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Abstract 
Introduction: Wild migratory birds are global distributors of pathogens. Sardinia, Italy, is the second largest Island in the Mediterranean and 

is a land bridge between Europe and Africa.   

Methodology: We designed a surveillance protocol to investigate wild migratory birds for presence, frequency, and type of avian influenza 

viruses. We collected over 4,000 avian samples and compared three sampling methods, fecal, cloacal, and tracheal, to determine the most 

productive for virus identification. To determine frequency of infection, RNA was extracted and RT-PCRs for avian influenza virus genes 

were run. Positive samples were cultivated for live virus, sub typed and sequenced. 

Results: Forty-four samples were positive for influenza nucleoprotein gene. We identified two previously unidentified H3 subtype strains and 

found cloacae to have the highest rate of virus identification and fecal sampling to provide quality RNA and repeatable results for 

determination of virus presence.  

Conclusion: Our investigation provides information on the frequency of Mediterranean avian influenza viruses, and validates the initiation of 

an avian influenza surveillance protocol.  Taken together with global avian influenza findings, these results give insight into infectious 

disease distributions which is important for viral pandemic monitoring and design of preventative measures.   
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Introduction 
Influenza type A, a negative strand virus member 

of the orthomyxoviridae family, can infect various 

animal species [1,2].  Influenza A is characterized by 

immunologically important proteins HA and NA [3] of 

which there are 17 HA antigens (H1 – H17) and 9 NA 

(N1 – N9) antigens [2,4,5]. Although both the HA and 

the NA are immunologically relevant, it is the HA 

isotype that determines host infectivity.  Subtypes H1 

– H16 have been detected in waterfowl, the natural 

reservoir for Influenza A viruses [6].  Unless the 

influenza strain is a highly pathogenic variant of H5 or 

H7 (High Pathogenic Avian Influenza (HPAI)), the 

disease caused by LPAI A (Low Pathogenic Avian 

Influenza) infection in avian species presents only 

mild symptoms although a more severe disease and 

active immune response occur when the virus is 

passed to swine or humans [7–9].  LPAI viruses infect 

the intestinal tract of avian species typically through 

the fecal-oral route, whereas the HPAI viruses with 

mutated polybasic amino acids in the HA cleavage site 

can infect a range of tissues and organs outside of the 

gut [8,9].  Studies have implicated migratory birds in 

the spread of pathogenic organisms including the 

influenza virus, although controversy exists 

surrounding the ability of migratory birds to 

disseminate HPAI strains and the clinical disease 

caused by infection [7,8,10–17].  Furthermore, 
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understanding the relationships among the 

environment and weather, migratory patterns, wild 

avian species and domesticated birds with the 

influenza virus remains a significant hurdle in the field 

of influenza research. 

For interspecies transmission to occur, the virus 

must undergo a genetic alteration either by antigenic 

shift or antigenic drift [18,19]. Previously, it was 

thought that humans were unable to be directly 

infected with avian influenza and that reassortment 

events were required to occur  in transition vessels 

such as pigs prior to human infection [19]. Previously 

only H1, H2, and H3 influenza antigens have been 

thought to infect humans but more recently there has 

been evidence showing that other HA antigens, such 

as H5, H7 and H9 viruses, can cross the species barrier 

and infect humans and cross-species transmission of 

H5N1 from poultry to humans causes high mortality 

[20–22]. These examples suggest that influenza 

interspecies transmission between birds and humans 

does not always require a transitional species. 

Prior human pandemics have been caused by 

viruses with the HA antigens H1, H2, and H3. 

Currently H1 and H3 are circulating in the human 

population, including the pandemic 2009 strain of 

H1N1 [19,23–27]. With recent evidence indicating 

avian influenza can directly infect humans, a new 

worry of another global influenza pandemic has 

emerged [19,20,28,29]. To cause a pandemic, an 

influenza strain must be highly pathogenic but also 

easily transmissible from person to person. The 1997 

and current H5N1 viruses are unable to be passed from 

person to person, decreasing its pandemic potential. 

Although the current H5N1 virus can only be acquired 

from contact with infected birds, the rapid mutation 

rate of the influenza virus leads many researchers to 

believe that H5N1 will become a human global threat 

in the near future [19,29,30].  The new threat of a 

highly pathogenic transmissible strain of avian 

influenza has provoked the need for monitoring 

influenza strains circulating in wild migratory birds 

[31].  Furthermore, it is commonly thought that early 

detection of avian influenza is essential for economic 

security in the poultry industry and maintenance of 

public health [32].  Previously, avian influenza has 

been monitored in wild birds, including those in Italy 

and those crossing the Europe/North America land 

bridge [11,33–37]. We investigated for the first time 

the influenza strains currently affecting the migratory 

birds landing in the island of Sardinia, a land bridge 

between Europe and Africa.  Furthermore, Italy has 

the highest number of avian influenza outbreaks in the 

EU and has been affected by H5 and H7 influenza 

outbreaks in avian populations [38–41]. We compared 

three avian sampling methods, fecal, cloacal, and 

tracheal, and report an effective and economical 

surveillance system for influenza virus monitoring in 

avian species.  We found avian influenza infectivity to 

be 3.4% and we detected two previously unidentified 

H3N8 strains. Our results provide valuable 

information on the current influenza strains of 

Mediterranean birds which may be used for the 

development of influenza therapeutics.  

 

Methodology 
Bird capture net construction 

The design used to build the experimental traps for 

aquatic birds capture was based on the protocols 

followed by the National Institute for Wildlife 

Management (now known as ISPRA, 

http://epanet.ew.eea.europa.eu/european_epas/countrie

s/it) for the purpose of scientific ringing and ensuring 

the safety at all stages of the specimens captured, with 

special interest for the systematic families anatidae 

and rallidae. Cages consisted of 18 wooden supporting 

poles (9 or 12 cm in diameter and either 3 or 4 meters 

in length) placed at equal distances on the 

circumference of a circle measuring 60 square meters 

in area. The walls of the cage were 2 meters in height 

and covered with galvanized 2.88 mm plastic mesh 

(openings 2.5 cm x 5 cm). The roof was covered by a 

polyethylene net ("Tenax" model, Cintoflex M, 

Baltimore, USA) 17 x 24 mm rectangular plastic 

netting. The materials were chosen to avoid animal 

injury. Birds entered the side of the cage facing the 

pond (Figure 1).  

 

Sample collection 

Live birds from capture nets were tracheal and 

cloacal swabbed. All live bird samples collected were 

obtained from a ringed animal and the details of the 

bird’s species and health were recorded. Swabs were 

placed in viral transport medium 199, consisting of 

tissue culture medium 199 containing 0.5% bovine 

serum albumin, benzylpenicillin (2 x 106 IU/litre), 

streptomycin (200 mg/litre), polymyxin B (2 x 106 

IU/litre), gentamicin (250 mg/litre),  nystatin (0.5 x 

106 IU/litre), ofloxacin hydrochloride (60 mg/litre), 

and sulfamethoxazole (0.2 g/litre). Specimens were 

immediately chilled to 4°C and then frozen at −70°C 

at the laboratory.  Samples numbers are recorded in 

Table 1. 

A large tarp was used to collect fecal matter. 

Subsequently, fecal specimens were swabbed and the  
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swab was placed in a cryogenic vial containing 1 ml of 

virus stabilization media and vortexed.  Samples were 

placed on ice then frozen.  Each fecal specimen was 

swabbed twice to obtain a duplicate of each sample.  

Sample collection occurred between December 2007 

and December 2008.  Samples numbers are recorded 

in Table 1 and bird species seen at fecal collections are 

recorded in Table 2. 

 

 

RNA extraction and RT-PCR 

Reverse Transcriptase (RT) –PCR and real-time 

PCR have previously been used to screen wild avian 

populations for the presence of avian influenza 

[34,35].  As RT-PCR was sufficient and a cost 

effective method of testing for the presence or absence 

of Influenza A, it was chosen to test the collected 

avian samples for the presence of influenza A.  RNA 

was extracted from avian samples using the TRIzol 

(Invitrogen, Milan, Italy) method from Invitrogen 

adapted from the manufacturer’s instructions.  Briefly, 

samples were placed in 1.6 ml of TRIzol and rested for 

5 minutes, then 400 µl of chloroform was added and 

the samples were vigorously shaken for 30 seconds 

and left for 2 minutes.  After centrifugation, the upper 

aqueous layer was removed and RNA was precipitated 

using 600 µl ice cold isopropanol.  After 

centrifugation, the pellet was washed with 70% 

ethanol.  The RNA pellet was dried for 5 minutes and 

the pellet was resuspended in 100 µl of DEPC H20 

and measured by spectrophotometry. 

For cDNA synthesis, 600 ng of RNA was used for 

the M-MLV reverse transcription kit from Invitrogen 

using random hexamer primers.  Following cDNA 

synthesis, PCR was performed using Invitrogen’s 

Platinum® Taq DNA Polymerase PCR kit according 

to the manufacturer’s instructions with in-house 

designed or previously described primers (Table 3).  

The following basic program was used: 95° C for 3 

minutes, denaturing 95°C for 30 seconds, annealing 

X° C for 40 seconds, extension 72°C for X seconds,  

 

 

 

 

 

 

 

 

 

 

 

repeat to 95oC for 35 cycles, 72°C for 10 minutes, 4° 

C.  To control for RNA and PCR quality, we designed 

duck beta-actin primers to be used as a housekeeping 

control.  Primer specific annealing temperature, 

extension time and predicted amplicon are described 

in Table 3. PCR products were run on 1.5% agarose 

gels with ethidium bromide in 1 x TRIS, Acetate, 

EDTA (TAE) buffer to visualize product bands.  Gels 

were electrophoresed at 80 V using a Powerpac 200 

(BioRad, Milan, Italy) and were visualized using a 

Gene Genius Bio Imaging System (Syngene, 

Cambridge, UK).   

 

Sequencing 

PCR reactions were run using specialized 

sequencing primers (described in Table 3).  The 

product was cleaned using a Qiagen PCR Clean-up kit 

(Qiagen, Milan, Italy).  The purified PCR product was 

sent for sequencing at BMR Genomics (BMR 

Genomics, Padua, Italy).  An NCBI BLAST search was 

performed with the returned sequence. Alignments and 

phylogenetic trees were created using the ClustalW 

program from the European Bioinformatics Institute 

[42] (http://www.ebi.ac.uk/Tools/clustalw2/). 

 

Virus culture and virus typing 

The duplicates of a portion of live and fecal bird 

samples collected were sent to the BSL-3 facility at 

Università Cattolica del Sacro Cuore, Rome, Italy, for 

culture. Specimens were inoculated into and cultured 

in 10-day-old embryonated chicken eggs for 48 hours.  

Allantoic fluids were harvested and frozen in aliquots 

at −70°C, tested for HA activity and positive virus 

isolates were subtyped by the HAI test, using a panel 

of reference antisera against 15 HA subtypes obtained 

from the National Institutes of Allergy and Infectious 

Diseases (Bethesda, Md.) reagent repository using 4 

HAU of virus and 0.5% turkey red blood cells.  

Briefly, the HAI test is described as follows: 25 μl of 

PBS was added to appropriate wells of a microtitre 

plate, then 50 ul of each serum from panel of reference  

 Number Collected 

Tracheal 921 

Cloacal 1085 

TOTAL Live Bird 2006 

Fecal 2297 

TOTAL Samples Collected 4253 

Table 1. Total number of avian samples collected during 2007 and 2008 collection 
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Order Family Scientific name English name 

Podicipediformes Podicipedidae Tachibaptus 

ruficollis 

Little Grebe 

Anseriformes Anatidae Anas plathyrhynchos Mallard 

Anseriformes Anatidae Anas acuta Pintail 

Anseriformes Anatidae Anas crecca Teal 

Anseriformes Anatidae Anas clypeata Shoveler 

Gruiformes Rallidae Rallus aquaticus, Water Rail 

Gruiformes Rallidae Gallinula chlorpous Moorhen 

Gruiformes Rallidae Fulica atra Coot 

Primer name Sequence Tm Size Source 

Duck -actin_F CAGACATCAGGGTGTGATGG 54oC 275 bp This study  

Duck -actin_R GGGGTGTTGAAGGTCTCAAA 52oC  This study 

NP_F CAG(A/G)TACTGGGC(A/T/C)ATAAG(A/G)

AC 

52oC 330 bp Lee M.S. et al., 

2001 

NP_R GCATTGTCTCCGAAGAAATAAG 51oC  Lee M.S. et al., 

2001 

NPsequencing_F GTAAAACGACGGCCAGTCAG(A/G)TACT

GGGC(A/T/C)ATAAG 

(A/G)AC 

NA 330 bp This study  

NPsequencing_R GGAAACAGCTATGACCATG 

GCATTGTCTCCGAAGAAATAAG 

NA  This study 

HA_F GGAATGATHGAYGGNTGGTATGG 50oC Approx. 

640 bp 

Phipps L. P. Et al., 

2004 

HA_R AGTAGAAACAAGGGTGTTTT 50oC  Hoffman E. et al., 

2001 

HAseq_F GGAATGATHGAYGGNTGGTATGGAGCA

AAAGCAGGAGTGA 

NA Approx. 

640 bp 

This study 

HAseq_R AGTAGAAACAAGGGTGTTTTAGTGAAAC

AAGGAGTT 

NA  This study 

Table 2. Common avian species identified at fecal sample collections 

 

Table 3. Primers used during the Avian Influenza Study 
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Figure 1. Live bird capture for sampling. 

A

. 

B 

Figure 2. Clustal Alignment of SaRD43 and SaRD44 H3 nucleotide sequence 

with a published H3 nucleotide sequence 

A. Cartoon schematic showing the plan of construction for bird capture houses 

B. A photo of a constructed bird capture house with sampling taking place 

Captured birds were sampled and their information was recorded before they were released back into the wild.   

 

Sequencing PCRs were performed using general primers for the HA gene of the influenza 

virus on samples SaRD43 and SaRD44. The returned sequence was blasted on the NCBI 

database and both closely matched the H3N8 2007 H3 sequence as the top match GenBank 

ID:CY041346.1, (A/Turnstone/Netherlands/1/2007/H3N8). Green shows where SaRD43 

and SaRD44 differ from the reference sequence. Pink shows when SaRD43 and the 

reference sequence differ from SaRD44. Blue shows when SaRD44 and the reference 

sequence differ from SaRD43. 
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antisera against 15 HA subtypes diluted 1:10 was 

added to the first well of the appropriate column.  

Serial two-fold dilutions of the treated sera were 

prepared, and 25 μl of standardized control antigen or 

virus test antigen was added to wells containing 

diluted treated sera.  Plates were agitated manually, 

covered and incubated at room temperature for 15 

minutes, then 50 μl of standardized RBCs was added 

to all wells and agitated as before, and plates were 

covered to allow the RBCs to settle at room 

temperature for 30 minutes. HAI titres were recorded.  

As well as for NA typing, live viruses were typed 

using a CDC-Developed Diagnostic Lab Test for Flu.   

 

Results 
Avian sample collection 

To determine the presence and frequency of avian 

influenza in the wild bird population of Northern 

Sardinia, live bird capture nets and traps were built at 

five different locations including the ponds Stagno di 

Pilo, Stagno di Casaraccio Sponda Nord, Cuile Issi, 

Abbagur, and Platamona to collect both live bird 

samples and fecal samples.    A total of 4,303 live bird 

and fecal samples were collected and are described in 

Table 1.  Specifically, 2,006 live bird samples were 

taken as follows:  921 tracheal samples, 1,085 cloacal 

samples, and 2,297 fecal samples were collected.  Bird 

species seen at each fecal sample collection were 

recorded and are presented in Table 2.  The species 

recorded only refer to the species observed at time of 

sample collection and do not necessarily correspond to 

the species fecal sampled, although it is probable that 

these species are represented.  

 

RT-PCR screening and virus typing 

RT-PCR was performed for the influenza A NP 

gene [35] on 2,023 samples screened to determine the 

presence or absence of influenza in the avian sample.  

Of the 2,023 samples screened, 44 samples were  

 

 

 

 

 

 

 

 

 

 

 

 

 

amplified under NP PCR conditions, which is a 

positivity percentage of 2.2% positive out of the beta-

actin positive PCR samples.  PCR reactions for duck 

beta-actin were 64% positive out of the screened 

samples.  Of the three sample types, we found that 

tracheal samples had the lowest NP positivity.  The 

cloacal samples had the highest NP detection.  Fecal 

samples showed 3% positivity for NP, suggesting that 

non-live bird fecal sampling produced quality RNA 

and could be used to identify influenza infection. 

Subsequent to the identification of the NP positive 

samples, amplicons were sequenced to verify NP gene 

amplification.  NCBI BLAST search was performed 

with returned sequences and confirmed the presence of 

the NP and Avian Influenza (data not shown). 

 

Virus culture 

To determine if live influenza virus was present in 

collected live bird and fecal samples, duplicates of NP 

positive fecal samples and live bird samples were sent 

to the BSL-3 facility at Università Cattolica del Sacro 

Cuore, Italy, for virus culture.  In total 32 bird samples 

in 111 chicken embryonated eggs were screened for 

live virus.  These samples, two samples (designated 

SaRD43 and SaRD44) were found positive for live 

influenza virus.  These results suggested that our PCR 

method of screening for Avian Influenza could 

identify both live and dead influenza virus. 

The allantoic fluid from the cultured viruses were 

subsequently used for HA and NA subtyping of the 

two live viruses.  Using this method it was found the 

viruses were H3N8 influenza sub-types.  

 

Hemagglutinin sequencing 

Since the HA antigen is often the main 

determinant of influenza severity, we sub-typed the 

HA gene using sequence analysis to confirm our HA 

protein typing.  Degenerate HA typing primers that 

have been previously used for influenza HA typing  

Figure 3. Clustal alignment of SaRD43 and SaRD44 HA nucleotide translated sequences 

After obtaining the nucleotide sequence of our SaRD43 and SaRD44 H3 samples they were translated into amino acids.  Following translation the sequences were 

aligned with each other showing that the nucleotide differences were translated to amino acid substitutions. Three amino acid substitutions were seen at positions 22, 

47 and 136 of the SaRD sequences (highlighted in yellow). 
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[43,44] were used with the SaRD43 and SaRD44 RNA 

template.  The amplicons were sent to BMR genomics 

for sequencing and a BLAST was performed with the 

returned sequences.  Both the sequences (GenBank 

IDs: HM802759 and HM802760 for SaRD43 and 

SaRD44, respectively) matched closely to H3 

sequence (GenBank ID: CY041346.1 

(A/Turnstone/Netherlands/1/2007/H3N8)) segment 4, 

complete sequence) with significant identity.  A clustal 

alignment was created with the H3 sequences and the 

published HA sequence using ClustalW (Figure 2).  

The results showed significant similarity between 

SaRD43 and SaRD44 H3 sequences with the 

published H3N8 sequence indicating that our 

sequences were H3 influenza viruses.  Furthermore, 

although the clustal alignment showed the same top 

match, our SaRD43 and SaRD44 samples differed 

from each other in their nucleotide sequence.  Pink 

highlighting shows when SaRD43 and the reference 

sequence differ from SaRD44 and blue shows when 

SaRD44 matches the reference sequence but differs 

from SaRD43.  Green highlight shows where SaRD43 

and SaRD44 both differ from the reference sequence.  

These results suggested SaRD43 and SaRD44 

sequences to be H3 influenza subtypes but they were 

not the same influenza virus. 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

Following H3 sequence identification, the 

nucleotide sequence was translated into amino acids.  

A clustal alignment was created between SaRD43 and 

SaRD44 amino acid sequences (Figure 3) and showed 

the translated sequences were not identical.  The 

sequences differed at three positions, namely 22, 47 

and 136 (highlighted in yellow), corresponding to 

aspartic acid to a glutamic acid (D to E) (both negative 

amino acids); glutamic acid to lysine (E to K) 

(negative amino acid to a positive amino acid); and 

serine to proline (S to P) (uncharged to special), 

respectively.  These results further suggested that 

sample SaRD43 and SaRD44 were of different H3 

influenza viruses. 

Since the viruses were not identical and neither 

100% matched nucleotide sequences in the NCBI 

database, we queried the aa sequences to determine if 

these H3 virus strains had been previously reported.  

SaRD43 did not have 100% identity with any aa 

sequences found in the NCBI database (Figure 4).  The 

top match for the SaRD43 aa sequence was an H3N8 

virus from an Alaskan Northern pintail.  The clustal 

alignment showed 1 amino acid substitution.  The 

highlighted text shows the SaRD43 H3 glutamic acid 

(E) substitution at position 47 to be lysine (K) in the 

Northern pintail H3 sequence.  This K to E 

Figure 4. Clustal alignment of SaRD43 H3 amino acid sequence with and H3 amino acid sequence from a 

Northern Pintail in Alaska 

Figure 5. Clustal alignment of SaRD44 H3 amino acid sequence with H3 amino acid sequence from a Green-wing 

teal in Alaska 

A BLAST search was performed using the translated SaRD43 H3 sequence.  The top match an H3N8 sequence isolated from a Northern pintail in Alaska was 

used to create a clustal alignment with the ClustalW program. The highlighted text shows the SaRD43 H3 E substitution found to be K at aa 394 in other H3 

sequences examined, including the Northern pintail H3 sequence GenBank ID: ACE73389.1, (A/northern pintail/Alaska/44202-126/2006(H3N8)). 

A BLAST search was performed using the translated SaRD44 H3 sequence.  The top match an H3N8 sequence isolated from a Green-wing teal in Alaska was used to create a clustal alignment with the 

ClustalW program.  The highlighted text shows the SaRD44 H3 E substitution found to be D in other H3 sequences examined at aa 381 and the SaRD44 H3 P found to be S in other H3 sequences at aa 

496, including the Green-wing teal H3 sequence GenBank ID:ACK28217.1, (A/green-winged teal/Interior Alaska/1/2007(H3N8)). 
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substitution is a positive to negative amino acid 

change.  Since the substitution of K to E has not been 

previously reported these results indicated that the 

SaRD43 H3 sequence was a unique H3 virus strain. 

The same methodology was followed for the 

amino acid sequence of sample SaRD44 (Figure 5).  

When the amino acid sequence was queried the top 

100 matches all were H3 avian influenza sequences, 

the top match being an H3 sequence from a Green-

wing Teal.  The clustal alignment of SaRD44 H3 

amino acid sequence with the Green-wing Teal H3 

sequence showed two amino acid substitutions (Figure 

5).  The highlighted text shows the first shift to be a 

negative to negative amino acid change at position 22.  

The 44 H3 E (glutamic acid) was found to be D 

(aspartic acid) in other H3 sequences examined.  The 

second shift at position 136 was a P (proline) in 

SaRD44 H3 sequence and an S (serine) in other H3 

sequences, a change from an uncharged to an amino 

acid of special properties.  These results also suggest 

that SaRD44 H3 sequence had not been reported 

previously.  

After analysing the clustal alignments, we created 

phylogenetic trees to determine the evolutionary 

relationship of the sequences with previously 

described influenza H3 sequences. Ten H3 influenza 

sequences from swine, avian and human species were 

used for the phylogenetic trees (European 

Bioinformatics Institute, (European Bioinformatics 

Institute 2010))[42].  Results showed the swine, avian, 

and human sequences created species 

clusters/branches (Figure 6). Furthermore, SaRD43 

and SaRD44 both clustered with the avian H3 

sequences depicting an avian origin.  As well, both 

sequences showed a marked distance from the other 

avian sequences, which further suggested the novelty 

of both sequences.    

 

Discussion 

The spread of influenza is currently a concern for 

countries worldwide.  Recently the first pandemic of 

the second millennium was declared and H1N1 virus 

monitoring and eradication is of immediate importance 

[23–27].  Avian species are prime global carriers of 

influenza strains since birds easily and frequently 

relocate carrying diseases to distant locations.  Here 

we have established a surveillance program for 

monitoring influenza subtypes in migrating birds that 

compared different sampling methods.  As islands of 

the Mediterranean Sea are land bridges between 

Europe and Africa, it is an important surveillance 

point to establish disease migration. Our study 

illuminated the importance of using various sampling 

methods and identified H3 influenza strains circulating 

in avian species in the Mediterranean.  These findings 

and our establishment of an economical surveillance 

protocol in the Mediterranean will lead to improved 

influenza break-out detection as well as influenza 

therapeutics. 

Previously, avian influenza has been investigated 

in the mainland Mediterranean area.  Lebarbencho and 

colleagues reported the presence of avian H9N2 in 

France [45].  In the Lebarbenchon study, 72 birds were 

tested and 2 were found to be influenza positive for a 

positivity of almost 3% [45].  These results support 

our findings of a 2.2% influenza positivity rate in the 

Sardinian bird samples although wild avian influenza 

positivity of 15% by RT-PCR has been previously 

reported in Italy [41].  Conversely, we isolated H3N8 

virus subtypes compared to the H9N2 virus subtype 

identified in 2006 in France.  Presence of different 

influenza strains may reflect the yearly changes of 

circulating influenza viruses, which supports the need 

for yearly avian influenza monitoring to identify new 

and threatening influenza subtypes. 

Fecal sampling has previously been used for 

influenza virus identification by PCR based methods 

[46].  In total we found 44 fecal, tracheal, and cloacal  

samples to be RT-PCR positive for the NP gene, a 

positivity percentage of 2.2%.  Interestingly, the fecal 

samples identified 20 positive influenza samples but 

none was able to be cultured for virus, which is 

supported by previous findings that RT-PCR is more 

sensitive than live virus culture screening [47].  Since 

live virus was not detected in any of the fecal samples 

this suggests that fecal sampling may not be an 

effective method of sampling for live influenza.  

Conversely, fecal sampling may in fact be an efficient 

method of screening for influenza presence.  

Furthermore, fecal sampling is an easy and cost-

effective method which does not require specialized 

animal handlers to capture and sample animals.  As 

well, the use of standard PCR opposed to Real-Time 

PCR methods is most cost effective to identify 

influenza positive samples.  Therefore, this method 

can be used in times of funding shortages.  As well, 

fecal sampling remains an effective way to sample 

large populations in a short time when the goal of the 

study is to identify current strains of circulating 

influenza and not culturing live virus. 

Before pandemic H1N1 2009, there had been three 

pandemics caused by influenza A viruses over the last 

century.  The first and second pandemics which 

occurred in 1918 and 1957 were caused by H1N1 and  
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Figure 6. Phylogentic trees of H3 influenza sequences including SaRD43 (A) and SaRD44 (B) H3 

sequences 

Phylogenetic trees were created using the ClustalW program from EBI.  H3 sequences from avian, swine and human species were used to place 

the SaRD43 and SaRD44 sequences.   
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H2N2 viruses, respectively.  The Hong Kong 

pandemic of 1968 caused by a H3N2 virus was the 

most recent influenza pandemic prior to 2009 H1N1 

[19].  Although the H3 subtype is typically associated 

with human infections, as all influenza viruses, H3 

viruses are also found waterfowl [48,49].  Since H3 

influenza subtypes have caused global infection, it is a 

potential threat to human and domesticated animal 

health.  Although not of avian origin, we have 

previously characterized H3 influenza illness in ferrets 

and shown that H3 influenza strains can cause 

differing clinical symptoms with severe to moderate 

illness indicating the significance of the H3 subtype 

[50].   Moreover, European pigs have been found to be 

infected with avian strains of the H3 subtype of 

influenza viruses [51].  As well, in another study 

sampling waterfowl, H3 viruses were the most 

common influenza HA subtype in environmental 

reservoirs [49].  In an investigation following an 

outbreak of H3 influenza in Italian chickens during the 

winter of 1994-1995, it was reported that the chickens 

contracted the virus from waterfowl in the area [52].  

Importantly, this study showed that migrating 

waterfowl could infect domestic birds with a 

potentially deadly subtype of influenza.  Since 

chickens are domesticated birds this presents an 

opportunity for H3 influenza to be passed to humans.  

In this previous Italian study, three separate strains of 

H3 influenza were isolated from the chickens during 

this period suggesting that there were numerous strains 

of H3 viruses circulating in the wild birds of Italy.  

These findings are in accordance with our results 

which identified two differing strains of H3 influenza 

circulating in wild birds.  Furthermore, H3N8 

influenza strains have been isolated previously in Italy 

[37,41].  Taken together these observations indicate 

the importance of monitoring influenza subtypes in 

wild birds and also highlight the importance of 

characterizing the H3 subtype. 

Both of the live influenza samples identified in our 

study were found to be H3 viruses by PCR typing and 

live virus screening.  Once we had confirmed the 

nucleotide sequence to be that of H3, we translated it 

to amino acids to determine if the viruses had been 

previously reported and if there were any significant 

amino acid changes that may influence virus 

pathogenicity.  Since lysine, a positively charged 

amino acid, was changed to the negatively charged 

glutamic acid in the SaRD43 sequence there is a 

possibility that the substitution would lead to a change 

in antigenicity.  Both polar amino acids are commonly 

found on the surface of proteins and the change in 

charge from positive to negative therefore may inhibit 

or increase typical protein-protein interactions or lead 

to conformational changes of protein folding.  Similar 

substitutions have been shown to change the biological 

activity of proteins [53].  Importantly a substitution of 

glutamic acid to lysine in the influenza virus PB2 

protein has been shown to transform a nonlethal H5N1 

virus to lethal form indicating the potential threat a K 

to E shift could bring [54].  Furthermore, a D to E 

amino acid shift (negative to negative) was reported in 

the non-structural protein NS1 of H5N1 influenza 

strains and caused increased virulence and cytokine 

resistance [54].  Taken together, these findings 

suggested that the H3N8 virus we identified could 

have significant impact on the health of infected 

species. 

Aneriformes and Charadiiformes are typically 

considered the natural reservoir for LPAI viruses 

[8,55] and LPAIs have been isolated from over 105 

different wild bird species.  We were able to observe 

several aneriformes species during our study with 

eight avian species in total.  Furthermore, these have 

been previously reported to carry influenza viruses in 

Italy [37,41].  Specifically, De Marco and colleagues 

found influenza antibodies were detected in 52% of all 

ducks screened and 7% in coots.  It would be 

important in future influenza surveillance studies to 

determine the influenza A antibody seroprevalence 

and subtype in the wild birds of Sardinia. 

In summary, we found a 2.2% influenza infectivity 

rate among wild migrating birds and identified H3N8 

viruses circulating in the Mediterranean.  We 

compared three types of bird sampling, fecal, tracheal 

and cloacal, and found that fecal sampling produces 

quality RNA for large batch sample screening.  

Furthermore, we determined that cloacal sampling 

provided the highest virus identification and tracheal 

the lowest, suggesting that tracheal may not be the 

most productive sampling method.  These results are 

important for the understanding of avian influenza 

movement in wild birds of the Mediterranean and 

suggest Sardinia to be an important site for avian 

influenza surveillance.        
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