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LPAI

This section focuses on the analysis of H5/H7 LPAI unless specifically mentioned.

Since some positive birds were reported with pathotype “unknown”, “pending”, “missing” etc, birds that tested
positive on PCR or virus isolation are reported in four groups in this section:

1) “LPAI H5" are birds positive for LPAI H5
2) “LPAI H7” are birds positive for LPAI H7
3) “LPAI other” are birds reported as LPAI of other “H” subtypes

4) “Other positives” are birds positive for influenza A by PCR or Virus isolation but that were not clearly reported
as either LPAI or HPAI.

Overview of LPAI

In total 1441 birds tested positive for subtypes other than H5N1 HPAI.

LPAI H5 was detected in 71 birds from 8 MS: CZ (5) DE (34), DK (6), FR (7), IT(2), NL (4), PT (9) and UK (4).
LPAI H7 was identified in 27 birds from 8 MS: AT (3) DK (14), FR (1), IT (3), LT (2), NL (2), PT (1) and SE (1).
LPAI of other subtypes was detected in 614 birds. “Other positives” were detected in 729 birds.

Table 9 indicates the total number and proportion of wild birds testing positive for LPAI H5, LPAI H7, other LPAI
cases and “other positives” by Member State. Figure 15 maps the geographical distribution of LPAI H5 and H7
positives.

Overall a very low apparent prevalence of LPAI H5 of 0.14% was detected, which reflects, in spite of minor
variations at MS level, the findings of 2006 and 2007 when an overall LPAI H5 apparent prevalence of 0.11%
and 0.13% were observed respectively (Annex 2 b). The highest apparent prevalence of LPAI H5 was found in
PT.

Cases of LPAI H7 found in 2008 in the EU increased slightly to 0.05% from 0.02% (2006) and 0.01% (2007).

Table 9 shows the total number and proportion of birds that tested positive for LPAI H5, H7 and other subtypes
in those MS that detected LPAI cases during 2008.
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Table 9: Total number and proportion of birds testing positive for LPAI H5, H7 and other subtypes for MS in 2008

"Other positives"

Total Number of H5 Number of H7 Other LPAI with pathotvpe
Member number of LPAI cases LPAI cases cases unsp ecifigc?
State birds (proportion of (proportion of (proportion of (pro or?ion of total
sampled total sampled) total sampled) | total sampled) P psampled)
AT 2013 - 3 (0.15%) - 79 (3.92%)
BE 481 - - - 39 (8.11%)
BG 308 - - - 2 (0.65%)
CZ 814 5 (0.61 %) - 52 (6.39%) -
DE 17810 34 (0.19%) - 46 (0.26%) 124 (0.70%)
DK 1416 6 (0.42%) 14 (0.99%) 57 (4.03%) -
ES 2334 - - - 7 (0.3%)
FI 168 - - 9 (5.36%) 5 (2.98%)
FR 1361 7 (0.51%) 1 (0.07%) - 202 (14.84%)
IE 394 - - 2 (0.51%) 2 (0.51%)
IT 4018 2 (0.05%) 3 (0.07%) 27 (0.67%) 86 (2.14%)
LT 718 - 2 (0.28%) 85 (11.84%) 1 (0.14%)
LV 487 - - - 1 (0.21%)
NL 6769 4 (0.06%) 2 (0.03%) 336 (4.96%) 72 (1.06%)
PL 2052 - - - 8 (0.39%)
PT 585 9 (1.54%) 1 (0.17%) - -
SE 1048 - 1(0.1%) - 67 (6.39%)
Sl 480 - - - 13 (2.72%)
UK 4763 4 (0.08%) - - 21 (0.44%)
EU TOTAL 49597 71 (0.14%) 27 (0.05%) 614 (1.24%) 729 (1.47%)
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Timing of LPAI H5/H7 detections

Figure 11 displays the calendar week of LPAI H5 and H7 detections by MS. Figure 12 displays the number of LPAI H5/H7 detections and the number of birds
sampled by week. LPAI H5 was mainly found in the autumn, while LPAI H7 infections occurred throughout the year but were mainly found earlier in the year.
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Figure 11: Number and week of detection of LPAI H5/ H7 positive birds by MS
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Figure 12: Number of LPAI H5 and H7 detections in wild birds and number of wild birds sampled in the EU by week in 2008.

-22 -



Origin of LPAI H5/H7 positive birds

Table 10 displays LPAI H5/H7 cases detected by MS and shows the percentage of these cases
detected by surveillance type. Very few LPAI H5/H7 positive birds were identified through passive
surveillance. Active surveillance accounted for the vast majority of LPAI cases during 2008.

Table 10: Number and percentage of Birds positive for LPAI H5 or H7 by surveillance type in 2008

Total Tobtal ¢ Percentage @ Proportion of LPAIV | Proportion of LPAIV
ota naniotes (o of birds H5 and H7 detected | H5 and H7 detected
Member | number H5 / H7 . by Active by Passive
State | ofbirds | LPAIV EEEI F0 yA y "a
. LPAIV H5 or surveillance surveillance
sam p|9d Positive H7 (n= total number of birds actively (n= total number of birds passively
b | r d s sampled) sampled)
AT 2013 3 0.15% 0.30% (n=1008) 0% (n=1005)
Ccz 814 5 0.61% 0.90% (n=555) 0% (n=259)
DE 17810 34 0.19% 0.23% (n=14103) 0.03% (n=3707)
DK 1416 20 1.41% 1.49% (n=1342) 0% (n=74)
FR 1361 8 0.59% 0.83% (n=968) 0% (n=393)
IT 4018 5 0.12% 0.14% (n=3622) 0% (n-356)
LT 718 2 0.28% 0.32% (n=630) 0% (n=88)
NL 6769 6 0.09% 0.10% (n=6262) 0% (n=507)
PT 585 10 1.71% 2.31% (n=433) 0% (n=152)
SE 1048 1 0.10% 0.11 (n=941) 0% (n=107)
UK 4763 4 0.08% 0.12% (n=3344) 0% (n=1419)
EU 0 0 = 0 =
TOTAL 49597 98 0.20% 0.26% (n=39785) 0.01% (n=9812)

Order and species of birds positive for LPAI H5 H7

Order

LPAI H5 was found in Anseriformes and Gruiformes, while LPAI H7 was exclusively observed in
Anseriformes. Other positives were observed in a Ciconiiformes, Charadriformes and Passeriformes

(Table 11).
Table 11: Apparent prevalence of LPAI by order in EU MS in 2008
Total B_i_rds Efi_rds Other_ LPAI "cher Positive"
Order sampled Positive for | Positive for Positive birds pathqtype
LPAI H5 LPAI H7 Birds undetermined
Anseriformes 34732 71 (0.20%) 27 (0.08%) | 605 (1.76%) 559 (1.61%)
Charadriiformes 4832 - - 7 (0.14%) 92 (1.90%)
Ciconiiformes 1081 - - - 68 (6.29%)
Passeriformes 2194 - - - 1 (0.05%)
Gruiformes 1809 - - 2 (0.11%) 9 (0.50%)
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Species

Further details and tables regarding sampling and results for high-risk and other species by MS can be
found in Annex IV. All observations of LPAI H5 in 2008 were made in dabbling ducks and swans (Table
12). With the exception of two species (Anser albifrons and Aythya fuligula) all observations of LPAI H5
in 2006 and 2007 were also made in dabbling ducks and swans.

Most observations of LPAI H5 were made in Mallards (Anas platyrhynchos). In all species in 2008 the
percentage detected was below one percent, which is in line with the detection rate in both years 2006
and 2007. All detections of LPAI H7 were also made only in dabbling ducks and swans in 2008 (Table
12). Results from 2007 were also limited to dabbling ducks and swans.

In total 33 species tested positive for Al subtypes other than HPAIL. Of these species, 19 were

Anseriformes. Nine species were in the order Charadriformes with two species coming from both
Ciconiiformes and Gruiformes and just one species in the order Passeriformes.

Table 12: Apparent prevalence of LPAI H5 by species in EU MS in 2008

Total Total Birds Total Birds TOt?(I)IPXIS\'/Uve

Species birds LPAIV H5 LPAIV H7 .
- o (excluding

sampled Positive Positive HPAI)
Anas crecca 1616 7 (0.43%) 1 (0.06%) 86 (5.32%)
AES 15473 61(0.39%) | 24(0.16%) | 949 (6.13%)

platyrhynchos

Anas penelope 1130 - 1 (0.09%) 49 (4.34%)
Cygnus olor 2766 3(0.11%) 1 (0.04%) 14 (0.51%)
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DISCUSSION

Avian Influenza (Al) is a highly contagious viral infection, which can affect all species of birds. Highly
Pathogenic Avian Influenza (HPAI) can spread rapidly causing serious disease with high mortality in
many poultry species and has so far comprised only H5 or H7 subtypes of influenza A. The current
H5N1 HPAI epizootic has affected over 60 countries across Asia, Africa and Europe, resulting in the
loss of hundreds of millions of birds. Historically HPAI infection has been rarely observed in wild birds
and then only in connection with poultry outbreaks. However, since the current HSN1 HPAI epizootic,
wild birds have been implicated in the long distance spread of this virus. However the exact species
involved and the role of wild birds in maintaining the virus is not clear. This virus is currently circulating
in poultry in parts of Eurasia and Africa and was declared to be endemic in Egypt in mid-2008. Egypt is
on major water-bird migratory flyways and is less than 400km from the EU.

Low Pathogenicity Avian Influenza (LPAI) can comprise subtypes H1 to H16 and usually causes a mild
disease in poultry. LPAI strains of the H5 and H7 subtypes have the potential to mutate into HPAI
following introduction to poultry populations. Birds of the Orders Anseriformes and Charadriiformes are
thought to be the major reservoirs for LPAI viruses.

The first objective of Al surveillance in wild birds in the EU is to ensure early detection of HSN1 HPAI
through the investigation of increased mortalities. The detection of incidents in wild birds without
outbreaks in poultry illustrates the value and role of wild bird surveillance in the early detection of the
presence of H5N1 HPAI in a country. Detections of such infections require the implementation of
control measures (EC 2006a) and are important to maintain and raise vigilance amongst the poultry
sector, especially keepers of free-range poultry.

The second objective of EU wild bird surveillance relates to the investigation of asymptomatic carriers
and bridge species in the event of HSN1 HPAI detection. Evaluation of the importance of carrier and
bridge species is perhaps best fully investigated through a multidisciplinary approach with
ornithologists, ecologists, virologists and epidemiologists; since such an approach can evaluate factors
such as size of local populations, local and migratory bird movements and functional links with the
affected site, all of which are relevant to the principle of bridge species. Information collection and
dissemination on the epidemiology of wild bird incidents and influential factors such as details of
resident wild bird populations and environmental sampling could play an important role in increasing
the knowledge on the epidemiology of H5SN1 HPAI in wild birds.

The final objective of the EU surveillance, the baseline surveillance of LPAI H5 and H7 in wild birds
appears to be best addressed through active surveillance of live birds, as consistent with previous
years, the large majority of LPAI infections in 2008 were identified through active surveillance of High
Risk Species, especially dabbling ducks and swans.

A total of 49,597 wild birds, from 26 Member States of the European Union were tested during the 2008
survey. In contrast to 2007, where cases in wild birds were reported from four MS, in 2008, HS5N1 HPAI
was reported from only one MS. The incident was detected through testing of samples from Mute
swans (Cygnus olor) and a Canada goose (Branta canadensis) that were found dead or would have
died if not euthanized on welfare grounds. The incident was limited in size and duration with H5N1
HPAI virus detected in a total of 11 birds over approximately six weeks in January and February. H5N1
HPAI infection was also identified in mute swans and Canada geese in 2006 and 2007. However, the
2008 data suggest that the occurrence of the H5N1 HPAI incident in 2008 was the result of a new
introduction rather than a continuous circulation of the virus. While the number of samples is too small
to show a clear epidemic curve, the short temporal duration of the incident is consistent with a single
introduction event, followed by infection which died out rapidly. In the 2008 incident, apparently healthy
mute swans (n = 71), mallards (n = 68) and coots (n = 48) were tested with negative results for HSN1
HPAI. Well defined data were available on the local population size and movement, migratory
behaviour and habitat use which together with epidemiological data suggested very localised spread of
infection within the wild bird populations (VLA unpublished data, manuscript in preparation). If HSN1
HPAI had remained in the EU since 2007, it seems likely that other detections in wild birds would have
occurred during the surveillance programme. Also phylogenetic analysis showed that the HPAI virus
found in 2008, although closely related, could be clearly differentiated from those strains associated
with previous incidents in poultry and wild birds in the EU. It appears possible that the 2008 HPAI virus
arose from independent spill-over potentially from infected poultry populations in Turkey, Ukraine or the
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wider region into wild birds (see Figure 12). Phylogenetic analysis of recent H5N1 HPAI viruses also
indicates that an outbreak in poultry that occurred in Germany in 2008 was genetically very similar to
the H5N1 virus detected in a Tufted duck (Aythya fuligula) in Germany in 2006 and raises interesting
questions and perspectives for the apparent maintenance of such viruses essentially unchanged over
two years (see Figure 12).

LPAI of subtypes H5 or H7 was detected in 98 birds from 11 Member States: Austria (3), Czech
Republic (5), Germany (34), Denmark (20), France (8), Italy (5), Lithuania (2), Netherlands (6), Portugal
(10), Sweden (1) and the United Kingdom (4). Consistent with previous years, the large majority of
these infections were identified through active surveillance of High Risk Species, especially dabbling
ducks (Anas spp.) and swans (Cygnus spp.).

There are several aspects of the data that should be considered when interpreting the results: cluster
effects occur and were not accounted for in the analysis. In addition when small sample numbers are
collected for a MS or for a species, the uncertainty around a proportion positive increases. Surveillance
programmes were quite variable between MS in respect to a number of parameters including sample
size, weighting between active and passive surveillance and targeting of species and areas. Therefore,
as with most surveillance data collected through various sources with heterogeneous design, limited
direct comparisons can be made regarding the prevalence between MS and the apparent prevalence
observed in a species that cannot be assumed to be the true underlying prevalence in the population.

In 2008, as for 2006 and 2007, almost all of the detections of HSN1 HPAI were made through the
testing of dead birds via passive surveillance. Passive surveillance appears more sensitive for the
detection of HPAI, which is intuitive as birds may be more likely to die from infection with a virus of
higher pathogenicity as has been demonstrated for a variety of bird species. However, it should be
recognised that the dynamic is complex and influenced by a number of factors, such that the direct
consequence of infection in some species will not necessarily result in mortality. Active surveillance
appears more sensitive than passive surveillance for the detection of LPAI, which could be interpreted
as suggesting that infection with an LPAI virus is somehow protective against mortality. A more
plausible explanation however, is that localised infection with LPAI virus is in contrast to the systemic
infection that occurs with HPAI infection resulting in a significantly lower detectability of LPAI virus in
birds found dead. Experimental infections have shown that swans that were serologically positive to
LPAI of a subtype other than H5 did not show clinical signs when consequently infected with H5N1
HPAI i.e. heterosubtypic immunity can occur. Although many factors such as bird density and
conditions for virus survival are likely to influence the scale of observed mortalities, previous infection
with an unrelated LPAI could be another important influential factor. This may mean that in areas where
a high exposure to LPAI is thought to occur, mortality events due to HPAI are less likely. However,
more knowledge is required on the level of clinical cross-protection provided by different LPAI strains
for infection with HSN1 HPAI.

The proportion of all wild bird samples that yielded any Al virus is small (around 2-3%) and a minority
are HPAI or LPAI H5 or H7; the targets of this surveillance. Therefore, the majority of the resource
dedicated to wild bird surveillance detects an absence of infection in individual birds. While this
“negative” data is of value, the extremely low proportion of wild bird populations that are sampled
allows only modest confidence in determining a population to be free of infection at any point in time.
Surveillance efficacy for HSN1 HPAI could be improved by the targeting of passive surveillance through
combining existing wild bird ecological and migratory data with Al detection data to determine areas,
times and species for surveillance. This approach, utilising information on the host, environment and
agent, can help resolve the otherwise apparently sporadic distribution of Al.

A further action to improve targeting of passive surveillance could be to use existing migratory
information in conjunction with outbreak data to identify priority areas for surveillance in real time. If, for
example, an outbreak occurs in an area neighbouring the EU or within the EU, migratory data such as
available through the BTO migration mapping tool (Atkinson et al., 2007) could be used to identify
areas of increased vigilance for passive surveillance, based upon the areas and times migratory
species are likely to arrive from affected regions. Also, following the detection of an HPAI outbreak
within or outside the EU, increased surveillance could be conducted based on the locations and times
that migratory species are likely to arrive from the affected area and the proximity of these species to
poultry holdings. However, as some migratory species introducing the virus to the EU may not die or
display clinical signs when infected, a balance of passive and active surveillance may continue to prove
valuable in the future. A current EU research project New Flubird (http://www.new-flubird.eu) is
implementing targeted surveillance for early detection incorporating data on bird migration patterns and
movement dynamics and will provide further insights into this type of approach.
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MATERIALS AND METHODS

The testing of samples

Laboratory tests were carried out in accordance with the EU diagnostic manual for avian influenza (EC,
2006b).

It was recommended that samples should initially be tested using M gene PCR (to detect presence of
Al virus), with rapid testing of positives for H5, and if possible N1, and that analysis of the
haemagglutinin cleavage site should be undertaken to determine the pathogenicity of the Al virus (EC,
2006b).

Data processing

The data presented in this report is limited to data collected under Commission Decision 2007/268/EC
submitted to the database in the required format. Consequently the data may differ from other reporting
systems such as the Animal Disease Notification System (ADNS). Data from MT are not included in
this report since they were not submitted. HRS were based on the guidelines 2007/268/EC and the
EFSA scientific opinion (EFSA, 2006).

Maps were produced using the ArcMap function of Arc GIS version 9.2.
Samples are displayed at NUTS 3 level, unless less than 80% of the reported records contained valid

spatial information (SE, IE and EE). In this case sample numbers were displayed at randomized
national level rather than a specific location.

Data completeness (EU 27)

Note: Graphs and tables in this report were created using the information that was available and
records where no information was available were omitted in some instances. Since with the exception
of missing subtype/pathotype information this only concerned in a very low proportion of records this is
not thought to have impacted on the overall results, but should be kept in mind when comparing tables

that made use of this information and where it was impractical for reasons of readability and
interpretability to display the proportion of missing data.

Species of birds

Species information was of high quality and almost complete with 92% of submissions identified to
species level, while 99% are identified to Genus.

Bird origin

Information on the origin of the bird at sampling was complete and all birds sampled for the year 2008

had information about the origin of the bird.

Subtype / pathotype information

Of the 1447 birds testing positive, 49.6% had subtype information supplied and 50.3% were identified
either as LPAI or HPAI.
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Date of sampling

For all birds sampled in 2008, all MS provided a localisation date (from when the bird was sampled in
the field).

Spatial information

Of the submitted spatial information for 2008, 27,291 (56.3% of birds sampled during this period) where
provided with NUTS codes 4 or better for mapping. A further 20,057 (43.7%) birds could be located at
NUTS 3 via co-ordinates provided

Assumptions

An incident was defined in this report as H5N1 HPAI infected bird(s) that were found within 10 km (size
of the monitoring area (EC, 2006a) of another H5N1 HPAI infected bird.

Phylogenetic analysis

The evolutionary history was inferred using the Neighbor-Joining method (Saitou and Nei, 1987). The
percentage of replicate trees in which the associated taxa clustered together in the bootstrap test (1000
replicates) are shown next to the branches for values greater than 70% (Felsenstein, 1985). The
evolutionary distances were computed using the Tamura-Nei method (Tamura and Nei, 1993). There
were a total of 959 positions in the final dataset. Phylogenetic analyses were conducted in MEGA4
(Tamura et al., 2007).
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ANNEX | - DIAGNOSIS

This section reports the samples collected and associated test results. The present guidelines (EC
2007) recommend oro-pharyngeal and cloacal swabs to be collected from healthy free living birds and
cloacal and oro-pharyngeal and/ or tissues from dead or shot birds.

Annex | - Table 1: Number and proportion of samples collected by Status of bird 2008

hunted live with
hunted with without clinical live no clinical
Samples taken found dead clinical signs | clinical signs injured signs signs
1731 45
Cloacal only 781(8.32%) 2 (3.23%) (21.15%) 153 (49.35%) (40.18%) 5358 (16.99%)
Faecal only 89 (0.95%) 0 13 (0.16%) 2 (0.65%) 5 (4.46%) 10447 (33.13%)
1297
Tracheal only 1645 (17.52%) 1 (1.61%) (15.85%) 1 (0.32%) 8 (7.14%) 1030 (3.27%)
Tissue only 3687 (39.26%) 9 (14.52%) 576 (7.04%) 6 (1.94%) 10 (8.93%) 2 (0.01%)
Blood only 0 0 0 30 (9.68%) 3 (2.68%) 80 (0.25%)
Other only 386 (4.11%) 0 50 (0.61%) 0 0 2474 (7.84%)
Cloacal + Tracheal
+ Blood 35 (0.37%) 0 0 0 0 104 (0.33%)
Cloacal + Tracheal
+ Tissue 31 (0.33%) 2 (3.23%) 34 (0.42%) 1 (0.32%) 1 (0.89%) 6 (0.02%)
Cloacal + Faecal +
Tracheal 0 0 2 (0.02%) 0 0 9 (0.03%)
Cloacal + tissue +
blood 2 (0.02%) 0 0 0 0 0
35
Cloacal + Tracheal 2567 (27.33%) 45 (72.58%) 4369 (53.38%) 116 (37.42%) (31.25%) 11121 (35.26%)
Cloacal + Blood 0 0 0 0 0 42 (0.13%)
Cloacal + Other 2 (0.02%) 0 0 0 2 (1.79%) 393 (1.25%)
Cloacal + Faecal 0 0 8 (0.10%) 0 0 6 (0.02%)
Cloacal + Tissue 6 (0.06%) 0 0 0 2 (1.79%) 0
Cloacal + Tracheal
+ Other 1 (0.01%) 0 0 0 0 0
Cloacal + Tracheal
+ Blood + Other 1 (0.01%) 0 0 0 0 0
Faecal + Tracheal 0 0 96 (1.17%) 0 0 298 (0.94%)
Faecal + Tracheal
+Tissue 3 (0.03%) 0 1 (0.01%) 0 0 0
Faecal + Tissue 110 (1.17%) 0 4 (0.05%) 1 (0.32%) 1 (0.89%) 0
Faecal + Other 4 (0.04%) 0 0 (0.06%) 0 0 0
Feacal + Tissue +
Other 1(0.01%) 0 0 0 0 0
Tracheal + Tissue 40 (0.43%) 3 (4.84%) 4 (0.05%) 0 0 0
Tracheal + Tissue +
Other 0 0 0 0 0 2 (0.01%)
Tracheal + Other 0 0 0 0 0 162 (0.51%)
Tissue + Blood 0 0 0 0 0 2 (0.01%)
Total Birds 9391 62 8185 310 112 31537
Total samples 12269 114 12740 429 154 43804
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The majority of live birds were sampled either by cloacal swab or faeces; around 36% of the birds were
sampled with cloacal and oro-pharyngeal swabs. In hunted birds over 55% of the samples were cloacal
and oro-pharyngeal swabs. Eight percent of dead birds were tested by cloacal sample only; however
the majority of samples were cloacal and oro-pharyngeal samples and/or tissue

H5N1 positives

Table 2 displays the H5N1 diagnostic test results for each sample type collected for dead birds. Only
three samples on which virus isolation was performed tested positive on virus isolation as well as on
PCR.

Annex | - Table 2: Test-results and samples taken of dead birds positive to HSN1 HPAI

Sl e Total PCR+ | PCR+ | PCR+
pletyp positives Vi+ VI- VI N/A
Tissue only 11 3 2 6
Other positives (LPAI, including pathotype not reported,

unidentifiable and pending)

Table 3 shows the test results of samples collected from live birds that were positive for “other
subtypes” (not H5 HPAI). For all sample types a high proportion of those tested by both PCR and virus
isolation were PCR positive only and VI negative. Table IV and V display the test results for hunted and
dead birds respectively. In all categories for a relatively high proportion of birds that were positive on
PCR, virus isolation was negative when both PCR and virus isolation were performed. Just over 22% of
live birds that had oro-pharyngeal and cloacal swabs collected, only tested positive on the oro-
pharyngeal swab. Just over 50% of live birds that had an oro-pharyngeal and cloacal swab taken only
tested positive on the cloacal swab. For birds from which faecal and tracheal swabs were collected,
there was no bird that tested positive in both tests. For birds taken live and sampled with both tracheal
and other samples, 50% tested positive only for tracheal swabs and 50% test positive only from other
samples.

Annex | - Table 3: Test-results and samples taken for live birds without clinical signs positive to subtypes other than
H5N1 HPAI (data April - September)

Test 1 Test 2
sample type Vet PCR- PCR-
ple typ positive [ PCR+ |PCR +PCR+| ., |PCR +| PCR+ | PCR+1, )
Vi+ VI- [VIN/A| 70 VI+ VI- [VIN/A| 7
Cloacal only 124 17 54 53
Feacal only 45 1 6 38
Tracheal only 42 3 8 31
Other only 19 1 8 10
Cloacal(1) and Tracheal(2) 470 38 242 | 104 86 13 136 72 249
Feacal(1) and Tracheal(2) 4 3 1 1 3
Tracheal(1) and Other (2) 15 10 5 5 10
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Table 4 and 5 display the test results for collected samples in hunted and dead birds that tested
positive for Al for other subtypes than H5N1 HPAI. Just over 13% of hunted birds that had oro-
pharyngeal and cloacal swabs collected, only tested positive on the oro-pharyngeal swab. Just over
42% of hunted birds that had an oro-pharyngeal and cloacal swab taken only tested positive on the
cloacal swab. All positive hunted birds tested by oro-pharyngeal and Feacal swabs tested positive on
the fecal swab, over 80% of birds test positive only on the fecal swab.

Around 2% of dead birds that had both oro-pharyngeal and cloacal swabs collected, only tested
positive on the oro-pharyngeal swab. Over 60% of dead birds that had an oro-pharyngeal and cloacal
swab taken only tested positive on the cloacal swab.

Annex | - Table 4: Test results and samples taken for hunted birds with and without clinical signs positive to
subtypes other than H5N1 HPAI

Test 1 Test 2
Sample type Voic] PCR- PCR-
pielyp positive |PCR +PCR +PCR+| -~ |IPCR+| PCR+ | PCR+| %
VI+ VI- VI N/A + VI+ VI- |VIN/A +
Cloacal only 297 20 86 191
Tracheal only 73 3 12 58
Tissue only 1 1
Cloacal(1) and Tracheal(2) 231 2 61 137 32 1 6 128 98
Feacal(1) and Tracheal(2) 11 7 2 2 3 8
Annex | - Table 5: Test results and samples taken dead birds positive to subtypes other than H5SN1 HPAI
Test 1 Test 2
Sample type Uoie] PCR- PCR-
plelyp positive |PCR +PCR +PCR+| - =0 IPCR +| PCR+ |PCR+ | <%
Vi+ VI- VI N/A + VI+ VI- |VIN/A +
Cloacal only 1 1
Tissue only 64 9 26 29
Tracheal only 1 1
Cloacal(1) and Tracheal(2) 51 2 7 41 1 0 2 19 30
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ANNEX Il - TYPE OF SURVEILLANCE BY QUARTER

The following Tables 1 and 2 display the number of birds sampled in 2008, by both passive and active
surveillance. This excludes birds sampled where the status or surveillance type was unknown.

Annex Il - Table 1: Number of birds tested in active surveillance by MS (live and hunted, healthy birds)

Quarter
Member State Hunted or Live capture 1 2 3 4
AT Live 67 353 136 453
BE Hu.nted 162
Live 286
BG Hu.nted 12 2 25 14
Live 41 4 2 54
cy Hu_nted 1 4
Live 41 34 16 7
cz Hu_nted 350 201
Live 3 1
DE Hunted 435 4 377 1288
Live 2739 2703 2891 3518
DK Hunted 15 10 525
Live 48 106 30 609
EE Hu_nted 33
Live 1
ES Hunted 15 25 12 31
Live 393 716 367 230
Fi Hunted 1 1 92 22
Live 1 1
ER Hunted 319 106 120
Live 66 5 17 335
UK Hu_nted 17
Live 941 549 1837
GR Hunted 126 14 7 22
Live 50 105 57 37
HU Live 3
I Hunted 186 69
Live 1 34
T Hunted 540 27 1347
Live 392 641 511 207
LT hunted 39 121 203 267
LU Live 10 5 35
LV Hu.nted 360 37
Live 81
NL Live 1813 400 553 3496
PL Live 265 384 308 977
PT Live 180 78 146 29
RO Hu.nted 46 13 97 157
Live 3 1 23
SE Hu_nted 11 17
Live 13 653 275
S| Hunted 10 41 179
Live 47 75
SK Hunted 5 7 36 35
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Annex Il - Table 2: Number of birds tested in passive surveillance by MS (injured, diseased and dead birds)

Quarter
Member State 1 2 3 4

AT 56 147 788 12
BE 33
BG 112 6 2 34
CYy 78 24 19 44
Cz 88 61 67 43
DE 980 932 1012 707
DK 26 22 13 12
EE 2

ES 154 263 31 90
FI 3 13 29 5
FR 120 70 129 74
UK 657 350 255 157
GR 102 35 22 43
HU 3 15 17
IE 49 31 9 15
IT 97 70 134 52
LT 33 25 10 20
LU 5 3 4 6
LV 2 5 1 1
NL 134 125 122 126
PL 48 17 22 31
PT 36 24 37 55
RO 58 8 11 7
SE 34 73

Sl 37 16 28 45
SK 30 13 1
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ANNEX Il = PROPORTION OF HIGHER-RISK SPECIES SAMPLED BY
MS AND QUARTER

First Quarter 2008 — HRS — sampled birds
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Second Quarter 2008 — HRS — sampled birds
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Third Quarter 2008 — HRS— sampled birds
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Fourth Quarter 2008 — HRS — sampled birds
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ANNEX IV — OVERVIEW OF RESULTS FOR HIGHER-RISK AND
OTHER SPECIES

Table 1 displays the test results for the 29 higher-risk species. Table 2 displays those species where
Avian Influenza was detected but which are not considered higher-risk species.

Table 1 indicates for each MS, the number of HRS sampled, and the number of positive birds detected.
A green cell indicates an MS sampled the relevant species, but that avian influenza was not detected.
A red cell indicates that the species tested positive for HSN1 HPAI. The number displayed in the cell
refers to the number positive out of the number sampled. An orange cell indicates that the species
tested positive for LPAI H5, a turquoise cell indicates that the species tested positive for LPAI H7 and a
yellow cell indicates other LPAI positives.

Table 2 displays bird species where H5SN1 HPAI, LPAI H5 or LPAI H7 was detected, in those species
not considered higher-risk.

Table 3 indicates for 2008, which species (HRS and other bird species) were positive for other LPAI
subtypes excluding H5 and H7.

The aim of these tables is to put the proportion of positives into the context of the sampling frame,

taking into account the number of birds sampled and the number of MS that sampled this species and
did, or did not detect positives.
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Annex IV - Table 1: Number of high risk species birds sampled and number of positive results in each MS

Sampled H5 LPAI positive | Other LPAI positive
H5 HPAI positive H7 LPAI positive 23(1) number sampled (number positive)
Species AT | BE | BG |CY| Cz LT |LU| LV NL PL PT RO | SE | SI | SK
Anas acuta
Anas clypeata 14(1) 71(4) 52(10)
202 80(2) 130(2) | 485(3) 74| 322(1)
1 4 2 2 2(2 47(4 14
Anas crecca (19) 3] 3 3 B0(14) 33 (26 (3) 130050) | 485(4) 9 @ 3223 ) 30 @) 80 3
525(1)
Anas penelope 1 108 856) 10| 3 |12(2 19 |19 86 | 219(8) 17 525(39) 24 2
48120) | |, |64(1) 643(5) | 3576(33) | 535(3) a2 4476) | 10 1566 (2) |608(2) oy |32820) 222(9) 597(1)
Anas platyrhynchos 15 535(13) | 6 | 5y [52(8)| 447(1) | 13 |30 |10| 76 | 1566(2) | 608 | 1| 'y | 3282(1) [801(6) 82 244 (9)| 50
481(24) | (15) |64(1) 643(52) | 3576(125) 535(30) 0 147(89) (13) 156672) | (89 1) 3282(296) 222(1) 597(7)

Anas querquedula

Anser albifrons

Anser anser .
Anser brachyrhynchus
Anser erythropus
Anser fabalis
Aythya ferina
32(1)

Aythya fuligula

Branta bernicla

Branta canadensis

732(33)

439

Branta leucopsis

Branta ruficollis

283(1)

283(2)

Cygnus columbianus

Cygnus cygnus

Cygnus olor

Fulica atra

Larus canus

Larus ridibundus

Limosa limosa

Marmaronetta angustirostris

Netta rufina

Philomachus pugnax

Pluvialis apricaria

Vanellus vanellus
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Annex IV - Table 2: Number sampled and positive by MS for birds not listed as high risk species

Sampled H5 LPAI positive | Other LPAI positive
H5 HPAI positive H7 LPAI positive 23(1) number sampled (number positive)

Species AT BE BG | CY | CZ DE DK | EE | ES FI FR Uk GR | HU | IE IT LT | LU | LV PL | PT | RO | SE S| SK

Alopochen aegyptiacus

NL
poas 0

Anas strepera 113(6)
Anser cygnoides

Ciconia ciconia

Cygnus sp.
Erithacus rubecula

Gallinago gallinago

Gallinula chloropus
Larus argentatus

Larus argentatus 245(9) 17(2)
cachinnans
Larus fuscus 2(1)
Larus marinus 9(1)

Larus sp.
Mergus serrator

Plegadis falcinellus

Sterna sandvicensis

Tadorna tadorna 132(13)

Tringa glareola
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Annex |V - Table 3: ‘LPAI Other’ Positive Birds in 2008

Species

total birds sampled

Total other positive
birds pathotype not

Apparent prevalence of LPAI
other positive birds

determined
Mergus serrator 8 2 25.00%
Plegadis falcinellus 321 67 20.87%
Anas platyrhynchos 15473 948 6.12%
Anas clypeata 297 15 5.05%
Anas crecca 1616 86 5.32%
Anas strepera 346 17 4.91%
Anas penelope 1130 49 4.33%
Larus ridibundus 2083 71 3.40%
Larus argentatus cachinnans 349 11 3.15%
Tadorna tadorna 494 13 2.63%
Larus marinus 39 1 2.64%
Anser albifrons 1653 42 2.54%
Aythya fuligula 129 3 2.32%
Larus argentatus 281 4 1.43%
Erithacus rubecula 49 2.04%
Anser fabalis 549 10 1.82%
Anser cygnoides 675 1 0.01%
Gallinago gallinago 63 1 1.58%
Anas sp. 1280 13 1.01%
Branta canadensis 748 9 1.20%
Gallinula chloropus 177 2 1.13%
Sterna sandvicensis 89 1 1.12%
Larus canus 320 8 2.05%
Cygnus cygnus 984 9 0.91%
Tringa glareola 104 1 0.96%
Aythya ferina 226 2 0.88%
Fulica atra 1179 9 0.76%
Anser anser 3211 22 0.68%
Alopochen aegyptiacus 418 2 0.47%
Ciconia ciconia 193 1 0.52%
Cygnus olor 2766 10 0.36%
Cygnus sp. 1086 4 0.36%
Larus sp. 393 0.25%
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ANNEXV — SCIENTIFIC AND ENGLISH NAMES OF BIRD SPECIES

Annex V - Table 1: High risk species as well as all other birds testing positive for Al in 2008 (English/Latin names)

Scientific name

English name

Alopochen aegyptiacus

Egyptian Goose

Anas Acuta

Northern Pintail

Anas clypeata

Northern Shoveler

Anas crecca

Common Teal

Anas penelope

Eurasian Wigeon

Anas platyrhynchos Mallard
Anas querquedula Garganey
Anas sp. Dabbling Duck spp
Anas strepera Gadwall

Anser albifrons

White-fronted Goose

Anser anser

Greylag Goose

Anser brachyrhynchus

Pink-footed Goose

Anser erythropus

Lesser White-fronted Goose

Anser fabalis Bean Goose
Aythya ferina Common Pochard
Aythya fuligula Tufted Duck

Branta bernicla

Brent Goose

Branta canadensis

Canada Goose

Branta leucopsis

Barnacle Goose

Branta ruficollis

Red-breasted Goose

Ciconia ciconia

White stork

Cygnus columbianus

Tundra/Bewick's Swan

Cygnus cygnus Whooper Swan
Cygnus olor Mute Swan
Cygnus sp. Swan spp
Erithacus rubecula Robin
Fulica atra Eurasian Coot
Gallinula chloropus Common Moorhen
Larus argentatus Herring Gull
Larus argentatus cachinnans Herring Gull

Larus canus

Common (Mew) Gull

Larus fuscus

Lesser Black-backed Gull

Larus marinus

Great Black-backed Gull

Larus ridibundus

Black-headed Gull

Larus sp.

Gull spp

Limosa limosa

Black-tailed Godwit

Netta rufina

Red-crested Pochard

Philomachus pugnax

Ruff

Pluvialis apricaria

Golden Plover

Sterna sandvicensis

Sandwich Tern

Tadorna tadorna

Common Shelduck

Vanellus vanellus

Northern Lapwing
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