birds after migration on 2018

Table 2. MAR index and resistance pattern of bacterial isolates from the Arctic tern before migration

MAR Index Resistance Pattern Occurrence (%)

0.06 Amp 1.55

Caz 3.87

Na 1.55

P 2.32

0.11 Amp, P 1.55

C, P 0.77

Caz, Cl 0.77

Caz, E 0.77

Caz, Na 5.43

Caz, P 0.77

Na, P 0.77

0.18 Amp, Caz, Na 0.77

Amp, Caz, P 1.55

Amp, Cl, P 1.55

Amp, E, P 0.77

Amp, Na, P 0.77

C, Caz, Cl 0.77

C, Caz, Na 0.77

Caz, Cl, Na 0.77

Caz, Na, P 2.32



Cep, Cl, Va 0.77

Cl, E, P 0.77

0.23 Amp, C, Caz, P 1.55

Amp, Caz, Cl, P 0.77

Amp, Caz, Cl, Tr 0.77

Amp, Caz, E, P 2.32

Amp, Caz, E, Tr 0.77

Amp, Caz, Na, P 3.1

Amp, Caz, P, Tr 0.77

Amp, Cl, Na, P 1.55

Amp, E, Na, P 0.77

C, Caz, E, Na 0.77

C, Caz, E, P 0.77

Caz, Cl, E, P 0.77

Caz, Cl, P, Va 0.77

Caz, E, P, Tr 0.77

0.29 Ak, Amp, Caz, Cl, Va 0.77

Ak, Amp, Cl, P, Va 0.77

Ak, Caz, Cl, E, Va 0.77

Ak, Caz, Cl, S, Va 0.77

Amp, C, Caz, Cep, P 0.77

Amp, C, Caz, Cl, P 0.77

Amp, C, Caz, Cl, Tr 0.77

Amp, C, Caz, E, P 2.32

Amp, Caz, Cl, E, P 0.77

Amp, Caz, Cl, Na, P 0.77

Amp, Caz, E, Na, Tr 0.77

Amp, Caz, E, P, Tr 0.77

Amp, Cep, Cl, E, P 0.77

Amp, Cl, E, P, Va 0.77

Amp, Cl, Gen, P, Va 0.77

Amp, Cl, Na, P Va 0.77

Amp, E, Gen, P, Va 0.77

Amp, E, Na, P, Va 0.77

C, Caz, Cep, Cl, Tr 0.77

C, Caz, Cl, Na, S 0.77

Caz, E, Na, P, Va 0.77

0.35 Ak, Amp, C, Caz, Cep, P 0.77

Ak, Amp, Caz, Cep, E, P 0.77

Ak, Amp, Cl, Gen, P, Va 0.77

Amp, C, Caz, Cep, Cl, P 0.77

Amp, C, Caz, Cep, Na, P 0.77

Amp, C, Caz, Cl, E, P 0.77

Amp, C, Caz, E, Na, P 0.77



Amp, C, Caz, Na, P, Tr 0.77

Amp, Caz, Cl, E, Na, P 0.77

Amp, Caz, Cl, Na, P, Tr 0.77

Amp, Caz, Cot, Na, P, Tr 0.77

Amp, Caz, Cot, Na, Sm, Tr 0.77

Amp, Caz, Cot, Na, Sm, Tr 0.77

Amp, Caz, E, Na, P, Va 0.77

Amp, Cep, Cl, Gen, P, Va 0.77

0.37 Ak, Amp, Caz, Cl, E, P, Tr 0.77

Amp, C, Caz, Cep, Cl, P, Va 0.77

Amp, Caz, Cep, Cot, Na, P, Sm 0.77

Amp, Caz, Cep, E, Na, P, Va 0.77

Amp, Caz, Cl, E, Na, P, Tr 0.77

Amp, Caz, Cot, Na, P, Sm, Tr 0.77

Amp, Caz, Cpd, Na, P, Sm, Tr 0.77

Caz, Cep, Cot, Na, P, Sm, Tr 0.77

Caz, Cot, E, Na, P, Sm, Tr 0.77

0.47 Ak, Amp, C, Caz, Cl, E, Na, P 0.77

Ak, Amp, Caz, Cl, E, Na, P, Tr 0.77

Amp, Caz, Cot, E, Na, P, Sm, Tr 0.77

Amp, Caz, Cot, Na, P, Sm, Tr, Va 0.77

0.53 Ak, Amp, C, Caz, Cep, Cl, E, P, Va 0.77

Ak, Amp, Caz, Cl, Gen, Na, P, S, Va 0.77

Amp, Caz, Cep, Cl, Cot, Na, P, Sm, Tr 0.77

Amp, Caz, Cep, Cot, E, Na, P, Sm, Tr 0.77

Amp, Caz, Cl, Cot, Na, P, S, Sm, Tr 0.77

0.59 Amp, Caz, Cep, Cl, Cot, Cpd, Na, P, S, Sm 0.77

0.65 Amp, Caz, Cep, Cl, Cot, Cpd, Na, P, S, Sm, Tr 1.55



Table 3. MAR index and resistance pattern of bacterial isolates from the Arctic tern after migration 

MAR Index Resistance Pattern Occurrence (%)

0.06 Ak 1.07

Sm 1.07

Na 3.22

P 4.3

Caz 5.37

0.11 Amp,C 1.07

Ak,Caz 1.07

Ak,Na 2.07

Amp,Gen 3.07

Amp,Va 4.07

C,Te 5.07

Sm,Tr 6.07

Te,Va 7.07

C,Caz 2.15

Caz,Cl 4.3

Caz,Na 5.37

Caz,P 6.45

0.18 Ak,Caz,S 1.07

Ak,Sm,Te 1.07

Caz,E,Na 2.15

Amp,Na,Tr 4.3

0.23 Ak,Caz,Cl,Na 1.07

Amp,Caz,E,P 1.07

C,Caz,Cl,Na 1.07

C,Caz,E,Na 1.07

Caz,Cl,Na,S 1.07



Caz,E,P,Te 3.22

Amp,Na,Sm,Tr 4.3

0.29 Ak,Caz,Cl,S,Va 1.07

Ak,Caz,E,P,Te 1.07

Ak,Caz,E,Sm,Te,Va 1.07

Amp,C,Caz,E,P 1.07

Amp,Caz,P,S,Te 1.07

C,Caz,E,Na,S 1.07

Amp,Cl,E,P,Va 3.22

Caz,E,Sm,Te,Va 4.3

Amp,Cl,E,Te,Va 5.37

0.35 Amp,C,Caz,E,Na,P 1.07

Amp,Caz,Cep,Cl,P,Tr 1.07

0.411 Amp,C,Caz,Cep,Cl,Cpd,Tr 1.07

Caz,Cep,Cl,Cot,Gen,Te,Va 1.07

Amp,C,Cl,E,Na,Te,Va 2.15

Amp,Caz,Cep,Cl,Na,P,Tr 2.15

0.47 Amp,C,Caz,Cep,Cl,Cpd,P,Tr 4.3

0.53 Amp,Caz,Cep,Cot,E,Na,P,Sm,Te 1.07


