
trac

a
m

r
j
t
o
H

i
p
t
s

w
e
m
o
t
o

d

3

A

M
C

i

d
a
m
t
A
w
t
T
c
l
c
l
(
a
d
a
c
h
s
p
m

b
d
n
d

by COREView meta

her Connector 
14th International Congress on Infectious Diseases (ICID) Abs

34.029

Leishmaniasis in Albania

S. Bino

Institute of Public Health, Tirana, Albania

Background: Different aspects of Leishmaniasis in Albania
has been described in different research papers. Leishma-
niasis is mandatory notified near public health services.
From 1960-2001 an average of 80 cases per year has been
describbed in the literature. Also other studies of vectors
as well as stuies of seroprevalence in dogs has been per-
formed recently. Data from echological survey, reservoirs
and vectors were analysed in different geografical areas.

Methods: A retrospective analysis of cases admitted in
district and tertiary care hospitals from 1997-2008

Also such analysis has inlcuded confirmed Visceral Leish-
maniasis (VL) cases notified to the the national surveyance
center

VL cases were reported from 35 out 36 districts, char-
acterised by different levels of morbidity. Mortality and co
infection data were also analysed.

ELISA and IFAT were use dfor diagnosis.
Results: A total of 1439 cases of Visceral Leishmaniasis

cases were analysed. The incidence rate ranked from 3.4 -
4.3 cases/10000 population.

About 89% percent of the disctricts are infected with
VL. The most affected areas are: Shkodra 1.4, Lezha
1.6, Berat, 1.1, Elbasan 0.7, Tirana 0.3 and. Vlora
0.4cases/10.000population.

A high proportion of cases occurred among infantile pop-
ulation: especially children below 5 years, and 79.6% below
10 years of age.

P.neglectus and P. papatasi are the common while P.tobi
is concntrated only in one grographic area.

The seroprevalence in 340 dogs collected from 7 regions
show a rate of 5.8%.

Conclusion: VL in Albania represents a serious health
problem. Paedriatic cases are exceeding 80%. It is present
all over the country. A control program needs to be
established.

doi:10.1016/j.ijid.2010.02.1851
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Prevalence of HPAI in live-bird markets in the Jabo-
databek region of west Java, Indonesia in 2009

C. Lockhart1,∗, E. Wuryaninggsih2, E. Brum1, P.R. Barrios1

1 Avian Influenza Control Programme, Indonesia, Jakarta,
Indonesia
2 Campaign Management Unit, Jakarta, Indonesia

Background: Outbreaks of highly pathogenic avian
influenza (HPAI) due to H5N1 began in October 2003 and
have affected poultry in 31 of 33 provinces in Indonesia.
Very little is known about the HPAI in commercial poultry.
The objectives of this study were to determine the preva-

data, citation and similar papers at core.ac.uk
lence of HPAI due to H5 avian influenza viruses in live-bird
markets that trade in commercial poultry located in the
greater Jakarta metropolitan area on Java Island, Indone-
sia. Secondary objectives were to identify geographic origin

L
e
d
m

ts e167

nd bird type associated with the presence of HPAI within
arkets.
Methods: Pooled environmental swabs were taken from a

andom sample of live-bird markets in 12 districts and sub-
ected to H5 testing over a period of six months to determine
he presence of HPAI. Data on type of birds as well as origin
f birds were gathered in order to assess risk associated with
PAI infection in markets.

Results: Our results show that markets were continuously
nfected with HPAI, with 33.3% of market samples testing
ositive over the study period. HPAI infection was concen-
rated in markets in the northeast and central regions of the
tudy area where more than 60% of markets tested positive.

Conclusion: HPAI due to H5 avian influenza appears to be
idespread within markets and concentrated in the north-
ast and central areas of the study region. Knowledge about
arketlevel prevalence in each district provides indication

f the level of HPAI circulating within the commercial poul-
ry industry, information that is currently not available from
ther sources.

oi:10.1016/j.ijid.2010.02.1852
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ncylostoma spp. on beaches of Elota, Sinaloa, México

.C. Rubio Robles ∗, S.M. Gaxiola Camacho, N. Castro del
ampo

Universidad Autonoma de Sinaloa, Culiacan, Sinaloa, Mex-
co

Background: Eggs and larvaes of Ancylostoma spp. can
isseminated in the soil of public areas, and resist to
dverse environment conditions, capable of surviving for
any months. Humans and pets can infect that have con-

act with contaminated soil of parks and sand of beaches.
ncylostomiasis can be a zoonotic infection with hook-
orm species that do not use humans as a definitive host,

he most common being A. braziliense and A. caninum.
he normal definitive hosts for these species are dogs and
ats; humans may also become infected when filariform
arvae penetrate the skin With most species, the larvae
annot mature further in the human host, and migrate aim-
essly within the epidermis, causing cutaneous larva migrans
also known as creeping eruption), sometimes as much
s several centimeters a day. Some larvae may persist in
eeper tissue after finishing their skin migration. Occasion-
lly A. caninum larvae may migrate to the human intestine,
ausing eosinophilic enteritis. Ancylostoma caninum larvae
ave also been implicated as a cause of diffuse unilateral
ubacute neuroretinitis. The objective was determine the
resence of Ancylostoma spp in sand of beaches of Elota
unicipality of Sinaloa, México.
Methods: The composite samples of sand of three

eaches, were determined for representative samples
escribed by the technique of Thrusfield (2005) was used:
= [t*SD/L]2. Where n = sample size, t = value of the normal
istribution (Student t) for a 95% confidence level (t = 1.96),

brought to you 

provided by Elsevier - Publis
=accepted error or precision (5%), and SD=weighted dis-
ase prevalence (%); the total of composite sample of sand
etermined by the double W samplings was 225, took surface
oist sand scraping of 100 grams of sand for each sample

https://core.ac.uk/display/82650746?utm_source=pdf&utm_medium=banner&utm_campaign=pdf-decoration-v1
dx.doi.org/10.1016/j.ijid.2010.02.1851
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nd deposited it in plastic bags; transferred to the labora-
ory of parasitology of the FMVZ-UAS to be analyzed by the
edimentation technique.

Results: 45 (20%) of the 225 composite samples of sand
nd in two of the three beaches were positive to Ancy-
ostoma spp.

Conclusion: The contamination with Ancylostoma spp.
epresent risk for the pets and public health, yet residents as
isitors ignore about parasitic diseases that dogs can trans-
it them it is necessary implement control strategies and

ducation for the prevention of the infections.

oi:10.1016/j.ijid.2010.02.1853
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haracterization of Venezuelan field strains of EEEV by
T-PCR and SSCP

.M. Bermudez G. ∗, M.C. Gonzalez, J.M. Ruíz, J. Rivero, F.
errera

Central University of Venezuela, College of Veterinary
edicine, AP-4563, Aragua, Venezuela

Background: Genetic characterization of three field
trains of VEEE, by RT-PCR and SSCP shows difference in
irulence, antigenic variation and immune response. Two
enetic regions of the virus: No Trasnducible RNAm 26S and
region of the gen nonstructural protein P4 03 (nsP4) might

elate to heterogeneity and behavior of the strains.
Methods: EEEV field virulent strains were isolated from

pizootic outbreaks in equines and named: Strain 1 or PAO
rom Cojedes State in 2002. Strain 2 or MERCEDES Guárico
tate in 1996. Strain 3 or TUCACAS from Falcón State in 1984.
rimers from known EEEV were used to copy and to amplify
fragment of 542 pb of the region No Transducible RNAm

3 26S and another 532 pb fragment of the gen nsP4. Once
mplified a RT-PCR was run and DNAc of both fragments from
ach of the three strains were verified and compared by
SCP. The doble chains of DNAc obtained were denatured
nd turned into single chains by quick heat and cold stress
o promote in chain reassortments or accessory chains. The
nd products were separated by low amperage PAGE.

Results: SSCP of the three strains of EEEV studied showed
wide range of band patterns with marked difference in the
igratory pattern of the reassorted singlets (RSS) reveal-

ng and showed difference in the migratory patterns of
he denatured singlet (DSS). This results uncovered that
nsertions or deletions of nucleotides took place in the gen
equence of these strains of EEEV.
Conclusion: The three field strains of EEEV showed
enetic polymorphisms in the genome regions studied which
haracterize EEEV variants of South America.

oi:10.1016/j.ijid.2010.02.1854
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iscovery of reverse zoonotic transmission of pandemic
1N1 influenza virus infection in cats following the initi-
tion of a real time sero-molecular epidemiological study

. Trujillo1,∗, B. Sponseller1, A. Jergens1, T. Pearce1, E.
trait 1, K. Harmon1, S. Ramamoorthy1, C. Prior2, A. West3,
. Nara1

Iowa State University, Ames, IA, USA
Park City Animal Clinic, Park City, UT, USA
Park City Animal Clinic, Park City, UT, USA

Background: Influenza viruses remain the most signifi-
ant infectious disease One Health concern entering into
010. The highly infectious pH1N1 virus is a human host
dapted virus with unknown host susceptibly that remains
roblematic for pandemic influenza preparedness plans.
typical hosts provide an opportunity for endemic influenza
volution, a new reservoir host, or a site for future muta-
ional events. Following the discovery of the index case for
eline pH1N1 infection, we are employing a sero-molecular
pidemiological study to monitor infection rates and evo-
ution of this virus at the human-animal contact interface
o advance the understanding of influenza virus evolution in
opulations and predict, prevent or curtail emergent events.

Methods: This study utilizes molecular testing; real time
T-PCR differential pH1N1 detection assays; virus isolation,
ene sequence analysis for virus detection, typing and viral
enomics. Host immune responses are assessed via differen-
ial H1N1 ELISA, and specific hemagglutinin inhibition assays
nd virus neutralization assays.

Results: Our epidemiological study discovered the first
wo feline cases of pH1N1 infections following apparent
everse zoonosis from humans. Both cases include cats
lder than 10 yrs, clinical signs includ reespiratory dis-
ase, lethargy and inappetance, 3-5 days following influenza
ike illness in humans. One cat was moderately febrile.
oth cats developed lower respiratory disease character-

zed by a bilateral dorsal alveolar pattern on radiography
nd had lymphopenia. Bronchoalveolar lavage or possibly
eep ora-pharyngeal swaps were sufficient for PCR based
iral detection. The power of serology in diagnosis will be
mphasized. As the study continues, additional cases will be
lso be presented.

Conclusion: Here we report on the discovery and a diag-
ostic approach of the first pH1N1 virus infection in the
typical domestic cat which was associated with signif-
cant lower respiratory disease which is similar to more
ecent human cases possibly suggesting the discovery of

relevant animal model for future experimental trials
ith pH1N1 viruses. Moreover these atypical index cases
emonstrate the possible development of new endemic
nfections of influenza virus in close household or community

uman/animal contacts complicating prepardness plans and
einforcing the need for expanding professionally trained
omparative clinical scientists via the One Health initiative.

oi:10.1016/j.ijid.2010.02.1855
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