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A Quantitative Assessment of the Risk for Highly
Pathogenic Avian Influenza Introduction into Spain via
Legal Trade of Live Poultry

Fernando Sánchez-Vizcaı́no,1∗ Andrés Perez,2,3 Manuel Lainez,1 and
José Manuel Sánchez-Vizcaı́no4

Highly pathogenic avian influenza (HPAI) is considered one of the most important diseases
of poultry. During the last 9 years, HPAI epidemics have been reported in Asia, the Amer-
icas, Africa, and in 18 countries of the European Union (EU). For that reason, it is possible
that the risk for HPAI virus (HPAIV) introduction into Spain may have recently increased.
Because of the EU free-trade policy and because legal trade of live poultry was considered
an important route for HPAI spread in certain regions of the world, there are fears that
Spain may become HPAIV-infected as a consequence of the legal introduction of live poul-
try. However, no quantitative assessment of the risk for HPAIV introduction into Spain or
into any other EU member state via the trade of poultry has been published in the peer-
reviewed literature. This article presents the results of the first quantitative assessment of the
risk for HPAIV introduction into a free country via legal trade of live poultry, along with es-
timates of the geographical variation of the risk and of the relative contribution of exporting
countries and susceptible poultry species to the risk. The annual mean risk for HPAI intro-
duction into Spain was estimated to be as low as 1.36 × 10−3, suggesting that under prevailing
conditions, introduction of HPAIV into Spain through the trade of live poultry is unlikely to
occur. Moreover, these results support the hypothesis that legal trade of live poultry does not
impose a significant risk for the spread of HPAI into EU member states.
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1. INTRODUCTION

Highly pathogenic avian influenza (HPAI) is a
devastating disease of poultry caused by some H5
and H7 strains of the avian influenza (AI) A virus
type (HPAIV). HPAI is characterized by high mor-
tality rates, which may be as high as 100% under
certain epidemiological conditions.(1) The first iden-
tification of the Asian lineage of the H5N1 HPAI
virus in geese in China in 1996(2) was followed by
worldwide reports of a large number of HPAI out-
breaks. Some of the most recent HPAI epidemics,
notably those reported in Italy in 1999–2000,(3) Chile
in 2002,(4) the Netherlands in 2003,(5) Canada in
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2004,(6) and Southeast Asia from late 2003 to early
2005,(7) were reported to have a considerable im-
pact on the economy and to lead to social disrup-
tion in affected countries and regions. For example,
it has been estimated that the economic losses as-
sociated with the HPAI epidemic that affected the
Netherlands in 2003 were approximately EUR 270
million,(8) and that the indirect impact of the disease
on the country’s economy, which includes losses of
markets and restrictions to exports between 1996 and
2005, was in excess of $10 billion.(9)

The HPAIV may be introduced into disease-free
poultry populations by multiple transmission routes
including, for example, migration or trade of wild
birds, legal or illegal trade of live poultry and their
products such as meat, and mechanical transmission
associated with movement of people and contami-
nated objects.(8−13) The relative importance of spe-
cific transmission routes in the risk for HPAIV in-
troduction into free regions is likely affected by local
epidemiological and ecological conditions. Some be-
lieve that legal trade of live poultry imposes a high
risk for the introduction of the Asian lineage of the
H5N1 HPAIV into disease-free regions of Asia, the
Americas, and Africa, but that this route is relatively
less important in the European Union (EU).(9) The
hypothesis that legal trade of poultry plays a minor
role in the EU seems to be supported by the obser-
vation that 73.6% of the HPAI outbreaks reported
in the EU from 2005 to 2008 occurred in wild bird
species(14) and that at least some of the outbreaks
reported in free-range bird farms were likely associ-
ated with transmission from wild bird species. How-
ever, at least 55% of the outbreaks reported in poul-
try farms of the EU were associated with direct or
indirect effective contacts between infected and sus-
ceptible poultry flocks.(10) Moreover, for many out-
breaks reported in poultry in the EU and in other
regions of the world, the association with wildlife
could not be demonstrated.(10,15) Certainly, the high-
est risk for HPAIV introduction into naı̈ve regions
of the EU is likely associated with migration of wild
birds. However, one may hypothesize that the com-
bination of free animal trade policy, relative short
distances, and long latency periods for HPAI in cer-
tain poultry species may also result in some risk for
the introduction of HPAIV into the EU via the le-
gal trade of infected poultry during the silent phase
of an epidemic. Because the model has been param-
eterized using data collected both before and after
the emergence of the Asian strain in EU in 2005,
the analysis refers to a generic HPAI strain; model

scenarios, however, have been formulated consider-
ing conditions that currently prevail in the EU. As-
sessments aimed at estimating the risk for HPAI
introduction that have recently been conducted in
Europe(16,17) were performed at a qualitative, rather
than quantitative, scale. Moreover, those early stud-
ies did not assess the risk associated with legal trade
of live poultry. Thus, no quantitative assessment of
the risk for HPAIV introduction into EU member
states via legal trade of live poultry has been pub-
lished in the peer-reviewed literature. For that rea-
son, the hypothesis that legal trade of poultry im-
poses a risk for the introduction of HPAI into EU
member states such as Spain has yet to be assessed.

Quantitative risk assessment (QRA) was used
here to quantify the risk and to identify factors as-
sociated with the risk for HPAIV introduction into
Spain through the legal importation of live poul-
try. QRA is the methodology recommended by the
World Trade Organization (WTO) to solve interna-
tional trade disputes. Quantitative knowledge of the
risk and of the factors associated with the risk for
HPAIV introduction is prerequisite for a country to
allocate financial and human resources to the devel-
opment of policy for prevention and eventual control
of HPAI epidemics.

The aim of this article was to estimate the prob-
ability of HPAIV introduction into Spain as a conse-
quence of the legal trade of live poultry and to quan-
tify the geographical variation of the risk for HPAIV
introduction into the country and the relative contri-
bution of exporting countries and susceptible poultry
species to the risk of HPAIV introduction. This in-
formation will be useful to assess whether there is a
need to apply additional preventive measures or to
modify existing preventive measures in order to re-
duce the risk for HPAIV introduction into the coun-
try. The analytical approach used here may be eas-
ily extended to assess the risk for HPAI introduction
via importation of live poultry during the silent phase
of an epidemic in other countries and regions of the
world.

2. MATERIALS AND METHODS

2.1. Modeling Approach

A QRA model(18) was developed to quantify the
annual probability of HPAI introduction into Spain
via the legal trade of live poultry (PHPAI). According
to Spanish national regulations, the detection of an
HPAI case will immediately trigger a prohibition to
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import poultry from the infected country into Spain.
Therefore, the assessment was conducted assuming
that risk is only associated with the silent phase of an
HPAI epidemic in a third country, which was defined
as the time period between the first infection and first
detection of the disease in a country that exports live
poultry into Spain. Risk was assessed separately for
each HPAI-susceptible species imported by Spain,
namely, chickens, turkeys, ducks, geese, and guinea
fowls. The assessment was conducted up to the entry
of at least one infected fowl into an agricultural oper-
ation; spread from this initial point of entry was not
considered here.

Spain is divided into 17 territorial entities re-
ferred to as autonomous communities, which are sub-
sequently divided into 50 smaller administrative units
referred to as provinces. Provinces were considered
the unit of analysis for the assessment here because
(i) they are the smallest units of aggregation for
which data are collected, organized, and processed in
Spain, (ii) the number and type of susceptible species
imported by each province is clearly heterogeneous,
and (iii) selective control and prevention measures
are typically coordinated and implemented at this
level.

The model was formulated and run using @ Risk
version 4.5.5 (Palisade Corporation, 1996–2007).
ArcMap 9.1 (ESRI c©, 2005) was used to map the
results, which were categorized as negligible (∼0),
very low (provinces included within the first quar-
tile), medium (second quartile), high (third quartile),
and very high (fourth quartile).

2.2. Model Formulation

The value of PHPAI was estimated as the sum of
the probabilities of introduction [P(Icds)] of at least
one HPAI-infected fowl into each Spanish province
d, from each exporting country c, and via the legal
importation of each susceptible species s. The value
of P(Icds) was modeled as a multilevel binomial pro-
cess of the form:(19)

P(Icds) = 1 − [1 − pFcds (1 − (1 − pAcds )
ncds )] fcds,

where f cds is the number of species s flocks in coun-
try c from which animals were exported into a Span-
ish province d during the silent phase of an HPAI
epidemic; pFcds is the probability of exporting fowls
from an HPAI-infected flock of species s from coun-
try c into a Spanish province d; ncds is the number
of species s poultry exported per flock; and pAcds is

the species- and country-specific probability that an
infected fowl is introduced into an agricultural oper-
ation of province d.

The value of pFcds was estimated as the con-
ditional probability of two events, namely, the
probability that species s from country c become
HPAI-infected in the lapse of one year P(A1), and
the probability of selecting an infected species s flock
for exporting fowls into a Spanish province d during
the silent phase of the epidemic P(A2). The value of
pAcds was estimated as the product of the probability
that an HPAI-infected fowl was exported P(B1), of
the probability that the infected-and-exported fowls
survive the infection P(B2), and of the probability
that the fowl reaches an agricultural operation in
Spanish province dP(B3).(20) Fig. 1 depicts a graph-
ical representation of the conditional probabilities
computed to estimate pFcds and pAcds .

2.3. Definition of Distributions of Input Variables

2.3.1. Number of Flocks Exported During the Silent
Phase of the Epidemic [f cds]

The value of fycds was estimated as the product
of the parameters jcds and ecds, where jcds denotes the
number of shipments of species s sent from coun-
try c into Spanish province d per year, and ecds in-
dicates the number of flocks per shipment. In the
model here, the parameter jcds was assumed to follow
a normal distribution with mean μjcds and standard
deviation σ jcds, which were computed from data col-
lected by the Spanish government between 2002 and
2007 (Table I).(21) Based on data collected by the au-
tonomous region of Valencia in 2007 and 2008,(22) it
was assumed that each shipment originated from an
individual flock. Thus, because ecds = 1, the term ecds

was eliminated from the equation and it was assumed
that fycds = jcds. Consequently, f cds was estimated as:

fcds = ( f γcds/365) × bs,

where (fycds/365) approximates the number of flocks
from which fowls of species s are exported from
country c into the Spanish province d per day and
bs is the species-specific duration of the silent phase
of the epidemic. Spain has banned introduction of
poultry from areas of exporting countries where
vaccination was practiced, which reduces the risk for
introduction of subclinically infected poultry.(23) The
duration of the silent phase of the epidemic was
assumed to follow a Pert distribution with
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Fig. 1. Scenario-tree for the assessment of the risk for introduction of highly pathogenic avian influenza into Spain via the legal trade of live
poultry.

minimum, most likely, and maximum values of,
respectively, 11, 12, and 15 days for chickens,
turkeys, and guinea fowls,(24) and 20, 40, and 60 days
for ducks and geese.(25) The minimum value for dura-
tion of the silent phase of the epidemic represents the
scenario in which diagnosis in the country of origin is
facilitated by implementation of active surveillance
programs for AI virus strains, which are currently
enforced by law in EU countries, and assuming
conservative figures for the parameterization.
Conversely, the maximum value of the parameter
represents the scenario in which diagnosis is delayed
by factors such as nondiagnosed circulation of low
pathogenic strains that may mask HPAI signs.

2.3.2. Probability that Species s from Country c
Becomes Infected [P(A1)]

The value of P(A1) was modeled using a gamma
distribution with parameters αcs and β,(20) where
αcs is the probability of having one HPAI epidemic

affecting species s in country c through period of time
β, which is the period of time considered in the as-
sessment (β = 1 year).

For countries in which species s was affected by
at least one HPAI epidemic since 1996, which is the
year when the emerging strain of H5N1 HPAIV was
isolated for the first time in China,(2) the parameter
αcs was estimated as:

αcs =

m∑

i=1

Ecsi × Scsi

t
, i = 1, 2, . . . m,

where Ecsi is the number of HPAI epidemics i that
affected species s in country c and that were reported
to the World Organization for Animal Health (OIE)
from 1996 to 2008 (t = 13); and Scsi is the proba-
bility that species s was HPAI-infected during the
silent phase of the epidemic i that affected country
c. Scsi was estimated for each country c using data
from each specific epidemic i.(1,5,6,14,26−28) If species s
was infected during the silent phase of the epidemic i
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reported by country c, then a value of Scsi = 1 was
assumed; otherwise, a value of Scsi = 0 was computed.
Regarding the epidemics that affected Italy in 1997–
1998 and 1999–2000, Belgium in 2003, and Germany
in 2008, because more than one species was affected
and the information on the species s that were af-
fected during the silent phase of the epidemic was
not available to us, the value of Scsi was computed
as the proportion of outbreaks reported in species s
through the duration of each specific epidemic i.

For countries that were affected by HPAI epi-
demics since 1996, but in which species s was not in-
fected, the value of αcs was assumed to follow a beta
distribution with parameters computed using Beta-
Buster(29) and considering a most likely value of zero
and 95% confidence that the probability was lower
than the lowest value of αcs estimated for all the
species that were HPAI-infected in the country. This
procedure is equivalent to assuming that the proba-
bility of infection for noninfected species in countries
that were affected by HPAI epidemics since 1996 is
likely nil and that, at worst, one is 95% confident
that the probability is not higher than the probabil-
ity of infection in species in which outbreaks were re-
ported.

For countries that were not affected by HPAI
epidemics since 1996, the value of αcs was assumed
to follow a beta distribution computed with Beta-
Buster,(29) with most likely value of zero and 95%
confidence that the probability was lower than the
lowest value of αcs estimated in all countries in
which species s was HPAI-infected. This procedure is
equivalent to assuming that in countries in which no
HPAI outbreak was reported since 1996, the species-
specific probability of infection is likely nil and, at
worst, one is 95% confident that it cannot be higher
than the lowest probability estimated for countries
and species that were actually HPAI-infected at least
once since 1996.

2.3.3. Probability of Exporting Poultry from
an Infected Flock During the Silent Phase
of an HPAI Epidemic [P(A2)]

The value of P(A2) was modeled using a beta dis-
tribution with parameters α1f and α2f , where α1f =
IFs + 1, and α2f = TFcs − IFs + 1.(20,30,31) IFs is the
number of species s flocks in country c infected be-
fore the detection of the epidemic, and TFcs is the
total number of species s flocks in country c.

For chickens, turkeys, and guinea fowls, IFs was
parameterized using a Pert distribution with mini-
mum, most likely, and maximum values of, respec-
tively, 1—i.e., at least one undetected outbreak, cor-
responding to the index case, 8—which is the mean
number of undetected outbreaks during the silent
phase of the HPAI epidemics of Italy in 1999–2000,
Chile in 2002, and the Netherlands in 2003,(3−5)

and 16—which is the largest number of undetected
outbreaks for HPAI epidemics that affected those
species in the EU since 1996.(3) Those values are con-
servative, considering that they were obtained before
active surveillance was in place in the EU. For ducks
and geese, IFs was modeled assuming a Pert distribu-
tion with minimum, most likely, and maximum val-
ues of 1—at least one undetected outbreak, corre-
sponding to the index case, 16—which represents the
assumption that the most likely scenario for ducks
and geese is equivalent to the worst-case scenario of
chickens, turkeys, and guinea fowls, and 50—which
is the approximate number of outbreaks expected in
ducks in the United Kingdom through an entire epi-
demic.(25)

TFcs was assumed to be normally distributed,
with parameters μTFcs and σ TFcs estimated as, respec-
tively, the average and the standard deviation of the
number of species s flocks in country c between 1996
and 2007.(32−38)

2.3.4. Number of Poultry Exported per Flock [ncds]

The value of ncds was modeled using a normal
distribution with parameters μncds and σncds com-
puted, respectively, as the average and the standard
deviation of the number of species s poultry per
shipment exported from country c into the Spanish
province d between 2002 and 2007 (Table I).(21)

Table I. Number of Shipments of Live Poultry and Number of
Live Poultry Imported into Spain per Year

Number of Shipments Number of
of Live Poultry Live Poultry Year

647 19,624,042 2002
661 21,150,316 2003
643 22,625,135 2004
750 25,799,665 2005
690 24,363,983 2006
692 32,364,941 2007
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2.3.5. Probability of Exporting an Infected Fowl
from an Infected Flock [P(B1)]

The value of P(B1) was modeled using a beta dis-
tribution with parameters α1w and α2w, where α1w =
IAcf’s + 1, and α2w = Zcs − IAcf’s + 1,(20,30,31) with
IAcf’s denoting the number of infected poultry of
species s in an infected flock (f ′) of country c, and
Zcs indicating the average size of a species s flock in
country c. IAcf’s was estimated as the product of Zcs

and the expected intraflock HPAI prevalence (PF).
Zcs was estimated as the ratio between the number
of species s poultry in country c (NAcs) and TFcs.
NAcs was assumed to be normally distributed, with
parameters μNAcs and σ NAcs estimated, respectively,
as the average and the standard deviation of the size
of the poultry population of species s in country c
between 1996 and 2007.(32−34,36−39) PF was assumed
to be Pert distributed, with a minimum, most likely,
and maximum values of 0.05, 0.95, and 1, which
denote, respectively, the expected intraflock preva-
lence at, respectively, 7, 9 to 12, and 12 to 15 days
postinfection.(24)

2.3.6. Probability of Survival to HPAI-Infection
[P(B2)]

The parameter P(B2) was modeled using a Pert
distribution, which was fitted assuming minimum,
most likely, and maximum values for the variable.
The minimum value of P(B2) was assumed to be
0, which is equivalent to considering a 100% fatal-
ity rate in the affected population. The most likely
value was assumed to be 0.07 for chickens, turkey,
and guinea fowls because that was the fatality rate
of HPAI outbreaks reported in those species to the
OIE between 2005 and 2008,(14) and it was assumed
to be 0.6 for ducks(40) and 0.621 for geese.(41) The
maximum value was assumed to be 0.841 for chick-
ens, 0.962 for turkeys and guinea fowls,(14) and 1 for
ducks and geese.(40,41)

2.3.7. Probability that the Fowl Reaches
an Agricultural Operation [P(B3)]

The value of P(B3) was estimated as:

P(B3) = [1 − P(Ds)] × [1 − P(S)],

where P(Ds) and P(S) are, respectively, the proba-
bility that the fowl dies during the shipment and the
probability that the fowl is shipped into a slaugh-
terhouse. The parameter P(Ds) was modeled us-
ing a Pert distribution with minimum, most likely,

and maximum values of, respectively, 0.151 × 10−2,
0.5725 × 10−2, and 0.862 × 10−2 for chickens,(42,43)

and 0.16 × 10−2, 0.32 × 10−2, and 0.52 × 10−2 for
turkeys.(44) No references for the value of P(Ds) were
found in the literature for ducks, geese, and guinea
fowls. For those three species, P(Ds) was modeled
using the values assumed for turkeys, to reflect the
assumption that the value of P(Ds) in ducks, geese,
and guinea fowls will likely be more similar to the
value observed in turkeys than in chickens. P(S) was
assumed to be Pert distributed, with maximum and
minimum values of 1 and 0, which is equivalent to as-
suming that the shipment was, respectively, sent to
a slaughterhouse and to an operation other than a
slaughterhouse. The most likely value of the distribu-
tion was assumed to be 0.13, which was the propor-
tion of imported shipments that were sent to slaugh-
terhouse in 2007 and 2008 in the autonomous region
of Valencia.(22)

2.4. Sensitivity Analysis

As in most risk assessments, the true distribu-
tion of many of the parameters necessary to formu-
late the model was uncertain. One possible strategy
is to quantify the sensitivity of the model to varia-
tions in the value of the parameters, which provides
evidence of how robust the model is to the uncer-
tainty on the true value of the parameters. The sensi-
tivity analysis was performed using a two-stage pro-
cedure. On a first stage, the standardized regression
coefficient β i of the association between the input pa-
rameter i and the probability of HPAI introduction
into Spain was computed to identify input parame-
ters most likely to be influential on the model out-
put (β ≥ 0.1). The methodology used to estimate β i

was a multiple linear regression analysis. Therefore,
β i represents the change in the probability of HPAI
introduction into Spain associated with a change of
one standard deviation in the value of the input pa-
rameter i. In the second stage of the sensitivity anal-
ysis, the value of each input parameter with β ≥ 0.1
was varied through seven steps from minimum and
maximum values equal to, respectively, a 30% reduc-
tion and 30% increase in the base value of the pa-
rameter, and the model was run for each step while
keeping constant on their base values all other input
parameters.

3. RESULTS

The mean PHPAI was 1.36 × 10−3 (PHPAI 95%
PI = 7.87 × 10−6 − 8.99 × 10−3), suggesting that
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Fig. 2. Geographical variation of the risk for introduction of highly pathogenic avian influenza into Spain via the legal trade of live poultry
estimated using a quantitative risk assessment. Risk has been categorized using quartiles as nil (∼0), very low (4 × 10−8 to 9.7 × 10−7),
medium (9.8 × 10−7 to 8.46 × 10−6), high (8.47 × 10−6 to 4.421 × 10−5), and very high (4.422 × 10−5 to 1.89 × 10−4). Provinces with nil risk
and those included within the first, second, third, and fourth quartile are indicated in white, yellow, orange, red, and maroon (in the online
version of this figure), respectively. Provinces of Catalonia, which is the region that concentrated most of the risk, are indicated with a white
outline.

if the conditions and parameters assumed here per-
sist, then it would be expected that HPAI epidemics
caused by the legal introduction of live poultry occur
once every 735 years in Spain.

Countries that most contributed to the PHPAI

were France (country-specific PHPAI = 8.06 × 10−4),
the Netherlands (country-specific PHPAI = 3.24 ×
10−4), and the United Kingdom (country-specific
PHPAI = 1.62 × 10−4). Those three countries con-
centrated 94.6% of the PHPAI. Risk from France, the
Netherlands, and the United Kingdom was mostly as-
sociated with imports of, respectively, ducks (65.3%
of the country-specific PHPAI), chickens (58.3% of the
country-specific PHPAI), and turkeys (85.2%, of the
country-specific PHPAI).

Most (50.8%) of the risk was associated with im-
portation of ducks, whereas turkeys, chickens, guinea

fowls, and geese contributed with 30.2%, 18.7%,
0.2%, and 0.1% of the PHPAI, respectively. France
was the most likely origin of epidemics caused by the
introduction of ducks (76.0% of the species-specific
PHPAI), turkeys (61.5% of the species-specific PHPAI),
guinea fowls (92.4% of the species-specific PHPAI),
and geese (100% of the species-specific PHPAI),
whereas the Netherlands was the most likely origin of
epidemics associated with the introduction of chick-
ens (74.4% of the species-specific PHPAI).

Much (45.7%) of the risk was clustered in the re-
gion of Catalonia, in northeastern Spain, which in-
cludes the provinces of Barcelona (PHPAI = 1.89 ×
10−4), Gerona (PHPAI = 1.72 × 10−4), Tarragona
(PHPAI = 1.39 × 10−4), and Lerida (PHPAI = 1.22 ×
10−4) (Fig. 2). Chickens, turkeys, and ducks were es-
timated the most likely route of entry for 41.0%,
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30.8%, and 28.2% of the 39 Spanish provinces that
imported poultry from 2002 to 2007, respectively.
France, the Netherlands, Portugal, and the United
Kingdom were the most likely origin of introduction
for 51.3%, 17.9%, 12.8%, and 7.7% of the provinces,
respectively.

Results of the sensitivity analysis suggest that the
PHPAI was affected (β ≥ 0.1) by the probability of
an HPAI epidemic affecting ducks (β = 0.80) and
turkeys (β = 0.23) in France, and ducks (β = 0.16)
and chickens (β = 0.14) in the Netherlands. A 30%
increase in the base value of those four parameters
did not result in a substantial increase of the PHPAI,
with HPAI epidemics being expected once every 662,
697, 714, and 706 years, respectively.

4. DISCUSSION

The study here is the first quantitative assess-
ment of the risk for HPAIV introduction into an
HPAI-free country via the legal trade of live poultry,
discriminated by susceptible species imported, coun-
try of origin of the export, and administrative unit
of destination. The risk assessment performed here
suggests that legal trade of poultry does not impose
a substantial risk for HPAI introduction into Spain.
Such low risk probably results from the combination
of a number of factors influencing the path of risk, in-
cluding adequate biosecurity conditions, high sensi-
tivity of the surveillance system, and good diagnostic
capacity in most of the countries that export poultry
into Spain, along with the high mortality levels ex-
pected in susceptible species.

There are several routes or paths through which
HPAIV may be introduced and subsequently dissem-
inated into disease-free poultry populations. Identi-
fying which of those potential transmission routes im-
pose a significant risk of spread into naı̈ve regions
has critical implications for predicting and prevent-
ing the future spread of the virus. Moreover, iden-
tifying routes that do not impose a substantial risk
for HPAIV introduction is also important because
resources can be selectively allocated to prevent the
spread of the disease through the risk pathways that
are estimated to be most important. Some believe
that legal trade of live poultry may impose a high risk
for the emergence and spread of the Asian lineage
of the H5N1 HPAIV around of world.(9) However,
no quantitative assessment of the risk for HPAIV in-
troduction into disease-free poultry populations via
legal trade of live poultry has been published in the

peer-reviewed literature. The results presented here
suggest that legal trade of live poultry does not im-
pose a substantial risk for the introduction of HPAIV
into Spain. Therefore, current national and EU leg-
islations seem to be sufficient to prevent the risk for
HPAIV spread through this pathway into EU mem-
ber states. If the conditions presented here also apply
to other EU member countries, then one may also as-
sume that the likelihood of HPAIV transmission via
legal trade of poultry in the EU is negligible. These
observations and findings support conclusions from
early qualitative assessments that assumed that le-
gal trade of live poultry does not represent a risk for
HPAI introduction into the EU.(16,17) Consequently,
risk assessments and resources to minimize the risk
would be most effective in preventing the introduc-
tion of HPAIV into Spain if they focus on routes
other than the legal trade of poultry, such as, for ex-
ample, migration of wild bird species or illegal trade
of animals and products.

Although the risk for HPAI introduction into
Spain estimated here was low, interestingly, risk was
concentrated in terms of most likely species of in-
troduction and spatial distribution. The highest risk
was imposed by imports of ducks. In addition to the
large number of duck shipments sent to Spain, this
result could also be explained, at least in part, by the
“carrier state” attributed to some individuals of this
species.(25,45) Such epidemiological feature resulted
in that ducks, compared to other species, have larger
(i) probability of survival from HPAIV infection; (ii)
number of infected flocks by the time the epidemic
is detected in this species; and (iii) temporal extent
of the silent phase of the epidemic. Only seven of
the 50 Spanish provinces concentrated 66.21% of the
risk for HPAI introduction into the country (Fig. 2).
Much (45.7%) of the risk was estimated for the four
provinces of Catalonia region. For that reason, even
if the risk for HPAI introduction into Spain is nil, one
may expect that in the event of an HPAIV epidemic
in Spain caused by the legal introduction of poultry,
then the index case would likely be located in this re-
gion of the country.

Model estimates were mainly affected (β ≥ 0.1)
by the probability of an HPAI epidemic affecting
ducks in France (β = 0.80). France, which concen-
trates 35.3% of the total number of poultry imported
by Spain, including 99.6% of the total number of
imported ducks,(21) was also the country that most
contributed to the PHPAI. However, and because of
the low value of PHPAI estimated here, the second
stage of the sensitivity analysis showed that model
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outputs were not substantially affected by changes in
the values of the parameters. Therefore, the model
was found to be robust to changes in the input
parameters.

The comparison between model outputs and
real distribution of HPAIV introductions into Spain
would be required in order to validate the model.
However, validation of the model was not possible
because Spain has never experienced an HPAI epi-
demic in poultry. Indeed, such observation is con-
sistent with the results presented here that suggest
that HPAI epidemics are extremely unlikely to occur
in the Spanish poultry industry, at least through the
pathway assessed here. Moreover, if the conditions
presented here persist and if the conclusions of the
assessment were accurate, one would expect that the
model will never be able to be validated, or in other
words, that the absence of HPAI epidemics caused
by the introduction of live poultry into Spain would
result, in itself, a validation of the model.

5. CONCLUSION

This is the first comprehensive risk assessment
that quantified the risk for HPAI introduction into
an HPAI-free country via legal trade of live poul-
try. Results presented here suggest that the risk for
HPAI introduction into Spain via legal trade of live
poultry is nil, and that therefore, current preven-
tive measures are sufficient to prevent the occur-
rence of HPAI epidemics through this pathway of
introduction.
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MD, Marangon S. Risk factors for highly pathogenic H7N1
avian influenza virus infection in poultry during the 1999–
2000 epidemic in Italy. Veterinary Journal, 2009; 181(2):171–
177.

28. World Organisation for Animal Health (OIE). Handistatus II.
Available at: http://www.oie.int/hs2/report.asp?lang=en, Ac-
cessed on October 7, 2008.

29. Department of Medicine and Epidemiology, University
of California, Davis. Software Modules. Available at:
http://www.epi.ucdavis.edu / diagnostictests / software.html#
SoftwareModules, Accessed on March 4, 2009.

30. World Organisation for Animal Health (OIE). Handbook on
Import Risk Analysis for Animals and Animal Products, Vol-
ume 2. Chapter 4 in OIE (eds). Useful Probability Distribu-
tions. Paris: OIE, 2004.

31. Vose DJ. Risk analysis in relation to the importation and ex-
portation of animal products. Revue scientifique et technique
(International Office of Epizootics), 1997; 16(1):17–29.

32. Agreste. Publications [in French]. Available at: http://www.
agreste.agriculture.gouv.fr/IMG/File/resultat201.pdf, Acce-
ssed on January 6, 2009.

33. Department for Environment, Food and Rural Affairs (DE-
FRA). Agricultural Survey Data. Available at: http://www.

defra.gov.uk/esg/work htm/publications/cs/farmstats web/2
SURVEY DATA SEARCH / COMPLETE DATASETS /
regional level datasets.htm, Accessed on January 22,
2009.

34. Federal Ministry of Food, Agriculture and Consumer Protec-
tion (BMELV). Available at: http://www.bmelv.de/cln 045/
nn 757134/EN/05-Agriculture/FarminginGermany.html nnn
=true#doc1234260bodyText7, Accessed on November 10,
2008.

35. Food and Agriculture Organization of the United Na-
tions (FAO). Statistical Databases and Data-Sets. Available
at: http://www.fao.org/es/ess/census/default.asp, Accessed on
January 12, 2009.

36. Hungarian Central Statistical Office (KSH). Agricultural
long time series and censuses. Available at: http://portal.ksh.
hu / portal / page? pageid=38,569312& dad=portal& schema=
PORTAL, Accessed on January 22, 2009.

37. Institut National de Statistique (INS). Recensement agricole
[in French]. Available at: http://statbel.fgov.be/pub/home fr.
asp#5, Accessed on January 16, 2009.

38. Statistics Netherlands (CBS). StatLine database. Available
at: http://statline.cbs.nl/StatWeb/dome/?LA=en, Accessed on
January 14, 2009.

39. Food and Agriculture Organization of the United Na-
tions (FAO). Statistical Database (FAOSTAT). Available at:
http://faostat.fao.org/site/339/default.aspx, Accessed on Octo-
ber 10, 2008.

40. Sturm-Ramirez KM, Hulse-Post DJ, Govorkova EA,
Humberd J, Seiler P, Puthavathana P, Buranathai C, Nguyen
TD, Chaisingh A, Long HT, Naipospos TSP, Chen H, Ellis
TM, Guan Y, Peiris JSM, Webster RG. Are ducks contribut-
ing to the endemicity of highly pathogenic H5N1 influenza
virus in Asia? Journal of Virology, 2005; 79(17):11269–
11279.

41. Webster RG, Guan Y, Peiris M, Walker D, Krauss S, Zhou
NN, Govorkova EA, Ellis TM, Dyrting KC, Sit T, Perez DR,
Shortridge KF. Characterization of H5N1 influenza viruses
that continue to circulate in geese in southeastern China. Jour-
nal of Virology, 2002; 76(1):118–126.

42. Vecerek V, Grbalova S, Voslarova E, Janackova B, Malena M.
Effects of travel distance and the season of the year on death
rates of broilers transported to poultry processing plants. Poul-
try Science, 2006; 85(11):1881–1884.

43. Warriss PD, Bevis EA, Brown SN, Edwards JE. Longer jour-
neys to processing plants are associated with higher mortality
in broiler chickens. British Poultry Science, 1992; 33(1):201–
206.
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